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SUMMARY:  23 
System-wide analysis of multiple biomolecules is crucial to gain functional and mechanistic 24 
insights into biological processes. Hereby, an extensive protocol is described for high throughput 25 
extraction of lipids, metabolites, proteins and starch from a single sample harvested from 26 
synchronized Chlamydomonas culture. 27 
 28 
ABSTRACT:  29 
Microalgae have been the focus of research for their applications in the production of high value 30 
compounds, food and fuel. Moreover, they are valuable photosynthetic models facilitating the 31 
understanding of the basic cellular processes. System wide studies enable comprehensive and in-32 
depth understanding of molecular functions of the organisms. However, multiple independent 33 
samples and protocols are required for proteomics, lipidomics and metabolomics studies 34 
introducing higher error and variability. A robust high throughput extraction method for the 35 
simultaneous extraction of chlorophyll, lipids, metabolites, proteins and starch from a single 36 
sample of the green alga Chlamydomonas reinhardtii is presented here. The illustrated 37 
experimental setup is for Chlamydomonas cultures synchronized using 12 h/12 h light/dark 38 
conditions. Samples were collected over a 24 h cell cycle to demonstrate that the metabolites, 39 
lipids and starch data obtained using various analytical platforms are well conformed. 40 
Furthermore, protein samples collected using the same extraction protocol were used to conduct 41 
detailed proteomics analysis to evaluate their quality and reproducibility. Based on the data, it 42 
can be inferred that the illustrated method provides a robust and reproducible approach to 43 
advance understanding of various biochemical pathways and their functions with greater 44 
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confidence for both basic and applied research.  45 
 46 
INTRODUCTION:  47 
Microalgae are a rich source of natural products (e.g., fuels, human and animal nutrition, 48 
cosmetics and pharmacological substances). Numerous research efforts are carried out to 49 
enhance the efficiency of the production of high value products from microalgae1-4. Systems-level 50 
understanding of metabolism is a pre-requisite to improve the quality and the yield of natural 51 
products5-7. With the advent of functional genomic techniques and improved mass spectrometry 52 
methods, thousands of genes, transcripts, proteins, and metabolites can be monitored 53 
simultaneously. However, multiple samples are required for in-depth proteomics, lipidomics and 54 
metabolomics studies, which is often difficult to achieve in unicellular organisms, especially if 55 
time course studies are to be performed. Moreover, collection and processing of different sample 56 
aliquots in combination with different protocols to collect the highly complex omics data (i.e., 57 
proteomic, lipidomic, and metabolomics) introduces variability, thus making the integration of 58 
data a challenging task.  59 
 60 
Chlamydomonas provides not only an excellent microbial system for the investigation of cellular 61 
processes, but also a convenient model to study the coordination of cell cycle and metabolism. 62 
Accordingly, a strong coordination of the transcripts expression with cell cycle has been shown 63 
using high resolution transcriptome profiling of synchronized culture of Chlamydomonas8. About 64 
80% of the analyzed transcripts exhibited robust periodicity over a 24 h cell cycle8. Likewise, dry 65 
weight, proteins, chlorophyll, amino acids and fatty acids of two different strains of 66 
Chlamydomonas were shown to correlate with cell division in a study where sampling was 67 
performed every 4 h9. Recently, it was reported that the metabolite and lipid dynamics of the cell 68 
shift based on specific phases of the cell cycle10. The subtle changes in different biomolecules 69 
were possible to monitor using a robust methyl tert-butyl ether (MTBE): methanol: water-based 70 
extraction method, which offers an ideal starting point for comprehensive multi-omics 71 
analysis10,11. 72 
 73 
The presented protocol guides through a reproducible and efficient strategy10, for the 74 
simultaneous extraction of lipids, metabolites, proteins and starch from a single sample aliquot, 75 
for the time resolved metabolomic and lipidomic study of synchronous growing Chlamydomonas 76 
cultures. In addition to illustrating the robust and reproducible metabolic and lipidomic data10, 77 
here, the quality of the proteomic samples obtained from the same pellet is also demonstrated. 78 
 79 
PROTOCOL:  80 
 81 
1. Pre-cultures of Chlamydomonas reinhardtii 82 
 83 
1.1. Prepare the pre-cultures of Chlamydomonas reinhardtii (strain wild type CC-1690 mt+) 84 
by transferring cells from solid plates of TAP medium to Erlenmeyer flasks with 200 mL of HSM 85 
medium12. 86 
 87 
1.2. Grow the pre-cultures on a rotatory shaker at 24 °C at 100 µmoles·m-2·s-1 continuous 88 
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light until the cell density reaches ~ 2 x 106 cells/mL.  89 
 90 
2. Synchronization of Chlamydomonas liquid cultures in fermenters 91 
 92 
NOTE: The parameters presented in this protocol, such as temperature, light and CO2, are specific 93 
to synchronization of the strain CC-1690 mt+. In order to develop a synchronized culture using 94 
another strain, it is necessary to test the optimal conditions.  95 
 96 
2.1. Transfer the pre-culture to a fermenter system (see Supplementary Figure 1 for the 97 
custom-made fermenter design), connected to a recirculating cooler to maintain the 98 
temperature, with bubbling of filtered CO2 (2%, v/v) and stirred with a magnetic stir bar at the 99 
bottom of the fermenter with constant agitation. 100 
 101 
2.2. To initiate the synchronization, set the fermenter at light-dark regime of 12:12 h, under 102 
34 °C and 200 µmoles·m-2·s-1 light and ensure it contains 500 mL of culture in HSM medium with 103 
a cell density of 1 x 106 cells/mL. 104 
 105 
2.3. At the end of 24 h cycle, re-dilute the culture to 1 x 106 cells/mL with fresh HSM medium 106 
with minimal perturbation by using a tube system in combination with peristaltic pumps, which 107 
allows to first pump a distinct amount of culture out and afterwards pump in autoclave-sterilized 108 
medium. 109 
 110 
NOTE: As an alternate to peristaltic pumps, inoculating syringes can be used to withdraw the 111 
culture, while the required volume of fresh medium can be added directly into the fermenter 112 
under sterile conditions. 113 
 114 
2.4. Repeat step 2.3 three times to obtain the synchronized cultures on 4th day of inoculation. 115 
 116 
2.5. In order to validate synchrony of cells, harvest samples at an interval of every 2 h and 117 
measure the cell density and cell volume using a cell counter and size analyzer (see Table of 118 
Materials). Depending on the cell density, dilute the samples between 1:10 to 1:100 and measure 119 
in a size range of 30 – 1900 µm3. 120 
 121 
3. Harvesting Chlamydomonas cells  122 
 123 
3.1.  Label 15 mL conical centrifuge tubes and prepare a dewar filled with liquid nitrogen. 124 
 125 
3.2. Harvest samples using a syringe (50 cm3) through the inner glass tube of the fermenter. 126 
Distribute the sample into conical centrifuge tubes which should contain 10-15 x 106 cells. Note 127 
the volume transferred to each tube and measure the cell density and the cell size of each time 128 
point using cell counter and size analyzer (see Table of Materials) 129 
 130 
3.3. Pellet the cells by centrifugation for 5 min at 4000 x g. Then discard the supernatant, 131 
freeze the pellets in liquid nitrogen and later store at -80 °C.  132 
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 133 
4. Preparation of extraction buffers and extraction chlorophyll, lipids and metabolites  134 
 135 
CAUTION: Methanol (MeOH) and MTBE are flammable and can cause irritation of respiratory 136 
tract, eye or skin on prolonged exposure and/or contact. Please handle them carefully only in a 137 
fume hood and use the appropriate safety procedures during the extraction (lab coat, safety 138 
glasses, gloves, etc.).  139 
 140 
4.1. Extraction Buffer 1 141 
 142 
4.1.1. In a 100 mL volumetric flask, add 75 mL of MTBE, 25 mL of MeOH (UHPLC grade) and 143 
homogenize (3:1, vol/vol). 144 
 145 
4.1.2. Add the following internal standards solution: 50 µL of corticosterone (1 mg/mL in 146 
MeOH), 50 µL 1,2-diheptadecanoyl-SN-glycero-3-phosphocholine (17:0 PC) (1 mg/mL in 147 
chloroform HPLC grade), 25 µL of ampicillin (1 mg/mL in water UHPLC grade) and 50 µL of D-148 
Sorbitol-1-13C (1 mg/mL in water UHPLC grade). 149 
 150 
4.1.3. Transfer the extraction buffer to a clean glass bottle and pre-cool the solution at -20 °C, 151 
1 h before use. Use freshly prepared solution for the extractions. This solution can be stored at 4 152 
°C for up to 2 weeks.  153 
 154 
4.2. Extraction Buffer 2 155 
 156 
4.2.1. In a 100 mL volumetric flask, add 75 mL of water UHPLC grade and 25 mL of MeOH 157 
UHPLC grade and homogenize. 158 
 159 
4.2.2. Transfer the extraction buffer to a clean glass bottle. Use fresh solution for the 160 
extractions. This solution can be stored at room temperature for several weeks. 161 
 162 
5. Extraction of chlorophyll, lipids and metabolites 163 
 164 
5.1. Arrange the tubes, with the cell pellet (containing 10-15 x 106 cells), in liquid nitrogen. 165 
 166 
5.2. Resuspend the cell pellet in each tube with 1 mL of pre-cooled (-20 °C) Extraction Buffer 167 
1.  168 
 169 
NOTE: Perform this step quickly to avoid evaporation of low viscosity extraction buffer. After 170 
adding the Extraction Buffer 1, maintain the tubes at room temperature. 171 
 172 
5.3. Vortex until the cells are well homogenized within the extraction mixture and aliquot 173 
the mixture into 2 mL microcentrifuge tube. 174 
 175 
5.4. Sonicate the cultures using sonication bath (see Table of Materials) in ice cooled water 176 
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for 10 min. 177 
 178 
5.5. Incubate all the samples on an orbital shaker at 1000 rpm for 60 min at 4 °C.  179 
 180 
5.6. To induce the phase separation, add 650 µL of Extraction Buffer 2. 181 
 182 
5.7. Vortex briefly followed by centrifugation at 20000 x g for 5 min at 4 °C. 183 
 184 
NOTE: After this step, there is a separation of liquid phases and a solid pellet in the bottom of the 185 
tube. Handle the tubes with care to avoid mixing of the two liquid phases. The top MTBE-phase 186 
contains lipids and chlorophyll, while the lower phase contains the polar and semi-polar 187 
metabolites. The precipitated pellet at the bottom contains proteins, starch and other insoluble 188 
molecules.  189 
 190 
6. Aliquoting the fractions 191 
 192 
6.1. Transfer 500 µL of upper MTBE-phase (lipids) into a labelled 1.5 mL tube. Dry the 193 
samples using a vacuum concentrator (see Table of Materials) and store at -80 °C until 194 
measurement. 195 
     196 
6.2. Remove the remaining MTBE-phase using a 200 μL pipette. 197 
 198 
6.3. Transfer 650 µL of the lower phase (polar and semi-polar metabolites) to a new labeled 199 
tube. Dry the samples using a vacuum concentrator (see Table of Materials) and store at -80 °C 200 
until measurement.  201 
    202 
6.4. Remove the remaining lower phase by pipetting off the excess volume. 203 
 204 
6.5. Freeze the solid pellet in liquid nitrogen and store at -80 °C until further extraction. 205 
 206 
7. Determination of polar metabolites (primary metabolites) 207 
 208 
7.1. Resuspend the dried pellet of the polar phase (step 6.3) in methoxyamine-209 
hydrochloride/pyridine solution for methoxymization of carbonyl groups. 210 
 211 
7.2. Heat the samples at 37 °C for 90 min. 212 
 213 
7.3. Derivatize the samples with N-methyl-N-trimethylsilyltrifloracetamide (MSTFA) for 30 214 
min at 37 °C as described previously13.  215 
 216 
7.4. Use gas chromatography coupled to time-of-flight mass spectrometry (GC-TOF-MS) to 217 
analyze the primary metabolites. The gradient parameters used were according to the previously 218 
described protocol14. 219 
 220 
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8. Determination of non-polar metabolites (Lipids) 221 
 222 
8.1. Re-suspend the dried pellet of non-polar phase (step 6.1) in a mixture of 223 
acetonitrile:isopropanol (7:3, v:v). 224 
 225 
8.2. Centrifuge at 20000 x g and separate on a reverse phase C8 column (100 mm×2.1 226 
mm×1.7 μm particles), using a UPLC system (see Table of Materials). The two mobile phases 227 
were water with 1% 1 M ammonium acetate, 0.1% acetic acid (Buffer A), and 228 
acetonitrile:isopropanol (7:3) containing 1% 1 M ammonium acetate, 0.1% acetic acid (Buffer B).  229 
 230 
8.3. Use the gradient parameters according to the previously described protocol14. 231 
 232 
9. Determination of chlorophyll content 233 
 234 
9.1. Mix 100 µL of the MTBE-phase (step 6.1) with 900 µL of 90% methanol for a method 235 
blank as well as the experimental samples. 236 
 237 
9.2. Measure the absorbance using spectrophotometer at a wavelength of 665 nm and 652 238 
nm to distinguish between chlorophyll a and chlorophyll b.  239 
 240 
NOTE: The absorption should range between 0.1 and 1 for valid concentration calculation. Dilute 241 
the samples, if necessary. 242 
  243 
9.3. Calculate the chlorophyll a and b content, and also the total chlorophyll content 244 
according to the following formulas. 245 
Chla = 16.82A665 – 9.28A652  246 
Chlb = 36.92A652 – 16.54A665  247 
Chla=b = 0.28A665 + 27.64A652  248 
 249 
NOTE: The formulas were described by Bar-Nun and Ohad15. 250 
 251 
10. Extraction and determination of the protein content, digestion and analysis 252 
 253 
NOTE: To resuspend the protein, pellet urea/thiourea buffer (6 M urea, 2 M thioureaand 254 
protease and phosphatase inhibitors) was used with modifications in the protocol previously 255 
described16. However, any buffer of choice can be used for resuspension of proteins. 256 
 257 
10.1.  Prepare the protein buffer using the following concentrations: 6 M of urea and 2 M of 258 
thiourea.  259 
 260 
10.2.  Dissolve the pellet (step 6.5) in 200 µL of protein buffer (10.1). 261 
 262 
10.3.  Incubate the samples at room temperature for 30 min, followed by centrifugation at 263 
20000 x g for 5 min. 264 
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 265 
10.4.  Transfer the supernatant, which contains the proteins, to a new tube. 266 
 267 
10.5.  Determine the protein concentration by Bradford assay17. 268 
 269 
10.6.  Digest 50 µg of protein in-solution with a protocol of choice. Here, use the following 270 
protocol. 271 
 272 
10.6.1. Reduce 50 µg of protein samples using 5 mM DTT for 30 min followed by alkylation using 273 
10 mM iodoacetamide for 30 min at room temperature in dark. 274 
 275 
10.6.2. Add Trypsin/Lys-C Mix at a 25:1 protein:protease ratio (w/w), mix and incubate for 3 h 276 
at 37 °C. 277 
 278 
10.6.3. Dilute the samples six folds using 50 mM TrisHCl (pH 8) and Incubate overnight at 37 °C. 279 
 280 
10.6.4. Terminate digestion by adding trifluoroacetic acid (TFA) to a final concentration of 0.5–281 
1%. 282 
 283 
10.7.  After digestion, perform desalting of the peptides prior to mass spectrometry using C18 284 
stage tips and elute the digested peptides18.  285 
 286 
10.8.  Concentrate the samples to near dryness, leaving 2-5 µL of solution in a vacuum 287 
concentrator (see Table of Materials) without heating.  288 
 289 
10.9. Resuspend the samples in loading buffer (5% acetonitrile, 0.5% formic acid) and analyze 290 
the peptide mixtures by LC-MS/MS using a high-resolution mass spectrometer (see Table of 291 
Materials) connected to a nano-UPLC system.  292 
 293 
10.10. Separate the peptides using UPLC system (see Table of Materials) on a 20 cm reverse 294 
phase charged surface hybrid (CSH) column (see Table of Materials) with an inner diameter of 295 
75 μm and a particle size of 1.7 μm. 296 
 297 
10.11. Load 4 µL of sample and run through 90 min gradient at a flow rate of 300 nL/min.  298 
 299 
10.12. Set the gradient. Use partial loop-offline settings with isocratic gradient set at 3% of 300 
buffer B (99.9% acetonitrile + 0.1% formic acid) held for 14 min before the loop is shifted to online 301 
position with the column, thereafter the gradient is increased linearly for 50 min, until 20% buffer 302 
B is reached.  303 
 304 
10.13. Within the next 15 min, increase the concentration of buffer B to 30%. Then in the 305 
following 15 min, increase buffer B to 40%, before reaching 90% of Buffer B after another 4 min. 306 
Perform the washing step, which is required to clean the column, at 400 nL/min and hold for 307 
additional 10 min (see Table 1 for detailed gradient conditions). 308 
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 309 
10.14. Finally, set back the system to a flow rate of 300 nL/min and a concentration of 3% buffer 310 
B within 1 min. Equilibrate the column for 15 min before the next sample is injected. 311 
 312 
NOTE: A complete list of identified proteins after LCMS/MS analysis is presented in Table 2. 313 
 314 
11.  Extraction and determination of starch content 315 
 316 
NOTE: For determination of total protein and starch content, the solid pellet was extracted in a 317 
two-step procedure as described previously10.  318 
 319 
11.1.  Add 500 µL of 80% (v/v) ethanol to the cell pellet (step 6.5) and incubate for 10 min at 320 
80 °C. 321 
 322 
11.2. Centrifuge at 4000 x g for 10 min at room temperature. Then dissolve the pellet in 250 323 
µL of sterile water followed by the addition of 250 µL of 100 mM sodium acetate.  324 
 325 
11.3. Hydrolyze the starch by heating for 3 h at 99 °C. Digest the dissolved starch into glucose 326 
monomers overnight by adding an enzyme mix of α-amylase (4.2 units per sample) and α-327 
amyloglucosidase (10 units per sample). Incubate the tubes at 37 °C overnight. 328 
 329 
NOTE: After incubation, samples can be frozen at -20 °C for few days, or at -80 °C for several 330 
months, prior to glucose measurements. 331 
 332 
11.4.  Centrifuge the digested extract at 20000 x g for 5 min and collect the supernatant. 333 
Dissolve the supernatant (with the starch-derived glucose monomers) in 100 mM of HEPES-buffer 334 
(pH 7) that contains 5 mM MgCl2, 60 mg/mL ATP, 36 mg/mL NADP and glucose-6-phosphate-335 
dehydrogenase (1 unit per sample). 336 
 337 
11.5.  In order to analyze the starch content, first measure the baseline absorbance at 340 338 
nm. Then add hexokinase (1 unit per sample) to start the reaction. Finally measure the increase 339 
of NADPH+H+ (indicating level of starch digested to glucose) at 340 nm with a 96-well plate 340 
reader.  341 
 342 
NOTE: The difference of the maximum value at 340 nm (should not exceed the linear range of 1) 343 
and the baseline is equivalent to the glucose concentration of the digested starch. A glucose 344 
curve should be made to determine the glucose concentration in nmol of glucose per mL. 345 
 346 
REPRESENTATIVE RESULTS:  347 
Chlamydomonas reinhardtii CC-1690 culture synchronization 348 
To demonstrate the representative results for the given protocol, we present the example multi-349 
omics data obtained after harvesting and extraction of samples from synchronized 350 
Chlamydomonas reinhardtii cultures10. Synchronized cultures of Chlamydomonas comprise of 351 
cells belonging to uniform growth phase at a specific time point. The Chlamydomonas cultures 352 
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were synchronized at 12 h/12 h light/dark cycle, 34 °C with the light intensity of 200 µmol·m-2·s-353 
1 and the CO2 concentration of2%, v/v, described as optimal concentration for strain CC-1690 354 
mt+10. These conditions had been previously optimized and validated using various cell cycle 355 
parameters10. Figure 1 displays cell size distribution measured with Coulter Counter at distinct 356 
time points of synchronized cultures. A shift in the cell volume can be observed as the cells grow 357 
in size throughout light phase, followed by the release of daughter cells starting at the end of 358 
light phase from 10 h. Once all the daughter cells are released, shift in the cell volume can be 359 
observed as the newly released daughter cells are disposed to begin the next cycle 10 (Figure 1). 360 
 361 
Sample-harvesting, -handling and –extraction  362 
Rapid harvesting of samples is carried out using centrifugation and after discarding the 363 
supernatant, the pellets can be stored at -80 °C until extraction. As described above (step 5), 364 
MTBE extraction results in three distinct phases: a) organic phase was used to measure lipids as 365 
well as chlorophyll levels (normalization factor), b) polar phase was collected to measure 366 
metabolites on GCMS while, c) the pellet was used to measure starch content and proteins. An 367 
overview of the distribution of different phases and their employment is illustrated in Figure 2.  368 
 369 
Polar and non-polar metabolites 370 
Based on the GCMS analysis of the polar fraction, 65 metabolites were annotated, covering 371 
amino acids, nucleic acids, intermediates of glycolysis, gluconeogenesis, tricarboxylic acid cycle, 372 
pentose phosphate pathway and polyamines (Figure 3A). The LCMS analysis of neutral phase 373 
containing lipids led to the identification of 204 distinct lipid species covering various lipid classes 374 
namely phosphatidylglycerols, phosphatidylethanolamine, sulfoquinovosyl diacylglycerols, 375 
monogalactosyldiacylglycerols, digalactosyldiacylglycerols, diacylglyceryltrimethylhomoserine, 376 
fatty acids, diacylglycerides and triacylglycerides. To visualize the global shifts in the metabolites 377 
and lipids across cell cycle, principal component analysis (PCA) was used. The PCA displays a 378 
separation of light and dark phases for both metabolomics and lipidomic data. Moreover, a semi-379 
cyclic (partially open circle) can be noticed for both data (Figure 3C,D). The partial gap in the 380 
circular pattern is attributed to the fact that the samples at 24 h of the cell cycle were collected 381 
under dark in contrast to the samples collected in the beginning of cell cycle after 0.25 h of 382 
exposure to the light (Figure 3C,D). 383 
 384 
Protein and starch analysis 385 
To examine the quality of the protein pellet obtained as a result of MTBE extraction, 6 samples 386 
were used for proteomic analysis. The quality of the proteomics data obtained by digesting 50 387 
µg protein/sample, was examined using a computational quality control tool –Proteomics quality 388 
control (PTXQC)19, indicating reproducible and high quality of proteomics data obtained from all 389 
replicates (Supplementary Figure 1). The molecular functional coverage of proteins was 390 
examined using REVIGO20.  An overview of functional enrichment of the 2463 identified proteins 391 
(see Table 2), is presented in Figure 4A. The remaining pellet after protein extraction was used 392 
for reproducible quantification of starch as indicated by low standard deviation among various 393 
replicates (Figure 4B).  394 
 395 
FIGURE AND TABLE LEGENDS:  396 
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Figure 1: Illustrative example of the changes in the cell volume across different phases of cell 397 
cycle in Chlamydomonas reinhardtii. The x-axis representing the cell volume while y-axis 398 
representing the cell number.  399 
 400 
Figure 2: Illustrated workflow for the employment of different phases during multi-omics 401 
extraction cell pellets. The figure has been reused from Juppner, J. et al.10. 402 
 403 
Figure 3: Representative example of metabolites and lipids identified using the described 404 
protocol. (A) Metabolite classes identified by GCMS analysis. (B) Lipid species belonging to 405 
different classes identified by LCMS analysis. (C) Principle component analysis of the metabolite 406 
levels across 24 h cell cycle. (D) Principle component analysis of the lipids across 24 h cell cycle.  407 
 408 
Figure 4: Representative example of the protein and starch data. A) Molecular functional 409 
enrichment of the proteins identified using LCMS analysis, treemap drawn using REVIGO 20 B) 410 
representative starch data displaying the reproducibility of the protocol.  411 
 412 
Supplementary Figure 1: Customized design of the fermenter system for the temperature and 413 
aeration controlled synchronous growth of Chlamydomonas cultures. The figure has been 414 
reused from Juppner, J. et al.10. 415 
 416 
Supplementary Figure 2: Representative outcome for proteomics data quality. Heatmap 417 
plotted using computational PTXQC tool19.  418 
 419 
Table 1: Liquid chromatography of peptide samples, gradient parameters. 420 
 421 
Table 2: List of proteins identified after LCMS/MS analysis. 422 
 423 
DISCUSSION:  424 
In this article, we illustrated a robust and highly applicable extraction protocol for comprehensive 425 
lipidomics, metabolomics, starch and proteomics analysis from a single pellet of 10-15 x 106 cells. 426 
The method has been successfully implemented in several studies for a wide range of cells and 427 
tissues10,14,21-36. Here, we presented a stepwise pipeline for multi-omics analysis of different 428 
biomolecules from a single sample harvested from Chlamydomonas reinhardtii (CC-1690 mt+) 429 
culture.  430 
 431 
The protocol provides a robust and reproducible approach to process multiple samples at once, 432 
for the analysis of various biomolecules. However, a number of critical steps should be taken care 433 
off in order to minimize the technical variation. Firstly, harvesting of the cells should be done as 434 
swiftly as possible while maintaining the uniform conditions for all harvested samples to preserve 435 
the biological state of the cells. Though we used centrifugation to harvest the cells, alternate 436 
harvesting strategies can be used for harvesting of the samples. However, it is important to note 437 
that different harvesting strategies are known to influence the metabolic state of the cells37 438 
hence, consistent harvesting approach must be used for all experimental samples. Secondly, it is 439 
important to avoid drying of the upper non-polar phase containing chlorophyll, since this can 440 



   

10 
 

influence the levels of dissolved chlorophyll in the solvent affecting the normalization factor for 441 
the samples. Finally, care should be taken while removing the remaining polar phase to obtain 442 
the protein and starch pellet, to avoid disturbing the pellet which can influence the starch and 443 
protein content.  444 
 445 
Thereby presented extraction protocol offers several benefits for multiple-omics data analysis. 446 
Besides minimizing the number of sample aliquots required, it also reduces the variation between 447 
the analytical results obtained for different biomolecules. This allows direct comparison of the 448 
results obtained from the primary metabolites, lipids and proteomic data. Similarly, the 449 
simultaneous extraction of multiple compound classes allows consistent and uniform 450 
normalization strategy of the different data sets. This is especially applicable if normalization is 451 
hard to achieve using dry or fresh weight38 or cell number.  452 
 453 
The protocol can be implemented for routine screening of a complex biological sample. These 454 
holistic metabolomic, lipidomic and proteomic data sets can offer comprehensive information 455 
about systematic changes in the metabolism. Additionally, the data obtained from the 456 
proteomics analysis, provides insights into the quantitative (abundance) and qualitative 457 
(modifications) changes in proteins in relation to the metabolites. Hence, integrating omics data 458 
could reveal in-depth information about changes induced by genetic or biotic and/or abiotic 459 
perturbations of a biological system. Thus, elucidating molecular changes of specific metabolic 460 
pathways or cellular processes. Similarly, these high-throughput data can allow identification of 461 
targets for the metabolic engineering and refine or test predictions from genome-scale metabolic 462 
models37,39. 463 
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Time (min) % Buffer B to Buffer A

0 to 15 min Linear gradient from 0 to3%

15 to 75 min Linear gradient from 3% to 30%

75 to 90 min Linear gradient from 30% to 40% 

90 to 94 min Linear gradient from 40%  to 90% 

94 to104 min wash column with 90% 

105 to 120 min Equilibrate the column for 15 min at 3%

Table 1: Gradient parameters for nUPLC separation of peptides
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Buffer A: 0.1% formic acid in UPLC grade water

Buffer B: 0.1% formic acid in 60% UPLC grade acetonitrile

Flow rate 300 nL/min

Injection volume 4 µL

Table 1: Gradient parameters for nUPLC separation of peptides



Identifier DescriptionProtein Peptides Razor + unique peptidesUnique peptidesMol. weight [kDa]Sequence length

Cre01.g000350.t1.1 (1 of 1) 1.14.13.12 - Benzoate 4-monooxygenase / p-hydroxybenzoate hydroxylaseCre01.g000350.t1.1 pacid=30788481 transcript=Cre01.g000350.t1.1 locus=Cre01.g000350 ID=Cre01.g000350.t1.1.v5.5 annot-version=v5.512 12 12 43.102 419

Cre01.g000900.t1.2 Predicted DUF1350 domain containing proteinCre01.g000900.t1.2 pacid=30788866 transcript=Cre01.g000900.t1.2 locus=Cre01.g000900 ID=Cre01.g000900.t1.2.v5.5 annot-version=v5.511 11 11 50.844 488

Cre01.g001100.t1.2 NA Cre01.g001100.t1.2 pacid=30788546 transcript=Cre01.g001100.t1.2 locus=Cre01.g001100 ID=Cre01.g001100.t1.2.v5.5 annot-version=v5.511 11 11 69.963 681

Cre01.g001550.t1.1 (1 of 1) K02520 - translation initiation factor IF-3 (infC, MTIF3)Cre01.g001550.t1.1 pacid=30789252 transcript=Cre01.g001550.t1.1 locus=Cre01.g001550 ID=Cre01.g001550.t1.1.v5.5 annot-version=v5.52 2 2 47.259 465

Cre01.g001750.t1.2 Chloroplast trigger factorCre01.g001750.t1.2 pacid=30788712 transcript=Cre01.g001750.t1.2 locus=Cre01.g001750 ID=Cre01.g001750.t1.2.v5.5 annot-version=v5.518 18 18 60.329 548

Cre01.g002300.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre01.g002300.t1.2 pacid=30788660 transcript=Cre01.g002300.t1.2 locus=Cre01.g002300 ID=Cre01.g002300.t1.2.v5.5 annot-version=v5.511 11 11 18.38 172

Cre01.g002400.t1.1 (1 of 1) PTHR21493:SF119 - TRIGLYCERIDE LIPASE-RELATEDCre01.g002400.t1.1 pacid=30788816 transcript=Cre01.g002400.t1.1 locus=Cre01.g002400 ID=Cre01.g002400.t1.1.v5.5 annot-version=v5.52 2 2 24.659 229

Cre01.g002451.t1.1 (1 of 18) PTHR10774 - EXTENDED SYNAPTOTAGMIN-RELATEDCre01.g002451.t1.1 pacid=30789565 transcript=Cre01.g002451.t1.1 locus=Cre01.g002451 ID=Cre01.g002451.t1.1.v5.5 annot-version=v5.52 2 2 34.467 339

Cre01.g002500.t1.2 Chlamyopsin, light-gated proton channel rhodopsinCre01.g002500.t1.2 pacid=30788346 transcript=Cre01.g002500.t1.2 locus=Cre01.g002500 ID=Cre01.g002500.t1.2.v5.5 annot-version=v5.519 19 19 26.577 243

Cre01.g003300.t1.2 (1 of 2) PTHR30483 - LEUCINE-SPECIFIC-BINDING PROTEINCre01.g003300.t1.2 pacid=30789158 transcript=Cre01.g003300.t1.2 locus=Cre01.g003300 ID=Cre01.g003300.t1.2.v5.5 annot-version=v5.51 1 1 40.482 383

Cre01.g003376.t1.1 (1 of 1) K09522 - DnaJ homolog subfamily C member 2 (DNAJC2)Cre01.g003376.t1.1 pacid=30788350 transcript=Cre01.g003376.t1.1 locus=Cre01.g003376 ID=Cre01.g003376.t1.1.v5.5 annot-version=v5.51 1 1 82.444 760

Cre01.g004124.t2.1 (1 of 28) PTHR31600:SF2 - TINY MACROCYSTS PROTEIN B-RELATEDCre01.g004124.t2.1 pacid=30788732 transcript=Cre01.g004124.t2.1 locus=Cre01.g004124 ID=Cre01.g004124.t2.1.v5.5 annot-version=v5.5;Cre01.g004124.t1.1 pacid=30788731 transcript=Cre01.g004124.t1.1 locus=Cre01.g004124 ID=Cre01.g004124.t1.1.v5.5 annot-version=v1 1 1 266.19 2505

Cre01.g004250.t1.2 Flagellar inner arm dynein light chain, Tctex1Cre01.g004250.t1.2 pacid=30788836 transcript=Cre01.g004250.t1.2 locus=Cre01.g004250 ID=Cre01.g004250.t1.2.v5.5 annot-version=v5.52 2 2 12.668 114

Cre01.g004300.t1.2 Asparagine synthaseCre01.g004300.t1.2 pacid=30789034 transcript=Cre01.g004300.t1.2 locus=Cre01.g004300 ID=Cre01.g004300.t1.2.v5.5 annot-version=v5.523 23 23 64.898 578

Cre01.g004350.t1.2 (1 of 1) K12200 - programmed cell death 6-interacting protein (PDCD6IP, ALIX, RIM20)Cre01.g004350.t1.2 pacid=30788641 transcript=Cre01.g004350.t1.2 locus=Cre01.g004350 ID=Cre01.g004350.t1.2.v5.5 annot-version=v5.51 1 1 97.25 893

Cre01.g004450.t1.2 Membrane proteinCre01.g004450.t1.2 pacid=30789152 transcript=Cre01.g004450.t1.2 locus=Cre01.g004450 ID=Cre01.g004450.t1.2.v5.5 annot-version=v5.58 8 8 29.807 270

Cre01.g004500.t1.2 Isopropylmalate dehydratase, large subunitCre01.g004500.t1.2 pacid=30789545 transcript=Cre01.g004500.t1.2 locus=Cre01.g004500 ID=Cre01.g004500.t1.2.v5.5 annot-version=v5.512 12 12 52.803 487

Cre01.g004900.t1.2 (1 of 3) PTHR11019//PTHR11019:SF1 - THIJ/PFPI // SUBFAMILY NOT NAMEDCre01.g004900.t1.2 pacid=30788980 transcript=Cre01.g004900.t1.2 locus=Cre01.g004900 ID=Cre01.g004900.t1.2.v5.5 annot-version=v5.520 20 17 23.603 227

Cre01.g004950.t1.1 (1 of 2) 4.2.1.130 - D-lactate dehydratase / Glyoxylase IIICre01.g004950.t1.1 pacid=30788473 transcript=Cre01.g004950.t1.1 locus=Cre01.g004950 ID=Cre01.g004950.t1.1.v5.5 annot-version=v5.516 13 13 24.329 229

Cre01.g005050.t1.1 (1 of 4) K06816 - golgi apparatus protein 1 (GLG1, ESL1)Cre01.g005050.t1.1 pacid=30788576 transcript=Cre01.g005050.t1.1 locus=Cre01.g005050 ID=Cre01.g005050.t1.1.v5.5 annot-version=v5.54 4 4 96.717 870

Cre01.g005150.t1.1 Serine glyoxylate aminotransferaseCre01.g005150.t1.1 pacid=30788515 transcript=Cre01.g005150.t1.1 locus=Cre01.g005150 ID=Cre01.g005150.t1.1.v5.5 annot-version=v5.512 12 12 48.791 448

Cre01.g005200.t1.1 (1 of 3) PTHR21493:SF153 - PROTEIN T08B1.4, ISOFORM B-RELATEDCre01.g005200.t1.1 pacid=30788742 transcript=Cre01.g005200.t1.1 locus=Cre01.g005200 ID=Cre01.g005200.t1.1.v5.5 annot-version=v5.51 1 1 111.24 1044

Cre01.g005813.t1.2 NA Cre01.g005813.t1.2 pacid=30789701 transcript=Cre01.g005813.t1.2 locus=Cre01.g005813 ID=Cre01.g005813.t1.2.v5.5 annot-version=v5.53 3 3 70.392 662

Cre01.g005850.t1.2 Cobalamin adenosyltransferase and Flagellar Associated ProteinCre01.g005850.t1.2 pacid=30788374 transcript=Cre01.g005850.t1.2 locus=Cre01.g005850 ID=Cre01.g005850.t1.2.v5.5 annot-version=v5.53 3 3 20.648 187

Cre01.g006950.t2.1 Fructose-1,6-bisphosphate aldolaseCre01.g006950.t2.1 pacid=30788756 transcript=Cre01.g006950.t2.1 locus=Cre01.g006950 ID=Cre01.g006950.t2.1.v5.5 annot-version=v5.5;Cre01.g006950.t1.1 pacid=30788755 transcript=Cre01.g006950.t1.1 locus=Cre01.g006950 ID=Cre01.g006950.t1.1.v5.5 annot-version=v12 12 12 42.063 391

Cre01.g007400.t1.1 NA Cre01.g007400.t1.1 pacid=30788701 transcript=Cre01.g007400.t1.1 locus=Cre01.g007400 ID=Cre01.g007400.t1.1.v5.5 annot-version=v5.51 1 1 38.936 397

Cre01.g007600.t2.1 (1 of 2) 5.5.1.6 - Chalcone isomerase / Chalcone--flavanone isomeraseCre01.g007600.t2.1 pacid=30789014 transcript=Cre01.g007600.t2.1 locus=Cre01.g007600 ID=Cre01.g007600.t2.1.v5.5 annot-version=v5.5;Cre01.g007600.t1.1 pacid=30789013 transcript=Cre01.g007600.t1.1 locus=Cre01.g007600 ID=Cre01.g007600.t1.1.v5.5 annot-version=v4 4 4 27.731 260

Cre01.g007700.t1.1 (1 of 1) 3.4.11.1//3.4.11.5 - Leucyl aminopeptidase / Peptidase S // Prolyl aminopeptidase / Proline iminopeptidaseCre01.g007700.t1.1 pacid=30788708 transcript=Cre01.g007700.t1.1 locus=Cre01.g007700 ID=Cre01.g007700.t1.1.v5.5 annot-version=v5.511 11 11 62.264 617

Cre01.g007774.t1.1 (1 of 18) KOG4172 - Predicted E3 ubiquitin ligaseCre01.g007774.t1.1 pacid=30788308 transcript=Cre01.g007774.t1.1 locus=Cre01.g007774 ID=Cre01.g007774.t1.1.v5.5 annot-version=v5.52 2 2 71.135 734

Cre01.g007850.t1.2 Predicted proteinCre01.g007850.t1.2 pacid=30789496 transcript=Cre01.g007850.t1.2 locus=Cre01.g007850 ID=Cre01.g007850.t1.2.v5.5 annot-version=v5.53 3 3 17.092 149

Cre01.g007950.t1.1 Cytochrome P450, CYP55 superfamily, CYP55A familyCre01.g007950.t1.1 pacid=30788527 transcript=Cre01.g007950.t1.1 locus=Cre01.g007950 ID=Cre01.g007950.t1.1.v5.5 annot-version=v5.510 10 10 43.851 400

Cre01.g010400.t1.2 NA Cre01.g010400.t1.2 pacid=30788845 transcript=Cre01.g010400.t1.2 locus=Cre01.g010400 ID=Cre01.g010400.t1.2.v5.5 annot-version=v5.51 1 1 20.398 187

Cre01.g010832.t1.1 (1 of 1) 3.4.22.16 - Cathepsin H / N-benzoylarginine-beta-naphthylamide hydrolaseCre01.g010832.t1.1 pacid=30788783 transcript=Cre01.g010832.t1.1 locus=Cre01.g010832 ID=Cre01.g010832.t1.1.v5.5 annot-version=v5.51 1 1 66.29 620

Cre01.g010848.t1.1 (1 of 1) K06997 - uncharacterized protein (K06997)Cre01.g010848.t1.1 pacid=30789480 transcript=Cre01.g010848.t1.1 locus=Cre01.g010848 ID=Cre01.g010848.t1.1.v5.5 annot-version=v5.52 2 2 26.856 248

Cre01.g010900.t1.2 Glyceraldehyde-3-Phosphate DehydrogenaseCre01.g010900.t1.2 pacid=30788366 transcript=Cre01.g010900.t1.2 locus=Cre01.g010900 ID=Cre01.g010900.t1.2.v5.5 annot-version=v5.535 35 35 40.304 374

Cre01.g011000.t1.2 Ribosomal protein L6, component of cytosolic 80S ribosome and 60S large subunitCre01.g011000.t1.2 pacid=30788989 transcript=Cre01.g011000.t1.2 locus=Cre01.g011000 ID=Cre01.g011000.t1.2.v5.5 annot-version=v5.520 20 20 24.371 223

Cre01.g011300.t1.1 (1 of 3) K09645 - vitellogenic carboxypeptidase-like protein [EC:3.4.16.-] (CPVL)Cre01.g011300.t1.1 pacid=30788722 transcript=Cre01.g011300.t1.1 locus=Cre01.g011300 ID=Cre01.g011300.t1.1.v5.5 annot-version=v5.53 3 3 56.087 523

Cre01.g011500.t1.2 26S proteasome regulatory subunitCre01.g011500.t1.2 pacid=30789063 transcript=Cre01.g011500.t1.2 locus=Cre01.g011500 ID=Cre01.g011500.t1.2.v5.5 annot-version=v5.52 2 2 34.031 310

Cre01.g012150.t1.2 Peptide methionine sulfoxide reductaseCre01.g012150.t1.2 pacid=30789458 transcript=Cre01.g012150.t1.2 locus=Cre01.g012150 ID=Cre01.g012150.t1.2.v5.5 annot-version=v5.56 6 6 36.514 337

Cre01.g012350.t1.2 (1 of 1) K02331 - DNA polymerase phi [EC:2.7.7.7] (POL5, MYBBP1A)Cre01.g012350.t1.2 pacid=30788907 transcript=Cre01.g012350.t1.2 locus=Cre01.g012350 ID=Cre01.g012350.t1.2.v5.5 annot-version=v5.54 4 4 153.73 1513

Cre01.g012450.t1.1 (1 of 1) PTHR11254:SF291 - E3 UBIQUITIN-PROTEIN LIGASE HUWE1Cre01.g012450.t1.1 pacid=30788678 transcript=Cre01.g012450.t1.1 locus=Cre01.g012450 ID=Cre01.g012450.t1.1.v5.5 annot-version=v5.52 2 2 544.29 5547

Cre01.g012600.t1.1 PhosphoglucomutaseCre01.g012600.t1.1 pacid=30789204 transcript=Cre01.g012600.t1.1 locus=Cre01.g012600 ID=Cre01.g012600.t1.1.v5.5 annot-version=v5.52 2 2 70.012 662

Cre01.g013600.t1.1 NA Cre01.g013600.t1.1 pacid=30788716 transcript=Cre01.g013600.t1.1 locus=Cre01.g013600 ID=Cre01.g013600.t1.1.v5.5 annot-version=v5.53 3 3 161.57 1599

Cre01.g013700.t2.1 (1 of 2) K15040 - voltage-dependent anion channel protein 2 (VDAC2)Cre01.g013700.t2.1 pacid=30789285 transcript=Cre01.g013700.t2.1 locus=Cre01.g013700 ID=Cre01.g013700.t2.1.v5.5 annot-version=v5.5;Cre01.g013700.t1.2 pacid=30789286 transcript=Cre01.g013700.t1.2 locus=Cre01.g013700 ID=Cre01.g013700.t1.2.v5.5 annot-version=v12 12 12 28.153 280

Cre01.g013801.t1.2 (1 of 1) 5.5.1.24 - Tocopherol cyclaseCre01.g013801.t1.2 pacid=30789663 transcript=Cre01.g013801.t1.2 locus=Cre01.g013801 ID=Cre01.g013801.t1.2.v5.5 annot-version=v5.51 1 1 50.513 469

Cre01.g014050.t1.2 (1 of 1) PTHR12681 - ZINC FINGER-CONTAINING PROTEIN P48ZNFCre01.g014050.t1.2 pacid=30789551 transcript=Cre01.g014050.t1.2 locus=Cre01.g014050 ID=Cre01.g014050.t1.2.v5.5 annot-version=v5.59 9 9 45.503 408

Cre01.g014350.t1.2 Peroxiredoxin, type IICre01.g014350.t1.2 pacid=30789386 transcript=Cre01.g014350.t1.2 locus=Cre01.g014350 ID=Cre01.g014350.t1.2.v5.5 annot-version=v5.59 9 9 20.972 194

Cre01.g014500.t1.1 (1 of 1) PF06293 - Lipopolysaccharide kinase (Kdo/WaaP) family (Kdo)Cre01.g014500.t1.1 pacid=30788315 transcript=Cre01.g014500.t1.1 locus=Cre01.g014500 ID=Cre01.g014500.t1.1.v5.5 annot-version=v5.51 1 1 119.04 1180
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Cre01.g015000.t1.2 Acetylglutamate kinaseCre01.g015000.t1.2 pacid=30788858 transcript=Cre01.g015000.t1.2 locus=Cre01.g015000 ID=Cre01.g015000.t1.2.v5.5 annot-version=v5.57 7 7 35.972 340

Cre01.g015350.t1.1 Light-dependent protochlorophyllide reductaseCre01.g015350.t1.1 pacid=30789577 transcript=Cre01.g015350.t1.1 locus=Cre01.g015350 ID=Cre01.g015350.t1.1.v5.5 annot-version=v5.525 25 25 41.871 397

Cre01.g015600.t1.1 (1 of 1) PTHR23346:SF7 - TRANSLATIONAL ACTIVATOR GCN1Cre01.g015600.t1.1 pacid=30789658 transcript=Cre01.g015600.t1.1 locus=Cre01.g015600 ID=Cre01.g015600.t1.1.v5.5 annot-version=v5.58 8 8 281.61 2709

Cre01.g015950.t1.2 Translation factorCre01.g015950.t1.2 pacid=30789043 transcript=Cre01.g015950.t1.2 locus=Cre01.g015950 ID=Cre01.g015950.t1.2.v5.5 annot-version=v5.53 3 3 29.702 278

Cre01.g016300.t1.1 (1 of 61) PF13499 - EF-hand domain pair (EF-hand_7)Cre01.g016300.t1.1 pacid=30788707 transcript=Cre01.g016300.t1.1 locus=Cre01.g016300 ID=Cre01.g016300.t1.1.v5.5 annot-version=v5.57 7 7 36.17 328

Cre01.g016500.t1.1 Dihydrolipoamide dehydrogenaseCre01.g016500.t1.1 pacid=30788602 transcript=Cre01.g016500.t1.1 locus=Cre01.g016500 ID=Cre01.g016500.t1.1.v5.5 annot-version=v5.51 1 1 43.089 469

Cre01.g016514.t1.1 (1 of 2) 1.8.1.4 - Dihydrolipoyl dehydrogenase / Lipoyl dehydrogenaseCre01.g016514.t1.1 pacid=30788603 transcript=Cre01.g016514.t1.1 locus=Cre01.g016514 ID=Cre01.g016514.t1.1.v5.5 annot-version=v5.518 18 18 60.796 585

Cre01.g016528.t1.1 (1 of 1) 4.2.1.109 - Methylthioribulose 1-phosphate dehydratase / 1-PMT-ribulose dehydrataseCre01.g016528.t1.1 pacid=30788695 transcript=Cre01.g016528.t1.1 locus=Cre01.g016528 ID=Cre01.g016528.t1.1.v5.5 annot-version=v5.52 2 2 53.308 500

Cre01.g016556.t1.1 (1 of 1) K03115 - casein kinase II subunit beta (CSNK2B)Cre01.g016556.t1.1 pacid=30788998 transcript=Cre01.g016556.t1.1 locus=Cre01.g016556 ID=Cre01.g016556.t1.1.v5.5 annot-version=v5.52 2 2 31.301 284

Cre01.g016900.t1.2 (1 of 1) PF14347 - Domain of unknown function (DUF4399) (DUF4399)Cre01.g016900.t1.2 pacid=30788326 transcript=Cre01.g016900.t1.2 locus=Cre01.g016900 ID=Cre01.g016900.t1.2.v5.5 annot-version=v5.52 2 2 16.486 161

Cre01.g017300.t1.2 Plastid ribosomal protein S21Cre01.g017300.t1.2 pacid=30788961 transcript=Cre01.g017300.t1.2 locus=Cre01.g017300 ID=Cre01.g017300.t1.2.v5.5 annot-version=v5.51 1 1 20.724 184

Cre03.g157751.t1.1 (1 of 11) PF13360 - PQQ-like domain (PQQ_2)Cre03.g157751.t1.1 pacid=30788149 transcript=Cre03.g157751.t1.1 locus=Cre03.g157751 ID=Cre03.g157751.t1.1.v5.5 annot-version=v5.5;Cre01.g017600.t2.1 pacid=30788433 transcript=Cre01.g017600.t2.1 locus=Cre01.g017600 ID=Cre01.g017600.t2.1.v5.5 annot-version=v1 1 1 107.05 1000

Cre06.g301350.t1.1 NA Cre06.g301350.t1.1 pacid=30778895 transcript=Cre06.g301350.t1.1 locus=Cre06.g301350 ID=Cre06.g301350.t1.1.v5.5 annot-version=v5.5;Cre17.g719834.t1.1 pacid=30781937 transcript=Cre17.g719834.t1.1 locus=Cre17.g719834 ID=Cre17.g719834.t1.1.v5.5 annot-version=v5 5 5 85.583 845

Cre01.g018850.t1.2 (1 of 4) K12603 - CCR4-NOT transcription complex subunit 6 (CNOT6, CCR4)Cre01.g018850.t1.2 pacid=30788935 transcript=Cre01.g018850.t1.2 locus=Cre01.g018850 ID=Cre01.g018850.t1.2.v5.5 annot-version=v5.51 1 1 46.147 441

Cre01.g019250.t1.2 Putative dTDP-glucose 4-6-dehydrataseCre01.g019250.t1.2 pacid=30789511 transcript=Cre01.g019250.t1.2 locus=Cre01.g019250 ID=Cre01.g019250.t1.2.v5.5 annot-version=v5.516 16 16 43.179 384

Cre01.g020350.t1.2 Succinate dehydrogenase subunit b560Cre01.g020350.t1.2 pacid=30789107 transcript=Cre01.g020350.t1.2 locus=Cre01.g020350 ID=Cre01.g020350.t1.2.v5.5 annot-version=v5.51 1 1 21.659 203

Cre01.g020918.t1.1 (1 of 1) PTHR11851:SF68 - PRESEQUENCE PROTEASE 1, CHLOROPLASTIC/MITOCHONDRIAL-RELATEDCre01.g020918.t1.1 pacid=30789146 transcript=Cre01.g020918.t1.1 locus=Cre01.g020918 ID=Cre01.g020918.t1.1.v5.5 annot-version=v5.527 27 27 117.28 1088

Cre01.g020950.t1.2 (1 of 1) K14852 - regulator of ribosome biosynthesis (RRS1)Cre01.g020950.t1.2 pacid=30788544 transcript=Cre01.g020950.t1.2 locus=Cre01.g020950 ID=Cre01.g020950.t1.2.v5.5 annot-version=v5.56 6 6 42.152 406

Cre01.g021251.t1.1 (1 of 1) 4.3.2.1 - Argininosuccinate lyase / Omega-N-(L-arginino)succinate arginine-lyaseCre01.g021251.t1.1 pacid=30789389 transcript=Cre01.g021251.t1.1 locus=Cre01.g021251 ID=Cre01.g021251.t1.1.v5.5 annot-version=v5.519 19 19 55.694 508

Cre01.g021600.t1.2 (1 of 1) PTHR24031//PTHR24031:SF274 - RNA HELICASE // SUBFAMILY NOT NAMEDCre01.g021600.t1.2 pacid=30789366 transcript=Cre01.g021600.t1.2 locus=Cre01.g021600 ID=Cre01.g021600.t1.2.v5.5 annot-version=v5.54 4 4 66.394 623

Cre01.g021650.t1.2 NA Cre01.g021650.t1.2 pacid=30788814 transcript=Cre01.g021650.t1.2 locus=Cre01.g021650 ID=Cre01.g021650.t1.2.v5.5 annot-version=v5.51 1 1 34.115 324

Cre01.g022500.t1.2 NADP malic enzymeCre01.g022500.t1.2 pacid=30789495 transcript=Cre01.g022500.t1.2 locus=Cre01.g022500 ID=Cre01.g022500.t1.2.v5.5 annot-version=v5.57 7 7 81.992 824

Cre01.g022650.t1.2 (1 of 1) 3.5.1.6 - Beta-ureidopropionaseCre01.g022650.t1.2 pacid=30788794 transcript=Cre01.g022650.t1.2 locus=Cre01.g022650 ID=Cre01.g022650.t1.2.v5.5 annot-version=v5.52 2 2 43.439 393

Cre01.g023300.t1.2 (1 of 1) 1.1.1.370 - Scyllo-inositol 2-dehydrogenase (NAD(+))Cre01.g023300.t1.2 pacid=30789500 transcript=Cre01.g023300.t1.2 locus=Cre01.g023300 ID=Cre01.g023300.t1.2.v5.5 annot-version=v5.53 3 3 41.086 404

Cre01.g023350.t1.1 OligoendopeptidaseCre01.g023350.t1.1 pacid=30788916 transcript=Cre01.g023350.t1.1 locus=Cre01.g023350 ID=Cre01.g023350.t1.1.v5.5 annot-version=v5.526 26 26 73.277 669

Cre01.g023787.t1.1 (1 of 3) PTHR19211:SF15 - ATP-BINDING CASSETTE SUB-FAMILY F MEMBER 2Cre01.g023787.t1.1 pacid=30789637 transcript=Cre01.g023787.t1.1 locus=Cre01.g023787 ID=Cre01.g023787.t1.1.v5.5 annot-version=v5.51 1 1 45.996 412

Cre01.g024150.t1.2 NA Cre01.g024150.t1.2 pacid=30789568 transcript=Cre01.g024150.t1.2 locus=Cre01.g024150 ID=Cre01.g024150.t1.2.v5.5 annot-version=v5.52 2 2 41.055 359

Cre01.g024251.t1.2 (1 of 1) PF08482 - ATP-dependent helicase C-terminal (HrpB_C)Cre01.g024251.t1.2 pacid=30789144 transcript=Cre01.g024251.t1.2 locus=Cre01.g024251 ID=Cre01.g024251.t1.2.v5.5 annot-version=v5.51 1 1 122.52 1182

Cre01.g024350.t1.2 (1 of 2) PTHR10766//PTHR10766:SF49 - TRANSMEMBRANE 9 SUPERFAMILY PROTEIN // SUBFAMILY NOT NAMEDCre01.g024350.t1.2 pacid=30789351 transcript=Cre01.g024350.t1.2 locus=Cre01.g024350 ID=Cre01.g024350.t1.2.v5.5 annot-version=v5.52 2 2 69.967 605

Cre01.g025100.t1.1 (1 of 1) PTHR18901//PTHR18901:SF22 - 2-DEOXYGLUCOSE-6-PHOSPHATE PHOSPHATASE 2 // SUBFAMILY NOT NAMEDCre01.g025100.t1.1 pacid=30788721 transcript=Cre01.g025100.t1.1 locus=Cre01.g025100 ID=Cre01.g025100.t1.1.v5.5 annot-version=v5.52 2 2 44.124 425

Cre01.g025250.t1.1 Riboflavin kinaseCre01.g025250.t1.1 pacid=30788519 transcript=Cre01.g025250.t1.1 locus=Cre01.g025250 ID=Cre01.g025250.t1.1.v5.5 annot-version=v5.53 3 3 42.127 390

Cre01.g025450.t1.2 Flagellar Associated ProteinCre01.g025450.t1.2 pacid=30788405 transcript=Cre01.g025450.t1.2 locus=Cre01.g025450 ID=Cre01.g025450.t1.2.v5.5 annot-version=v5.51 1 1 46.397 406

Cre01.g026450.t1.2 Serine/arginine-rich pre-mRNA splicing factorCre01.g026450.t1.2 pacid=30788658 transcript=Cre01.g026450.t1.2 locus=Cre01.g026450 ID=Cre01.g026450.t1.2.v5.5 annot-version=v5.511 11 11 35.215 338

Cre01.g026550.t1.1 T-complex protein 1, eta subunitCre01.g026550.t1.1 pacid=30789046 transcript=Cre01.g026550.t1.1 locus=Cre01.g026550 ID=Cre01.g026550.t1.1.v5.5 annot-version=v5.59 9 9 61.426 567

Cre01.g026600.t1.2 (1 of 1) K10580 - ubiquitin-conjugating enzyme E2 N (UBE2N, BLU, UBC13)Cre01.g026600.t1.2 pacid=30789061 transcript=Cre01.g026600.t1.2 locus=Cre01.g026600 ID=Cre01.g026600.t1.2.v5.5 annot-version=v5.55 5 5 17.773 158

Cre01.g027000.t1.2 Ribosomal protein L11, component of cytosolic 80S ribosome and 60S large subunitCre01.g027000.t1.2 pacid=30788418 transcript=Cre01.g027000.t1.2 locus=Cre01.g027000 ID=Cre01.g027000.t1.2.v5.5 annot-version=v5.513 13 13 20.474 178

Cre01.g027050.t1.1 (1 of 2) PTHR21532 - PHOSPHODIESTERASE HLCre01.g027050.t1.1 pacid=30789238 transcript=Cre01.g027050.t1.1 locus=Cre01.g027050 ID=Cre01.g027050.t1.1.v5.5 annot-version=v5.51 1 1 16.384 146

Cre01.g027150.t1.1 DEAD/DEAH-box helicaseCre01.g027150.t1.1 pacid=30789072 transcript=Cre01.g027150.t1.1 locus=Cre01.g027150 ID=Cre01.g027150.t1.1.v5.5 annot-version=v5.51 1 1 127.46 1193

Cre01.g027550.t1.1 Cytochrome P450, CYP97 superfamily, CYP97B familyCre01.g027550.t1.1 pacid=30788469 transcript=Cre01.g027550.t1.1 locus=Cre01.g027550 ID=Cre01.g027550.t1.1.v5.5 annot-version=v5.51 1 1 41.742 381

Cre01.g027800.t1.2 Vacuolar ATP synthase subunit HCre01.g027800.t1.2 pacid=30788528 transcript=Cre01.g027800.t1.2 locus=Cre01.g027800 ID=Cre01.g027800.t1.2.v5.5 annot-version=v5.57 7 7 52.969 463

Cre01.g027950.t1.2 Intraflagellar transport protein 74/72Cre01.g027950.t1.2 pacid=30788460 transcript=Cre01.g027950.t1.2 locus=Cre01.g027950 ID=Cre01.g027950.t1.2.v5.5 annot-version=v5.55 5 5 71.54 641

Cre01.g028101.t1.1 NA Cre01.g028101.t1.1 pacid=30789290 transcript=Cre01.g028101.t1.1 locus=Cre01.g028101 ID=Cre01.g028101.t1.1.v5.5 annot-version=v5.54 4 4 16.13 167

Cre01.g028250.t1.2 Putative lysophospholipase, glycerol-ester acylhydrolaseCre01.g028250.t1.2 pacid=30789397 transcript=Cre01.g028250.t1.2 locus=Cre01.g028250 ID=Cre01.g028250.t1.2.v5.5 annot-version=v5.51 1 1 35.377 338

Cre01.g028350.t1.1 DegP-type proteaseCre01.g028350.t1.1 pacid=30789587 transcript=Cre01.g028350.t1.1 locus=Cre01.g028350 ID=Cre01.g028350.t1.1.v5.5 annot-version=v5.53 3 3 44.18 436

Cre01.g028600.t1.2 (1 of 8) 1.1.1.1 - Alcohol dehydrogenase / Aldehyde reductaseCre01.g028600.t1.2 pacid=30788633 transcript=Cre01.g028600.t1.2 locus=Cre01.g028600 ID=Cre01.g028600.t1.2.v5.5 annot-version=v5.51 1 1 26.494 264

Cre01.g028650.t1.2 NA Cre01.g028650.t1.2 pacid=30789193 transcript=Cre01.g028650.t1.2 locus=Cre01.g028650 ID=Cre01.g028650.t1.2.v5.5 annot-version=v5.51 1 1 84.209 811

Cre01.g028850.t1.2 (1 of 10) KOG1530 - Rhodanese-related sulfurtransferaseCre01.g028850.t1.2 pacid=30789582 transcript=Cre01.g028850.t1.2 locus=Cre01.g028850 ID=Cre01.g028850.t1.2.v5.5 annot-version=v5.54 4 4 18.124 176

Cre01.g029300.t1.2 Triose phosphate isomeraseCre01.g029300.t1.2 pacid=30788345 transcript=Cre01.g029300.t1.2 locus=Cre01.g029300 ID=Cre01.g029300.t1.2.v5.5 annot-version=v5.514 14 14 30.052 282

Cre01.g029650.t1.1 Subunit of Retromer complexCre01.g029650.t1.1 pacid=30789513 transcript=Cre01.g029650.t1.1 locus=Cre01.g029650 ID=Cre01.g029650.t1.1.v5.5 annot-version=v5.52 2 2 100.13 933

Cre01.g029750.t1.1 ODA5-associated flagellar adenylate kinaseCre01.g029750.t1.1 pacid=30789698 transcript=Cre01.g029750.t1.1 locus=Cre01.g029750 ID=Cre01.g029750.t1.1.v5.5 annot-version=v5.513 13 13 187.57 1747



Cre01.g029900.t1.2 (1 of 2) 3.6.3.17 - Monosaccharide-transporting ATPaseCre01.g029900.t1.2 pacid=30788563 transcript=Cre01.g029900.t1.2 locus=Cre01.g029900 ID=Cre01.g029900.t1.2.v5.5 annot-version=v5.51 1 1 155.42 1522

Cre01.g030050.t1.2 Plastid ribosomal protein L34Cre01.g030050.t1.2 pacid=30788509 transcript=Cre01.g030050.t1.2 locus=Cre01.g030050 ID=Cre01.g030050.t1.2.v5.5 annot-version=v5.51 1 1 12.958 124

Cre01.g030250.t1.2 (1 of 1) 3.1.3.57 - Inositol-1,4-bisphosphate 1-phosphatase / Inositol polyphosphate 1-phosphataseCre01.g030250.t1.2 pacid=30789365 transcript=Cre01.g030250.t1.2 locus=Cre01.g030250 ID=Cre01.g030250.t1.2.v5.5 annot-version=v5.51 1 1 36.733 347

Cre01.g030550.t1.2 (1 of 1) PTHR13020 - UBIQUITIN-ASSOCIATED UBA/UBX DOMAIN-CONTAININGCre01.g030550.t1.2 pacid=30789155 transcript=Cre01.g030550.t1.2 locus=Cre01.g030550 ID=Cre01.g030550.t1.2.v5.5 annot-version=v5.51 1 1 50.824 459

Cre01.g030800.t1.2 COP9 signalosome subunitCre01.g030800.t1.2 pacid=30788375 transcript=Cre01.g030800.t1.2 locus=Cre01.g030800 ID=Cre01.g030800.t1.2.v5.5 annot-version=v5.51 1 1 51.047 442

Cre01.g030950.t1.1 (1 of 1) K15901 - EKC/KEOPS complex subunit CGI121/TPRKB (CGI121, TPRKB)Cre01.g030950.t1.1 pacid=30788414 transcript=Cre01.g030950.t1.1 locus=Cre01.g030950 ID=Cre01.g030950.t1.1.v5.5 annot-version=v5.51 1 1 19.319 176

Cre01.g031100.t1.2 Predicted proteinCre01.g031100.t1.2 pacid=30788807 transcript=Cre01.g031100.t1.2 locus=Cre01.g031100 ID=Cre01.g031100.t1.2.v5.5 annot-version=v5.511 11 11 37.03 334

Cre01.g031300.t1.1 (1 of 5) PTHR24349:SF84 - CALCIUM-DEPENDENT PROTEIN KINASE 13Cre01.g031300.t1.1 pacid=30789630 transcript=Cre01.g031300.t1.1 locus=Cre01.g031300 ID=Cre01.g031300.t1.1.v5.5 annot-version=v5.51 1 1 158.18 1603

Cre01.g031951.t1.1 NA Cre01.g031951.t1.1 pacid=30788645 transcript=Cre01.g031951.t1.1 locus=Cre01.g031951 ID=Cre01.g031951.t1.1.v5.5 annot-version=v5.51 1 1 267.78 2687

Cre01.g032250.t1.1 (1 of 1) PTHR13087 - NF-KAPPA B ACTIVATING PROTEINCre01.g032250.t1.1 pacid=30788667 transcript=Cre01.g032250.t1.1 locus=Cre01.g032250 ID=Cre01.g032250.t1.1.v5.5 annot-version=v5.51 1 1 53.977 496

Cre01.g032300.t1.2 G-strand telomere binding proteinCre01.g032300.t1.2 pacid=30789208 transcript=Cre01.g032300.t1.2 locus=Cre01.g032300 ID=Cre01.g032300.t1.2.v5.5 annot-version=v5.528 28 28 24.06 221

Cre01.g032450.t1.2 (1 of 4) K06816 - golgi apparatus protein 1 (GLG1, ESL1)Cre01.g032450.t1.2 pacid=30788403 transcript=Cre01.g032450.t1.2 locus=Cre01.g032450 ID=Cre01.g032450.t1.2.v5.5 annot-version=v5.51 1 1 135 1315

Cre01.g032650.t2.1 TransaldolaseCre01.g032650.t2.1 pacid=30788813 transcript=Cre01.g032650.t2.1 locus=Cre01.g032650 ID=Cre01.g032650.t2.1.v5.5 annot-version=v5.5;Cre01.g032650.t1.2 pacid=30788812 transcript=Cre01.g032650.t1.2 locus=Cre01.g032650 ID=Cre01.g032650.t1.2.v5.5 annot-version=v2 2 2 42.435 382

Cre01.g032700.t1.2 GlucokinaseCre01.g032700.t1.2 pacid=30789245 transcript=Cre01.g032700.t1.2 locus=Cre01.g032700 ID=Cre01.g032700.t1.2.v5.5 annot-version=v5.52 2 2 40.8 381

Cre01.g033400.t1.2 Mitochondrial inner membrane translocaseCre01.g033400.t1.2 pacid=30789612 transcript=Cre01.g033400.t1.2 locus=Cre01.g033400 ID=Cre01.g033400.t1.2.v5.5 annot-version=v5.52 2 2 11.506 103

Cre01.g033550.t1.2 Protein disulfide isomeraseCre01.g033550.t1.2 pacid=30788638 transcript=Cre01.g033550.t1.2 locus=Cre01.g033550 ID=Cre01.g033550.t1.2.v5.5 annot-version=v5.513 13 13 27.35 254

Cre01.g034000.t1.2 Importin betaCre01.g034000.t1.2 pacid=30789060 transcript=Cre01.g034000.t1.2 locus=Cre01.g034000 ID=Cre01.g034000.t1.2.v5.5 annot-version=v5.510 10 10 97.336 896

Cre01.g034050.t1.2 (1 of 1) PTHR11751:SF428 - PROTEIN NKAT-1-RELATEDCre01.g034050.t1.2 pacid=30788406 transcript=Cre01.g034050.t1.2 locus=Cre01.g034050 ID=Cre01.g034050.t1.2.v5.5 annot-version=v5.52 2 2 44.376 410

Cre01.g034400.t1.1 (1 of 2) 3.1.1.31 - 6-phosphogluconolactonaseCre01.g034400.t1.1 pacid=30789251 transcript=Cre01.g034400.t1.1 locus=Cre01.g034400 ID=Cre01.g034400.t1.1.v5.5 annot-version=v5.515 15 15 38.936 370

Cre01.g034451.t1.1 (1 of 1) K14012 - UBX domain-containing protein 1 (SHP1, UBX1, NSFL1C)Cre01.g034451.t1.1 pacid=30788705 transcript=Cre01.g034451.t1.1 locus=Cre01.g034451 ID=Cre01.g034451.t1.1.v5.5 annot-version=v5.51 1 1 31.353 297

Cre01.g034950.t1.2 (1 of 1) K06184 - ATP-binding cassette, subfamily F, member 1 (ABCF1)Cre01.g034950.t1.2 pacid=30788752 transcript=Cre01.g034950.t1.2 locus=Cre01.g034950 ID=Cre01.g034950.t1.2.v5.5 annot-version=v5.52 2 2 82.474 740

Cre01.g035350.t1.2 (1 of 1) K07512 - mitochondrial trans-2-enoyl-CoA reductase (MECR, NRBF1)Cre01.g035350.t1.2 pacid=30789222 transcript=Cre01.g035350.t1.2 locus=Cre01.g035350 ID=Cre01.g035350.t1.2.v5.5 annot-version=v5.513 13 13 36.323 352

Cre01.g036400.t1.2 (1 of 1) 1.1.1.298 - 3-hydroxypropionate dehydrogenase (NADP(+)) / 3-hydroxypropanoate dehydrogenase (NADP(+))Cre01.g036400.t1.2 pacid=30788437 transcript=Cre01.g036400.t1.2 locus=Cre01.g036400 ID=Cre01.g036400.t1.2.v5.5 annot-version=v5.51 1 1 26.846 250

Cre01.g037300.t3.1 NA Cre01.g037300.t3.1 pacid=30789105 transcript=Cre01.g037300.t3.1 locus=Cre01.g037300 ID=Cre01.g037300.t3.1.v5.5 annot-version=v5.5;Cre01.g037300.t2.1 pacid=30789104 transcript=Cre01.g037300.t2.1 locus=Cre01.g037300 ID=Cre01.g037300.t2.1.v5.5 annot-version=v1 1 1 34.012 333

Cre01.g037850.t1.1 Acetyl-CoA biotin carboxyl carrierCre01.g037850.t1.1 pacid=30788900 transcript=Cre01.g037850.t1.1 locus=Cre01.g037850 ID=Cre01.g037850.t1.1.v5.5 annot-version=v5.55 5 5 24.308 231

Cre01.g038400.t1.2 Calreticulin 2, calcium-binding proteinCre01.g038400.t1.2 pacid=30788539 transcript=Cre01.g038400.t1.2 locus=Cre01.g038400 ID=Cre01.g038400.t1.2.v5.5 annot-version=v5.521 21 21 47.327 420

Cre01.g038850.t1.1 (1 of 1) PTHR24012:SF308 - PROTEIN Y55F3AM.3, ISOFORM ACre01.g038850.t1.1 pacid=30788684 transcript=Cre01.g038850.t1.1 locus=Cre01.g038850 ID=Cre01.g038850.t1.1.v5.5 annot-version=v5.55 5 5 128.45 1260

Cre01.g039250.t2.1 Ribosomal protein S2, component of cytosolic 80S ribosome and 40S small subunitCre01.g039250.t2.1 pacid=30788561 transcript=Cre01.g039250.t2.1 locus=Cre01.g039250 ID=Cre01.g039250.t2.1.v5.5 annot-version=v5.5;Cre01.g039250.t1.1 pacid=30788560 transcript=Cre01.g039250.t1.1 locus=Cre01.g039250 ID=Cre01.g039250.t1.1.v5.5 annot-version=v12 12 12 31.676 286

Cre01.g039300.t1.2 Polyadenylate-binding protein RB47Cre01.g039300.t1.2 pacid=30789032 transcript=Cre01.g039300.t1.2 locus=Cre01.g039300 ID=Cre01.g039300.t1.2.v5.5 annot-version=v5.525 25 25 69.973 657

Cre01.g040000.t1.2 Ribosomal protein L26, component of cytosolic 80S ribosome and 60S large subunitCre01.g040000.t1.2 pacid=30788495 transcript=Cre01.g040000.t1.2 locus=Cre01.g040000 ID=Cre01.g040000.t1.2.v5.5 annot-version=v5.512 12 12 16.473 145

Cre01.g041000.t1.1 (1 of 1) KOG3450 - Huntingtin interacting protein HYPKCre01.g041000.t1.1 pacid=30788577 transcript=Cre01.g041000.t1.1 locus=Cre01.g041000 ID=Cre01.g041000.t1.1.v5.5 annot-version=v5.51 1 1 13.603 124

Cre01.g042200.t1.1 NA Cre01.g042200.t1.1 pacid=30789411 transcript=Cre01.g042200.t1.1 locus=Cre01.g042200 ID=Cre01.g042200.t1.1.v5.5 annot-version=v5.52 2 2 10.14 99

Cre01.g042750.t1.2 Aconitate hydrataseCre01.g042750.t1.2 pacid=30789585 transcript=Cre01.g042750.t1.2 locus=Cre01.g042750 ID=Cre01.g042750.t1.2.v5.5 annot-version=v5.531 31 31 89.146 828

Cre01.g042800.t1.2 3,8-divinyl protochlorophyllide a 8-vinyl reductaseCre01.g042800.t1.2 pacid=30789170 transcript=Cre01.g042800.t1.2 locus=Cre01.g042800 ID=Cre01.g042800.t1.2.v5.5 annot-version=v5.55 5 5 44.621 415

Cre01.g043450.t1.2 NA Cre01.g043450.t1.2 pacid=30788632 transcript=Cre01.g043450.t1.2 locus=Cre01.g043450 ID=Cre01.g043450.t1.2.v5.5 annot-version=v5.55 5 5 22.292 204

Cre01.g043650.t1.1 Outer arm dynein light chain, ODA8Cre01.g043650.t1.1 pacid=30788811 transcript=Cre01.g043650.t1.1 locus=Cre01.g043650 ID=Cre01.g043650.t1.1.v5.5 annot-version=v5.51 1 1 90.026 921

Cre01.g044600.t1.2 (1 of 2) PF17047 - Synaptotagmin-like mitochondrial-lipid-binding domain (SMP_LBD)Cre01.g044600.t1.2 pacid=30789288 transcript=Cre01.g044600.t1.2 locus=Cre01.g044600 ID=Cre01.g044600.t1.2.v5.5 annot-version=v5.53 3 3 143.41 1441

Cre01.g044700.t1.2 (1 of 1) PTHR11260//PTHR11260:SF156 - GLUTATHIONE S-TRANSFERASE, GST, SUPERFAMILY, GST DOMAIN CONTAINING // SUBFAMILY NOT NAMEDCre01.g044700.t1.2 pacid=30789649 transcript=Cre01.g044700.t1.2 locus=Cre01.g044700 ID=Cre01.g044700.t1.2.v5.5 annot-version=v5.52 2 2 52.631 480

Cre01.g044800.t1.2 Pyruvate-formate lyaseCre01.g044800.t1.2 pacid=30789628 transcript=Cre01.g044800.t1.2 locus=Cre01.g044800 ID=Cre01.g044800.t1.2.v5.5 annot-version=v5.545 45 45 91.104 830

Cre01.g045350.t1.2 Flagellar Associated ProteinCre01.g045350.t1.2 pacid=30788994 transcript=Cre01.g045350.t1.2 locus=Cre01.g045350 ID=Cre01.g045350.t1.2.v5.5 annot-version=v5.52 2 2 43.501 390

Cre01.g045550.t1.2 Triose phosphate transporterCre01.g045550.t1.2 pacid=30788918 transcript=Cre01.g045550.t1.2 locus=Cre01.g045550 ID=Cre01.g045550.t1.2.v5.5 annot-version=v5.51 1 1 42.993 406

Cre01.g045600.t1.1 Speract/scavenger receptor, transmembrane glycoproteinCre01.g045600.t1.1 pacid=30788940 transcript=Cre01.g045600.t1.1 locus=Cre01.g045600 ID=Cre01.g045600.t1.1.v5.5 annot-version=v5.54 4 4 70.851 665

Cre01.g045902.t1.1 (1 of 1) PTHR23264:SF29 - PROTEIN HIGH CHLOROPHYLL FLUORESCENCE 101Cre01.g045902.t1.1 pacid=30789449 transcript=Cre01.g045902.t1.1 locus=Cre01.g045902 ID=Cre01.g045902.t1.1.v5.5 annot-version=v5.51 1 1 58.403 560

Cre01.g046652.t1.1 (1 of 3) K01866 - tyrosyl-tRNA synthetase (YARS, tyrS)Cre01.g046652.t1.1 pacid=30789622 transcript=Cre01.g046652.t1.1 locus=Cre01.g046652 ID=Cre01.g046652.t1.1.v5.5 annot-version=v5.58 8 8 26.935 250

Cre01.g047700.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre01.g047700.t1.2 pacid=30788574 transcript=Cre01.g047700.t1.2 locus=Cre01.g047700 ID=Cre01.g047700.t1.2.v5.5 annot-version=v5.52 2 2 40.227 377

Cre01.g047750.t1.2 Ribosomal protein L18a, component of cytosolic 80S ribosome and 60S large subunitCre01.g047750.t1.2 pacid=30789695 transcript=Cre01.g047750.t1.2 locus=Cre01.g047750 ID=Cre01.g047750.t1.2.v5.5 annot-version=v5.511 11 11 21.371 182

Cre01.g047800.t1.1 Glutaredoxin, CGFS typeCre01.g047800.t1.1 pacid=30788895 transcript=Cre01.g047800.t1.1 locus=Cre01.g047800 ID=Cre01.g047800.t1.1.v5.5 annot-version=v5.52 2 2 30.463 281

Cre01.g047950.t1.1 Intraflagellar transport protein 27Cre01.g047950.t1.1 pacid=30788506 transcript=Cre01.g047950.t1.1 locus=Cre01.g047950 ID=Cre01.g047950.t1.1.v5.5 annot-version=v5.51 1 1 22.76 204

Cre01.g048750.t1.2 Pentatrichopeptide repeat proteinCre01.g048750.t1.2 pacid=30789563 transcript=Cre01.g048750.t1.2 locus=Cre01.g048750 ID=Cre01.g048750.t1.2.v5.5 annot-version=v5.53 3 3 24.349 221

Cre01.g048950.t1.2 Uridine 5'- monophosphate synthaseCre01.g048950.t1.2 pacid=30789390 transcript=Cre01.g048950.t1.2 locus=Cre01.g048950 ID=Cre01.g048950.t1.2.v5.5 annot-version=v5.58 8 8 55.128 514



Cre01.g049000.t1.2 Pterin dehydrataseCre01.g049000.t1.2 pacid=30789427 transcript=Cre01.g049000.t1.2 locus=Cre01.g049000 ID=Cre01.g049000.t1.2.v5.5 annot-version=v5.57 7 7 23.613 216

Cre01.g049500.t1.2 Cytochrome c oxidase subunit II, protein IIb of split subunitCre01.g049500.t1.2 pacid=30789276 transcript=Cre01.g049500.t1.2 locus=Cre01.g049500 ID=Cre01.g049500.t1.2.v5.5 annot-version=v5.55 5 5 17.25 153

Cre01.g049826.t1.1 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre01.g049826.t1.1 pacid=30789239 transcript=Cre01.g049826.t1.1 locus=Cre01.g049826 ID=Cre01.g049826.t1.1.v5.5 annot-version=v5.53 3 3 264.55 2645

Cre01.g050100.t1.2 Diaminopimelate decarboxylaseCre01.g050100.t1.2 pacid=30789106 transcript=Cre01.g050100.t1.2 locus=Cre01.g050100 ID=Cre01.g050100.t1.2.v5.5 annot-version=v5.510 10 10 51.577 473

Cre01.g050150.t1.1 (1 of 1) 1.6.99.1 - NADPH dehydrogenase / NADPH diaphoraseCre01.g050150.t1.1 pacid=30788960 transcript=Cre01.g050150.t1.1 locus=Cre01.g050150 ID=Cre01.g050150.t1.1.v5.5 annot-version=v5.53 3 3 43.976 410

Cre01.g050550.t1.2 (1 of 1) PF09360 - Iron-binding zinc finger CDGSH type (zf-CDGSH)Cre01.g050550.t1.2 pacid=30789417 transcript=Cre01.g050550.t1.2 locus=Cre01.g050550 ID=Cre01.g050550.t1.2.v5.5 annot-version=v5.55 5 5 10.513 96

Cre01.g050850.t2.1 Protein Phosphatase 1 betaCre01.g050850.t2.1 pacid=30789559 transcript=Cre01.g050850.t2.1 locus=Cre01.g050850 ID=Cre01.g050850.t2.1.v5.5 annot-version=v5.5;Cre01.g050850.t1.2 pacid=30789558 transcript=Cre01.g050850.t1.2 locus=Cre01.g050850 ID=Cre01.g050850.t1.2.v5.5 annot-version=v4 4 4 95.518 885

Cre01.g050950.t1.2 (1 of 1) 1.3.1.83 - Geranylgeranyl diphosphate reductase / Geranylgeranyl reductaseCre01.g050950.t1.2 pacid=30789075 transcript=Cre01.g050950.t1.2 locus=Cre01.g050950 ID=Cre01.g050950.t1.2.v5.5 annot-version=v5.531 31 31 55.608 504

Cre01.g051000.t1.1 (1 of 1) PTHR11006:SF53 - PROTEIN ARGININE N-METHYLTRANSFERASE 3Cre01.g051000.t1.1 pacid=30788621 transcript=Cre01.g051000.t1.1 locus=Cre01.g051000 ID=Cre01.g051000.t1.1.v5.5 annot-version=v5.52 2 2 52.178 492

Cre01.g051100.t1.2 (1 of 1) K06063 - SNW domain-containing protein 1 (SNW1, SKIIP, SKIP)Cre01.g051100.t1.2 pacid=30788938 transcript=Cre01.g051100.t1.2 locus=Cre01.g051100 ID=Cre01.g051100.t1.2.v5.5 annot-version=v5.52 2 2 73.643 684

Cre01.g051500.t1.2 Uncharacterized thykaloid lumenal polypeptideCre01.g051500.t1.2 pacid=30788842 transcript=Cre01.g051500.t1.2 locus=Cre01.g051500 ID=Cre01.g051500.t1.2.v5.5 annot-version=v5.54 4 4 11.982 117

Cre01.g051900.t1.2 Rieske iron-sulfur protein of mitochondrial ubiquinol-cytochrome c reductaseCre01.g051900.t1.2 pacid=30789261 transcript=Cre01.g051900.t1.2 locus=Cre01.g051900 ID=Cre01.g051900.t1.2.v5.5 annot-version=v5.54 4 4 28.511 262

Cre01.g052000.t1.2 (1 of 1) PTHR13748:SF31 - COBW DOMAIN-CONTAINING PROTEIN 1Cre01.g052000.t1.2 pacid=30788797 transcript=Cre01.g052000.t1.2 locus=Cre01.g052000 ID=Cre01.g052000.t1.2.v5.5 annot-version=v5.52 2 2 52.159 495

Cre01.g052100.t1.2 Plastid ribosomal protein L18Cre01.g052100.t1.2 pacid=30788991 transcript=Cre01.g052100.t1.2 locus=Cre01.g052100 ID=Cre01.g052100.t1.2.v5.5 annot-version=v5.55 5 5 15.789 145

Cre01.g052250.t1.2 Thioredoxin xCre01.g052250.t1.2 pacid=30789580 transcript=Cre01.g052250.t1.2 locus=Cre01.g052250 ID=Cre01.g052250.t1.2.v5.5 annot-version=v5.510 10 10 15.828 145

Cre01.g053150.t2.1 Glycerol-3-phosphate dehydrogenase/dihydroxyacetone-3-phosphate reductaseCre01.g053150.t2.1 pacid=30789053 transcript=Cre01.g053150.t2.1 locus=Cre01.g053150 ID=Cre01.g053150.t2.1.v5.5 annot-version=v5.5;Cre01.g053150.t1.2 pacid=30789052 transcript=Cre01.g053150.t1.2 locus=Cre01.g053150 ID=Cre01.g053150.t1.2.v5.5 annot-version=v1 1 1 72.575 674

Cre01.g054150.t1.2 NADPH-dependent thioredoxin reductaseCre01.g054150.t1.2 pacid=30789662 transcript=Cre01.g054150.t1.2 locus=Cre01.g054150 ID=Cre01.g054150.t1.2.v5.5 annot-version=v5.54 4 4 56.965 536

Cre01.g054500.t1.2 (1 of 1) 1.6.1.2 - NAD(P)(+) transhydrogenase (Re/Si-specific) / TranshydrogenaseCre01.g054500.t1.2 pacid=30788821 transcript=Cre01.g054500.t1.2 locus=Cre01.g054500 ID=Cre01.g054500.t1.2.v5.5 annot-version=v5.57 7 7 112.35 1094

Cre01.g054700.t1.2 NA Cre01.g054700.t1.2 pacid=30788472 transcript=Cre01.g054700.t1.2 locus=Cre01.g054700 ID=Cre01.g054700.t1.2.v5.5 annot-version=v5.52 2 2 35.805 337

Cre01.g054850.t1.2 NA Cre01.g054850.t1.2 pacid=30789488 transcript=Cre01.g054850.t1.2 locus=Cre01.g054850 ID=Cre01.g054850.t1.2.v5.5 annot-version=v5.53 3 3 25.087 228

Cre01.g055151.t1.1 NA Cre01.g055151.t1.1 pacid=30789005 transcript=Cre01.g055151.t1.1 locus=Cre01.g055151 ID=Cre01.g055151.t1.1.v5.5 annot-version=v5.51 1 1 30.876 308

Cre01.g055400.t1.2 (1 of 1) PTHR23216 - NUCLEOLAR AND COILED-BODY PHOSPHOPROTEIN 1Cre01.g055400.t1.2 pacid=30789023 transcript=Cre01.g055400.t1.2 locus=Cre01.g055400 ID=Cre01.g055400.t1.2.v5.5 annot-version=v5.52 2 2 39.884 360

Cre01.g055408.t1.1 (1 of 3) K01895 - acetyl-CoA synthetase (ACSS, acs)Cre01.g055408.t1.1 pacid=30788826 transcript=Cre01.g055408.t1.1 locus=Cre01.g055408 ID=Cre01.g055408.t1.1.v5.5 annot-version=v5.510 10 10 76.676 699

Cre01.g055428.t1.1 (1 of 18) PTHR23050 - CALCIUM BINDING PROTEINCre01.g055428.t1.1 pacid=30788899 transcript=Cre01.g055428.t1.1 locus=Cre01.g055428 ID=Cre01.g055428.t1.1.v5.5 annot-version=v5.51 1 1 40.615 405

Cre01.g055453.t1.1 Acetolactate synthase, small subunitCre01.g055453.t1.1 pacid=30789656 transcript=Cre01.g055453.t1.1 locus=Cre01.g055453 ID=Cre01.g055453.t1.1.v5.5 annot-version=v5.511 11 11 52.898 492

Cre01.g055461.t1.1 NA Cre01.g055461.t1.1 pacid=30788662 transcript=Cre01.g055461.t1.1 locus=Cre01.g055461 ID=Cre01.g055461.t1.1.v5.5 annot-version=v5.51 1 1 16.957 168

Cre01.g055600.t1.1 (1 of 2) K10400 - kinesin family member 15 (KIF15)Cre01.g055600.t1.1 pacid=30788322 transcript=Cre01.g055600.t1.1 locus=Cre01.g055600 ID=Cre01.g055600.t1.1.v5.5 annot-version=v5.51 1 1 255.22 2530

Cre01.g056331.t1.1 (1 of 1) K03152 - 4-methyl-5(b-hydroxyethyl)-thiazole monophosphate biosynthesis (thiJ)Cre01.g056331.t1.1 pacid=30788861 transcript=Cre01.g056331.t1.1 locus=Cre01.g056331 ID=Cre01.g056331.t1.1.v5.5 annot-version=v5.510 10 10 20.757 196

Cre01.g056696.t2.1 NA Cre01.g056696.t2.1 pacid=30789400 transcript=Cre01.g056696.t2.1 locus=Cre01.g056696 ID=Cre01.g056696.t2.1.v5.5 annot-version=v5.5;Cre01.g056696.t1.1 pacid=30789399 transcript=Cre01.g056696.t1.1 locus=Cre01.g056696 ID=Cre01.g056696.t1.1.v5.5 annot-version=v1 1 1 117.96 1139

Cre01.g058886.t1.1 (1 of 1) K06944 - uncharacterized protein (K06944)Cre01.g058886.t1.1 pacid=30788735 transcript=Cre01.g058886.t1.1 locus=Cre01.g058886 ID=Cre01.g058886.t1.1.v5.5 annot-version=v5.55 5 5 44.662 400

Cre01.g061077.t1.1 (1 of 1) PTHR31096:SF14 - ACT DOMAIN-CONTAINING PROTEINCre01.g061077.t1.1 pacid=30788304 transcript=Cre01.g061077.t1.1 locus=Cre01.g061077 ID=Cre01.g061077.t1.1.v5.5 annot-version=v5.511 11 11 29.212 273

Cre01.g062172.t1.1 Histone H2B variantCre01.g062172.t1.1 pacid=30789439 transcript=Cre01.g062172.t1.1 locus=Cre01.g062172 ID=Cre01.g062172.t1.1.v5.5 annot-version=v5.57 1 1 13.296 121

Cre01.g063997.t2.1 (1 of 1) PTHR12854 - ATAXIN 2-RELATEDCre01.g063997.t2.1 pacid=30788526 transcript=Cre01.g063997.t2.1 locus=Cre01.g063997 ID=Cre01.g063997.t2.1.v5.5 annot-version=v5.5;Cre01.g063997.t1.1 pacid=30788525 transcript=Cre01.g063997.t1.1 locus=Cre01.g063997 ID=Cre01.g063997.t1.1.v5.5 annot-version=v1 1 1 108.56 1130

Cre01.g066552.t1.1 Thioredoxin f1Cre01.g066552.t1.1 pacid=30789368 transcript=Cre01.g066552.t1.1 locus=Cre01.g066552 ID=Cre01.g066552.t1.1.v5.5 annot-version=v5.54 4 4 18.245 173

Cre01.g066917.t1.1 Chlorophyll a/b binding protein of LHCIICre01.g066917.t1.1 pacid=30788321 transcript=Cre01.g066917.t1.1 locus=Cre01.g066917 ID=Cre01.g066917.t1.1.v5.5 annot-version=v5.58 6 6 27.565 256

Cre01.g069472.t1.1 (1 of 2) 6.1.1.16 - Cysteine--tRNA ligase / Cysteinyl-tRNA synthetaseCre01.g069472.t1.1 pacid=30788955 transcript=Cre01.g069472.t1.1 locus=Cre01.g069472 ID=Cre01.g069472.t1.1.v5.5 annot-version=v5.54 4 4 67.182 635

Cre01.g071662.t1.1 Acetyl-CoA synthetase/ligaseCre01.g071662.t1.1 pacid=30788823 transcript=Cre01.g071662.t1.1 locus=Cre01.g071662 ID=Cre01.g071662.t1.1.v5.5 annot-version=v5.53 3 3 69.089 631

Cre02.g073550.t1.2 (1 of 1) PTHR11875:SF7 - AT14585P-RELATEDCre02.g073550.t1.2 pacid=30786027 transcript=Cre02.g073550.t1.2 locus=Cre02.g073550 ID=Cre02.g073550.t1.2.v5.5 annot-version=v5.516 16 16 39.4 350

Cre02.g073650.t2.1 Spliceosome Component, nuclear pre-mRNA splicing factorCre02.g073650.t2.1 pacid=30785081 transcript=Cre02.g073650.t2.1 locus=Cre02.g073650 ID=Cre02.g073650.t2.1.v5.5 annot-version=v5.5;Cre02.g073650.t1.2 pacid=30785080 transcript=Cre02.g073650.t1.2 locus=Cre02.g073650 ID=Cre02.g073650.t1.2.v5.5 annot-version=v6 6 6 53.945 503

Cre02.g073700.t2.1 Uroporphyrinogen decarboxylaseCre02.g073700.t2.1 pacid=30785831 transcript=Cre02.g073700.t2.1 locus=Cre02.g073700 ID=Cre02.g073700.t2.1.v5.5 annot-version=v5.5;Cre02.g073700.t1.2 pacid=30785832 transcript=Cre02.g073700.t1.2 locus=Cre02.g073700 ID=Cre02.g073700.t1.2.v5.5 annot-version=v9 9 9 43.718 398

Cre02.g073750.t1.2 Kinesin motor protein, kinesin-9 (Kif9) familyCre02.g073750.t1.2 pacid=30784795 transcript=Cre02.g073750.t1.2 locus=Cre02.g073750 ID=Cre02.g073750.t1.2.v5.5 annot-version=v5.52 2 2 82.996 776

Cre02.g073850.t1.2 Predicted proteinCre02.g073850.t1.2 pacid=30785212 transcript=Cre02.g073850.t1.2 locus=Cre02.g073850 ID=Cre02.g073850.t1.2.v5.5 annot-version=v5.51 1 1 22.635 209

Cre02.g074100.t1.2 (1 of 4) PTHR12446 - TESMIN/TSO1-RELATEDCre02.g074100.t1.2 pacid=30785783 transcript=Cre02.g074100.t1.2 locus=Cre02.g074100 ID=Cre02.g074100.t1.2.v5.5 annot-version=v5.51 1 1 14.845 142

Cre02.g074150.t2.1 Chlamoypsin, light-gated proton channel rhodopsinCre02.g074150.t2.1 pacid=30785489 transcript=Cre02.g074150.t2.1 locus=Cre02.g074150 ID=Cre02.g074150.t2.1.v5.5 annot-version=v5.5;Cre02.g074150.t1.1 pacid=30785488 transcript=Cre02.g074150.t1.1 locus=Cre02.g074150 ID=Cre02.g074150.t1.1.v5.5 annot-version=v4 4 4 153.78 1437

Cre02.g074650.t1.2 (1 of 1) PTHR23244//PTHR23244:SF315 - KELCH REPEAT DOMAIN // SUBFAMILY NOT NAMEDCre02.g074650.t1.2 pacid=30784809 transcript=Cre02.g074650.t1.2 locus=Cre02.g074650 ID=Cre02.g074650.t1.2.v5.5 annot-version=v5.53 3 3 70.448 688

Cre02.g075700.t1.2 Ribosomal protein L19, component of cytosolic 80S ribosome and 60S large subunitCre02.g075700.t1.2 pacid=30785746 transcript=Cre02.g075700.t1.2 locus=Cre02.g075700 ID=Cre02.g075700.t1.2.v5.5 annot-version=v5.514 14 14 23.427 200

Cre02.g076100.t1.1 (1 of 36) PTHR18937 - STRUCTURAL MAINTENANCE OF CHROMOSOMES SMC FAMILY MEMBERCre02.g076100.t1.1 pacid=30785590 transcript=Cre02.g076100.t1.1 locus=Cre02.g076100 ID=Cre02.g076100.t1.1.v5.5 annot-version=v5.51 1 1 247.41 2488

Cre02.g076250.t1.1 Chloroplast elongation factor GCre02.g076250.t1.1 pacid=30786008 transcript=Cre02.g076250.t1.1 locus=Cre02.g076250 ID=Cre02.g076250.t1.1.v5.5 annot-version=v5.538 38 38 85.356 776

Cre02.g076300.t1.1 Uroporphyrinogen decarboxylaseCre02.g076300.t1.1 pacid=30785008 transcript=Cre02.g076300.t1.1 locus=Cre02.g076300 ID=Cre02.g076300.t1.1.v5.5 annot-version=v5.54 4 4 37.669 344

Cre02.g076350.t1.2 Vacuolar ATP synthase subunit BCre02.g076350.t1.2 pacid=30785110 transcript=Cre02.g076350.t1.2 locus=Cre02.g076350 ID=Cre02.g076350.t1.2.v5.5 annot-version=v5.530 30 30 55.798 504



Cre02.g076900.t1.1 cGMP-dependent protein kinaseCre02.g076900.t1.1 pacid=30786441 transcript=Cre02.g076900.t1.1 locus=Cre02.g076900 ID=Cre02.g076900.t1.1.v5.5 annot-version=v5.53 3 3 114.77 1027

Cre02.g077100.t1.2 Glutathione synthetaseCre02.g077100.t1.2 pacid=30785552 transcript=Cre02.g077100.t1.2 locus=Cre02.g077100 ID=Cre02.g077100.t1.2.v5.5 annot-version=v5.59 9 9 54.031 479

Cre02.g077300.t1.2 Nucleolar protein, Component of C/D snoRNPsCre02.g077300.t1.2 pacid=30785723 transcript=Cre02.g077300.t1.2 locus=Cre02.g077300 ID=Cre02.g077300.t1.2.v5.5 annot-version=v5.514 14 14 33.035 315

Cre02.g077350.t1.2 Histidinol dehydrogenaseCre02.g077350.t1.2 pacid=30786207 transcript=Cre02.g077350.t1.2 locus=Cre02.g077350 ID=Cre02.g077350.t1.2.v5.5 annot-version=v5.510 10 10 46.124 434

Cre02.g077401.t1.1 NA Cre02.g077401.t1.1 pacid=30785455 transcript=Cre02.g077401.t1.1 locus=Cre02.g077401 ID=Cre02.g077401.t1.1.v5.5 annot-version=v5.53 3 3 59.713 594

Cre02.g077600.t1.2 Flagellar Associated ProteinCre02.g077600.t1.2 pacid=30785100 transcript=Cre02.g077600.t1.2 locus=Cre02.g077600 ID=Cre02.g077600.t1.2.v5.5 annot-version=v5.51 1 1 207.98 1939

Cre02.g077650.t1.2 (1 of 14) 3.1.3.16//3.1.3.48 - Protein-serine/threonine phosphatase / Serine/threonine specific protein phosphatase // Protein-tyrosine-phosphatase / PTPaseCre02.g077650.t1.2 pacid=30785674 transcript=Cre02.g077650.t1.2 locus=Cre02.g077650 ID=Cre02.g077650.t1.2.v5.5 annot-version=v5.51 1 1 18.411 176

Cre02.g077750.t1.2 Flagellar Associated ProteinCre02.g077750.t1.2 pacid=30786431 transcript=Cre02.g077750.t1.2 locus=Cre02.g077750 ID=Cre02.g077750.t1.2.v5.5 annot-version=v5.56 5 5 81.74 773

Cre02.g077800.t1.2 NA Cre02.g077800.t1.2 pacid=30785888 transcript=Cre02.g077800.t1.2 locus=Cre02.g077800 ID=Cre02.g077800.t1.2.v5.5 annot-version=v5.57 7 5 86.251 813

Cre02.g077850.t1.2 Flagellar Associated ProteinCre02.g077850.t1.2 pacid=30785838 transcript=Cre02.g077850.t1.2 locus=Cre02.g077850 ID=Cre02.g077850.t1.2.v5.5 annot-version=v5.52 1 1 83.459 783

Cre02.g077951.t1.1 (1 of 13) 3.6.3.25 - Sulfate-transporting ATPaseCre02.g077951.t1.1 pacid=30784920 transcript=Cre02.g077951.t1.1 locus=Cre02.g077951 ID=Cre02.g077951.t1.1.v5.5 annot-version=v5.51 1 1 209.69 2135

Cre02.g078100.t1.1 Eukaryotic initiation factor, eIF-5BCre02.g078100.t1.1 pacid=30785567 transcript=Cre02.g078100.t1.1 locus=Cre02.g078100 ID=Cre02.g078100.t1.1.v5.5 annot-version=v5.59 9 9 176.9 1659

Cre02.g078507.t1.2 (1 of 3) PF13326 - Photosystem II Pbs27 (PSII_Pbs27)Cre02.g078507.t1.2 pacid=30785671 transcript=Cre02.g078507.t1.2 locus=Cre02.g078507 ID=Cre02.g078507.t1.2.v5.5 annot-version=v5.52 2 2 24.374 227

Cre02.g078600.t1.2 Radial spoke protein 8Cre02.g078600.t1.2 pacid=30786233 transcript=Cre02.g078600.t1.2 locus=Cre02.g078600 ID=Cre02.g078600.t1.2.v5.5 annot-version=v5.51 1 1 40.485 378

Cre02.g078650.t1.1 (1 of 2) 3.4.13.18 - Cytosol nonspecific dipeptidase / Prolylglycine dipeptidaseCre02.g078650.t1.1 pacid=30785274 transcript=Cre02.g078650.t1.1 locus=Cre02.g078650 ID=Cre02.g078650.t1.1.v5.5 annot-version=v5.52 2 2 55.743 521

Cre02.g079200.t1.2 (1 of 1) PTHR11064//PTHR11064:SF45 - CCAAT-BINDING TRANSCRIPTION FACTOR-RELATED // SUBFAMILY NOT NAMEDCre02.g079200.t1.2 pacid=30786315 transcript=Cre02.g079200.t1.2 locus=Cre02.g079200 ID=Cre02.g079200.t1.2.v5.5 annot-version=v5.51 1 1 21.897 209

Cre02.g079300.t1.2 AAA-ATPase of VPS4/SKD1 familyCre02.g079300.t1.2 pacid=30786252 transcript=Cre02.g079300.t1.2 locus=Cre02.g079300 ID=Cre02.g079300.t1.2.v5.5 annot-version=v5.51 1 1 48.605 436

Cre02.g079400.t1.2 (1 of 90) PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)Cre02.g079400.t1.2 pacid=30785182 transcript=Cre02.g079400.t1.2 locus=Cre02.g079400 ID=Cre02.g079400.t1.2.v5.5 annot-version=v5.51 1 1 15.825 146

Cre02.g079550.t1.2 Dynamin-related GTPase, involved in circadian rhythmsCre02.g079550.t1.2 pacid=30786344 transcript=Cre02.g079550.t1.2 locus=Cre02.g079550 ID=Cre02.g079550.t1.2.v5.5 annot-version=v5.56 6 6 91.229 868

Cre02.g079600.t1.2 (1 of 1) PTHR11538:SF41 - PHENYLALANINE--TRNA LIGASE, MITOCHONDRIALCre02.g079600.t1.2 pacid=30785296 transcript=Cre02.g079600.t1.2 locus=Cre02.g079600 ID=Cre02.g079600.t1.2.v5.5 annot-version=v5.511 11 11 48.86 434

Cre02.g079700.t1.2 Aspartate carbamoyltransferaseCre02.g079700.t1.2 pacid=30785449 transcript=Cre02.g079700.t1.2 locus=Cre02.g079700 ID=Cre02.g079700.t1.2.v5.5 annot-version=v5.54 4 4 40.985 372

Cre02.g079800.t1.2 Mitochondrial F1F0 ATP synthase associated 13.3 kDa proteinCre02.g079800.t1.2 pacid=30785764 transcript=Cre02.g079800.t1.2 locus=Cre02.g079800 ID=Cre02.g079800.t1.2.v5.5 annot-version=v5.52 2 2 16.052 150

Cre02.g080200.t1.2 TransketolaseCre02.g080200.t1.2 pacid=30786367 transcript=Cre02.g080200.t1.2 locus=Cre02.g080200 ID=Cre02.g080200.t1.2.v5.5 annot-version=v5.544 44 44 77.66 718

Cre02.g080350.t1.1 (1 of 1) K11836 - ubiquitin carboxyl-terminal hydrolase 5/13 [EC:3.4.19.12] (USP5_13, UBP14)Cre02.g080350.t1.1 pacid=30786066 transcript=Cre02.g080350.t1.1 locus=Cre02.g080350 ID=Cre02.g080350.t1.1.v5.5 annot-version=v5.59 9 9 99.128 945

Cre02.g080650.t1.2 Endoplasmic reticulum associated heat shock protein 90BCre02.g080650.t1.2 pacid=30784948 transcript=Cre02.g080650.t1.2 locus=Cre02.g080650 ID=Cre02.g080650.t1.2.v5.5 annot-version=v5.530 28 28 93.119 819

Cre02.g080700.t1.2 Endoplasmic reticulum associated Hsp70 proteinCre02.g080700.t1.2 pacid=30785571 transcript=Cre02.g080700.t1.2 locus=Cre02.g080700 ID=Cre02.g080700.t1.2.v5.5 annot-version=v5.5;Cre02.g080600.t1.2 pacid=30785719 transcript=Cre02.g080600.t1.2 locus=Cre02.g080600 ID=Cre02.g080600.t1.2.v5.5 annot-version=v36 33 33 72.492 656

Cre02.g080900.t1.2 Peroxiredoxin, type IICre02.g080900.t1.2 pacid=30785998 transcript=Cre02.g080900.t1.2 locus=Cre02.g080900 ID=Cre02.g080900.t1.2.v5.5 annot-version=v5.51 1 1 24.37 226

Cre02.g081050.t1.2 Flagellar Associated ProteinCre02.g081050.t1.2 pacid=30785944 transcript=Cre02.g081050.t1.2 locus=Cre02.g081050 ID=Cre02.g081050.t1.2.v5.5 annot-version=v5.511 11 11 55.891 529

Cre02.g081250.t1.2 NA Cre02.g081250.t1.2 pacid=30785406 transcript=Cre02.g081250.t1.2 locus=Cre02.g081250 ID=Cre02.g081250.t1.2.v5.5 annot-version=v5.541 41 41 78.425 763

Cre02.g081550.t1.2 (1 of 1) K18532 - adenylate kinase (AK6, FAP7)Cre02.g081550.t1.2 pacid=30786407 transcript=Cre02.g081550.t1.2 locus=Cre02.g081550 ID=Cre02.g081550.t1.2.v5.5 annot-version=v5.51 1 1 20.575 182

Cre02.g081600.t1.1 (1 of 7) PTHR10869//PTHR10869:SF71 - PROLYL 4-HYDROXYLASE ALPHA SUBUNIT // SUBFAMILY NOT NAMEDCre02.g081600.t1.1 pacid=30785485 transcript=Cre02.g081600.t1.1 locus=Cre02.g081600 ID=Cre02.g081600.t1.1.v5.5 annot-version=v5.51 1 1 40.937 370

Cre02.g082250.t1.1 (1 of 1) K00872 - homoserine kinase (thrB1)Cre02.g082250.t1.1 pacid=30786284 transcript=Cre02.g082250.t1.1 locus=Cre02.g082250 ID=Cre02.g082250.t1.1.v5.5 annot-version=v5.5;Cre02.g082200.t1.1 pacid=30785317 transcript=Cre02.g082200.t1.1 locus=Cre02.g082200 ID=Cre02.g082200.t1.1.v5.5 annot-version=v10 10 9 36.271 358

Cre02.g082500.t1.1 Photosystem I reaction center subunit N, chloroplasticCre02.g082500.t1.1 pacid=30786029 transcript=Cre02.g082500.t1.1 locus=Cre02.g082500 ID=Cre02.g082500.t1.1.v5.5 annot-version=v5.511 11 11 14.804 139

Cre02.g082550.t1.2 Zeaxanthin epoxidaseCre02.g082550.t1.2 pacid=30785220 transcript=Cre02.g082550.t1.2 locus=Cre02.g082550 ID=Cre02.g082550.t1.2.v5.5 annot-version=v5.51 1 1 80.959 763

Cre02.g082877.t1.1 (1 of 2) K01875 - seryl-tRNA synthetase (SARS, serS)Cre02.g082877.t1.1 pacid=30784992 transcript=Cre02.g082877.t1.1 locus=Cre02.g082877 ID=Cre02.g082877.t1.1.v5.5 annot-version=v5.51 1 1 72.063 674

Cre02.g083050.t1.1 (1 of 19) PTHR24188 - ANKYRIN REPEAT PROTEINCre02.g083050.t1.1 pacid=30785434 transcript=Cre02.g083050.t1.1 locus=Cre02.g083050 ID=Cre02.g083050.t1.1.v5.5 annot-version=v5.53 3 3 55.523 551

Cre02.g083065.t1.2 (1 of 2) 3.4.13.9 - Xaa-Pro dipeptidase / X-Pro dipeptidaseCre02.g083065.t1.2 pacid=30785137 transcript=Cre02.g083065.t1.2 locus=Cre02.g083065 ID=Cre02.g083065.t1.2.v5.5 annot-version=v5.51 1 1 58.908 571

Cre02.g083600.t2.1 (1 of 1) PTHR23305//PTHR23305:SF7 - GTP-BINDING PROTEIN-RELATED // SUBFAMILY NOT NAMEDCre02.g083600.t2.1 pacid=30786217 transcript=Cre02.g083600.t2.1 locus=Cre02.g083600 ID=Cre02.g083600.t2.1.v5.5 annot-version=v5.5;Cre02.g083600.t1.2 pacid=30786218 transcript=Cre02.g083600.t1.2 locus=Cre02.g083600 ID=Cre02.g083600.t1.2.v5.5 annot-version=v7 7 7 45.159 403

Cre02.g083800.t2.1 dTDP-glucose 4,6-dehydrataseCre02.g083800.t2.1 pacid=30785209 transcript=Cre02.g083800.t2.1 locus=Cre02.g083800 ID=Cre02.g083800.t2.1.v5.5 annot-version=v5.5;Cre02.g083800.t1.2 pacid=30785208 transcript=Cre02.g083800.t1.2 locus=Cre02.g083800 ID=Cre02.g083800.t1.2.v5.5 annot-version=v7 7 7 40.714 367

Cre02.g083900.t2.1 (1 of 1) PTHR13620:SF15 - EXONUCLEASE MUT-7 HOMOLOG-RELATEDCre02.g083900.t2.1 pacid=30786272 transcript=Cre02.g083900.t2.1 locus=Cre02.g083900 ID=Cre02.g083900.t2.1.v5.5 annot-version=v5.5;Cre02.g083900.t1.1 pacid=30786271 transcript=Cre02.g083900.t1.1 locus=Cre02.g083900 ID=Cre02.g083900.t1.1.v5.5 annot-version=v1 1 1 162.53 1650

Cre02.g083950.t1.1 Plastid-specific ribosomal protein 3Cre02.g083950.t1.1 pacid=30785522 transcript=Cre02.g083950.t1.1 locus=Cre02.g083950 ID=Cre02.g083950.t1.1.v5.5 annot-version=v5.519 19 19 33.366 298

Cre02.g084000.t1.2 NA Cre02.g084000.t1.2 pacid=30785732 transcript=Cre02.g084000.t1.2 locus=Cre02.g084000 ID=Cre02.g084000.t1.2.v5.5 annot-version=v5.54 4 4 12.964 120

Cre02.g084600.t1.2 NA Cre02.g084600.t1.2 pacid=30786042 transcript=Cre02.g084600.t1.2 locus=Cre02.g084600 ID=Cre02.g084600.t1.2.v5.5 annot-version=v5.51 1 1 33.97 327

Cre02.g084650.t1.2 (1 of 2) PTHR10997:SF7 - IMPORTIN-11Cre02.g084650.t1.2 pacid=30786222 transcript=Cre02.g084650.t1.2 locus=Cre02.g084650 ID=Cre02.g084650.t1.2.v5.5 annot-version=v5.51 1 1 141.49 1377

Cre02.g084750.t2.1 (1 of 1) PTHR24012:SF497 - TRNA SELENOCYSTEINE 1-ASSOCIATED PROTEIN 1Cre02.g084750.t2.1 pacid=30784877 transcript=Cre02.g084750.t2.1 locus=Cre02.g084750 ID=Cre02.g084750.t2.1.v5.5 annot-version=v5.5;Cre02.g084750.t1.1 pacid=30784876 transcript=Cre02.g084750.t1.1 locus=Cre02.g084750 ID=Cre02.g084750.t1.1.v5.5 annot-version=v2 2 2 81.646 801

Cre02.g085450.t1.2 Coproporphyrinogen III oxidaseCre02.g085450.t1.2 pacid=30785718 transcript=Cre02.g085450.t1.2 locus=Cre02.g085450 ID=Cre02.g085450.t1.2.v5.5 annot-version=v5.516 16 16 41.426 365

Cre02.g085900.t1.2 (1 of 2) K01092 - myo-inositol-1(or 4)-monophosphatase (E3.1.3.25, IMPA, suhB)Cre02.g085900.t1.2 pacid=30785748 transcript=Cre02.g085900.t1.2 locus=Cre02.g085900 ID=Cre02.g085900.t1.2.v5.5 annot-version=v5.56 6 6 35.565 329

Cre02.g085950.t1.2 (1 of 1) PTHR33415:SF3 - EMB514Cre02.g085950.t1.2 pacid=30785369 transcript=Cre02.g085950.t1.2 locus=Cre02.g085950 ID=Cre02.g085950.t1.2.v5.5 annot-version=v5.53 3 3 25.158 236

Cre02.g086600.t1.2 (1 of 8) PF12680 - SnoaL-like domain (SnoaL_2)Cre02.g086600.t1.2 pacid=30786398 transcript=Cre02.g086600.t1.2 locus=Cre02.g086600 ID=Cre02.g086600.t1.2.v5.5 annot-version=v5.510 10 10 53.635 490

Cre02.g086700.t1.2 Component of oligomeric golgi complexCre02.g086700.t1.2 pacid=30785991 transcript=Cre02.g086700.t1.2 locus=Cre02.g086700 ID=Cre02.g086700.t1.2.v5.5 annot-version=v5.52 2 2 82.352 803



Cre02.g086850.t1.1 NA Cre02.g086850.t1.1 pacid=30786000 transcript=Cre02.g086850.t1.1 locus=Cre02.g086850 ID=Cre02.g086850.t1.1.v5.5 annot-version=v5.51 1 1 35.98 354

Cre02.g087150.t1.2 NA Cre02.g087150.t1.2 pacid=30785329 transcript=Cre02.g087150.t1.2 locus=Cre02.g087150 ID=Cre02.g087150.t1.2.v5.5 annot-version=v5.56 6 6 57.942 578

Cre02.g087700.t1.2 Ascorbate peroxidaseCre02.g087700.t1.2 pacid=30785120 transcript=Cre02.g087700.t1.2 locus=Cre02.g087700 ID=Cre02.g087700.t1.2.v5.5 annot-version=v5.518 18 18 35.663 327

Cre02.g087950.t1.2 (1 of 1) PTHR11946:SF86 - METHIONINE--TRNA LIGASE, CYTOPLASMICCre02.g087950.t1.2 pacid=30785739 transcript=Cre02.g087950.t1.2 locus=Cre02.g087950 ID=Cre02.g087950.t1.2.v5.5 annot-version=v5.59 9 9 104.3 976

Cre02.g088000.t1.2 Prohibitin Cre02.g088000.t1.2 pacid=30785293 transcript=Cre02.g088000.t1.2 locus=Cre02.g088000 ID=Cre02.g088000.t1.2.v5.5 annot-version=v5.53 3 3 33.562 307

Cre02.g088200.t1.2 Protein disulfide isomerase 1Cre02.g088200.t1.2 pacid=30786096 transcript=Cre02.g088200.t1.2 locus=Cre02.g088200 ID=Cre02.g088200.t1.2.v5.5 annot-version=v5.551 51 51 58.236 532

Cre02.g088400.t2.1 DegP-type proteaseCre02.g088400.t2.1 pacid=30785519 transcript=Cre02.g088400.t2.1 locus=Cre02.g088400 ID=Cre02.g088400.t2.1.v5.5 annot-version=v5.5;Cre02.g088400.t1.2 pacid=30785518 transcript=Cre02.g088400.t1.2 locus=Cre02.g088400 ID=Cre02.g088400.t1.2.v5.5 annot-version=v4 4 4 44.391 431

Cre02.g088600.t1.2 ATP citrate lyase, subunit BCre02.g088600.t1.2 pacid=30784994 transcript=Cre02.g088600.t1.2 locus=Cre02.g088600 ID=Cre02.g088600.t1.2.v5.5 annot-version=v5.54 4 4 64.856 608

Cre02.g088850.t1.2 (1 of 1) 2.5.1.78 - 6,7-dimethyl-8-ribityllumazine synthase / Lumazine synthaseCre02.g088850.t1.2 pacid=30785985 transcript=Cre02.g088850.t1.2 locus=Cre02.g088850 ID=Cre02.g088850.t1.2.v5.5 annot-version=v5.55 5 5 23.165 224

Cre02.g088900.t1.2 Plastid ribosomal protein L1Cre02.g088900.t1.2 pacid=30785043 transcript=Cre02.g088900.t1.2 locus=Cre02.g088900 ID=Cre02.g088900.t1.2.v5.5 annot-version=v5.518 18 18 32.439 297

Cre02.g089100.t1.2 Delta subunit of COP-I complexCre02.g089100.t1.2 pacid=30785516 transcript=Cre02.g089100.t1.2 locus=Cre02.g089100 ID=Cre02.g089100.t1.2.v5.5 annot-version=v5.54 4 4 55.946 511

Cre02.g089450.t1.2 NA Cre02.g089450.t1.2 pacid=30786370 transcript=Cre02.g089450.t1.2 locus=Cre02.g089450 ID=Cre02.g089450.t1.2.v5.5 annot-version=v5.51 1 1 37.756 380

Cre02.g089950.t1.2 Intraflagellar transport protein 20Cre02.g089950.t1.2 pacid=30785958 transcript=Cre02.g089950.t1.2 locus=Cre02.g089950 ID=Cre02.g089950.t1.2.v5.5 annot-version=v5.52 2 2 15.636 135

Cre02.g090050.t1.1 Flagellar Associated ProteinCre02.g090050.t1.1 pacid=30785361 transcript=Cre02.g090050.t1.1 locus=Cre02.g090050 ID=Cre02.g090050.t1.1.v5.5 annot-version=v5.52 2 2 86.543 856

Cre02.g090150.t1.2 Pantothenate synthetaseCre02.g090150.t1.2 pacid=30785624 transcript=Cre02.g090150.t1.2 locus=Cre02.g090150 ID=Cre02.g090150.t1.2.v5.5 annot-version=v5.53 3 3 23.602 213

Cre02.g090850.t1.1 ClpB chaperone, Hsp100 familyCre02.g090850.t1.1 pacid=30785159 transcript=Cre02.g090850.t1.1 locus=Cre02.g090850 ID=Cre02.g090850.t1.1.v5.5 annot-version=v5.528 28 28 109.71 1012

Cre02.g091050.t1.2 Delta-aminolevulinic acid dehydrataseCre02.g091050.t1.2 pacid=30786314 transcript=Cre02.g091050.t1.2 locus=Cre02.g091050 ID=Cre02.g091050.t1.2.v5.5 annot-version=v5.59 9 9 43.033 390

Cre02.g091100.t1.2 Ribosomal protein L15, component of cytosolic 80S ribosome and 60S large subunitCre02.g091100.t1.2 pacid=30785346 transcript=Cre02.g091100.t1.2 locus=Cre02.g091100 ID=Cre02.g091100.t1.2.v5.5 annot-version=v5.57 7 7 27.157 232

Cre02.g091550.t1.2 (1 of 1) PTHR31745:SF1 - SINGLE-STRANDED DNA-BINDING PROTEIN WHY2, MITOCHONDRIALCre02.g091550.t1.2 pacid=30786474 transcript=Cre02.g091550.t1.2 locus=Cre02.g091550 ID=Cre02.g091550.t1.2.v5.5 annot-version=v5.57 7 7 24.873 238

Cre02.g091700.t1.2 Protofilament ribbon protein of flagellar microtubulesCre02.g091700.t1.2 pacid=30785960 transcript=Cre02.g091700.t1.2 locus=Cre02.g091700 ID=Cre02.g091700.t1.2.v5.5 annot-version=v5.59 9 9 71.985 635

Cre02.g092150.t1.2 (1 of 1) PTHR23155//PTHR23155:SF444 - LEUCINE-RICH REPEAT-CONTAINING PROTEIN // SUBFAMILY NOT NAMEDCre02.g092150.t1.2 pacid=30785716 transcript=Cre02.g092150.t1.2 locus=Cre02.g092150 ID=Cre02.g092150.t1.2.v5.5 annot-version=v5.52 2 2 48.787 442

Cre02.g092400.t1.1 (1 of 1) PTHR10693 - RAS GTPASE-ACTIVATING PROTEIN-BINDING PROTEINCre02.g092400.t1.1 pacid=30786123 transcript=Cre02.g092400.t1.1 locus=Cre02.g092400 ID=Cre02.g092400.t1.1.v5.5 annot-version=v5.51 1 1 54.537 537

Cre02.g092600.t1.2 Coproporphyrinogen III oxidaseCre02.g092600.t1.2 pacid=30784921 transcript=Cre02.g092600.t1.2 locus=Cre02.g092600 ID=Cre02.g092600.t1.2.v5.5 annot-version=v5.51 1 1 39.064 349

Cre02.g092850.t1.2 Flagellar outer dynein arm light chain, LC1Cre02.g092850.t1.2 pacid=30785179 transcript=Cre02.g092850.t1.2 locus=Cre02.g092850 ID=Cre02.g092850.t1.2.v5.5 annot-version=v5.51 1 1 22.15 198

Cre02.g092900.t1.2 GMP synthetaseCre02.g092900.t1.2 pacid=30785877 transcript=Cre02.g092900.t1.2 locus=Cre02.g092900 ID=Cre02.g092900.t1.2.v5.5 annot-version=v5.57 7 7 59.339 535

Cre02.g093300.t1.1 (1 of 1) K12864 - beta-catenin-like protein 1 (CTNNBL1)Cre02.g093300.t1.1 pacid=30785331 transcript=Cre02.g093300.t1.1 locus=Cre02.g093300 ID=Cre02.g093300.t1.1.v5.5 annot-version=v5.53 3 3 84.517 762

Cre02.g093350.t2.1 NA Cre02.g093350.t2.1 pacid=30785929 transcript=Cre02.g093350.t2.1 locus=Cre02.g093350 ID=Cre02.g093350.t2.1.v5.5 annot-version=v5.5;Cre02.g093350.t1.1 pacid=30785928 transcript=Cre02.g093350.t1.1 locus=Cre02.g093350 ID=Cre02.g093350.t1.1.v5.5 annot-version=v1 1 1 40.071 371

Cre02.g093450.t1.2 Fructose-1,6-bisphosphate aldolaseCre02.g093450.t1.2 pacid=30786142 transcript=Cre02.g093450.t1.2 locus=Cre02.g093450 ID=Cre02.g093450.t1.2.v5.5 annot-version=v5.57 7 7 39.138 370

Cre02.g093650.t1.2 (1 of 1) PTHR21496//PTHR21496:SF9 - FERREDOXIN-RELATED // SUBFAMILY NOT NAMEDCre02.g093650.t1.2 pacid=30786274 transcript=Cre02.g093650.t1.2 locus=Cre02.g093650 ID=Cre02.g093650.t1.2.v5.5 annot-version=v5.513 13 13 15.009 145

Cre02.g093750.t1.2 Nucleoredoxin 2Cre02.g093750.t1.2 pacid=30786225 transcript=Cre02.g093750.t1.2 locus=Cre02.g093750 ID=Cre02.g093750.t1.2.v5.5 annot-version=v5.57 7 6 50.659 470

Cre02.g094100.t1.2 Nucleoredoxin 1Cre02.g094100.t1.2 pacid=30786177 transcript=Cre02.g094100.t1.2 locus=Cre02.g094100 ID=Cre02.g094100.t1.2.v5.5 annot-version=v5.57 6 6 50.497 468

Cre02.g094450.t1.2 Cell wall protein pherophorin-C21Cre02.g094450.t1.2 pacid=30784825 transcript=Cre02.g094450.t1.2 locus=Cre02.g094450 ID=Cre02.g094450.t1.2.v5.5 annot-version=v5.52 2 2 86.36 819

Cre02.g095069.t1.1 (1 of 1) PTHR10681:SF119 - PEROXIREDOXIN DOT5Cre02.g095069.t1.1 pacid=30785509 transcript=Cre02.g095069.t1.1 locus=Cre02.g095069 ID=Cre02.g095069.t1.1.v5.5 annot-version=v5.51 1 1 13.417 128

Cre02.g095089.t1.1 (1 of 2) 3.6.1.19 - Nucleoside-triphosphate diphosphatase / Nucleoside-triphosphate pyrophosphataseCre02.g095089.t1.1 pacid=30786276 transcript=Cre02.g095089.t1.1 locus=Cre02.g095089 ID=Cre02.g095089.t1.1.v5.5 annot-version=v5.53 3 3 21.409 194

Cre02.g095110.t2.1 (1 of 1) K17553 - protein phosphatase 1 regulatory subunit 11 (PPP1R11)Cre02.g095110.t2.1 pacid=30784843 transcript=Cre02.g095110.t2.1 locus=Cre02.g095110 ID=Cre02.g095110.t2.1.v5.5 annot-version=v5.5;Cre02.g095110.t1.1 pacid=30784842 transcript=Cre02.g095110.t1.1 locus=Cre02.g095110 ID=Cre02.g095110.t1.1.v5.5 annot-version=v2 2 2 7.0479 63

Cre02.g095122.t1.1 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre02.g095122.t1.1 pacid=30786231 transcript=Cre02.g095122.t1.1 locus=Cre02.g095122 ID=Cre02.g095122.t1.1.v5.5 annot-version=v5.52 2 2 20.871 186

Cre02.g095146.t1.1 NA Cre02.g095146.t1.1 pacid=30786134 transcript=Cre02.g095146.t1.1 locus=Cre02.g095146 ID=Cre02.g095146.t1.1.v5.5 annot-version=v5.56 6 6 31.339 285

Cre02.g095149.t1.1 Flagellar Associated ProteinCre02.g095149.t1.1 pacid=30785115 transcript=Cre02.g095149.t1.1 locus=Cre02.g095149 ID=Cre02.g095149.t1.1.v5.5 annot-version=v5.51 1 1 29.183 268

Cre02.g095150.t1.2 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre02.g095150.t1.2 pacid=30785251 transcript=Cre02.g095150.t1.2 locus=Cre02.g095150 ID=Cre02.g095150.t1.2.v5.5 annot-version=v5.51 1 1 119.83 1094

Cre02.g095400.t2.1 (1 of 1) K14820 - ribosome biogenesis protein BRX1 (BRX1, BRIX1)Cre02.g095400.t2.1 pacid=30785033 transcript=Cre02.g095400.t2.1 locus=Cre02.g095400 ID=Cre02.g095400.t2.1.v5.5 annot-version=v5.5;Cre02.g095400.t1.2 pacid=30785032 transcript=Cre02.g095400.t1.2 locus=Cre02.g095400 ID=Cre02.g095400.t1.2.v5.5 annot-version=v2 2 2 38.387 357

Cre02.g095500.t1.1 NA Cre02.g095500.t1.1 pacid=30784807 transcript=Cre02.g095500.t1.1 locus=Cre02.g095500 ID=Cre02.g095500.t1.1.v5.5 annot-version=v5.53 3 3 75.179 735

Cre02.g096150.t1.2 Mn superoxide dismutaseCre02.g096150.t1.2 pacid=30785538 transcript=Cre02.g096150.t1.2 locus=Cre02.g096150 ID=Cre02.g096150.t1.2.v5.5 annot-version=v5.510 10 10 23.9 218

Cre02.g097200.t1.1 Scavenger receptor cysteine rich (SRCR) proteinCre02.g097200.t1.1 pacid=30785372 transcript=Cre02.g097200.t1.1 locus=Cre02.g097200 ID=Cre02.g097200.t1.1.v5.5 annot-version=v5.51 1 1 35.318 341

Cre02.g097250.t1.1 (1 of 1) K15436 - transportin-3 (TRPO3, MTR10)Cre02.g097250.t1.1 pacid=30785786 transcript=Cre02.g097250.t1.1 locus=Cre02.g097250 ID=Cre02.g097250.t1.1.v5.5 annot-version=v5.51 1 1 119.33 1151

Cre02.g097400.t1.2 Eukaryotic initiation factor, eIF-5ACre02.g097400.t1.2 pacid=30785064 transcript=Cre02.g097400.t1.2 locus=Cre02.g097400 ID=Cre02.g097400.t1.2.v5.5 annot-version=v5.57 7 7 18.074 165

Cre02.g097550.t1.2 (1 of 1) PTHR12532:SF0 - TRANSCRIPTIONAL REGULATORY PROTEIN HAH1-RELATEDCre02.g097550.t1.2 pacid=30785070 transcript=Cre02.g097550.t1.2 locus=Cre02.g097550 ID=Cre02.g097550.t1.2.v5.5 annot-version=v5.53 3 3 31.224 296

Cre02.g097650.t1.2 26S proteasome regulatory subunitCre02.g097650.t1.2 pacid=30784849 transcript=Cre02.g097650.t1.2 locus=Cre02.g097650 ID=Cre02.g097650.t1.2.v5.5 annot-version=v5.54 4 4 45.912 421

Cre02.g097900.t1.2 Aspartate aminotransferaseCre02.g097900.t1.2 pacid=30785437 transcript=Cre02.g097900.t1.2 locus=Cre02.g097900 ID=Cre02.g097900.t1.2.v5.5 annot-version=v5.518 18 18 47.075 428

Cre02.g098250.t1.2 (1 of 1) PTHR13343//PTHR13343:SF4 - CREG1 PROTEIN // SUBFAMILY NOT NAMEDCre02.g098250.t1.2 pacid=30785659 transcript=Cre02.g098250.t1.2 locus=Cre02.g098250 ID=Cre02.g098250.t1.2.v5.5 annot-version=v5.55 5 5 36.091 336

Cre02.g098450.t1.2 Putative eukaryotic translation initiation factor 2 subunit 3, eIF2 gamma subunitCre02.g098450.t1.2 pacid=30785067 transcript=Cre02.g098450.t1.2 locus=Cre02.g098450 ID=Cre02.g098450.t1.2.v5.5 annot-version=v5.58 8 8 50.068 462



Cre02.g098750.t1.1 (1 of 4) KOG0498 - K+-channel ERG and related proteins, contain PAS/PAC sensor domainCre02.g098750.t1.1 pacid=30785469 transcript=Cre02.g098750.t1.1 locus=Cre02.g098750 ID=Cre02.g098750.t1.1.v5.5 annot-version=v5.52 2 2 296.49 3006

Cre02.g099150.t1.2 Alpha-SNAP, SNARE complex proteinCre02.g099150.t1.2 pacid=30785773 transcript=Cre02.g099150.t1.2 locus=Cre02.g099150 ID=Cre02.g099150.t1.2.v5.5 annot-version=v5.53 3 3 33.726 303

Cre02.g099601.t1.1 (1 of 2) PTHR12663 - ANDROGEN INDUCED INHIBITOR OF PROLIFERATION AS3  / PDS5-RELATEDCre02.g099601.t1.1 pacid=30785503 transcript=Cre02.g099601.t1.1 locus=Cre02.g099601 ID=Cre02.g099601.t1.1.v5.5 annot-version=v5.51 1 1 351.33 3589

Cre02.g099850.t1.1 Pyruvate dehydrogenase, E1 component, alpha subunitCre02.g099850.t1.1 pacid=30785418 transcript=Cre02.g099850.t1.1 locus=Cre02.g099850 ID=Cre02.g099850.t1.1.v5.5 annot-version=v5.523 23 23 51.705 466

Cre02.g100050.t1.2 (1 of 2) PTHR10869//PTHR10869:SF79 - PROLYL 4-HYDROXYLASE ALPHA SUBUNIT // SUBFAMILY NOT NAMEDCre02.g100050.t1.2 pacid=30785071 transcript=Cre02.g100050.t1.2 locus=Cre02.g100050 ID=Cre02.g100050.t1.2.v5.5 annot-version=v5.52 2 2 52.057 516

Cre02.g100200.t1.2 NADH:ubiquinone oxidoreductase 22 kDa subunitCre02.g100200.t1.2 pacid=30785876 transcript=Cre02.g100200.t1.2 locus=Cre02.g100200 ID=Cre02.g100200.t1.2.v5.5 annot-version=v5.52 2 2 22.321 197

Cre02.g101350.t1.2 Ribosomal protein L10a, component of cytosolic 80S ribosome and 60S large subunitCre02.g101350.t1.2 pacid=30786442 transcript=Cre02.g101350.t1.2 locus=Cre02.g101350 ID=Cre02.g101350.t1.2.v5.5 annot-version=v5.515 15 15 23.944 214

Cre02.g101400.t1.2 Clathrin Heavy ChainCre02.g101400.t1.2 pacid=30785683 transcript=Cre02.g101400.t1.2 locus=Cre02.g101400 ID=Cre02.g101400.t1.2.v5.5 annot-version=v5.523 23 23 189.75 1711

Cre02.g101950.t1.2 tRNA (uracil-5)-methyltransferaseCre02.g101950.t1.2 pacid=30785733 transcript=Cre02.g101950.t1.2 locus=Cre02.g101950 ID=Cre02.g101950.t1.2.v5.5 annot-version=v5.55 5 5 85.44 824

Cre02.g102250.t1.2 Ribosomal protein S3, component of cytosolic 80S ribosome and 40S small subunitCre02.g102250.t1.2 pacid=30785015 transcript=Cre02.g102250.t1.2 locus=Cre02.g102250 ID=Cre02.g102250.t1.2.v5.5 annot-version=v5.515 15 15 20.978 187

Cre02.g103050.t1.2 (1 of 20) PTHR23083 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPRCre02.g103050.t1.2 pacid=30786009 transcript=Cre02.g103050.t1.2 locus=Cre02.g103050 ID=Cre02.g103050.t1.2.v5.5 annot-version=v5.52 2 2 40.501 385

Cre02.g103400.t1.2 NA Cre02.g103400.t1.2 pacid=30785217 transcript=Cre02.g103400.t1.2 locus=Cre02.g103400 ID=Cre02.g103400.t1.2.v5.5 annot-version=v5.52 2 2 187.37 1884

Cre02.g103550.t1.2 Eukaryotic translation initiation factor 1A, eIF-1ACre02.g103550.t1.2 pacid=30785557 transcript=Cre02.g103550.t1.2 locus=Cre02.g103550 ID=Cre02.g103550.t1.2.v5.5 annot-version=v5.51 1 1 16.455 141

Cre02.g104300.t1.1 NA Cre02.g104300.t1.1 pacid=30786028 transcript=Cre02.g104300.t1.1 locus=Cre02.g104300 ID=Cre02.g104300.t1.1.v5.5 annot-version=v5.51 1 1 57.905 541

Cre02.g104650.t2.1 (1 of 1) K14573 - nucleolar protein 4 (NOP4, RBM28)Cre02.g104650.t2.1 pacid=30785422 transcript=Cre02.g104650.t2.1 locus=Cre02.g104650 ID=Cre02.g104650.t2.1.v5.5 annot-version=v5.5;Cre02.g104650.t1.1 pacid=30785421 transcript=Cre02.g104650.t1.1 locus=Cre02.g104650 ID=Cre02.g104650.t1.1.v5.5 annot-version=v4 4 4 125.57 1184

Cre02.g104900.t1.2 Flagellar Associated ProteinCre02.g104900.t1.2 pacid=30785589 transcript=Cre02.g104900.t1.2 locus=Cre02.g104900 ID=Cre02.g104900.t1.2.v5.5 annot-version=v5.516 16 16 43.725 391

Cre02.g105500.t1.2 Acetylornithine deacetylaseCre02.g105500.t1.2 pacid=30785276 transcript=Cre02.g105500.t1.2 locus=Cre02.g105500 ID=Cre02.g105500.t1.2.v5.5 annot-version=v5.57 7 7 48.392 437

Cre02.g105950.t1.2 Flagellar Associated ProteinCre02.g105950.t1.2 pacid=30786023 transcript=Cre02.g105950.t1.2 locus=Cre02.g105950 ID=Cre02.g105950.t1.2.v5.5 annot-version=v5.53 3 3 10.327 93

Cre02.g106550.t1.2 (1 of 1) K12839 - survival of motor neuron-related-splicing factor 30 (SMNDC1, SPF30)Cre02.g106550.t1.2 pacid=30785737 transcript=Cre02.g106550.t1.2 locus=Cre02.g106550 ID=Cre02.g106550.t1.2.v5.5 annot-version=v5.51 1 1 35.652 334

Cre02.g106600.t1.2 Ribosomal protein S19, component of cytosolic 80S ribosome and 40S small subunitCre02.g106600.t1.2 pacid=30784812 transcript=Cre02.g106600.t1.2 locus=Cre02.g106600 ID=Cre02.g106600.t1.2.v5.5 annot-version=v5.511 11 11 16.997 150

Cre02.g106850.t1.2 (1 of 1) PTHR22904:SF289 - CARBOXYLATE CLAMP-TETRATRICOPEPTIDE REPEAT PROTEIN-RELATEDCre02.g106850.t1.2 pacid=30786194 transcript=Cre02.g106850.t1.2 locus=Cre02.g106850 ID=Cre02.g106850.t1.2.v5.5 annot-version=v5.56 6 6 33.541 314

Cre02.g107150.t1.1 NA Cre02.g107150.t1.1 pacid=30785537 transcript=Cre02.g107150.t1.1 locus=Cre02.g107150 ID=Cre02.g107150.t1.1.v5.5 annot-version=v5.54 4 4 13.66 125

Cre02.g107200.t1.1 NA Cre02.g107200.t1.1 pacid=30786490 transcript=Cre02.g107200.t1.1 locus=Cre02.g107200 ID=Cre02.g107200.t1.1.v5.5 annot-version=v5.51 1 1 7.124 63

Cre02.g107300.t1.2 Dihydrodipicolinate synthaseCre02.g107300.t1.2 pacid=30785999 transcript=Cre02.g107300.t1.2 locus=Cre02.g107300 ID=Cre02.g107300.t1.2.v5.5 annot-version=v5.54 4 4 37.906 349

Cre02.g107400.t3.1 NA Cre02.g107400.t3.1 pacid=30786120 transcript=Cre02.g107400.t3.1 locus=Cre02.g107400 ID=Cre02.g107400.t3.1.v5.5 annot-version=v5.5;Cre02.g107400.t2.1 pacid=30786119 transcript=Cre02.g107400.t2.1 locus=Cre02.g107400 ID=Cre02.g107400.t2.1.v5.5 annot-version=v1 1 1 128.43 1296

Cre02.g107450.t1.2 ATP-sulfurylaseCre02.g107450.t1.2 pacid=30785654 transcript=Cre02.g107450.t1.2 locus=Cre02.g107450 ID=Cre02.g107450.t1.2.v5.5 annot-version=v5.59 9 9 47.574 429

Cre02.g107750.t1.2 (1 of 4) PF03364 - Polyketide cyclase / dehydrase and lipid transport (Polyketide_cyc)Cre02.g107750.t1.2 pacid=30785687 transcript=Cre02.g107750.t1.2 locus=Cre02.g107750 ID=Cre02.g107750.t1.2.v5.5 annot-version=v5.51 1 1 29.064 273

Cre02.g107950.t1.2 NA Cre02.g107950.t1.2 pacid=30785857 transcript=Cre02.g107950.t1.2 locus=Cre02.g107950 ID=Cre02.g107950.t1.2.v5.5 annot-version=v5.51 1 1 21.713 202

Cre02.g108450.t1.2 Flagellar Associated Protein, transcriptional coactivator-likeCre02.g108450.t1.2 pacid=30786187 transcript=Cre02.g108450.t1.2 locus=Cre02.g108450 ID=Cre02.g108450.t1.2.v5.5 annot-version=v5.56 6 6 15.185 139

Cre02.g108850.t1.2 Plastid ribosomal protein L17Cre02.g108850.t1.2 pacid=30784955 transcript=Cre02.g108850.t1.2 locus=Cre02.g108850 ID=Cre02.g108850.t1.2.v5.5 annot-version=v5.55 5 5 19.154 173

Cre02.g108900.t1.2 NA Cre02.g108900.t1.2 pacid=30786016 transcript=Cre02.g108900.t1.2 locus=Cre02.g108900 ID=Cre02.g108900.t1.2.v5.5 annot-version=v5.52 2 2 19.694 176

Cre02.g109550.t1.2 Homoserine dehydrogenaseCre02.g109550.t1.2 pacid=30785805 transcript=Cre02.g109550.t1.2 locus=Cre02.g109550 ID=Cre02.g109550.t1.2.v5.5 annot-version=v5.51 1 1 40.338 379

Cre02.g109600.t1.2 Inositol monophosphataseCre02.g109600.t1.2 pacid=30785463 transcript=Cre02.g109600.t1.2 locus=Cre02.g109600 ID=Cre02.g109600.t1.2.v5.5 annot-version=v5.55 5 5 35.305 328

Cre02.g110350.t1.2 (1 of 18) PTHR10774 - EXTENDED SYNAPTOTAGMIN-RELATEDCre02.g110350.t1.2 pacid=30785261 transcript=Cre02.g110350.t1.2 locus=Cre02.g110350 ID=Cre02.g110350.t1.2.v5.5 annot-version=v5.55 5 5 28.974 278

Cre02.g110700.t1.1 NA Cre02.g110700.t1.1 pacid=30785597 transcript=Cre02.g110700.t1.1 locus=Cre02.g110700 ID=Cre02.g110700.t1.1.v5.5 annot-version=v5.51 1 1 323.41 3165

Cre02.g111014.t1.1 (1 of 18) K08824 - cyclin-dependent kinase-like [EC:2.7.11.22] (CDKL)Cre02.g111014.t1.1 pacid=30785315 transcript=Cre02.g111014.t1.1 locus=Cre02.g111014 ID=Cre02.g111014.t1.1.v5.5 annot-version=v5.51 1 1 142.52 1403

Cre02.g111450.t1.2 Rhodanese-like proteinCre02.g111450.t1.2 pacid=30785423 transcript=Cre02.g111450.t1.2 locus=Cre02.g111450 ID=Cre02.g111450.t1.2.v5.5 annot-version=v5.511 11 11 26.62 244

Cre02.g111700.t1.2 (1 of 3) PF13202//PF13499 - EF hand (EF-hand_5) // EF-hand domain pair (EF-hand_7)Cre02.g111700.t1.2 pacid=30785809 transcript=Cre02.g111700.t1.2 locus=Cre02.g111700 ID=Cre02.g111700.t1.2.v5.5 annot-version=v5.53 3 3 22.341 212

Cre02.g111800.t1.2 NA Cre02.g111800.t1.2 pacid=30785736 transcript=Cre02.g111800.t1.2 locus=Cre02.g111800 ID=Cre02.g111800.t1.2.v5.5 annot-version=v5.57 7 7 45.549 438

Cre02.g111850.t1.1 (1 of 5) PF00536 - SAM domain (Sterile alpha motif) (SAM_1)Cre02.g111850.t1.1 pacid=30786480 transcript=Cre02.g111850.t1.1 locus=Cre02.g111850 ID=Cre02.g111850.t1.1.v5.5 annot-version=v5.51 1 1 142.59 1489

Cre02.g112600.t1.2 (1 of 3) PTHR13780//PTHR13780:SF49 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMEDCre02.g112600.t1.2 pacid=30786357 transcript=Cre02.g112600.t1.2 locus=Cre02.g112600 ID=Cre02.g112600.t1.2.v5.5 annot-version=v5.51 1 1 45.617 442

Cre02.g113100.t1.2 (1 of 1) PTHR14154:SF3 - MITOCHONDRIAL PYRUVATE CARRIER 1Cre02.g113100.t1.2 pacid=30785967 transcript=Cre02.g113100.t1.2 locus=Cre02.g113100 ID=Cre02.g113100.t1.2.v5.5 annot-version=v5.51 1 1 13.235 116

Cre02.g113200.t1.1 Glutamine synthetaseCre02.g113200.t1.1 pacid=30784960 transcript=Cre02.g113200.t1.1 locus=Cre02.g113200 ID=Cre02.g113200.t1.1.v5.5 annot-version=v5.519 19 19 54.5 503

Cre02.g113400.t1.2 (1 of 1) PTHR21207:SF2 - PARKIN COREGULATED GENE PROTEINCre02.g113400.t1.2 pacid=30786199 transcript=Cre02.g113400.t1.2 locus=Cre02.g113400 ID=Cre02.g113400.t1.2.v5.5 annot-version=v5.55 5 5 34.17 307

Cre02.g113700.t1.2 (1 of 1) PF02151//PF08755 - UvrB/uvrC motif (UVR) // Hemimethylated DNA-binding protein YccV like (YccV-like)Cre02.g113700.t1.2 pacid=30785395 transcript=Cre02.g113700.t1.2 locus=Cre02.g113700 ID=Cre02.g113700.t1.2.v5.5 annot-version=v5.51 1 1 33.787 299

Cre02.g113850.t1.1 Porphobilinogen deaminaseCre02.g113850.t1.1 pacid=30785680 transcript=Cre02.g113850.t1.1 locus=Cre02.g113850 ID=Cre02.g113850.t1.1.v5.5 annot-version=v5.51 1 1 46.463 441

Cre02.g113950.t1.1 NA Cre02.g113950.t1.1 pacid=30784910 transcript=Cre02.g113950.t1.1 locus=Cre02.g113950 ID=Cre02.g113950.t1.1.v5.5 annot-version=v5.51 1 1 45.539 439

Cre02.g114450.t1.2 NA Cre02.g114450.t1.2 pacid=30786108 transcript=Cre02.g114450.t1.2 locus=Cre02.g114450 ID=Cre02.g114450.t1.2.v5.5 annot-version=v5.56 6 6 18.964 181

Cre02.g114600.t1.2 2-cys peroxiredoxinCre02.g114600.t1.2 pacid=30784840 transcript=Cre02.g114600.t1.2 locus=Cre02.g114600 ID=Cre02.g114600.t1.2.v5.5 annot-version=v5.517 17 17 21.642 198

Cre02.g115000.t1.1 NA Cre02.g115000.t1.1 pacid=30785827 transcript=Cre02.g115000.t1.1 locus=Cre02.g115000 ID=Cre02.g115000.t1.1.v5.5 annot-version=v5.51 1 1 47.131 462



Cre02.g115200.t1.2 Ribosomal protein L27a, component of cytosolic 80S ribosome and 60S large subunitCre02.g115200.t1.2 pacid=30785578 transcript=Cre02.g115200.t1.2 locus=Cre02.g115200 ID=Cre02.g115200.t1.2.v5.5 annot-version=v5.512 12 12 16.391 147

Cre02.g116250.t1.1 (1 of 1) PTHR28055:SF1 - ALTERED INHERITANCE OF MITOCHONDRIA PROTEIN 41, MITOCHONDRIALCre02.g116250.t1.1 pacid=30785633 transcript=Cre02.g116250.t1.1 locus=Cre02.g116250 ID=Cre02.g116250.t1.1.v5.5 annot-version=v5.52 2 2 20.144 192

Cre02.g116400.t1.1 Flagellar Associated ProteinCre02.g116400.t1.1 pacid=30786151 transcript=Cre02.g116400.t1.1 locus=Cre02.g116400 ID=Cre02.g116400.t1.1.v5.5 annot-version=v5.51 1 1 31.861 294

Cre02.g116500.t1.1 Serine carboxypeptidaseCre02.g116500.t1.1 pacid=30786189 transcript=Cre02.g116500.t1.1 locus=Cre02.g116500 ID=Cre02.g116500.t1.1.v5.5 annot-version=v5.52 2 2 56.205 509

Cre02.g116750.t2.1 Mitochondrial F1F0 ATP synthase, alpha subunitCre02.g116750.t2.1 pacid=30784899 transcript=Cre02.g116750.t2.1 locus=Cre02.g116750 ID=Cre02.g116750.t2.1.v5.5 annot-version=v5.5;Cre02.g116750.t1.1 pacid=30784898 transcript=Cre02.g116750.t1.1 locus=Cre02.g116750 ID=Cre02.g116750.t1.1.v5.5 annot-version=v26 26 26 61.514 569

Cre02.g118300.t1.2 DEAD box ATP-dependent RNA helicaseCre02.g118300.t1.2 pacid=30784864 transcript=Cre02.g118300.t1.2 locus=Cre02.g118300 ID=Cre02.g118300.t1.2.v5.5 annot-version=v5.53 2 2 77.43 737

Cre02.g118500.t1.1 Beta' subunit of COP-I complexCre02.g118500.t1.1 pacid=30785510 transcript=Cre02.g118500.t1.1 locus=Cre02.g118500 ID=Cre02.g118500.t1.1.v5.5 annot-version=v5.58 8 8 107.73 982

Cre02.g118750.t1.1 NA Cre02.g118750.t1.1 pacid=30785955 transcript=Cre02.g118750.t1.1 locus=Cre02.g118750 ID=Cre02.g118750.t1.1.v5.5 annot-version=v5.53 3 3 65.631 605

Cre02.g118850.t1.2 (1 of 1) K08762 - diazepam-binding inhibitor (GABA receptor modulator, acyl-CoA-binding protein) (DBI, ACBP)Cre02.g118850.t1.2 pacid=30786434 transcript=Cre02.g118850.t1.2 locus=Cre02.g118850 ID=Cre02.g118850.t1.2.v5.5 annot-version=v5.55 5 5 9.9361 90

Cre02.g118900.t1.2 MYG1/GAMM1-like proteinCre02.g118900.t1.2 pacid=30785869 transcript=Cre02.g118900.t1.2 locus=Cre02.g118900 ID=Cre02.g118900.t1.2.v5.5 annot-version=v5.55 5 5 36.532 327

Cre02.g118950.t1.2 Plastid ribosomal protein S17Cre02.g118950.t1.2 pacid=30785089 transcript=Cre02.g118950.t1.2 locus=Cre02.g118950 ID=Cre02.g118950.t1.2.v5.5 annot-version=v5.53 3 3 11.744 105

Cre02.g119150.t1.2 (1 of 7) PF00169 - PH domain (PH)Cre02.g119150.t1.2 pacid=30785157 transcript=Cre02.g119150.t1.2 locus=Cre02.g119150 ID=Cre02.g119150.t1.2.v5.5 annot-version=v5.51 1 1 73.642 698

Cre02.g119550.t1.2 NaCl-inducible proteinCre02.g119550.t1.2 pacid=30785436 transcript=Cre02.g119550.t1.2 locus=Cre02.g119550 ID=Cre02.g119550.t1.2.v5.5 annot-version=v5.510 10 10 9.9474 87

Cre02.g120100.t1.2 Ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit 1, chloroplast precursorCre02.g120100.t1.2 pacid=30785539 transcript=Cre02.g120100.t1.2 locus=Cre02.g120100 ID=Cre02.g120100.t1.2.v5.5 annot-version=v5.59 1 1 20.62 185

Cre02.g120150.t1.2 Ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit 2Cre02.g120150.t1.2 pacid=30786468 transcript=Cre02.g120150.t1.2 locus=Cre02.g120150 ID=Cre02.g120150.t1.2.v5.5 annot-version=v5.59 9 1 20.647 185

Cre02.g120250.t2.1 Calcium/calmodulin-dependent protein kinaseCre02.g120250.t2.1 pacid=30785281 transcript=Cre02.g120250.t2.1 locus=Cre02.g120250 ID=Cre02.g120250.t2.1.v5.5 annot-version=v5.5;Cre02.g120250.t1.1 pacid=30785280 transcript=Cre02.g120250.t1.1 locus=Cre02.g120250 ID=Cre02.g120250.t1.1.v5.5 annot-version=v3 3 3 79.655 743

Cre02.g141006.t1.1 NA Cre02.g141006.t1.1 pacid=30785582 transcript=Cre02.g141006.t1.1 locus=Cre02.g141006 ID=Cre02.g141006.t1.1.v5.5 annot-version=v5.51 1 1 6.6975 61

Cre02.g141200.t1.2 (1 of 1) 2.4.2.19 - Nicotinate-nucleotide diphosphorylase (carboxylating) / Quinolinate phosphoribosyltransferase (decarboxylating)Cre02.g141200.t1.2 pacid=30785006 transcript=Cre02.g141200.t1.2 locus=Cre02.g141200 ID=Cre02.g141200.t1.2.v5.5 annot-version=v5.54 4 4 33.539 320

Cre02.g141400.t1.2 Phosphoenolpyruvate carboxykinaseCre02.g141400.t1.2 pacid=30784858 transcript=Cre02.g141400.t1.2 locus=Cre02.g141400 ID=Cre02.g141400.t1.2.v5.5 annot-version=v5.518 18 18 67.536 610

Cre02.g141666.t2.1 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre02.g141666.t2.1 pacid=30786172 transcript=Cre02.g141666.t2.1 locus=Cre02.g141666 ID=Cre02.g141666.t2.1.v5.5 annot-version=v5.5;Cre02.g141666.t1.1 pacid=30786171 transcript=Cre02.g141666.t1.1 locus=Cre02.g141666 ID=Cre02.g141666.t1.1.v5.5 annot-version=v1 1 1 84.46 822

Cre02.g141706.t2.1 (1 of 1) K03595 - GTP-binding protein Era (era)Cre02.g141706.t2.1 pacid=30785086 transcript=Cre02.g141706.t2.1 locus=Cre02.g141706 ID=Cre02.g141706.t2.1.v5.5 annot-version=v5.5;Cre02.g141706.t1.1 pacid=30785085 transcript=Cre02.g141706.t1.1 locus=Cre02.g141706 ID=Cre02.g141706.t1.1.v5.5 annot-version=v1 1 1 50.786 456

Cre02.g142126.t1.1 Flagellar Associated ProteinCre02.g142126.t1.1 pacid=30785665 transcript=Cre02.g142126.t1.1 locus=Cre02.g142126 ID=Cre02.g142126.t1.1.v5.5 annot-version=v5.52 2 2 26.609 230

Cre02.g142146.t1.1 (1 of 2) 1.3.1.75 - Divinyl chlorophyllide a 8-vinyl-reductase / [4-vinyl]chlorophyllide a reductaseCre02.g142146.t1.1 pacid=30785153 transcript=Cre02.g142146.t1.1 locus=Cre02.g142146 ID=Cre02.g142146.t1.1.v5.5 annot-version=v5.512 12 12 40.863 372

Cre02.g142200.t1.2 (1 of 6) PTHR11571:SF118 - GLUTATHIONE S-TRANSFERASE P-RELATEDCre02.g142200.t1.2 pacid=30785621 transcript=Cre02.g142200.t1.2 locus=Cre02.g142200 ID=Cre02.g142200.t1.2.v5.5 annot-version=v5.52 2 2 26.471 236

Cre02.g142206.t1.1 NA Cre02.g142206.t1.1 pacid=30785227 transcript=Cre02.g142206.t1.1 locus=Cre02.g142206 ID=Cre02.g142206.t1.1.v5.5 annot-version=v5.510 10 10 31.7 302

Cre02.g142351.t1.1 (1 of 2) K15631 - molybdenum cofactor sulfurtransferase (ABA3)Cre02.g142351.t1.1 pacid=30785107 transcript=Cre02.g142351.t1.1 locus=Cre02.g142351 ID=Cre02.g142351.t1.1.v5.5 annot-version=v5.52 2 2 91.558 858

Cre02.g142352.t1.1 (1 of 1) 6.1.1.21 - Histidine--tRNA ligase / Histidyl-tRNA synthetaseCre02.g142352.t1.1 pacid=30785235 transcript=Cre02.g142352.t1.1 locus=Cre02.g142352 ID=Cre02.g142352.t1.1.v5.5 annot-version=v5.57 7 7 91.99 912

Cre02.g142650.t1.1 NA Cre02.g142650.t1.1 pacid=30785234 transcript=Cre02.g142650.t1.1 locus=Cre02.g142650 ID=Cre02.g142650.t1.1.v5.5 annot-version=v5.52 2 2 96.031 962

Cre12.g486250.t1.2 ARF-like GTPaseCre12.g486250.t1.2 pacid=30793268 transcript=Cre12.g486250.t1.2 locus=Cre12.g486250 ID=Cre12.g486250.t1.2.v5.5 annot-version=v5.5;Cre02.g142687.t2.1 pacid=30785269 transcript=Cre02.g142687.t2.1 locus=Cre02.g142687 ID=Cre02.g142687.t2.1.v5.5 annot-version=v3 3 3 20.586 181

Cre02.g142800.t1.2 Thioredoxin-related proteinCre02.g142800.t1.2 pacid=30785747 transcript=Cre02.g142800.t1.2 locus=Cre02.g142800 ID=Cre02.g142800.t1.2.v5.5 annot-version=v5.56 6 6 19.532 183

Cre02.g142850.t1.2 U6 snRNA-associated Sm-like small nuclear riboprotein LSm8 (LSm1-like)Cre02.g142850.t1.2 pacid=30785856 transcript=Cre02.g142850.t1.2 locus=Cre02.g142850 ID=Cre02.g142850.t1.2.v5.5 annot-version=v5.52 2 2 10.826 100

Cre02.g143000.t1.2 Glycerol-3-phosphate acyltransferaseCre02.g143000.t1.2 pacid=30785697 transcript=Cre02.g143000.t1.2 locus=Cre02.g143000 ID=Cre02.g143000.t1.2.v5.5 annot-version=v5.53 3 3 45.526 410

Cre02.g143050.t1.2 Acidic ribosomal protein P2Cre02.g143050.t1.2 pacid=30785883 transcript=Cre02.g143050.t1.2 locus=Cre02.g143050 ID=Cre02.g143050.t1.2.v5.5 annot-version=v5.510 10 10 10.879 109

Cre02.g143200.t1.1 (1 of 1) PTHR11777:SF18 - ALANINE--TRNA LIGASE, CYTOPLASMICCre02.g143200.t1.1 pacid=30784969 transcript=Cre02.g143200.t1.1 locus=Cre02.g143200 ID=Cre02.g143200.t1.1.v5.5 annot-version=v5.528 28 28 121.86 1164

Cre02.g143250.t1.2 Isocitrate dehydrogenase, NAD-dependentCre02.g143250.t1.2 pacid=30786451 transcript=Cre02.g143250.t1.2 locus=Cre02.g143250 ID=Cre02.g143250.t1.2.v5.5 annot-version=v5.513 13 13 36.841 341

Cre02.g143307.t1.1 ClpC chaperone, Hsp100 familyCre02.g143307.t1.1 pacid=30785201 transcript=Cre02.g143307.t1.1 locus=Cre02.g143307 ID=Cre02.g143307.t1.1.v5.5 annot-version=v5.51 1 1 5.7086 54

Cre02.g143550.t1.2 Early light-inducible proteinCre02.g143550.t1.2 pacid=30785109 transcript=Cre02.g143550.t1.2 locus=Cre02.g143550 ID=Cre02.g143550.t1.2.v5.5 annot-version=v5.51 1 1 29.808 280

Cre02.g143650.t2.1 NA Cre02.g143650.t2.1 pacid=30785199 transcript=Cre02.g143650.t2.1 locus=Cre02.g143650 ID=Cre02.g143650.t2.1.v5.5 annot-version=v5.5;Cre02.g143650.t1.2 pacid=30785198 transcript=Cre02.g143650.t1.2 locus=Cre02.g143650 ID=Cre02.g143650.t1.2.v5.5 annot-version=v6 6 6 57.074 571

Cre02.g143667.t1.1 Plastid lipid associated proteinCre02.g143667.t1.1 pacid=30785325 transcript=Cre02.g143667.t1.1 locus=Cre02.g143667 ID=Cre02.g143667.t1.1.v5.5 annot-version=v5.56 6 6 42.3 418

Cre02.g144005.t1.1 (1 of 5) 2.3.1.43 - Phosphatidylcholine--sterol O-acyltransferase / Phospholipid--cholesterol acyltransferaseCre02.g144005.t1.1 pacid=30786138 transcript=Cre02.g144005.t1.1 locus=Cre02.g144005 ID=Cre02.g144005.t1.1.v5.5 annot-version=v5.54 4 4 35.775 333

Cre02.g145000.t1.1 (1 of 1) K02834 - ribosome-binding factor A (rbfA)Cre02.g145000.t1.1 pacid=30786169 transcript=Cre02.g145000.t1.1 locus=Cre02.g145000 ID=Cre02.g145000.t1.1.v5.5 annot-version=v5.51 1 1 35.167 315

Cre02.g145050.t1.2 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase, chloroplast precursorCre02.g145050.t1.2 pacid=30785791 transcript=Cre02.g145050.t1.2 locus=Cre02.g145050 ID=Cre02.g145050.t1.2.v5.5 annot-version=v5.52 2 2 37.87 347

Cre02.g145231.t1.2 (1 of 1) K14831 - protein MAK16 (MAK16)Cre02.g145231.t1.2 pacid=30785497 transcript=Cre02.g145231.t1.2 locus=Cre02.g145231 ID=Cre02.g145231.t1.2.v5.5 annot-version=v5.51 1 1 41.543 363

Cre02.g145250.t1.2 Ribosomal protein S27e isoform 2, component of 80S ribosome and 40S small subunitCre02.g145250.t1.2 pacid=30786491 transcript=Cre02.g145250.t1.2 locus=Cre02.g145250 ID=Cre02.g145250.t1.2.v5.5 annot-version=v5.51 1 1 9.5952 86

Cre02.g145800.t1.2 NAD-dependent malate dehydrogenaseCre02.g145800.t1.2 pacid=30785147 transcript=Cre02.g145800.t1.2 locus=Cre02.g145800 ID=Cre02.g145800.t1.2.v5.5 annot-version=v5.512 12 12 38.114 360

Cre02.g145850.t1.2 Flagellar Associated ProteinCre02.g145850.t1.2 pacid=30786133 transcript=Cre02.g145850.t1.2 locus=Cre02.g145850 ID=Cre02.g145850.t1.2.v5.5 annot-version=v5.51 1 1 53.031 475

Cre02.g146000.t1.2 (1 of 1) K14798 - protein LTV1 (LTV1)Cre02.g146000.t1.2 pacid=30785656 transcript=Cre02.g146000.t1.2 locus=Cre02.g146000 ID=Cre02.g146000.t1.2.v5.5 annot-version=v5.51 1 1 91.042 870

Cre02.g146700.t1.2 (1 of 1) PTHR13523 - COILED-COIL-HELIX-COILED-COIL-HELIX DOMAIN CONTAINING 2/NUR77Cre02.g146700.t1.2 pacid=30785058 transcript=Cre02.g146700.t1.2 locus=Cre02.g146700 ID=Cre02.g146700.t1.2.v5.5 annot-version=v5.52 2 2 17.032 174

Cre02.g146950.t1.1 RNA lariat debranching enzymeCre02.g146950.t1.1 pacid=30785426 transcript=Cre02.g146950.t1.1 locus=Cre02.g146950 ID=Cre02.g146950.t1.1.v5.5 annot-version=v5.51 1 1 59.664 571

Cre02.g147302.t1.1 (1 of 1) 2.6.1.78 - Aspartate--prephenate aminotransferase / Prephenate transaminaseCre02.g147302.t1.1 pacid=30786153 transcript=Cre02.g147302.t1.1 locus=Cre02.g147302 ID=Cre02.g147302.t1.1.v5.5 annot-version=v5.55 5 5 44.588 425



Cre02.g147900.t3.1 Pyruvate kinaseCre02.g147900.t3.1 pacid=30784936 transcript=Cre02.g147900.t3.1 locus=Cre02.g147900 ID=Cre02.g147900.t3.1.v5.5 annot-version=v5.5;Cre02.g147900.t2.1 pacid=30784935 transcript=Cre02.g147900.t2.1 locus=Cre02.g147900 ID=Cre02.g147900.t2.1.v5.5 annot-version=v18 18 2 64.463 600

Cre02.g147900.t4.1 Pyruvate kinaseCre02.g147900.t4.1 pacid=30784937 transcript=Cre02.g147900.t4.1 locus=Cre02.g147900 ID=Cre02.g147900.t4.1.v5.5 annot-version=v5.517 1 1 60.772 563

Cre03.g143787.t1.1 NA Cre03.g143787.t1.1 pacid=30788004 transcript=Cre03.g143787.t1.1 locus=Cre03.g143787 ID=Cre03.g143787.t1.1.v5.5 annot-version=v5.51 1 1 111.07 1061

Cre03.g143887.t1.1 (1 of 1) 6.1.1.19 - Arginine--tRNA ligase / Arginyl-tRNA synthetaseCre03.g143887.t1.1 pacid=30787653 transcript=Cre03.g143887.t1.1 locus=Cre03.g143887 ID=Cre03.g143887.t1.1.v5.5 annot-version=v5.513 13 13 65.212 595

Cre03.g143967.t1.1 NA Cre03.g143967.t1.1 pacid=30786893 transcript=Cre03.g143967.t1.1 locus=Cre03.g143967 ID=Cre03.g143967.t1.1.v5.5 annot-version=v5.52 2 2 15.113 132

Cre03.g144444.t1.1 NA Cre03.g144444.t1.1 pacid=30787349 transcript=Cre03.g144444.t1.1 locus=Cre03.g144444 ID=Cre03.g144444.t1.1.v5.5 annot-version=v5.51 1 1 29.564 288

Cre03.g144504.t1.1 NA Cre03.g144504.t1.1 pacid=30787965 transcript=Cre03.g144504.t1.1 locus=Cre03.g144504 ID=Cre03.g144504.t1.1.v5.5 annot-version=v5.51 1 1 10.375 92

Cre03.g144564.t1.1 Matrix metalloproteinaseCre03.g144564.t1.1 pacid=30787195 transcript=Cre03.g144564.t1.1 locus=Cre03.g144564 ID=Cre03.g144564.t1.1.v5.5 annot-version=v5.53 3 3 80.821 756

Cre03.g144627.t1.1 Cystathionine gamma-synthaseCre03.g144627.t1.1 pacid=30788078 transcript=Cre03.g144627.t1.1 locus=Cre03.g144627 ID=Cre03.g144627.t1.1.v5.5 annot-version=v5.510 10 10 50.733 466

Cre03.g144647.t1.1 NA Cre03.g144647.t1.1 pacid=30787764 transcript=Cre03.g144647.t1.1 locus=Cre03.g144647 ID=Cre03.g144647.t1.1.v5.5 annot-version=v5.54 4 4 20.08 186

Cre03.g144667.t1.1 ClpS-like proteinCre03.g144667.t1.1 pacid=30787329 transcript=Cre03.g144667.t1.1 locus=Cre03.g144667 ID=Cre03.g144667.t1.1.v5.5 annot-version=v5.52 2 2 26.578 244

Cre03.g144707.t1.1 (1 of 1) 5.4.2.2//5.4.2.8 - Phosphoglucomutase (alpha-D-glucose-1,6-bisphosphate-dependent) / Phosphoglucose mutase // Phosphomannomutase / Phosphomannose mutaseCre03.g144707.t1.1 pacid=30787263 transcript=Cre03.g144707.t1.1 locus=Cre03.g144707 ID=Cre03.g144707.t1.1.v5.5 annot-version=v5.51 1 1 74.96 745

Cre03.g144767.t1.1 (1 of 2) PF01902 - Diphthamide synthase (Diphthami_syn_2)Cre03.g144767.t1.1 pacid=30787103 transcript=Cre03.g144767.t1.1 locus=Cre03.g144767 ID=Cre03.g144767.t1.1.v5.5 annot-version=v5.51 1 1 35.317 339

Cre03.g144807.t1.1 Malate synthaseCre03.g144807.t1.1 pacid=30786652 transcript=Cre03.g144807.t1.1 locus=Cre03.g144807 ID=Cre03.g144807.t1.1.v5.5 annot-version=v5.56 6 6 60.707 546

Cre03.g144847.t1.1 Pyruvate kinaseCre03.g144847.t1.1 pacid=30787413 transcript=Cre03.g144847.t1.1 locus=Cre03.g144847 ID=Cre03.g144847.t1.1.v5.5 annot-version=v5.54 2 2 270.25 2523

Cre03.g144967.t1.1 (1 of 1) K17681 - ATPase family AAA domain-containing protein 3A/B (ATAD3A_B)Cre03.g144967.t1.1 pacid=30787447 transcript=Cre03.g144967.t1.1 locus=Cre03.g144967 ID=Cre03.g144967.t1.1.v5.5 annot-version=v5.51 1 1 68.773 621

Cre03.g145127.t1.1 Flagellar outer arm dynein heavy chain alphaCre03.g145127.t1.1 pacid=30786582 transcript=Cre03.g145127.t1.1 locus=Cre03.g145127 ID=Cre03.g145127.t1.1.v5.5 annot-version=v5.58 8 8 504.37 4503

Cre03.g145227.t1.1 (1 of 1) K12199 - vacuolar protein sorting-associated protein VTA1 (VTA1, LIP5)Cre03.g145227.t1.1 pacid=30786808 transcript=Cre03.g145227.t1.1 locus=Cre03.g145227 ID=Cre03.g145227.t1.1.v5.5 annot-version=v5.51 1 1 61.423 607

Cre03.g145507.t1.1 NA Cre03.g145507.t1.1 pacid=30787161 transcript=Cre03.g145507.t1.1 locus=Cre03.g145507 ID=Cre03.g145507.t1.1.v5.5 annot-version=v5.510 10 10 27.943 261

Cre03.g145727.t1.1 (1 of 1) PTHR11946:SF53 - TYROSINE-TRNA LIGASECre03.g145727.t1.1 pacid=30788166 transcript=Cre03.g145727.t1.1 locus=Cre03.g145727 ID=Cre03.g145727.t1.1.v5.5 annot-version=v5.59 9 9 43.534 388

Cre03.g145747.t1.1 Chorismate synthaseCre03.g145747.t1.1 pacid=30787154 transcript=Cre03.g145747.t1.1 locus=Cre03.g145747 ID=Cre03.g145747.t1.1.v5.5 annot-version=v5.513 13 13 43.869 411

Cre03.g145927.t1.1 (1 of 39) PTHR12298 - PCDC2 PROGRAMMED CELL DEATH PROTEIN 2 -RELATEDCre03.g145927.t1.1 pacid=30787164 transcript=Cre03.g145927.t1.1 locus=Cre03.g145927 ID=Cre03.g145927.t1.1.v5.5 annot-version=v5.51 1 1 168.9 1720

Cre03.g145967.t1.1 (1 of 1) PTHR11586:SF1 - NUCLEIC ACID-BINDING, OB-FOLD-LIKE PROTEINCre03.g145967.t1.1 pacid=30787326 transcript=Cre03.g145967.t1.1 locus=Cre03.g145967 ID=Cre03.g145967.t1.1.v5.5 annot-version=v5.56 6 6 45.601 443

Cre03.g146167.t1.1 Predicted proteinCre03.g146167.t1.1 pacid=30786848 transcript=Cre03.g146167.t1.1 locus=Cre03.g146167 ID=Cre03.g146167.t1.1.v5.5 annot-version=v5.57 7 7 24.851 223

Cre03.g146187.t1.1 N-acetyl-gamma-glutamyl-phosphate reductaseCre03.g146187.t1.1 pacid=30787876 transcript=Cre03.g146187.t1.1 locus=Cre03.g146187 ID=Cre03.g146187.t1.1.v5.5 annot-version=v5.517 17 17 41.084 383

Cre03.g146247.t1.1 NADH:ubiquinone oxidoreductase 18 kDa subunitCre03.g146247.t1.1 pacid=30787317 transcript=Cre03.g146247.t1.1 locus=Cre03.g146247 ID=Cre03.g146247.t1.1.v5.5 annot-version=v5.59 9 9 17.392 157

Cre03.g146487.t1.1 Exportin 1 related proteinCre03.g146487.t1.1 pacid=30786818 transcript=Cre03.g146487.t1.1 locus=Cre03.g146487 ID=Cre03.g146487.t1.1.v5.5 annot-version=v5.52 2 2 122.37 1075

Cre03.g146527.t1.1 Glutamic-gamma-semialdehyde dehydrogenaseCre03.g146527.t1.1 pacid=30787753 transcript=Cre03.g146527.t1.1 locus=Cre03.g146527 ID=Cre03.g146527.t1.1.v5.5 annot-version=v5.52 2 2 68.737 664

Cre03.g148950.t1.2 Putative organellar polyribonucleotide phosphorylase/nucleotidyltransferaseCre03.g148950.t1.2 pacid=30786715 transcript=Cre03.g148950.t1.2 locus=Cre03.g148950 ID=Cre03.g148950.t1.2.v5.5 annot-version=v5.55 5 5 38.479 360

Cre03.g149100.t1.2 Citrate synthaseCre03.g149100.t1.2 pacid=30787831 transcript=Cre03.g149100.t1.2 locus=Cre03.g149100 ID=Cre03.g149100.t1.2.v5.5 annot-version=v5.54 4 4 54.531 495

Cre03.g149250.t1.2 (1 of 1) 4.1.3.32 - 2,3-dimethylmalate lyase / (2R,3S)-2,3-dimethylmalate pyruvate-lyaseCre03.g149250.t1.2 pacid=30787740 transcript=Cre03.g149250.t1.2 locus=Cre03.g149250 ID=Cre03.g149250.t1.2.v5.5 annot-version=v5.513 13 13 55.847 542

Cre03.g150300.t1.2 (1 of 10) K02183 - calmodulin (CALM)Cre03.g150300.t1.2 pacid=30787530 transcript=Cre03.g150300.t1.2 locus=Cre03.g150300 ID=Cre03.g150300.t1.2.v5.5 annot-version=v5.58 8 8 16.263 145

Cre03.g151000.t1.2 Dual-specificity protein phosphataseCre03.g151000.t1.2 pacid=30788206 transcript=Cre03.g151000.t1.2 locus=Cre03.g151000 ID=Cre03.g151000.t1.2.v5.5 annot-version=v5.53 3 3 47.127 428

Cre03.g151200.t1.2 Predicted proteinCre03.g151200.t1.2 pacid=30787074 transcript=Cre03.g151200.t1.2 locus=Cre03.g151200 ID=Cre03.g151200.t1.2.v5.5 annot-version=v5.51 1 1 11.821 110

Cre03.g152150.t1.2 NA Cre03.g152150.t1.2 pacid=30786690 transcript=Cre03.g152150.t1.2 locus=Cre03.g152150 ID=Cre03.g152150.t1.2.v5.5 annot-version=v5.510 10 10 41.014 413

Cre03.g152900.t1.1 (1 of 18) 3.1.4.17 - 3',5'-cyclic-nucleotide phosphodiesterase / Cyclic AMP phosphodiesteraseCre03.g152900.t1.1 pacid=30787728 transcript=Cre03.g152900.t1.1 locus=Cre03.g152900 ID=Cre03.g152900.t1.1.v5.5 annot-version=v5.5;Cre13.g589870.t1.1 pacid=30784031 transcript=Cre13.g589870.t1.1 locus=Cre13.g589870 ID=Cre13.g589870.t1.1.v5.5 annot-version=v1 1 1 51.083 465

Cre03.g154550.t1.1 Pyrroline-5-carboxylate reductaseCre03.g154550.t1.1 pacid=30787149 transcript=Cre03.g154550.t1.1 locus=Cre03.g154550 ID=Cre03.g154550.t1.1.v5.5 annot-version=v5.54 4 4 35.95 347

Cre03.g154950.t1.2 (1 of 3) K07393 - putative glutathione S-transferase (ECM4)Cre03.g154950.t1.2 pacid=30786608 transcript=Cre03.g154950.t1.2 locus=Cre03.g154950 ID=Cre03.g154950.t1.2.v5.5 annot-version=v5.51 1 1 40.429 366

Cre03.g155001.t1.1 (1 of 1) PTHR10357:SF169 - ISOAMYLASE 1, CHLOROPLASTICCre03.g155001.t1.1 pacid=30787587 transcript=Cre03.g155001.t1.1 locus=Cre03.g155001 ID=Cre03.g155001.t1.1.v5.5 annot-version=v5.52 2 2 115.68 1077

Cre03.g155200.t1.1 Chorismate mutaseCre03.g155200.t1.1 pacid=30788064 transcript=Cre03.g155200.t1.1 locus=Cre03.g155200 ID=Cre03.g155200.t1.1.v5.5 annot-version=v5.53 3 3 37.356 347

Cre03.g155250.t1.2 NA Cre03.g155250.t1.2 pacid=30787055 transcript=Cre03.g155250.t1.2 locus=Cre03.g155250 ID=Cre03.g155250.t1.2.v5.5 annot-version=v5.52 2 2 81.694 837

Cre03.g155650.t1.2 Clathrin light chainCre03.g155650.t1.2 pacid=30786806 transcript=Cre03.g155650.t1.2 locus=Cre03.g155650 ID=Cre03.g155650.t1.2.v5.5 annot-version=v5.51 1 1 23.845 228

Cre03.g155750.t1.1 (1 of 2) PF00059//PF12499 - Lectin C-type domain (Lectin_C) // Pherophorin (DUF3707)Cre03.g155750.t1.1 pacid=30787305 transcript=Cre03.g155750.t1.1 locus=Cre03.g155750 ID=Cre03.g155750.t1.1.v5.5 annot-version=v5.51 1 1 65.208 629

Cre03.g155850.t1.1 NA Cre03.g155850.t1.1 pacid=30788128 transcript=Cre03.g155850.t1.1 locus=Cre03.g155850 ID=Cre03.g155850.t1.1.v5.5 annot-version=v5.51 1 1 63.553 615

Cre03.g156050.t1.2 (1 of 2) K02838 - ribosome recycling factor (frr, MRRF, RRF)Cre03.g156050.t1.2 pacid=30787296 transcript=Cre03.g156050.t1.2 locus=Cre03.g156050 ID=Cre03.g156050.t1.2.v5.5 annot-version=v5.55 5 5 28.631 269

Cre03.g156100.t1.2 (1 of 1) K11984 - U4/U6.U5 tri-snRNP-associated protein 1 (SART1, HAF, SNU66)Cre03.g156100.t1.2 pacid=30786859 transcript=Cre03.g156100.t1.2 locus=Cre03.g156100 ID=Cre03.g156100.t1.2.v5.5 annot-version=v5.51 1 1 88.507 851

Cre03.g156250.t1.2 (1 of 3) PTHR15629 - SH3YL1 PROTEINCre03.g156250.t1.2 pacid=30787461 transcript=Cre03.g156250.t1.2 locus=Cre03.g156250 ID=Cre03.g156250.t1.2.v5.5 annot-version=v5.52 2 2 22.76 213

Cre03.g156600.t1.2 (1 of 1) PTHR13343:SF14 - GENOMIC DNA, CHROMOSOME 3, P1 CLONE: MXL8Cre03.g156600.t1.2 pacid=30787650 transcript=Cre03.g156600.t1.2 locus=Cre03.g156600 ID=Cre03.g156600.t1.2.v5.5 annot-version=v5.55 5 5 31.64 298

Cre03.g156750.t1.2 T-complex protein 1, epsilon subunitCre03.g156750.t1.2 pacid=30786785 transcript=Cre03.g156750.t1.2 locus=Cre03.g156750 ID=Cre03.g156750.t1.2.v5.5 annot-version=v5.59 9 9 59.049 536

Cre03.g156900.t1.2 Chlorophyll a/b binding protein of LHCIICre03.g156900.t1.2 pacid=30787808 transcript=Cre03.g156900.t1.2 locus=Cre03.g156900 ID=Cre03.g156900.t1.2.v5.5 annot-version=v5.59 7 7 28.687 268



Cre03.g156950.t1.1 Ubiquinol:cytochrome c oxidoreductase 9 kDa subunitCre03.g156950.t1.1 pacid=30788126 transcript=Cre03.g156950.t1.1 locus=Cre03.g156950 ID=Cre03.g156950.t1.1.v5.5 annot-version=v5.52 2 2 8.6669 73

Cre03.g157700.t1.2 Cytochrome c oxidase 11 kD subunitCre03.g157700.t1.2 pacid=30788212 transcript=Cre03.g157700.t1.2 locus=Cre03.g157700 ID=Cre03.g157700.t1.2.v5.5 annot-version=v5.52 2 2 10.869 96

Cre03.g157950.t1.1 (1 of 19) PTHR22904 - TPR REPEAT CONTAINING PROTEINCre03.g157950.t1.1 pacid=30788067 transcript=Cre03.g157950.t1.1 locus=Cre03.g157950 ID=Cre03.g157950.t1.1.v5.5 annot-version=v5.52 2 2 59.856 555

Cre03.g158000.t1.2 Glutamate-1-semialdehyde aminotransferaseCre03.g158000.t1.2 pacid=30786587 transcript=Cre03.g158000.t1.2 locus=Cre03.g158000 ID=Cre03.g158000.t1.2.v5.5 annot-version=v5.523 23 23 49.227 463

Cre03.g158750.t1.1 (1 of 1) PTHR24031:SF306 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 11Cre03.g158750.t1.1 pacid=30786604 transcript=Cre03.g158750.t1.1 locus=Cre03.g158750 ID=Cre03.g158750.t1.1.v5.5 annot-version=v5.512 12 12 61.557 570

Cre03.g158800.t3.1 (1 of 1) 3.1.2.12 - S-formylglutathione hydrolaseCre03.g158800.t3.1 pacid=30787778 transcript=Cre03.g158800.t3.1 locus=Cre03.g158800 ID=Cre03.g158800.t3.1.v5.5 annot-version=v5.5;Cre03.g158800.t2.1 pacid=30787777 transcript=Cre03.g158800.t2.1 locus=Cre03.g158800 ID=Cre03.g158800.t2.1.v5.5 annot-version=v7 7 7 31.316 288

Cre03.g158900.t1.2 Dihydrolipoamide acetyltransferaseCre03.g158900.t1.2 pacid=30787386 transcript=Cre03.g158900.t1.2 locus=Cre03.g158900 ID=Cre03.g158900.t1.2.v5.5 annot-version=v5.523 23 23 49.796 494

Cre03.g160200.t2.1 (1 of 5) PTHR10869:SF55 - OXOGLUTARATE/IRON-DEPENDENT OXYGENASECre03.g160200.t2.1 pacid=30787478 transcript=Cre03.g160200.t2.1 locus=Cre03.g160200 ID=Cre03.g160200.t2.1.v5.5 annot-version=v5.5;Cre03.g160200.t1.2 pacid=30787477 transcript=Cre03.g160200.t1.2 locus=Cre03.g160200 ID=Cre03.g160200.t1.2.v5.5 annot-version=v1 1 1 27.695 253

Cre03.g160500.t1.2 (1 of 2) 6.1.1.6 - Lysine--tRNA ligase / Lysyl-tRNA synthetaseCre03.g160500.t1.2 pacid=30788286 transcript=Cre03.g160500.t1.2 locus=Cre03.g160500 ID=Cre03.g160500.t1.2.v5.5 annot-version=v5.527 27 27 66.807 591

Cre03.g162000.t1.2 (1 of 6) PTHR11132//PTHR11132:SF101 - SOLUTE CARRIER FAMILY 35 // SUBFAMILY NOT NAMEDCre03.g162000.t1.2 pacid=30786780 transcript=Cre03.g162000.t1.2 locus=Cre03.g162000 ID=Cre03.g162000.t1.2.v5.5 annot-version=v5.51 1 1 37.975 346

Cre03.g162150.t1.1 NA Cre03.g162150.t1.1 pacid=30788222 transcript=Cre03.g162150.t1.1 locus=Cre03.g162150 ID=Cre03.g162150.t1.1.v5.5 annot-version=v5.51 1 1 207.68 2041

Cre03.g162550.t1.1 (1 of 1) 3.2.2.9 - Adenosylhomocysteine nucleosidase / S-adenosylhomocysteine/5'-methylthioadenosine nucleosidaseCre03.g162550.t1.1 pacid=30787665 transcript=Cre03.g162550.t1.1 locus=Cre03.g162550 ID=Cre03.g162550.t1.1.v5.5 annot-version=v5.51 1 1 24.124 233

Cre03.g162750.t1.2 (1 of 2) K13207 - CUG-BP- and ETR3-like factor (CUGBP, BRUNOL, CELF)Cre03.g162750.t1.2 pacid=30787924 transcript=Cre03.g162750.t1.2 locus=Cre03.g162750 ID=Cre03.g162750.t1.2.v5.5 annot-version=v5.51 1 1 51.537 503

Cre03.g163700.t1.2 NA Cre03.g163700.t1.2 pacid=30787609 transcript=Cre03.g163700.t1.2 locus=Cre03.g163700 ID=Cre03.g163700.t1.2.v5.5 annot-version=v5.53 3 3 86.173 880

Cre03.g164000.t1.2 Predicted proteinCre03.g164000.t1.2 pacid=30787251 transcript=Cre03.g164000.t1.2 locus=Cre03.g164000 ID=Cre03.g164000.t1.2.v5.5 annot-version=v5.58 8 8 24.228 233

Cre03.g164101.t1.1 (1 of 1) K12626 - U6 snRNA-associated Sm-like protein LSm7 (LSM7)Cre03.g164101.t1.1 pacid=30786797 transcript=Cre03.g164101.t1.1 locus=Cre03.g164101 ID=Cre03.g164101.t1.1.v5.5 annot-version=v5.51 1 1 11.646 109

Cre03.g164150.t1.1 (1 of 4) KOG2355 - Predicted ABC-type transport, ATPase component/CCR4 associated factorCre03.g164150.t1.1 pacid=30787796 transcript=Cre03.g164150.t1.1 locus=Cre03.g164150 ID=Cre03.g164150.t1.1.v5.5 annot-version=v5.52 2 2 35.206 333

Cre03.g164300.t1.2 NA Cre03.g164300.t1.2 pacid=30786838 transcript=Cre03.g164300.t1.2 locus=Cre03.g164300 ID=Cre03.g164300.t1.2.v5.5 annot-version=v5.51 1 1 13.326 131

Cre03.g164350.t1.1 (1 of 1) K06130 - lysophospholipase II (LYPLA2)Cre03.g164350.t1.1 pacid=30787841 transcript=Cre03.g164350.t1.1 locus=Cre03.g164350 ID=Cre03.g164350.t1.1.v5.5 annot-version=v5.54 4 4 24.243 224

Cre03.g164600.t1.2 P-type ATPase/cation transporter, plasma membraneCre03.g164600.t1.2 pacid=30788198 transcript=Cre03.g164600.t1.2 locus=Cre03.g164600 ID=Cre03.g164600.t1.2.v5.5 annot-version=v5.52 2 2 117.89 1081

Cre03.g164700.t1.2 NA Cre03.g164700.t1.2 pacid=30787903 transcript=Cre03.g164700.t1.2 locus=Cre03.g164700 ID=Cre03.g164700.t1.2.v5.5 annot-version=v5.52 2 2 35.584 329

Cre03.g165700.t1.1 Pyruvate decarboxylaseCre03.g165700.t1.1 pacid=30787045 transcript=Cre03.g165700.t1.1 locus=Cre03.g165700 ID=Cre03.g165700.t1.1.v5.5 annot-version=v5.52 2 2 62.873 580

Cre03.g166050.t1.2 Selenium binding proteinCre03.g166050.t1.2 pacid=30788180 transcript=Cre03.g166050.t1.2 locus=Cre03.g166050 ID=Cre03.g166050.t1.2.v5.5 annot-version=v5.523 23 23 52.069 477

Cre03.g167051.t1.2 (1 of 1) K08681 - 5'-phosphate synthase pdxT subunit (pdxT, pdx2)Cre03.g167051.t1.2 pacid=30787759 transcript=Cre03.g167051.t1.2 locus=Cre03.g167051 ID=Cre03.g167051.t1.2.v5.5 annot-version=v5.52 2 2 28.367 264

Cre03.g167250.t1.2 (1 of 1) PF05673 - Protein of unknown function (DUF815) (DUF815)Cre03.g167250.t1.2 pacid=30787747 transcript=Cre03.g167250.t1.2 locus=Cre03.g167250 ID=Cre03.g167250.t1.2.v5.5 annot-version=v5.53 3 3 52.433 499

Cre03.g167450.t1.1 (1 of 21) PF13640 - 2OG-Fe(II) oxygenase superfamily (2OG-FeII_Oxy_3)Cre03.g167450.t1.1 pacid=30787675 transcript=Cre03.g167450.t1.1 locus=Cre03.g167450 ID=Cre03.g167450.t1.1.v5.5 annot-version=v5.51 1 1 53.432 489

Cre03.g168200.t1.2 Flagellar Associated ProteinCre03.g168200.t1.2 pacid=30787518 transcript=Cre03.g168200.t1.2 locus=Cre03.g168200 ID=Cre03.g168200.t1.2.v5.5 annot-version=v5.51 1 1 114.24 1102

Cre03.g168450.t1.2 T-complex protein 1, theta subunitCre03.g168450.t1.2 pacid=30788210 transcript=Cre03.g168450.t1.2 locus=Cre03.g168450 ID=Cre03.g168450.t1.2.v5.5 annot-version=v5.518 18 18 57.53 544

Cre03.g168605.t1.2 (1 of 1) PTHR22798:SF0 - MALIGNANT T-CELL-AMPLIFIED SEQUENCE 1Cre03.g168605.t1.2 pacid=30788035 transcript=Cre03.g168605.t1.2 locus=Cre03.g168605 ID=Cre03.g168605.t1.2.v5.5 annot-version=v5.52 2 2 13.942 128

Cre03.g168700.t1.2 Phosphoglycolate phosphatase/4-nitrophenylphosphataseCre03.g168700.t1.2 pacid=30787466 transcript=Cre03.g168700.t1.2 locus=Cre03.g168700 ID=Cre03.g168700.t1.2.v5.5 annot-version=v5.54 4 4 33.42 308

Cre03.g169150.t2.1 (1 of 1) K13161 - heterogeneous nuclear ribonucleoprotein R (HNRNPR)Cre03.g169150.t2.1 pacid=30787981 transcript=Cre03.g169150.t2.1 locus=Cre03.g169150 ID=Cre03.g169150.t2.1.v5.5 annot-version=v5.5;Cre03.g169150.t1.2 pacid=30787980 transcript=Cre03.g169150.t1.2 locus=Cre03.g169150 ID=Cre03.g169150.t1.2.v5.5 annot-version=v1 1 1 80.383 802

Cre03.g169400.t1.2 UDP-D-glucuronic acid decarboxylaseCre03.g169400.t1.2 pacid=30788074 transcript=Cre03.g169400.t1.2 locus=Cre03.g169400 ID=Cre03.g169400.t1.2.v5.5 annot-version=v5.511 11 11 36.841 328

Cre03.g169650.t1.1 NA Cre03.g169650.t1.1 pacid=30787989 transcript=Cre03.g169650.t1.1 locus=Cre03.g169650 ID=Cre03.g169650.t1.1.v5.5 annot-version=v5.51 1 1 100.89 1032

Cre03.g169900.t1.2 NA Cre03.g169900.t1.2 pacid=30787002 transcript=Cre03.g169900.t1.2 locus=Cre03.g169900 ID=Cre03.g169900.t1.2.v5.5 annot-version=v5.55 5 5 32.849 300

Cre03.g170150.t1.1 (1 of 2) PTHR10857:SF0 - PROTEIN GEM-4Cre03.g170150.t1.1 pacid=30786764 transcript=Cre03.g170150.t1.1 locus=Cre03.g170150 ID=Cre03.g170150.t1.1.v5.5 annot-version=v5.51 1 1 68.064 645

Cre03.g170200.t2.1 (1 of 2) PTHR10857:SF0 - PROTEIN GEM-4Cre03.g170200.t2.1 pacid=30787054 transcript=Cre03.g170200.t2.1 locus=Cre03.g170200 ID=Cre03.g170200.t2.1.v5.5 annot-version=v5.51 1 1 66.383 619

Cre03.g170450.t1.2 NA Cre03.g170450.t1.2 pacid=30787118 transcript=Cre03.g170450.t1.2 locus=Cre03.g170450 ID=Cre03.g170450.t1.2.v5.5 annot-version=v5.52 2 2 17.421 157

Cre03.g170550.t1.1 NA Cre03.g170550.t1.1 pacid=30787677 transcript=Cre03.g170550.t1.1 locus=Cre03.g170550 ID=Cre03.g170550.t1.1.v5.5 annot-version=v5.52 2 2 95.829 839

Cre03.g171100.t1.1 NA Cre03.g171100.t1.1 pacid=30787901 transcript=Cre03.g171100.t1.1 locus=Cre03.g171100 ID=Cre03.g171100.t1.1.v5.5 annot-version=v5.51 1 1 28.079 256

Cre03.g171600.t1.1 (1 of 2) K03787 - 5'-nucleotidase (surE)Cre03.g171600.t1.1 pacid=30787411 transcript=Cre03.g171600.t1.1 locus=Cre03.g171600 ID=Cre03.g171600.t1.1.v5.5 annot-version=v5.51 1 1 45.827 446

Cre03.g171900.t1.1 Flagellar Associated ProteinCre03.g171900.t1.1 pacid=30787882 transcript=Cre03.g171900.t1.1 locus=Cre03.g171900 ID=Cre03.g171900.t1.1.v5.5 annot-version=v5.51 1 1 63.126 535

Cre03.g171950.t1.1 Phosphoenolpyruvate carboxylaseCre03.g171950.t1.1 pacid=30788022 transcript=Cre03.g171950.t1.1 locus=Cre03.g171950 ID=Cre03.g171950.t1.1.v5.5 annot-version=v5.58 8 8 131.19 1221

Cre03.g172000.t1.2 (1 of 1) PTHR24322:SF619 - 3-OXOACYL-[ACYL-CARRIER-PROTEIN] REDUCTASE, CHLOROPLASTICCre03.g172000.t1.2 pacid=30786866 transcript=Cre03.g172000.t1.2 locus=Cre03.g172000 ID=Cre03.g172000.t1.2.v5.5 annot-version=v5.58 8 8 33.122 322

Cre03.g172300.t1.2 Mitochondrial phosphate carrier proteinCre03.g172300.t1.2 pacid=30787311 transcript=Cre03.g172300.t1.2 locus=Cre03.g172300 ID=Cre03.g172300.t1.2.v5.5 annot-version=v5.54 4 4 37.439 351

Cre03.g172500.t1.1 Plastid terminal oxidaseCre03.g172500.t1.1 pacid=30787909 transcript=Cre03.g172500.t1.1 locus=Cre03.g172500 ID=Cre03.g172500.t1.1.v5.5 annot-version=v5.53 3 3 46.77 416

Cre03.g172550.t1.2 Protein-/Histone-arginine N-methyltransferaseCre03.g172550.t1.2 pacid=30787121 transcript=Cre03.g172550.t1.2 locus=Cre03.g172550 ID=Cre03.g172550.t1.2.v5.5 annot-version=v5.51 1 1 38.836 345

Cre03.g172850.t1.2 O-acetylserine (Thiol)-lyase/cysteine synthaseCre03.g172850.t1.2 pacid=30787470 transcript=Cre03.g172850.t1.2 locus=Cre03.g172850 ID=Cre03.g172850.t1.2.v5.5 annot-version=v5.57 6 6 41.824 396

Cre03.g172950.t1.2 Centromere/microtubule binding proteinCre03.g172950.t1.2 pacid=30787716 transcript=Cre03.g172950.t1.2 locus=Cre03.g172950 ID=Cre03.g172950.t1.2.v5.5 annot-version=v5.510 10 10 58.331 525

Cre03.g173350.t2.1 Predicted protein with ankrin repeatsCre03.g173350.t2.1 pacid=30786678 transcript=Cre03.g173350.t2.1 locus=Cre03.g173350 ID=Cre03.g173350.t2.1.v5.5 annot-version=v5.5;Cre03.g173350.t1.2 pacid=30786677 transcript=Cre03.g173350.t1.2 locus=Cre03.g173350 ID=Cre03.g173350.t1.2.v5.5 annot-version=v5 5 5 38.471 368

Cre03.g173600.t1.2 (1 of 2) KOG0001//KOG0005 - Ubiquitin and ubiquitin-like proteins // Ubiquitin-like proteinCre03.g173600.t1.2 pacid=30787165 transcript=Cre03.g173600.t1.2 locus=Cre03.g173600 ID=Cre03.g173600.t1.2.v5.5 annot-version=v5.52 2 2 133.93 1378



Cre03.g174750.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre03.g174750.t1.2 pacid=30787138 transcript=Cre03.g174750.t1.2 locus=Cre03.g174750 ID=Cre03.g174750.t1.2.v5.5 annot-version=v5.56 6 6 33.072 313

Cre03.g175000.t1.2 3'-5' Exoribonuclease PH component of the ExosomeCre03.g175000.t1.2 pacid=30787917 transcript=Cre03.g175000.t1.2 locus=Cre03.g175000 ID=Cre03.g175000.t1.2.v5.5 annot-version=v5.51 1 1 52.395 507

Cre03.g175200.t1.2 Translocon at the outer envelope membrane of chloroplasts, 75 kDCre03.g175200.t1.2 pacid=30786650 transcript=Cre03.g175200.t1.2 locus=Cre03.g175200 ID=Cre03.g175200.t1.2.v5.5 annot-version=v5.52 2 2 87.233 798

Cre03.g175400.t2.1 Phosphoglucose isomeraseCre03.g175400.t2.1 pacid=30788089 transcript=Cre03.g175400.t2.1 locus=Cre03.g175400 ID=Cre03.g175400.t2.1.v5.5 annot-version=v5.5;Cre03.g175400.t1.2 pacid=30788088 transcript=Cre03.g175400.t1.2 locus=Cre03.g175400 ID=Cre03.g175400.t1.2.v5.5 annot-version=v36 36 36 71.611 644

Cre03.g176100.t1.2 (1 of 1) K18732 - SAP domain-containing ribonucleoprotein (SARNP, CIP29, THO1)Cre03.g176100.t1.2 pacid=30787519 transcript=Cre03.g176100.t1.2 locus=Cre03.g176100 ID=Cre03.g176100.t1.2.v5.5 annot-version=v5.54 4 4 27.463 254

Cre03.g176250.t1.2 Vacuolar ATP synthase subunit DCre03.g176250.t1.2 pacid=30787498 transcript=Cre03.g176250.t1.2 locus=Cre03.g176250 ID=Cre03.g176250.t1.2.v5.5 annot-version=v5.55 5 5 40.499 351

Cre03.g176350.t2.1 Plastid lipid associated proteinCre03.g176350.t2.1 pacid=30786692 transcript=Cre03.g176350.t2.1 locus=Cre03.g176350 ID=Cre03.g176350.t2.1.v5.5 annot-version=v5.5;Cre03.g176350.t1.2 pacid=30786691 transcript=Cre03.g176350.t1.2 locus=Cre03.g176350 ID=Cre03.g176350.t1.2.v5.5 annot-version=v1 1 1 47.127 437

Cre03.g176500.t1.2 NA Cre03.g176500.t1.2 pacid=30788081 transcript=Cre03.g176500.t1.2 locus=Cre03.g176500 ID=Cre03.g176500.t1.2.v5.5 annot-version=v5.51 1 1 17.491 164

Cre03.g176651.t1.1 (1 of 2) PTHR12802:SF20 - HISTONE H2A DEUBIQUITINASE MYSM1Cre03.g176651.t1.1 pacid=30788101 transcript=Cre03.g176651.t1.1 locus=Cre03.g176651 ID=Cre03.g176651.t1.1.v5.5 annot-version=v5.51 1 1 111.55 1126

Cre03.g176866.t1.1 NA Cre03.g176866.t1.1 pacid=30787428 transcript=Cre03.g176866.t1.1 locus=Cre03.g176866 ID=Cre03.g176866.t1.1.v5.5 annot-version=v5.51 1 1 79.903 783

Cre03.g177053.t1.1 (1 of 1) PTHR12696 - TIP120Cre03.g177053.t1.1 pacid=30788301 transcript=Cre03.g177053.t1.1 locus=Cre03.g177053 ID=Cre03.g177053.t1.1.v5.5 annot-version=v5.513 13 13 136.68 1343

Cre03.g177200.t1.2 RNA-binding protein C3, CELF family, subunit of CHLAMY1Cre03.g177200.t1.2 pacid=30786992 transcript=Cre03.g177200.t1.2 locus=Cre03.g177200 ID=Cre03.g177200.t1.2.v5.5 annot-version=v5.512 12 12 44.633 436

Cre03.g177250.t1.2 Haloperoxidase-like proteinCre03.g177250.t1.2 pacid=30787814 transcript=Cre03.g177250.t1.2 locus=Cre03.g177250 ID=Cre03.g177250.t1.2.v5.5 annot-version=v5.5;Cre03.g177300.t1.2 pacid=30786824 transcript=Cre03.g177300.t1.2 locus=Cre03.g177300 ID=Cre03.g177300.t1.2.v5.5 annot-version=v2 2 2 46.39 416

Cre03.g177500.t1.1 (1 of 2) K17279 - receptor expression-enhancing protein 5/6 (REEP5_6)Cre03.g177500.t1.1 pacid=30786689 transcript=Cre03.g177500.t1.1 locus=Cre03.g177500 ID=Cre03.g177500.t1.1.v5.5 annot-version=v5.52 2 2 19.866 178

Cre03.g177950.t1.1 (1 of 1) PTHR32093:SF10 - MUCIN 14ACre03.g177950.t1.1 pacid=30787471 transcript=Cre03.g177950.t1.1 locus=Cre03.g177950 ID=Cre03.g177950.t1.1.v5.5 annot-version=v5.51 1 1 276.07 2701

Cre03.g178150.t1.1 Calmodulin, radial spoke proteinCre03.g178150.t1.1 pacid=30788235 transcript=Cre03.g178150.t1.1 locus=Cre03.g178150 ID=Cre03.g178150.t1.1.v5.5 annot-version=v5.51 1 1 18.296 163

Cre03.g178250.t1.2 NADH:ubiquinone oxidoreductase 16.3 kDa subunitCre03.g178250.t1.2 pacid=30787932 transcript=Cre03.g178250.t1.2 locus=Cre03.g178250 ID=Cre03.g178250.t1.2.v5.5 annot-version=v5.58 8 8 16.284 154

Cre03.g178450.t1.2 Chaperonin 10Cre03.g178450.t1.2 pacid=30787348 transcript=Cre03.g178450.t1.2 locus=Cre03.g178450 ID=Cre03.g178450.t1.2.v5.5 annot-version=v5.57 7 7 10.766 99

Cre03.g178500.t1.2 Flagellar protofilament ribbon proteinCre03.g178500.t1.2 pacid=30787679 transcript=Cre03.g178500.t1.2 locus=Cre03.g178500 ID=Cre03.g178500.t1.2.v5.5 annot-version=v5.52 2 2 39.676 346

Cre03.g179860.t1.1 (1 of 1) 2.1.1.203 - tRNA (cytosine(34)-C(5))-methyltransferaseCre03.g179860.t1.1 pacid=30786956 transcript=Cre03.g179860.t1.1 locus=Cre03.g179860 ID=Cre03.g179860.t1.1.v5.5 annot-version=v5.57 7 7 97.215 918

Cre03.g179941.t1.1 NA Cre03.g179941.t1.1 pacid=30786611 transcript=Cre03.g179941.t1.1 locus=Cre03.g179941 ID=Cre03.g179941.t1.1.v5.5 annot-version=v5.51 1 1 22.253 223

Cre03.g180750.t1.2 Cobalamin-independent methionine synthaseCre03.g180750.t1.2 pacid=30787285 transcript=Cre03.g180750.t1.2 locus=Cre03.g180750 ID=Cre03.g180750.t1.2.v5.5 annot-version=v5.546 46 46 86.772 815

Cre03.g180800.t1.1 (1 of 1) K11644 - paired amphipathic helix protein Sin3a (SIN3A)Cre03.g180800.t1.1 pacid=30788010 transcript=Cre03.g180800.t1.1 locus=Cre03.g180800 ID=Cre03.g180800.t1.1.v5.5 annot-version=v5.54 4 4 133.36 1186

Cre03.g181150.t1.1 Dynein arm light chain 8, LC8Cre03.g181150.t1.1 pacid=30787553 transcript=Cre03.g181150.t1.1 locus=Cre03.g181150 ID=Cre03.g181150.t1.1.v5.5 annot-version=v5.56 6 6 10.322 91

Cre03.g181200.t1.2 (1 of 1) K01969 - 3-methylcrotonyl-CoA carboxylase beta subunit (E6.4.1.4B)Cre03.g181200.t1.2 pacid=30786766 transcript=Cre03.g181200.t1.2 locus=Cre03.g181200 ID=Cre03.g181200.t1.2.v5.5 annot-version=v5.54 4 4 63.807 610

Cre03.g181250.t1.1 NAD-dependent sugar epimerase/dehydrataseCre03.g181250.t1.1 pacid=30787314 transcript=Cre03.g181250.t1.1 locus=Cre03.g181250 ID=Cre03.g181250.t1.1.v5.5 annot-version=v5.51 1 1 31.99 301

Cre03.g181300.t1.2 5-enolpyruvylshikimate-3-phosphate synthaseCre03.g181300.t1.2 pacid=30786530 transcript=Cre03.g181300.t1.2 locus=Cre03.g181300 ID=Cre03.g181300.t1.2.v5.5 annot-version=v5.511 11 11 53.814 512

Cre03.g181500.t1.2 alpha-1,4-glucanotransferaseCre03.g181500.t1.2 pacid=30786631 transcript=Cre03.g181500.t1.2 locus=Cre03.g181500 ID=Cre03.g181500.t1.2.v5.5 annot-version=v5.59 9 9 65.753 584

Cre03.g182050.t1.2 (1 of 2) PTHR24096:SF221 - PROTEIN ACS-13, ISOFORM CCre03.g182050.t1.2 pacid=30788299 transcript=Cre03.g182050.t1.2 locus=Cre03.g182050 ID=Cre03.g182050.t1.2.v5.5 annot-version=v5.57 7 7 72.25 667

Cre03.g182150.t1.2 Predicted proteinCre03.g182150.t1.2 pacid=30787302 transcript=Cre03.g182150.t1.2 locus=Cre03.g182150 ID=Cre03.g182150.t1.2.v5.5 annot-version=v5.55 5 5 28.313 263

Cre03.g182450.t1.2 (1 of 3) 1.5.1.5 - Methylenetetrahydrofolate dehydrogenase (NADP(+))Cre03.g182450.t1.2 pacid=30788165 transcript=Cre03.g182450.t1.2 locus=Cre03.g182450 ID=Cre03.g182450.t1.2.v5.5 annot-version=v5.59 9 9 35.861 340

Cre03.g182500.t1.2 Subunit of the Signal Recognition ParticleCre03.g182500.t1.2 pacid=30787417 transcript=Cre03.g182500.t1.2 locus=Cre03.g182500 ID=Cre03.g182500.t1.2.v5.5 annot-version=v5.52 2 2 76.878 746

Cre03.g182551.t1.2 Pre-apoplastocyaninCre03.g182551.t1.2 pacid=30787991 transcript=Cre03.g182551.t1.2 locus=Cre03.g182551 ID=Cre03.g182551.t1.2.v5.5 annot-version=v5.56 6 6 14.875 145

Cre03.g182800.t1.1 Alanine-glyoxylate transaminaseCre03.g182800.t1.1 pacid=30787253 transcript=Cre03.g182800.t1.1 locus=Cre03.g182800 ID=Cre03.g182800.t1.1.v5.5 annot-version=v5.55 5 5 47.38 437

Cre03.g182950.t1.2 DEAH-box helicase, possibly nuclear pre-mRNA splicing factorCre03.g182950.t1.2 pacid=30787736 transcript=Cre03.g182950.t1.2 locus=Cre03.g182950 ID=Cre03.g182950.t1.2.v5.5 annot-version=v5.51 1 1 79.426 704

Cre03.g183000.t1.2 NA Cre03.g183000.t1.2 pacid=30788031 transcript=Cre03.g183000.t1.2 locus=Cre03.g183000 ID=Cre03.g183000.t1.2.v5.5 annot-version=v5.51 1 1 13.523 119

Cre03.g183200.t1.2 Protein associated with central pair microtubule complexCre03.g183200.t1.2 pacid=30787554 transcript=Cre03.g183200.t1.2 locus=Cre03.g183200 ID=Cre03.g183200.t1.2.v5.5 annot-version=v5.51 1 1 205.13 1929

Cre03.g183300.t2.1 (1 of 4) 2.7.9.5 - Phosphoglucan, water dikinaseCre03.g183300.t2.1 pacid=30787363 transcript=Cre03.g183300.t2.1 locus=Cre03.g183300 ID=Cre03.g183300.t2.1.v5.5 annot-version=v5.5;Cre03.g183300.t1.1 pacid=30787362 transcript=Cre03.g183300.t1.1 locus=Cre03.g183300 ID=Cre03.g183300.t1.1.v5.5 annot-version=v1 1 1 19.629 175

Cre03.g183400.t1.1 (1 of 1) PTHR36770:SF1 - CALCIUM HOMEOSTASIS REGULATOR-RELATEDCre03.g183400.t1.1 pacid=30788009 transcript=Cre03.g183400.t1.1 locus=Cre03.g183400 ID=Cre03.g183400.t1.1.v5.5 annot-version=v5.53 3 3 25.239 233

Cre03.g183500.t1.2 (1 of 1) K14851 - ribosomal RNA-processing protein 17 (RRP17, NOL12)Cre03.g183500.t1.2 pacid=30788220 transcript=Cre03.g183500.t1.2 locus=Cre03.g183500 ID=Cre03.g183500.t1.2.v5.5 annot-version=v5.51 1 1 22.906 206

Cre03.g184550.t1.2 Predicted proteinCre03.g184550.t1.2 pacid=30787690 transcript=Cre03.g184550.t1.2 locus=Cre03.g184550 ID=Cre03.g184550.t1.2.v5.5 annot-version=v5.53 3 3 33.775 303

Cre03.g184700.t2.1 (1 of 1) PTHR31810:SF6 - METACASPASE-4-RELATEDCre03.g184700.t2.1 pacid=30788282 transcript=Cre03.g184700.t2.1 locus=Cre03.g184700 ID=Cre03.g184700.t2.1.v5.5 annot-version=v5.5;Cre03.g184700.t1.2 pacid=30788281 transcript=Cre03.g184700.t1.2 locus=Cre03.g184700 ID=Cre03.g184700.t1.2.v5.5 annot-version=v1 1 1 39.398 380

Cre03.g185200.t1.2 Metallophosphoesterase/metallo-dependent phosphataseCre03.g185200.t1.2 pacid=30786852 transcript=Cre03.g185200.t1.2 locus=Cre03.g185200 ID=Cre03.g185200.t1.2.v5.5 annot-version=v5.57 7 7 44.482 414

Cre03.g185250.t1.2 Soluble starch synthase IICre03.g185250.t1.2 pacid=30787630 transcript=Cre03.g185250.t1.2 locus=Cre03.g185250 ID=Cre03.g185250.t1.2.v5.5 annot-version=v5.51 1 1 77.006 698

Cre03.g185500.t1.1 Flagellar Associated Protein, acid phosphataseCre03.g185500.t1.1 pacid=30787307 transcript=Cre03.g185500.t1.1 locus=Cre03.g185500 ID=Cre03.g185500.t1.1.v5.5 annot-version=v5.51 1 1 168.38 1583

Cre03.g185550.t1.2 Sedoheptulose-1,7-bisphosphataseCre03.g185550.t1.2 pacid=30788192 transcript=Cre03.g185550.t1.2 locus=Cre03.g185550 ID=Cre03.g185550.t1.2.v5.5 annot-version=v5.525 25 25 41.446 385

Cre03.g185650.t1.2 Flagellar Associated ProteinCre03.g185650.t1.2 pacid=30787756 transcript=Cre03.g185650.t1.2 locus=Cre03.g185650 ID=Cre03.g185650.t1.2.v5.5 annot-version=v5.51 1 1 97.381 906

Cre03.g186000.t1.2 (1 of 1) PF08670 - MEKHLA domain (MEKHLA)Cre03.g186000.t1.2 pacid=30788278 transcript=Cre03.g186000.t1.2 locus=Cre03.g186000 ID=Cre03.g186000.t1.2.v5.5 annot-version=v5.53 3 3 36.107 336

Cre03.g186500.t1.1 (1 of 1) K11303 - histone acetyltransferase 1 (HAT1, KAT1)Cre03.g186500.t1.1 pacid=30786626 transcript=Cre03.g186500.t1.1 locus=Cre03.g186500 ID=Cre03.g186500.t1.1.v5.5 annot-version=v5.52 2 2 85.174 836

Cre03.g187000.t1.1 (1 of 1) PF12329 - TATA element modulatory factor 1 DNA binding (TMF_DNA_bd)Cre03.g187000.t1.1 pacid=30787236 transcript=Cre03.g187000.t1.1 locus=Cre03.g187000 ID=Cre03.g187000.t1.1.v5.5 annot-version=v5.51 1 1 117.01 1158



Cre03.g187450.t1.2 Ribose-5-phosphate isomeraseCre03.g187450.t1.2 pacid=30787765 transcript=Cre03.g187450.t1.2 locus=Cre03.g187450 ID=Cre03.g187450.t1.2.v5.5 annot-version=v5.511 11 11 28.819 269

Cre03.g187550.t1.1 (1 of 1) PTHR12144 - TH1 PROTEIN-RELATEDCre03.g187550.t1.1 pacid=30786563 transcript=Cre03.g187550.t1.1 locus=Cre03.g187550 ID=Cre03.g187550.t1.1.v5.5 annot-version=v5.51 1 1 86.061 863

Cre03.g187850.t1.2 NA Cre03.g187850.t1.2 pacid=30787795 transcript=Cre03.g187850.t1.2 locus=Cre03.g187850 ID=Cre03.g187850.t1.2.v5.5 annot-version=v5.51 1 1 27.995 266

Cre03.g188250.t1.2 ADP-glucose pyrophosphorylase small subunitCre03.g188250.t1.2 pacid=30787955 transcript=Cre03.g188250.t1.2 locus=Cre03.g188250 ID=Cre03.g188250.t1.2.v5.5 annot-version=v5.527 27 27 55.344 514

Cre03.g188650.t1.2 Plastid lipid associated proteinCre03.g188650.t1.2 pacid=30786773 transcript=Cre03.g188650.t1.2 locus=Cre03.g188650 ID=Cre03.g188650.t1.2.v5.5 annot-version=v5.52 2 2 24.626 226

Cre03.g188800.t1.1 (1 of 1) PTHR11098 - NICOTINATE PHOSPHORIBOSYLTRANSFERASECre03.g188800.t1.1 pacid=30788015 transcript=Cre03.g188800.t1.1 locus=Cre03.g188800 ID=Cre03.g188800.t1.1.v5.5 annot-version=v5.54 4 4 59.099 543

Cre03.g189150.t1.1 NA Cre03.g189150.t1.1 pacid=30787365 transcript=Cre03.g189150.t1.1 locus=Cre03.g189150 ID=Cre03.g189150.t1.1.v5.5 annot-version=v5.51 1 1 425.79 4385

Cre03.g189300.t1.1 Plastid lipid associated proteinCre03.g189300.t1.1 pacid=30787692 transcript=Cre03.g189300.t1.1 locus=Cre03.g189300 ID=Cre03.g189300.t1.1.v5.5 annot-version=v5.53 3 3 32.993 314

Cre03.g189350.t1.2 NA Cre03.g189350.t1.2 pacid=30787928 transcript=Cre03.g189350.t1.2 locus=Cre03.g189350 ID=Cre03.g189350.t1.2.v5.5 annot-version=v5.51 1 1 14.653 136

Cre03.g189400.t1.2 Seryl-tRNA(Sec) synthetaseCre03.g189400.t1.2 pacid=30786696 transcript=Cre03.g189400.t1.2 locus=Cre03.g189400 ID=Cre03.g189400.t1.2.v5.5 annot-version=v5.510 10 10 52.777 472

Cre03.g189450.t1.2 (1 of 2) PTHR22769:SF33 - NUCLEOSIDE DIPHOSPHATE-LINKED MOIETY X MOTIF 17Cre03.g189450.t1.2 pacid=30787501 transcript=Cre03.g189450.t1.2 locus=Cre03.g189450 ID=Cre03.g189450.t1.2.v5.5 annot-version=v5.52 1 1 20.223 189

Cre03.g189500.t1.2 (1 of 3) K03574 - 8-oxo-dGTP diphosphatase [EC:3.6.1.55] (mutT, NUDT15, MTH2)Cre03.g189500.t1.2 pacid=30787375 transcript=Cre03.g189500.t1.2 locus=Cre03.g189500 ID=Cre03.g189500.t1.2.v5.5 annot-version=v5.54 4 3 22.986 218

Cre03.g189800.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre03.g189800.t1.2 pacid=30787830 transcript=Cre03.g189800.t1.2 locus=Cre03.g189800 ID=Cre03.g189800.t1.2.v5.5 annot-version=v5.532 32 32 44.694 413

Cre03.g189950.t1.2 HSP70-HSP90 organizing proteinCre03.g189950.t1.2 pacid=30786610 transcript=Cre03.g189950.t1.2 locus=Cre03.g189950 ID=Cre03.g189950.t1.2.v5.5 annot-version=v5.514 14 14 63.853 577

Cre03.g190100.t1.1 Eukaryotic translation initiation factor 3, subunit BCre03.g190100.t1.1 pacid=30786844 transcript=Cre03.g190100.t1.1 locus=Cre03.g190100 ID=Cre03.g190100.t1.1.v5.5 annot-version=v5.512 12 12 82.761 718

Cre03.g190500.t1.2 Glycoside-hydrolase-like proteinCre03.g190500.t1.2 pacid=30788051 transcript=Cre03.g190500.t1.2 locus=Cre03.g190500 ID=Cre03.g190500.t1.2.v5.5 annot-version=v5.510 10 10 100.69 907

Cre03.g190650.t1.1 NA Cre03.g190650.t1.1 pacid=30788123 transcript=Cre03.g190650.t1.1 locus=Cre03.g190650 ID=Cre03.g190650.t1.1.v5.5 annot-version=v5.51 1 1 133.68 1275

Cre04.g216850.t1.2 Alpha tubulin 2Cre04.g216850.t1.2 pacid=30791599 transcript=Cre04.g216850.t1.2 locus=Cre04.g216850 ID=Cre04.g216850.t1.2.v5.5 annot-version=v5.5;Cre03.g190950.t1.2 pacid=30788226 transcript=Cre03.g190950.t1.2 locus=Cre03.g190950 ID=Cre03.g190950.t1.2.v5.5 annot-version=v34 34 34 49.586 451

Cre03.g191050.t1.2 Ran-like small GTPaseCre03.g191050.t1.2 pacid=30788027 transcript=Cre03.g191050.t1.2 locus=Cre03.g191050 ID=Cre03.g191050.t1.2.v5.5 annot-version=v5.518 18 18 25.436 223

Cre03.g192850.t1.2 (1 of 1) 2.3.1.193 - tRNA(Met) cytidine acetyltransferaseCre03.g192850.t1.2 pacid=30786830 transcript=Cre03.g192850.t1.2 locus=Cre03.g192850 ID=Cre03.g192850.t1.2.v5.5 annot-version=v5.51 1 1 118.2 1093

Cre03.g193700.t1.1 (1 of 1) PTHR10992//PTHR10992:SF749 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMEDCre03.g193700.t1.1 pacid=30786653 transcript=Cre03.g193700.t1.1 locus=Cre03.g193700 ID=Cre03.g193700.t1.1.v5.5 annot-version=v5.52 2 2 53.759 492

Cre03.g193750.t1.1 Glycine cleavage system, T proteinCre03.g193750.t1.1 pacid=30787415 transcript=Cre03.g193750.t1.1 locus=Cre03.g193750 ID=Cre03.g193750.t1.1.v5.5 annot-version=v5.523 23 23 44.631 419

Cre03.g193800.t1.1 (1 of 1) 6.1.1.22 - Asparagine--tRNA ligase / Asparaginyl-tRNA synthetaseCre03.g193800.t1.1 pacid=30787698 transcript=Cre03.g193800.t1.1 locus=Cre03.g193800 ID=Cre03.g193800.t1.1.v5.5 annot-version=v5.517 17 17 55.567 500

Cre03.g193850.t1.2 Succinyl-CoA ligase alpha chainCre03.g193850.t1.2 pacid=30787137 transcript=Cre03.g193850.t1.2 locus=Cre03.g193850 ID=Cre03.g193850.t1.2.v5.5 annot-version=v5.55 5 5 34.323 329

Cre03.g193950.t1.2 (1 of 1) 1.8.7.2 - Ferredoxin:thioredoxin reductaseCre03.g193950.t1.2 pacid=30786908 transcript=Cre03.g193950.t1.2 locus=Cre03.g193950 ID=Cre03.g193950.t1.2.v5.5 annot-version=v5.55 5 5 16.076 145

Cre03.g194200.t1.2 Pyruvate dehydrogenase E1 beta subunitCre03.g194200.t1.2 pacid=30787000 transcript=Cre03.g194200.t1.2 locus=Cre03.g194200 ID=Cre03.g194200.t1.2.v5.5 annot-version=v5.513 13 13 40.247 370

Cre03.g194250.t1.2 (1 of 1) K05609 - ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12] (UCHL3, YUH1)Cre03.g194250.t1.2 pacid=30788099 transcript=Cre03.g194250.t1.2 locus=Cre03.g194250 ID=Cre03.g194250.t1.2.v5.5 annot-version=v5.55 5 5 25.193 239

Cre03.g194350.t1.2 NA Cre03.g194350.t1.2 pacid=30787299 transcript=Cre03.g194350.t1.2 locus=Cre03.g194350 ID=Cre03.g194350.t1.2.v5.5 annot-version=v5.510 10 10 71.74 652

Cre03.g194400.t1.2 Eukaryotic translation initiation factor 3, subunit ICre03.g194400.t1.2 pacid=30786777 transcript=Cre03.g194400.t1.2 locus=Cre03.g194400 ID=Cre03.g194400.t1.2.v5.5 annot-version=v5.55 5 5 36.575 324

Cre03.g194850.t1.2 NAD-dependent malate dehydrogenase, chloroplasticCre03.g194850.t1.2 pacid=30788115 transcript=Cre03.g194850.t1.2 locus=Cre03.g194850 ID=Cre03.g194850.t1.2.v5.5 annot-version=v5.526 26 26 36.601 355

Cre03.g195388.t1.1 NA Cre03.g195388.t1.1 pacid=30787347 transcript=Cre03.g195388.t1.1 locus=Cre03.g195388 ID=Cre03.g195388.t1.1.v5.5 annot-version=v5.52 2 2 9.293 87

Cre03.g195650.t1.2 Plastid ribosomal protein S10Cre03.g195650.t1.2 pacid=30787464 transcript=Cre03.g195650.t1.2 locus=Cre03.g195650 ID=Cre03.g195650.t1.2.v5.5 annot-version=v5.55 5 5 18.71 169

Cre03.g196450.t1.2 (1 of 1) K15178 - RNA polymerase-associated protein RTF1 (RTF1)Cre03.g196450.t1.2 pacid=30788260 transcript=Cre03.g196450.t1.2 locus=Cre03.g196450 ID=Cre03.g196450.t1.2.v5.5 annot-version=v5.51 1 1 71.375 642

Cre03.g196900.t1.2 (1 of 1) PTHR10809 - VESICLE-ASSOCIATED MEMBRANE PROTEIN-ASSOCIATED PROTEINCre03.g196900.t1.2 pacid=30786915 transcript=Cre03.g196900.t1.2 locus=Cre03.g196900 ID=Cre03.g196900.t1.2.v5.5 annot-version=v5.51 1 1 27.98 257

Cre03.g197500.t2.1 Predicted proteinCre03.g197500.t2.1 pacid=30787943 transcript=Cre03.g197500.t2.1 locus=Cre03.g197500 ID=Cre03.g197500.t2.1.v5.5 annot-version=v5.5;Cre03.g197500.t1.2 pacid=30787944 transcript=Cre03.g197500.t1.2 locus=Cre03.g197500 ID=Cre03.g197500.t1.2.v5.5 annot-version=v13 13 13 47.484 456

Cre03.g197650.t1.2 (1 of 16) PF04755 - PAP_fibrillin (PAP_fibrillin)Cre03.g197650.t1.2 pacid=30787526 transcript=Cre03.g197650.t1.2 locus=Cre03.g197650 ID=Cre03.g197650.t1.2.v5.5 annot-version=v5.57 7 7 28.895 264

Cre03.g198850.t1.2 (1 of 2) PTHR31407:SF18 - PSBP DOMAIN-CONTAINING PROTEIN 4, CHLOROPLASTICCre03.g198850.t1.2 pacid=30788164 transcript=Cre03.g198850.t1.2 locus=Cre03.g198850 ID=Cre03.g198850.t1.2.v5.5 annot-version=v5.59 9 9 26.612 248

Cre03.g198950.t1.2 Predicted proteinCre03.g198950.t1.2 pacid=30787957 transcript=Cre03.g198950.t1.2 locus=Cre03.g198950 ID=Cre03.g198950.t1.2.v5.5 annot-version=v5.55 5 5 28.84 262

Cre03.g199000.t1.2 PhototropinCre03.g199000.t1.2 pacid=30787133 transcript=Cre03.g199000.t1.2 locus=Cre03.g199000 ID=Cre03.g199000.t1.2.v5.5 annot-version=v5.516 16 16 81.394 749

Cre03.g199423.t1.1 Dihydroorotase dehydrogenaseCre03.g199423.t1.1 pacid=30788093 transcript=Cre03.g199423.t1.1 locus=Cre03.g199423 ID=Cre03.g199423.t1.1.v5.5 annot-version=v5.52 2 2 43.733 415

Cre03.g199535.t1.1 Low molecular mass early light-induced proteinCre03.g199535.t1.1 pacid=30787325 transcript=Cre03.g199535.t1.1 locus=Cre03.g199535 ID=Cre03.g199535.t1.1.v5.5 annot-version=v5.57 7 7 27.233 247

Cre03.g199647.t1.1 Eukaryotic translation initiation factor 4ACre03.g199647.t1.1 pacid=30786562 transcript=Cre03.g199647.t1.1 locus=Cre03.g199647 ID=Cre03.g199647.t1.1.v5.5 annot-version=v5.54 3 3 45.594 399

Cre03.g199759.t2.1 (1 of 1) PTHR10972:SF96 - OXYSTEROL-BINDING PROTEINCre03.g199759.t2.1 pacid=30788008 transcript=Cre03.g199759.t2.1 locus=Cre03.g199759 ID=Cre03.g199759.t2.1.v5.5 annot-version=v5.5;Cre03.g199759.t1.1 pacid=30788007 transcript=Cre03.g199759.t1.1 locus=Cre03.g199759 ID=Cre03.g199759.t1.1.v5.5 annot-version=v5 5 5 52.165 463

Cre03.g199800.t1.1 Iron hydrogenaseCre03.g199800.t1.1 pacid=30787320 transcript=Cre03.g199800.t1.1 locus=Cre03.g199800 ID=Cre03.g199800.t1.1.v5.5 annot-version=v5.53 3 3 53.111 497

Cre03.g199900.t1.2 Eukaryotic translation initiation factor 4ECre03.g199900.t1.2 pacid=30786876 transcript=Cre03.g199900.t1.2 locus=Cre03.g199900 ID=Cre03.g199900.t1.2.v5.5 annot-version=v5.57 7 7 23.097 202

Cre03.g199983.t1.1 (1 of 1) PTHR11668//PTHR11668:SF257 - SERINE/THREONINE PROTEIN PHOSPHATASE // SUBFAMILY NOT NAMEDCre03.g199983.t1.1 pacid=30786718 transcript=Cre03.g199983.t1.1 locus=Cre03.g199983 ID=Cre03.g199983.t1.1.v5.5 annot-version=v5.52 2 2 35.395 314

Cre03.g200250.t1.2 (1 of 1) 2.7.8.23 - Carboxyvinyl-carboxyphosphonate phosphorylmutase / CPEP phosphonomutaseCre03.g200250.t1.2 pacid=30786857 transcript=Cre03.g200250.t1.2 locus=Cre03.g200250 ID=Cre03.g200250.t1.2.v5.5 annot-version=v5.514 14 14 37.032 346

Cre03.g200700.t1.2 Flagellar Associated ProteinCre03.g200700.t1.2 pacid=30787958 transcript=Cre03.g200700.t1.2 locus=Cre03.g200700 ID=Cre03.g200700.t1.2.v5.5 annot-version=v5.51 1 1 23.279 214

Cre03.g200991.t1.1 (1 of 1) K15262 - protein BCP1 (BCP1, BCCIP)Cre03.g200991.t1.1 pacid=30786711 transcript=Cre03.g200991.t1.1 locus=Cre03.g200991 ID=Cre03.g200991.t1.1.v5.5 annot-version=v5.52 2 2 48.139 464

Cre03.g201100.t1.2 FtsH-like ATPase/metalloproteaseCre03.g201100.t1.2 pacid=30787050 transcript=Cre03.g201100.t1.2 locus=Cre03.g201100 ID=Cre03.g201100.t1.2.v5.5 annot-version=v5.51 1 1 128.38 1178



Cre03.g201500.t1.2 (1 of 1) PF16740 - Spindle and kinetochore-associated protein 2 (SKA2)Cre03.g201500.t1.2 pacid=30786762 transcript=Cre03.g201500.t1.2 locus=Cre03.g201500 ID=Cre03.g201500.t1.2.v5.5 annot-version=v5.51 1 1 16.193 149

Cre03.g201776.t1.1 (1 of 1) PTHR12292 - RWD DOMAIN-CONTAINING PROTEINCre03.g201776.t1.1 pacid=30787247 transcript=Cre03.g201776.t1.1 locus=Cre03.g201776 ID=Cre03.g201776.t1.1.v5.5 annot-version=v5.51 1 1 29.107 266

Cre03.g201900.t1.1 Radial spoke protein 1Cre03.g201900.t1.1 pacid=30788214 transcript=Cre03.g201900.t1.1 locus=Cre03.g201900 ID=Cre03.g201900.t1.1.v5.5 annot-version=v5.510 10 10 87.785 814

Cre03.g202113.t1.1 (1 of 1) 6.3.2.6 - Phosphoribosylaminoimidazolesuccinocarboxamide synthase / SAICARsCre03.g202113.t1.1 pacid=30786901 transcript=Cre03.g202113.t1.1 locus=Cre03.g202113 ID=Cre03.g202113.t1.1.v5.5 annot-version=v5.54 4 4 41.028 372

Cre03.g202200.t1.1 NA Cre03.g202200.t1.1 pacid=30788102 transcript=Cre03.g202200.t1.1 locus=Cre03.g202200 ID=Cre03.g202200.t1.1.v5.5 annot-version=v5.51 1 1 177.64 1746

Cre03.g202300.t1.1 NA Cre03.g202300.t1.1 pacid=30787951 transcript=Cre03.g202300.t1.1 locus=Cre03.g202300 ID=Cre03.g202300.t1.1.v5.5 annot-version=v5.51 1 1 145.02 1446

Cre03.g205250.t1.1 Exostosin-like glycosyltransferaseCre03.g205250.t1.1 pacid=30786856 transcript=Cre03.g205250.t1.1 locus=Cre03.g205250 ID=Cre03.g205250.t1.1.v5.5 annot-version=v5.5;Cre03.g202550.t1.1 pacid=30786870 transcript=Cre03.g202550.t1.1 locus=Cre03.g202550 ID=Cre03.g202550.t1.1.v5.5 annot-version=v1 1 1 71.272 626

Cre03.g202950.t1.1 (1 of 1) PTHR10891//PTHR10891:SF569 - EF-HAND CALCIUM-BINDING DOMAIN CONTAINING PROTEIN // SUBFAMILY NOT NAMEDCre03.g202950.t1.1 pacid=30787946 transcript=Cre03.g202950.t1.1 locus=Cre03.g202950 ID=Cre03.g202950.t1.1.v5.5 annot-version=v5.53 3 3 39.84 357

Cre03.g203450.t1.2 Ribosomal protein S21, component of cytosolic 80S ribosome and 40S small subunitCre03.g203450.t1.2 pacid=30787782 transcript=Cre03.g203450.t1.2 locus=Cre03.g203450 ID=Cre03.g203450.t1.2.v5.5 annot-version=v5.54 4 4 9.1042 82

Cre03.g203800.t1.2 NA Cre03.g203800.t1.2 pacid=30788146 transcript=Cre03.g203800.t1.2 locus=Cre03.g203800 ID=Cre03.g203800.t1.2.v5.5 annot-version=v5.51 1 1 12.841 124

Cre03.g203850.t1.2 ATP-sulfurylaseCre03.g203850.t1.2 pacid=30787445 transcript=Cre03.g203850.t1.2 locus=Cre03.g203850 ID=Cre03.g203850.t1.2.v5.5 annot-version=v5.516 16 16 49.951 462

Cre03.g204250.t1.2 S-Adenosyl homocysteine hydrolaseCre03.g204250.t1.2 pacid=30788072 transcript=Cre03.g204250.t1.2 locus=Cre03.g204250 ID=Cre03.g204250.t1.2.v5.5 annot-version=v5.544 44 44 52.718 483

Cre03.g204350.t1.2 Inactive subunit of chloroplast ClpP complexCre03.g204350.t1.2 pacid=30787499 transcript=Cre03.g204350.t1.2 locus=Cre03.g204350 ID=Cre03.g204350.t1.2.v5.5 annot-version=v5.53 3 3 30.966 276

Cre03.g204601.t1.1 (1 of 1) K00856 - adenosine kinase (E2.7.1.20, ADK)Cre03.g204601.t1.1 pacid=30788056 transcript=Cre03.g204601.t1.1 locus=Cre03.g204601 ID=Cre03.g204601.t1.1.v5.5 annot-version=v5.56 6 6 28.202 262

Cre03.g204650.t1.2 NADH:ubiquinone oxidoreductase 13 kDa subunitCre03.g204650.t1.2 pacid=30787768 transcript=Cre03.g204650.t1.2 locus=Cre03.g204650 ID=Cre03.g204650.t1.2.v5.5 annot-version=v5.51 1 1 16.166 142

Cre03.g204950.t1.2 (1 of 1) PF16294 - RNSP1-SAP18 binding (RSB) motif (RSB_motif)Cre03.g204950.t1.2 pacid=30787324 transcript=Cre03.g204950.t1.2 locus=Cre03.g204950 ID=Cre03.g204950.t1.2.v5.5 annot-version=v5.52 1 1 78.337 767

Cre03.g205697.t1.1 (1 of 2) PTHR23155:SF401 - LEUCINE-RICH REPEAT-CONTAINING PROTEINCre03.g205697.t1.1 pacid=30787544 transcript=Cre03.g205697.t1.1 locus=Cre03.g205697 ID=Cre03.g205697.t1.1.v5.5 annot-version=v5.51 1 1 119.61 1152

Cre03.g205800.t1.2 (1 of 1) KOG0294 - WD40 repeat-containing proteinCre03.g205800.t1.2 pacid=30787098 transcript=Cre03.g205800.t1.2 locus=Cre03.g205800 ID=Cre03.g205800.t1.2.v5.5 annot-version=v5.51 1 1 60.941 614

Cre03.g206450.t1.2 NA Cre03.g206450.t1.2 pacid=30788258 transcript=Cre03.g206450.t1.2 locus=Cre03.g206450 ID=Cre03.g206450.t1.2.v5.5 annot-version=v5.52 2 2 6.7576 64

Cre03.g206550.t1.2 Phosphoglycolate phosphatase/2-deoxyglucose-6-phosphate phosphataseCre03.g206550.t1.2 pacid=30787385 transcript=Cre03.g206550.t1.2 locus=Cre03.g206550 ID=Cre03.g206550.t1.2.v5.5 annot-version=v5.51 1 1 30.953 290

Cre03.g206600.t1.2 Acetohydroxyacid dehydrataseCre03.g206600.t1.2 pacid=30787719 transcript=Cre03.g206600.t1.2 locus=Cre03.g206600 ID=Cre03.g206600.t1.2.v5.5 annot-version=v5.533 33 33 64.232 604

Cre03.g206817.t1.1 NA Cre03.g206817.t1.1 pacid=30786978 transcript=Cre03.g206817.t1.1 locus=Cre03.g206817 ID=Cre03.g206817.t1.1.v5.5 annot-version=v5.51 1 1 200.83 2057

Cre03.g206850.t1.1 (1 of 3) PTHR13234 - GAMMA-INTERFERON INDUCIBLE LYSOSOMAL THIOL REDUCTASE GILTCre03.g206850.t1.1 pacid=30787409 transcript=Cre03.g206850.t1.1 locus=Cre03.g206850 ID=Cre03.g206850.t1.1.v5.5 annot-version=v5.52 2 2 29.54 272

Cre03.g207700.t1.1 Farnesyl pyrophosphate synthaseCre03.g207700.t1.1 pacid=30787567 transcript=Cre03.g207700.t1.1 locus=Cre03.g207700 ID=Cre03.g207700.t1.1.v5.5 annot-version=v5.51 1 1 40.491 360

Cre03.g207713.t1.1 Isoamylase, starch debranching enzymeCre03.g207713.t1.1 pacid=30788185 transcript=Cre03.g207713.t1.1 locus=Cre03.g207713 ID=Cre03.g207713.t1.1.v5.5 annot-version=v5.53 3 3 83.459 760

Cre03.g208000.t1.1 (1 of 1) KOG3416 - Predicted nucleic acid binding proteinCre03.g208000.t1.1 pacid=30787488 transcript=Cre03.g208000.t1.1 locus=Cre03.g208000 ID=Cre03.g208000.t1.1.v5.5 annot-version=v5.52 2 2 12.764 123

Cre03.g208100.t1.1 3'-5' exoribonucleaseCre03.g208100.t1.1 pacid=30787711 transcript=Cre03.g208100.t1.1 locus=Cre03.g208100 ID=Cre03.g208100.t1.1.v5.5 annot-version=v5.51 1 1 119.01 1136

Cre03.g209505.t1.1 (1 of 6) K14498 - serine/threonine-protein kinase SRK2 (SNRK2)Cre03.g209505.t1.1 pacid=30788000 transcript=Cre03.g209505.t1.1 locus=Cre03.g209505 ID=Cre03.g209505.t1.1.v5.5 annot-version=v5.51 1 1 32.485 281

Cre03.g211745.t1.1 (1 of 1) K00666 - fatty-acyl-CoA synthase [EC:6.2.1.-] (K00666)Cre03.g211745.t1.1 pacid=30786613 transcript=Cre03.g211745.t1.1 locus=Cre03.g211745 ID=Cre03.g211745.t1.1.v5.5 annot-version=v5.51 1 1 62.952 599

Cre03.g213313.t1.1 (1 of 2) K00059 - 3-oxoacyl- (fabG)Cre03.g213313.t1.1 pacid=30786995 transcript=Cre03.g213313.t1.1 locus=Cre03.g213313 ID=Cre03.g213313.t1.1.v5.5 annot-version=v5.51 1 1 32.542 321

Cre03.g213425.t1.1 Cytochrome c oxidase assembly proteinCre03.g213425.t1.1 pacid=30788071 transcript=Cre03.g213425.t1.1 locus=Cre03.g213425 ID=Cre03.g213425.t1.1.v5.5 annot-version=v5.54 4 4 16.497 156

Cre03.g213537.t1.1 (1 of 1) K01527 - nascent polypeptide-associated complex subunit beta (EGD1, BTF3)Cre03.g213537.t1.1 pacid=30787146 transcript=Cre03.g213537.t1.1 locus=Cre03.g213537 ID=Cre03.g213537.t1.1.v5.5 annot-version=v5.59 9 9 17.193 163

Cre04.g211800.t1.2 Ribosomal protein L23, component of cytosolic 80S ribosome and 60S large subunitCre04.g211800.t1.2 pacid=30791018 transcript=Cre04.g211800.t1.2 locus=Cre04.g211800 ID=Cre04.g211800.t1.2.v5.5 annot-version=v5.56 6 6 14.933 140

Cre04.g212500.t1.2 Predicted proteinCre04.g212500.t1.2 pacid=30791319 transcript=Cre04.g212500.t1.2 locus=Cre04.g212500 ID=Cre04.g212500.t1.2.v5.5 annot-version=v5.51 1 1 35.651 321

Cre04.g213100.t1.1 Esterase-like proteinCre04.g213100.t1.1 pacid=30791212 transcript=Cre04.g213100.t1.1 locus=Cre04.g213100 ID=Cre04.g213100.t1.1.v5.5 annot-version=v5.51 1 1 35.044 334

Cre04.g213250.t1.2 (1 of 4) 3.4.11.14 - Cytosol alanyl aminopeptidase / Soluble alanyl aminopeptidaseCre04.g213250.t1.2 pacid=30790966 transcript=Cre04.g213250.t1.2 locus=Cre04.g213250 ID=Cre04.g213250.t1.2.v5.5 annot-version=v5.54 4 4 35.723 332

Cre04.g213251.t1.1 (1 of 4) 3.4.11.14 - Cytosol alanyl aminopeptidase / Soluble alanyl aminopeptidaseCre04.g213251.t1.1 pacid=30791540 transcript=Cre04.g213251.t1.1 locus=Cre04.g213251 ID=Cre04.g213251.t1.1.v5.5 annot-version=v5.51 1 1 23.979 219

Cre04.g213905.t2.1 (1 of 2) PF15519 - linker between RRM2 and RRM3 domains in RBM39 protein (RBM39linker)Cre04.g213905.t2.1 pacid=30791354 transcript=Cre04.g213905.t2.1 locus=Cre04.g213905 ID=Cre04.g213905.t2.1.v5.5 annot-version=v5.5;Cre04.g213905.t1.1 pacid=30791353 transcript=Cre04.g213905.t1.1 locus=Cre04.g213905 ID=Cre04.g213905.t1.1.v5.5 annot-version=v1 1 1 66.912 621

Cre04.g214150.t1.1 Thiazole biosynthetic enzyme; THI4 regulatory proteinCre04.g214150.t1.1 pacid=30791074 transcript=Cre04.g214150.t1.1 locus=Cre04.g214150 ID=Cre04.g214150.t1.1.v5.5 annot-version=v5.510 10 10 36.892 357

Cre04.g214500.t1.1 Isocitrate dehydrogenase, NADP-dependentCre04.g214500.t1.1 pacid=30791131 transcript=Cre04.g214500.t1.1 locus=Cre04.g214500 ID=Cre04.g214500.t1.1.v5.5 annot-version=v5.511 11 11 49.284 443

Cre04.g214501.t1.1 (1 of 1) 2.7.7.8 - Polyribonucleotide nucleotidyltransferase / Polynucleotide phosphorylaseCre04.g214501.t1.1 pacid=30791490 transcript=Cre04.g214501.t1.1 locus=Cre04.g214501 ID=Cre04.g214501.t1.1.v5.5 annot-version=v5.54 4 4 81.454 788

Cre04.g214502.t1.1 (1 of 1) 5.1.3.2 - UDP-glucose 4-epimerase / Uridine diphospho-galactose-4-epimeraseCre04.g214502.t1.1 pacid=30791416 transcript=Cre04.g214502.t1.1 locus=Cre04.g214502 ID=Cre04.g214502.t1.1.v5.5 annot-version=v5.58 8 8 38.917 349

Cre04.g214503.t2.1 (1 of 1) K02951 - small subunit ribosomal protein S12e (RP-S12e, RPS12)Cre04.g214503.t2.1 pacid=30791057 transcript=Cre04.g214503.t2.1 locus=Cre04.g214503 ID=Cre04.g214503.t2.1.v5.5 annot-version=v5.5;Cre04.g214503.t1.1 pacid=30791056 transcript=Cre04.g214503.t1.1 locus=Cre04.g214503 ID=Cre04.g214503.t1.1.v5.5 annot-version=v16 16 16 15.07 140

Cre04.g215150.t2.1 Soluble starch synthase ICre04.g215150.t2.1 pacid=30791329 transcript=Cre04.g215150.t2.1 locus=Cre04.g215150 ID=Cre04.g215150.t2.1.v5.5 annot-version=v5.5;Cre04.g215150.t1.2 pacid=30791328 transcript=Cre04.g215150.t1.2 locus=Cre04.g215150 ID=Cre04.g215150.t1.2.v5.5 annot-version=v3 3 3 63.723 587

Cre04.g215250.t1.1 Flagellar Associated ProteinCre04.g215250.t1.1 pacid=30791188 transcript=Cre04.g215250.t1.1 locus=Cre04.g215250 ID=Cre04.g215250.t1.1.v5.5 annot-version=v5.51 1 1 239.07 2462

Cre04.g215600.t2.1 (1 of 2) 2.1.1.165 - Methyl halide transferase / Methyl chloride transferaseCre04.g215600.t2.1 pacid=30791366 transcript=Cre04.g215600.t2.1 locus=Cre04.g215600 ID=Cre04.g215600.t2.1.v5.5 annot-version=v5.5;Cre04.g215600.t1.2 pacid=30791365 transcript=Cre04.g215600.t1.2 locus=Cre04.g215600 ID=Cre04.g215600.t1.2.v5.5 annot-version=v5 5 5 25.406 237

Cre04.g215850.t1.2 Importin alphaCre04.g215850.t1.2 pacid=30791448 transcript=Cre04.g215850.t1.2 locus=Cre04.g215850 ID=Cre04.g215850.t1.2.v5.5 annot-version=v5.59 9 9 61.053 555

Cre04.g216100.t1.1 (1 of 1) 4.4.1.5 - Lactoylglutathione lyase / MethylglyoxalaseCre04.g216100.t1.1 pacid=30791400 transcript=Cre04.g216100.t1.1 locus=Cre04.g216100 ID=Cre04.g216100.t1.1.v5.5 annot-version=v5.53 3 3 25.423 225

Cre04.g216350.t1.2 Aldo/keto reductaseCre04.g216350.t1.2 pacid=30791473 transcript=Cre04.g216350.t1.2 locus=Cre04.g216350 ID=Cre04.g216350.t1.2.v5.5 annot-version=v5.51 1 1 34.754 318

Cre04.g216600.t1.2 26S proteasome regulatory subunitCre04.g216600.t1.2 pacid=30791032 transcript=Cre04.g216600.t1.2 locus=Cre04.g216600 ID=Cre04.g216600.t1.2.v5.5 annot-version=v5.54 3 3 44.102 396



Cre04.g216950.t1.2 (1 of 1) 2.3.1.180 - Beta-ketoacyl-[acyl-carrier-protein] synthase III / KASIIICre04.g216950.t1.2 pacid=30791398 transcript=Cre04.g216950.t1.2 locus=Cre04.g216950 ID=Cre04.g216950.t1.2.v5.5 annot-version=v5.53 3 3 38.909 374

Cre04.g217550.t1.1 Eukaryotic translation initiation factor 3, subunit CCre04.g217550.t1.1 pacid=30791382 transcript=Cre04.g217550.t1.1 locus=Cre04.g217550 ID=Cre04.g217550.t1.1.v5.5 annot-version=v5.517 17 17 129.64 1198

Cre04.g217910.t1.1 (1 of 8) PTHR12231 - CTX-RELATED TYPE I TRANSMEMBRANE PROTEINCre04.g217910.t1.1 pacid=30791020 transcript=Cre04.g217910.t1.1 locus=Cre04.g217910 ID=Cre04.g217910.t1.1.v5.5 annot-version=v5.56 6 6 30.251 275

Cre04.g217921.t1.1 Beta subunit of COP-I complexCre04.g217921.t1.1 pacid=30791161 transcript=Cre04.g217921.t1.1 locus=Cre04.g217921 ID=Cre04.g217921.t1.1.v5.5 annot-version=v5.58 8 8 104.8 966

Cre04.g217929.t1.1 Sulfite oxidaseCre04.g217929.t1.1 pacid=30791104 transcript=Cre04.g217929.t1.1 locus=Cre04.g217929 ID=Cre04.g217929.t1.1.v5.5 annot-version=v5.54 4 4 63.93 605

Cre04.g217932.t1.1 Plastid ribosomal protein L35Cre04.g217932.t1.1 pacid=30790977 transcript=Cre04.g217932.t1.1 locus=Cre04.g217932 ID=Cre04.g217932.t1.1.v5.5 annot-version=v5.51 1 1 12.082 114

Cre04.g217934.t1.1 (1 of 1) K07101 - uncharacterized protein (K07101)Cre04.g217934.t1.1 pacid=30791483 transcript=Cre04.g217934.t1.1 locus=Cre04.g217934 ID=Cre04.g217934.t1.1.v5.5 annot-version=v5.51 1 1 25.129 221

Cre04.g217959.t2.1 (1 of 2) K01079 - phosphoserine phosphatase (serB, PSPH)Cre04.g217959.t2.1 pacid=30791224 transcript=Cre04.g217959.t2.1 locus=Cre04.g217959 ID=Cre04.g217959.t2.1.v5.5 annot-version=v5.5;Cre04.g217959.t1.1 pacid=30791223 transcript=Cre04.g217959.t1.1 locus=Cre04.g217959 ID=Cre04.g217959.t1.1.v5.5 annot-version=v3 3 3 25.337 234

Cre04.g218100.t1.2 Flagellar Associated ProteinCre04.g218100.t1.2 pacid=30791363 transcript=Cre04.g218100.t1.2 locus=Cre04.g218100 ID=Cre04.g218100.t1.2.v5.5 annot-version=v5.511 11 11 23.947 214

Cre04.g218150.t1.2 (1 of 14) KOG0698 - Serine/threonine protein phosphataseCre04.g218150.t1.2 pacid=30791276 transcript=Cre04.g218150.t1.2 locus=Cre04.g218150 ID=Cre04.g218150.t1.2.v5.5 annot-version=v5.54 4 4 45.158 436

Cre04.g218250.t1.2 ARF-like GTPaseCre04.g218250.t1.2 pacid=30791037 transcript=Cre04.g218250.t1.2 locus=Cre04.g218250 ID=Cre04.g218250.t1.2.v5.5 annot-version=v5.512 12 12 19.783 177

Cre04.g219050.t1.1 Scavenger receptor cysteine rich (SRCR) proteinCre04.g219050.t1.1 pacid=30791532 transcript=Cre04.g219050.t1.1 locus=Cre04.g219050 ID=Cre04.g219050.t1.1.v5.5 annot-version=v5.51 1 1 275.95 2658

Cre04.g219250.t1.2 Intraflagellar transport protein 52Cre04.g219250.t1.2 pacid=30791184 transcript=Cre04.g219250.t1.2 locus=Cre04.g219250 ID=Cre04.g219250.t1.2.v5.5 annot-version=v5.51 1 1 50.394 454

Cre04.g219950.t1.2 (1 of 2) KOG4307 - RNA binding protein RBM12/SWANCre04.g219950.t1.2 pacid=30791082 transcript=Cre04.g219950.t1.2 locus=Cre04.g219950 ID=Cre04.g219950.t1.2.v5.5 annot-version=v5.58 8 8 43.794 438

Cre04.g220200.t3.1 (1 of 1) PTHR16254:SF13 - K(+) EFFLUX ANTIPORTER 1, CHLOROPLASTIC-RELATEDCre04.g220200.t3.1 pacid=30791335 transcript=Cre04.g220200.t3.1 locus=Cre04.g220200 ID=Cre04.g220200.t3.1.v5.5 annot-version=v5.5;Cre04.g220200.t2.1 pacid=30791334 transcript=Cre04.g220200.t2.1 locus=Cre04.g220200 ID=Cre04.g220200.t2.1.v5.5 annot-version=v1 1 1 107.79 1062

Cre04.g220350.t2.1 Vacuolar ATP synthase subunit ACre04.g220350.t2.1 pacid=30791036 transcript=Cre04.g220350.t2.1 locus=Cre04.g220350 ID=Cre04.g220350.t2.1.v5.5 annot-version=v5.5;Cre04.g220350.t1.2 pacid=30791035 transcript=Cre04.g220350.t1.2 locus=Cre04.g220350 ID=Cre04.g220350.t1.2.v5.5 annot-version=v3 3 3 95.723 874

Cre04.g221250.t1.2 (1 of 1) PF11378 - Protein of unknown function (DUF3181) (DUF3181)Cre04.g221250.t1.2 pacid=30791088 transcript=Cre04.g221250.t1.2 locus=Cre04.g221250 ID=Cre04.g221250.t1.2.v5.5 annot-version=v5.53 3 3 18.117 169

Cre04.g221400.t1.2 NA Cre04.g221400.t1.2 pacid=30791230 transcript=Cre04.g221400.t1.2 locus=Cre04.g221400 ID=Cre04.g221400.t1.2.v5.5 annot-version=v5.54 4 4 14.58 134

Cre04.g221450.t1.2 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre04.g221450.t1.2 pacid=30791519 transcript=Cre04.g221450.t1.2 locus=Cre04.g221450 ID=Cre04.g221450.t1.2.v5.5 annot-version=v5.52 2 2 79.681 756

Cre04.g221550.t1.2 (1 of 3) 5.5.1.19 - Lycopene beta-cyclaseCre04.g221550.t1.2 pacid=30791030 transcript=Cre04.g221550.t1.2 locus=Cre04.g221550 ID=Cre04.g221550.t1.2.v5.5 annot-version=v5.52 2 2 92.432 876

Cre04.g221700.t1.2 Cytochrome c oxidase subunit IIICre04.g221700.t1.2 pacid=30791153 transcript=Cre04.g221700.t1.2 locus=Cre04.g221700 ID=Cre04.g221700.t1.2.v5.5 annot-version=v5.51 1 1 41.417 382

Cre04.g222050.t1.1 (1 of 2) K16489 - protein SFI1 (SFI1)Cre04.g222050.t1.1 pacid=30791543 transcript=Cre04.g222050.t1.1 locus=Cre04.g222050 ID=Cre04.g222050.t1.1.v5.5 annot-version=v5.51 1 1 192.75 1804

Cre04.g222700.t1.2 (1 of 2) K03235 - elongation factor 3 (EF3, TEF3)Cre04.g222700.t1.2 pacid=30791597 transcript=Cre04.g222700.t1.2 locus=Cre04.g222700 ID=Cre04.g222700.t1.2.v5.5 annot-version=v5.565 65 64 115.31 1053

Cre04.g223050.t1.2 Carbonic anhydrase, alpha type, periplasmicCre04.g223050.t1.2 pacid=30790982 transcript=Cre04.g223050.t1.2 locus=Cre04.g223050 ID=Cre04.g223050.t1.2.v5.5 annot-version=v5.510 5 5 42.172 380

Cre04.g223100.t1.2 Carbonic anhydraseCre04.g223100.t1.2 pacid=30791364 transcript=Cre04.g223100.t1.2 locus=Cre04.g223100 ID=Cre04.g223100.t1.2.v5.5 annot-version=v5.520 20 15 41.627 377

Cre04.g223200.t1.1 (1 of 18) K08824 - cyclin-dependent kinase-like [EC:2.7.11.22] (CDKL)Cre04.g223200.t1.1 pacid=30791312 transcript=Cre04.g223200.t1.1 locus=Cre04.g223200 ID=Cre04.g223200.t1.1.v5.5 annot-version=v5.51 1 1 148.75 1492

Cre04.g223800.t2.1 (1 of 1) K01724 - 4a-hydroxytetrahydrobiopterin dehydratase [EC:4.2.1.96] (PCBD, phhB)Cre04.g223800.t2.1 pacid=30791231 transcript=Cre04.g223800.t2.1 locus=Cre04.g223800 ID=Cre04.g223800.t2.1.v5.5 annot-version=v5.5;Cre04.g223800.t1.2 pacid=30791232 transcript=Cre04.g223800.t1.2 locus=Cre04.g223800 ID=Cre04.g223800.t1.2.v5.5 annot-version=v3 3 3 15.833 150

Cre04.g223850.t1.2 Cytoplasmic DExD/H-box RNA helicaseCre04.g223850.t1.2 pacid=30791362 transcript=Cre04.g223850.t1.2 locus=Cre04.g223850 ID=Cre04.g223850.t1.2.v5.5 annot-version=v5.57 7 7 46.264 405

Cre04.g225200.t1.1 NA Cre04.g225200.t1.1 pacid=30790961 transcript=Cre04.g225200.t1.1 locus=Cre04.g225200 ID=Cre04.g225200.t1.1.v5.5 annot-version=v5.52 2 2 129.92 1268

Cre04.g225350.t2.1 (1 of 1) PTHR14445 - GRB10 INTERACTING GYF PROTEINCre04.g225350.t2.1 pacid=30791182 transcript=Cre04.g225350.t2.1 locus=Cre04.g225350 ID=Cre04.g225350.t2.1.v5.5 annot-version=v5.5;Cre04.g225350.t1.1 pacid=30791181 transcript=Cre04.g225350.t1.1 locus=Cre04.g225350 ID=Cre04.g225350.t1.1.v5.5 annot-version=v6 6 6 150.43 1505

Cre04.g225600.t1.1 (1 of 1) PTHR10826:SF1 - COMPLEMENT COMPONENT 1 Q SUBCOMPONENT-BINDING PROTEIN, MITOCHONDRIALCre04.g225600.t1.1 pacid=30791213 transcript=Cre04.g225600.t1.1 locus=Cre04.g225600 ID=Cre04.g225600.t1.1.v5.5 annot-version=v5.51 1 1 28.228 254

Cre04.g226850.t1.2 Pepsin-type aspartyl proteaseCre04.g226850.t1.2 pacid=30791542 transcript=Cre04.g226850.t1.2 locus=Cre04.g226850 ID=Cre04.g226850.t1.2.v5.5 annot-version=v5.53 3 3 59.847 578

Cre04.g228350.t1.1 (1 of 1) 2.3.1.168 - Dihydrolipoyllysine-residue (2-methylpropanoyl)transferase / Dihydrolipoyl transacylaseCre04.g228350.t1.1 pacid=30791317 transcript=Cre04.g228350.t1.1 locus=Cre04.g228350 ID=Cre04.g228350.t1.1.v5.5 annot-version=v5.52 2 2 61.839 628

Cre04.g229300.t1.1 Rubisco activaseCre04.g229300.t1.1 pacid=30791545 transcript=Cre04.g229300.t1.1 locus=Cre04.g229300 ID=Cre04.g229300.t1.1.v5.5 annot-version=v5.539 39 39 45.029 408

Cre04.g229350.t1.2 (1 of 1) 2.1.1.290 - tRNA(Phe) (7-(3-amino-3-carboxypropyl)wyosine(37)-O)-methyltransferase / tRNA-yW synthesizing enzyme-4Cre04.g229350.t1.2 pacid=30791146 transcript=Cre04.g229350.t1.2 locus=Cre04.g229350 ID=Cre04.g229350.t1.2.v5.5 annot-version=v5.51 1 1 47.372 459

Cre04.g229700.t1.2 UDP-glucose pyrophosphorylaseCre04.g229700.t1.2 pacid=30791105 transcript=Cre04.g229700.t1.2 locus=Cre04.g229700 ID=Cre04.g229700.t1.2.v5.5 annot-version=v5.55 5 5 49.833 474

Cre04.g231026.t1.1 Chloroplast SRP43/CAO subunit of signal recognition particleCre04.g231026.t1.1 pacid=30791302 transcript=Cre04.g231026.t1.1 locus=Cre04.g231026 ID=Cre04.g231026.t1.1.v5.5 annot-version=v5.54 4 4 46.2 430

Cre04.g231124.t1.1 (1 of 1) PF00397//PF00642 - WW domain (WW) // Zinc finger C-x8-C-x5-C-x3-H type (and similar) (zf-CCCH)Cre04.g231124.t1.1 pacid=30791348 transcript=Cre04.g231124.t1.1 locus=Cre04.g231124 ID=Cre04.g231124.t1.1.v5.5 annot-version=v5.52 2 2 18.591 177

Cre04.g231222.t2.1 (1 of 1) PTHR11353:SF11 - CHAPERONIN 60 SUBUNIT ALPHA 1, CHLOROPLASTICCre04.g231222.t2.1 pacid=30791115 transcript=Cre04.g231222.t2.1 locus=Cre04.g231222 ID=Cre04.g231222.t2.1.v5.5 annot-version=v5.5;Cre04.g231222.t1.1 pacid=30791114 transcript=Cre04.g231222.t1.1 locus=Cre04.g231222 ID=Cre04.g231222.t1.1.v5.5 annot-version=v33 33 32 98.795 937

Cre04.g232104.t1.1 Light-harvesting complex II chlorophyll a/b binding protein M3Cre04.g232104.t1.1 pacid=30791553 transcript=Cre04.g232104.t1.1 locus=Cre04.g232104 ID=Cre04.g232104.t1.1.v5.5 annot-version=v5.513 5 5 27.38 257

Cre05.g230850.t1.1 NA Cre05.g230850.t1.1 pacid=30783439 transcript=Cre05.g230850.t1.1 locus=Cre05.g230850 ID=Cre05.g230850.t1.1.v5.5 annot-version=v5.54 4 4 60.648 636

Cre05.g232150.t1.2 Glutamate dehydrogenaseCre05.g232150.t1.2 pacid=30783135 transcript=Cre05.g232150.t1.2 locus=Cre05.g232150 ID=Cre05.g232150.t1.2.v5.5 annot-version=v5.513 13 13 48.779 448

Cre05.g232750.t1.2 NimA-related protein kinaseCre05.g232750.t1.2 pacid=30783053 transcript=Cre05.g232750.t1.2 locus=Cre05.g232750 ID=Cre05.g232750.t1.2.v5.5 annot-version=v5.52 2 2 57.918 525

Cre05.g232752.t1.1 (1 of 1) PF08695 - Cytochrome oxidase complex assembly protein 1 (Coa1)Cre05.g232752.t1.1 pacid=30783055 transcript=Cre05.g232752.t1.1 locus=Cre05.g232752 ID=Cre05.g232752.t1.1.v5.5 annot-version=v5.51 1 1 61.204 610

Cre05.g233050.t1.2 Flagellar Associated ProteinCre05.g233050.t1.2 pacid=30783240 transcript=Cre05.g233050.t1.2 locus=Cre05.g233050 ID=Cre05.g233050.t1.2.v5.5 annot-version=v5.517 17 17 19.056 180

Cre05.g233300.t1.2 (1 of 1) 2.1.1.98 - Diphthine synthaseCre05.g233300.t1.2 pacid=30783467 transcript=Cre05.g233300.t1.2 locus=Cre05.g233300 ID=Cre05.g233300.t1.2.v5.5 annot-version=v5.51 1 1 32.39 300

Cre05.g233303.t2.1 (1 of 1) K11718 - UDP-glucose:glycoprotein glucosyltransferase (HUGT)Cre05.g233303.t2.1 pacid=30783075 transcript=Cre05.g233303.t2.1 locus=Cre05.g233303 ID=Cre05.g233303.t2.1.v5.5 annot-version=v5.5;Cre05.g233303.t1.1 pacid=30783074 transcript=Cre05.g233303.t1.1 locus=Cre05.g233303 ID=Cre05.g233303.t1.1.v5.5 annot-version=v3 3 3 187.22 1832

Cre05.g233305.t2.1 (1 of 1) K07071 - uncharacterized protein (K07071)Cre05.g233305.t2.1 pacid=30783050 transcript=Cre05.g233305.t2.1 locus=Cre05.g233305 ID=Cre05.g233305.t2.1.v5.5 annot-version=v5.5;Cre05.g233305.t1.1 pacid=30783049 transcript=Cre05.g233305.t1.1 locus=Cre05.g233305 ID=Cre05.g233305.t1.1.v5.5 annot-version=v2 2 2 40.532 389

Cre05.g233800.t1.2 (1 of 1) K01880 - glycyl-tRNA synthetase (GARS, glyS1)Cre05.g233800.t1.2 pacid=30783061 transcript=Cre05.g233800.t1.2 locus=Cre05.g233800 ID=Cre05.g233800.t1.2.v5.5 annot-version=v5.528 28 28 76.431 692

Cre05.g233900.t1.2 (1 of 3) 1.11.1.11 - L-ascorbate peroxidase / Ascorbic acid peroxidaseCre05.g233900.t1.2 pacid=30783103 transcript=Cre05.g233900.t1.2 locus=Cre05.g233900 ID=Cre05.g233900.t1.2.v5.5 annot-version=v5.514 14 14 36.491 347



Cre05.g233950.t1.2 (1 of 1) PTHR33222:SF4 - PROTEIN CURVATURE THYLAKOID 1A, CHLOROPLASTICCre05.g233950.t1.2 pacid=30783298 transcript=Cre05.g233950.t1.2 locus=Cre05.g233950 ID=Cre05.g233950.t1.2.v5.5 annot-version=v5.54 4 4 15.636 144

Cre05.g234050.t1.2 NA Cre05.g234050.t1.2 pacid=30783038 transcript=Cre05.g234050.t1.2 locus=Cre05.g234050 ID=Cre05.g234050.t1.2.v5.5 annot-version=v5.51 1 1 38.097 343

Cre05.g234550.t2.1 Fructose-1,6-bisphosphate aldolaseCre05.g234550.t2.1 pacid=30783069 transcript=Cre05.g234550.t2.1 locus=Cre05.g234550 ID=Cre05.g234550.t2.1.v5.5 annot-version=v5.5;Cre05.g234550.t1.2 pacid=30783068 transcript=Cre05.g234550.t1.2 locus=Cre05.g234550 ID=Cre05.g234550.t1.2.v5.5 annot-version=v37 37 37 40.985 377

Cre05.g234637.t1.1 (1 of 1) K02957 - small subunit ribosomal protein S15Ae (RP-S15Ae, RPS15A)Cre05.g234637.t1.1 pacid=30782975 transcript=Cre05.g234637.t1.1 locus=Cre05.g234637 ID=Cre05.g234637.t1.1.v5.5 annot-version=v5.59 9 9 14.838 130

Cre05.g234638.t1.1 (1 of 1) 2.4.2.14 - Amidophosphoribosyltransferase / Phosphoribosyldiphosphate 5-amidotransferaseCre05.g234638.t1.1 pacid=30783016 transcript=Cre05.g234638.t1.1 locus=Cre05.g234638 ID=Cre05.g234638.t1.1.v5.5 annot-version=v5.56 6 6 65.759 598

Cre05.g234639.t1.1 T-complex protein 1, delta subunitCre05.g234639.t1.1 pacid=30783461 transcript=Cre05.g234639.t1.1 locus=Cre05.g234639 ID=Cre05.g234639.t1.1.v5.5 annot-version=v5.58 8 8 57.073 526

Cre05.g234651.t2.1 (1 of 2) PTHR11122:SF12 - ALDOSE 1-EPIMERASE FAMILY PROTEINCre05.g234651.t2.1 pacid=30783449 transcript=Cre05.g234651.t2.1 locus=Cre05.g234651 ID=Cre05.g234651.t2.1.v5.5 annot-version=v5.5;Cre05.g234651.t1.1 pacid=30783448 transcript=Cre05.g234651.t1.1 locus=Cre05.g234651 ID=Cre05.g234651.t1.1.v5.5 annot-version=v2 2 2 66.724 616

Cre05.g234661.t1.1 Ubiquinol:cytochrome c oxidoreductase biogenesis factorCre05.g234661.t1.1 pacid=30783309 transcript=Cre05.g234661.t1.1 locus=Cre05.g234661 ID=Cre05.g234661.t1.1.v5.5 annot-version=v5.51 1 1 68.346 640

Cre05.g234700.t1.1 Pyruvate kinaseCre05.g234700.t1.1 pacid=30783177 transcript=Cre05.g234700.t1.1 locus=Cre05.g234700 ID=Cre05.g234700.t1.1.v5.5 annot-version=v5.51 1 1 247.61 2306

Cre05.g234850.t1.1 (1 of 1) K11841 - ubiquitin carboxyl-terminal hydrolase 10 [EC:3.4.19.12] (USP10, UBP3)Cre05.g234850.t1.1 pacid=30783430 transcript=Cre05.g234850.t1.1 locus=Cre05.g234850 ID=Cre05.g234850.t1.1.v5.5 annot-version=v5.52 2 2 198.75 2047

Cre05.g235400.t1.2 (1 of 2) PTHR24559:SF208 - KRAB-A DOMAIN-CONTAINING PROTEIN 2Cre05.g235400.t1.2 pacid=30783481 transcript=Cre05.g235400.t1.2 locus=Cre05.g235400 ID=Cre05.g235400.t1.2.v5.5 annot-version=v5.51 1 1 319.71 2974

Cre05.g236050.t1.1 (1 of 1) KOG0250//KOG0963//KOG0978//KOG0993//KOG1003//KOG4593 - DNA repair protein RAD18 (SMC family protein) // Transcription factor/CCAAT displacement protein CDP1 // E3 ubiquitin ligase involved in syntaxin degradation // Rab5 GTPase effector Rabaptin-5 // Actin filament-coating protein tropomyosin // Mitotic checkpoint protein MAD1Cre05.g236050.t1.1 pacid=30783330 transcript=Cre05.g236050.t1.1 locus=Cre05.g236050 ID=Cre05.g236050.t1.1.v5.5 annot-version=v5.54 4 4 496.48 4754

Cre05.g237000.t1.2 Methionine aminopeptidaseCre05.g237000.t1.2 pacid=30783017 transcript=Cre05.g237000.t1.2 locus=Cre05.g237000 ID=Cre05.g237000.t1.2.v5.5 annot-version=v5.52 2 2 36.825 337

Cre05.g237400.t1.2 Diaminopimelate epimeraseCre05.g237400.t1.2 pacid=30783253 transcript=Cre05.g237400.t1.2 locus=Cre05.g237400 ID=Cre05.g237400.t1.2.v5.5 annot-version=v5.59 9 9 34.771 322

Cre05.g237450.t1.2 Plastid-specific ribosomal protein 1Cre05.g237450.t1.2 pacid=30783054 transcript=Cre05.g237450.t1.2 locus=Cre05.g237450 ID=Cre05.g237450.t1.2.v5.5 annot-version=v5.516 16 16 31.708 285

Cre05.g237700.t1.2 Nucleolar protein, Structural Component of H/ACA snoRNPsCre05.g237700.t1.2 pacid=30783042 transcript=Cre05.g237700.t1.2 locus=Cre05.g237700 ID=Cre05.g237700.t1.2.v5.5 annot-version=v5.51 1 1 7.3864 64

Cre05.g238322.t1.1 (1 of 2) 6.1.1.2 - Tryptophan--tRNA ligase / Tryptophanyl-tRNA synthetaseCre05.g238322.t1.1 pacid=30783171 transcript=Cre05.g238322.t1.1 locus=Cre05.g238322 ID=Cre05.g238322.t1.1.v5.5 annot-version=v5.51 1 1 44.906 414

Cre05.g238332.t1.1 Photosystem I reaction center subunit II, 20 kDaCre05.g238332.t1.1 pacid=30782977 transcript=Cre05.g238332.t1.1 locus=Cre05.g238332 ID=Cre05.g238332.t1.1.v5.5 annot-version=v5.518 18 18 21.342 196

Cre05.g238650.t1.1 Cell wall protein pherophorin-C5Cre05.g238650.t1.1 pacid=30783408 transcript=Cre05.g238650.t1.1 locus=Cre05.g238650 ID=Cre05.g238650.t1.1.v5.5 annot-version=v5.52 2 2 58.284 558

Cre05.g238900.t1.1 (1 of 1) K14779 - ATP-dependent RNA helicase DDX52/ROK1 [EC:3.6.4.13] (DDX52, ROK1)Cre05.g238900.t1.1 pacid=30783389 transcript=Cre05.g238900.t1.1 locus=Cre05.g238900 ID=Cre05.g238900.t1.1.v5.5 annot-version=v5.51 1 1 80.688 770

Cre05.g239300.t1.1 NA Cre05.g239300.t1.1 pacid=30783015 transcript=Cre05.g239300.t1.1 locus=Cre05.g239300 ID=Cre05.g239300.t1.1.v5.5 annot-version=v5.52 2 2 118.28 1246

Cre05.g240800.t1.2 NADH:ubiquinone oxidoreductase 17 kDa subunitCre05.g240800.t1.2 pacid=30782961 transcript=Cre05.g240800.t1.2 locus=Cre05.g240800 ID=Cre05.g240800.t1.2.v5.5 annot-version=v5.54 4 4 19.604 172

Cre05.g240850.t1.2 Hydroxymethylpyrimidine phosphate synthaseCre05.g240850.t1.2 pacid=30783367 transcript=Cre05.g240850.t1.2 locus=Cre05.g240850 ID=Cre05.g240850.t1.2.v5.5 annot-version=v5.55 5 5 70.449 637

Cre05.g241100.t1.2 (1 of 2) PF10084 - Uncharacterized protein conserved in bacteria (DUF2322) (DUF2322)Cre05.g241100.t1.2 pacid=30783409 transcript=Cre05.g241100.t1.2 locus=Cre05.g241100 ID=Cre05.g241100.t1.2.v5.5 annot-version=v5.51 1 1 16.267 139

Cre05.g241300.t1.2 Small nuclear ribonucleoprotein SmFCre05.g241300.t1.2 pacid=30783199 transcript=Cre05.g241300.t1.2 locus=Cre05.g241300 ID=Cre05.g241300.t1.2.v5.5 annot-version=v5.51 1 1 9.637 85

Cre05.g241450.t1.2 Chloroplast SRP ReceptorCre05.g241450.t1.2 pacid=30783185 transcript=Cre05.g241450.t1.2 locus=Cre05.g241450 ID=Cre05.g241450.t1.2.v5.5 annot-version=v5.53 3 3 40.602 381

Cre05.g241637.t1.1 Intraflagellar transport protein 46Cre05.g241637.t1.1 pacid=30783100 transcript=Cre05.g241637.t1.1 locus=Cre05.g241637 ID=Cre05.g241637.t1.1.v5.5 annot-version=v5.51 1 1 37.934 344

Cre05.g241650.t1.1 (1 of 1) K01303 - acylaminoacyl-peptidase [EC:3.4.19.1] (APEH)Cre05.g241650.t1.1 pacid=30783125 transcript=Cre05.g241650.t1.1 locus=Cre05.g241650 ID=Cre05.g241650.t1.1.v5.5 annot-version=v5.52 2 2 93.65 907

Cre05.g241655.t1.1 NA Cre05.g241655.t1.1 pacid=30782987 transcript=Cre05.g241655.t1.1 locus=Cre05.g241655 ID=Cre05.g241655.t1.1.v5.5 annot-version=v5.51 1 1 17.619 167

Cre05.g241850.t1.2 ATP citrate lyase, subunit ACre05.g241850.t1.2 pacid=30783228 transcript=Cre05.g241850.t1.2 locus=Cre05.g241850 ID=Cre05.g241850.t1.2.v5.5 annot-version=v5.54 4 4 44.487 417

Cre05.g241950.t1.2 (1 of 2) K15040 - voltage-dependent anion channel protein 2 (VDAC2)Cre05.g241950.t1.2 pacid=30783387 transcript=Cre05.g241950.t1.2 locus=Cre05.g241950 ID=Cre05.g241950.t1.2.v5.5 annot-version=v5.513 13 13 28.549 276

Cre05.g242000.t1.2 Magnesium chelatase subunit DCre05.g242000.t1.2 pacid=30783498 transcript=Cre05.g242000.t1.2 locus=Cre05.g242000 ID=Cre05.g242000.t1.2.v5.5 annot-version=v5.59 9 9 82.68 767

Cre05.g242300.t1.2 Eukaryotic translation initiation factor 3, subunit DCre05.g242300.t1.2 pacid=30783023 transcript=Cre05.g242300.t1.2 locus=Cre05.g242300 ID=Cre05.g242300.t1.2.v5.5 annot-version=v5.512 12 12 61.653 567

Cre05.g242350.t1.2 (1 of 1) PTHR24093:SF289 - CALCIUM-TRANSPORTING ATPASE 1, ENDOPLASMIC RETICULUM-TYPE-RELATEDCre05.g242350.t1.2 pacid=30783437 transcript=Cre05.g242350.t1.2 locus=Cre05.g242350 ID=Cre05.g242350.t1.2.v5.5 annot-version=v5.51 1 1 113.98 1064

Cre05.g242400.t1.2 (1 of 1) PTHR35709:SF1 - PROTEIN PROTON GRADIENT REGULATION 5, CHLOROPLASTICCre05.g242400.t1.2 pacid=30783113 transcript=Cre05.g242400.t1.2 locus=Cre05.g242400 ID=Cre05.g242400.t1.2.v5.5 annot-version=v5.55 5 5 14.86 141

Cre05.g242500.t1.2 Radial spoke protein 4Cre05.g242500.t1.2 pacid=30783108 transcript=Cre05.g242500.t1.2 locus=Cre05.g242500 ID=Cre05.g242500.t1.2.v5.5 annot-version=v5.55 5 5 49.797 465

Cre05.g242550.t1.2 Radial spoke protein 6Cre05.g242550.t1.2 pacid=30783274 transcript=Cre05.g242550.t1.2 locus=Cre05.g242550 ID=Cre05.g242550.t1.2.v5.5 annot-version=v5.54 4 4 48.845 459

Cre05.g242858.t1.1 NA Cre05.g242858.t1.1 pacid=30783304 transcript=Cre05.g242858.t1.1 locus=Cre05.g242858 ID=Cre05.g242858.t1.1.v5.5 annot-version=v5.54 4 4 247.69 2475

Cre05.g243050.t1.2 Chloroplastic thioredoxin f2Cre05.g243050.t1.2 pacid=30783290 transcript=Cre05.g243050.t1.2 locus=Cre05.g243050 ID=Cre05.g243050.t1.2.v5.5 annot-version=v5.510 10 10 19.919 180

Cre05.g243150.t1.1 (1 of 1) PTHR34457:SF1 - EMBRYO DEFECTIVE 2410 PROTEINCre05.g243150.t1.1 pacid=30783098 transcript=Cre05.g243150.t1.1 locus=Cre05.g243150 ID=Cre05.g243150.t1.1.v5.5 annot-version=v5.52 2 2 252.11 2647

Cre05.g243451.t1.1 (1 of 2) K06287 - septum formation protein (maf)Cre05.g243451.t1.1 pacid=30783002 transcript=Cre05.g243451.t1.1 locus=Cre05.g243451 ID=Cre05.g243451.t1.1.v5.5 annot-version=v5.51 1 1 23.108 216

Cre05.g243800.t1.2 Predicted proteinCre05.g243800.t1.2 pacid=30783447 transcript=Cre05.g243800.t1.2 locus=Cre05.g243800 ID=Cre05.g243800.t1.2.v5.5 annot-version=v5.58 8 8 19.087 178

Cre05.g244800.t1.2 (1 of 1) PTHR13194:SF19 - NAD(P)-BINDING ROSSMANN-FOLD SUPERFAMILY PROTEINCre05.g244800.t1.2 pacid=30783114 transcript=Cre05.g244800.t1.2 locus=Cre05.g244800 ID=Cre05.g244800.t1.2.v5.5 annot-version=v5.57 7 7 67.194 642

Cre05.g244950.t1.2 (1 of 1) K13250 - translocon-associated protein subunit beta (SSR2)Cre05.g244950.t1.2 pacid=30782982 transcript=Cre05.g244950.t1.2 locus=Cre05.g244950 ID=Cre05.g244950.t1.2.v5.5 annot-version=v5.51 1 1 24.632 226

Cre05.g245158.t1.1 (1 of 3) 3.6.3.16 - Arsenite-transporting ATPase / Arsenite-translocating ATPaseCre05.g245158.t1.1 pacid=30782972 transcript=Cre05.g245158.t1.1 locus=Cre05.g245158 ID=Cre05.g245158.t1.1.v5.5 annot-version=v5.5;Cre24.g755097.t1.1 pacid=30782897 transcript=Cre24.g755097.t1.1 locus=Cre24.g755097 ID=Cre24.g755097.t1.1.v5.5 annot-version=v10 10 10 77.299 724

Cre05.g245900.t1.2 Branched-chain amino acid aminotransferaseCre05.g245900.t1.2 pacid=30783324 transcript=Cre05.g245900.t1.2 locus=Cre05.g245900 ID=Cre05.g245900.t1.2.v5.5 annot-version=v5.516 16 16 42.527 396

Cre05.g245950.t1.1 Dynamin-related GTPaseCre05.g245950.t1.1 pacid=30783046 transcript=Cre05.g245950.t1.1 locus=Cre05.g245950 ID=Cre05.g245950.t1.1.v5.5 annot-version=v5.511 11 11 69.55 628

Cre05.g246400.t1.2 (1 of 1) PF00797 - N-acetyltransferase (Acetyltransf_2)Cre05.g246400.t1.2 pacid=30783263 transcript=Cre05.g246400.t1.2 locus=Cre05.g246400 ID=Cre05.g246400.t1.2.v5.5 annot-version=v5.51 1 1 37.044 380

Cre05.g246800.t1.2 Tetrapyrrole-binding proteinCre05.g246800.t1.2 pacid=30783214 transcript=Cre05.g246800.t1.2 locus=Cre05.g246800 ID=Cre05.g246800.t1.2.v5.5 annot-version=v5.55 5 5 29 260

Cre05.g246950.t1.1 NA Cre05.g246950.t1.1 pacid=30783418 transcript=Cre05.g246950.t1.1 locus=Cre05.g246950 ID=Cre05.g246950.t1.1.v5.5 annot-version=v5.53 3 3 46.657 466



Cre05.g247400.t1.2 Putative rhodanese domain phosphataseCre05.g247400.t1.2 pacid=30783099 transcript=Cre05.g247400.t1.2 locus=Cre05.g247400 ID=Cre05.g247400.t1.2.v5.5 annot-version=v5.51 1 1 17.821 169

Cre05.g247450.t1.2 Putative rhodanese-like proteinCre05.g247450.t1.2 pacid=30782960 transcript=Cre05.g247450.t1.2 locus=Cre05.g247450 ID=Cre05.g247450.t1.2.v5.5 annot-version=v5.56 6 6 85.013 891

Cre05.g247600.t1.2 Ubiquitin-conjugating enzyme E2Cre05.g247600.t1.2 pacid=30783043 transcript=Cre05.g247600.t1.2 locus=Cre05.g247600 ID=Cre05.g247600.t1.2.v5.5 annot-version=v5.58 8 8 16.055 139

Cre05.g247950.t1.2 NA Cre05.g247950.t1.2 pacid=30783128 transcript=Cre05.g247950.t1.2 locus=Cre05.g247950 ID=Cre05.g247950.t1.2.v5.5 annot-version=v5.52 2 2 21.741 207

Cre05.g248100.t1.2 Predicted protein with ankyrin repeatsCre05.g248100.t1.2 pacid=30783343 transcript=Cre05.g248100.t1.2 locus=Cre05.g248100 ID=Cre05.g248100.t1.2.v5.5 annot-version=v5.52 2 2 45.628 438

Cre05.g248450.t1.2 Mitochondrial carbonic anhydraseCre05.g248450.t1.2 pacid=30783436 transcript=Cre05.g248450.t1.2 locus=Cre05.g248450 ID=Cre05.g248450.t1.2.v5.5 annot-version=v5.5;Cre05.g248400.t1.2 pacid=30783080 transcript=Cre05.g248400.t1.2 locus=Cre05.g248400 ID=Cre05.g248400.t1.2.v5.5 annot-version=v19 19 19 27.672 267

Cre05.g248600.t1.2 (1 of 5) 3.6.3.54 - Cu(+) exporting ATPaseCre05.g248600.t1.2 pacid=30783231 transcript=Cre05.g248600.t1.2 locus=Cre05.g248600 ID=Cre05.g248600.t1.2.v5.5 annot-version=v5.52 2 2 12.135 118

Cre06.g249150.t1.1 (1 of 1) PTHR24361:SF408 - SERINE/THREONINE-PROTEIN KINASE STE7Cre06.g249150.t1.1 pacid=30779298 transcript=Cre06.g249150.t1.1 locus=Cre06.g249150 ID=Cre06.g249150.t1.1.v5.5 annot-version=v5.51 1 1 50.285 452

Cre06.g249200.t1.2 Actin-related protein, putative SWR-C componentCre06.g249200.t1.2 pacid=30779122 transcript=Cre06.g249200.t1.2 locus=Cre06.g249200 ID=Cre06.g249200.t1.2.v5.5 annot-version=v5.51 1 1 21.873 206

Cre06.g249250.t1.2 Ribosomal protein L7AeCre06.g249250.t1.2 pacid=30780174 transcript=Cre06.g249250.t1.2 locus=Cre06.g249250 ID=Cre06.g249250.t1.2.v5.5 annot-version=v5.56 6 6 13.623 127

Cre06.g249750.t1.1 (1 of 1) PF07382 - Histone H1-like nucleoprotein HC2 (HC2)Cre06.g249750.t1.1 pacid=30779060 transcript=Cre06.g249750.t1.1 locus=Cre06.g249750 ID=Cre06.g249750.t1.1.v5.5 annot-version=v5.51 1 1 86.252 870

Cre06.g250100.t1.2 Heat shock protein 70BCre06.g250100.t1.2 pacid=30778980 transcript=Cre06.g250100.t1.2 locus=Cre06.g250100 ID=Cre06.g250100.t1.2.v5.5 annot-version=v5.548 48 45 71.954 679

Cre06.g250200.t1.2 S-adenosylmethionine synthetaseCre06.g250200.t1.2 pacid=30779081 transcript=Cre06.g250200.t1.2 locus=Cre06.g250200 ID=Cre06.g250200.t1.2.v5.5 annot-version=v5.532 32 32 42.583 390

Cre06.g250250.t1.2 Vacuolar ATP synthase subunit CCre06.g250250.t1.2 pacid=30779781 transcript=Cre06.g250250.t1.2 locus=Cre06.g250250 ID=Cre06.g250250.t1.2.v5.5 annot-version=v5.52 2 2 41.963 373

Cre06.g250300.t1.2 Cytoplasmic dynein 1b heavy chain (not an inner arm dynein)Cre06.g250300.t1.2 pacid=30779437 transcript=Cre06.g250300.t1.2 locus=Cre06.g250300 ID=Cre06.g250300.t1.2.v5.5 annot-version=v5.52 2 2 481.46 4333

Cre06.g250800.t2.1 C1, subunit of the circadian RNA-binding protein CHLAMY1Cre06.g250800.t2.1 pacid=30779209 transcript=Cre06.g250800.t2.1 locus=Cre06.g250800 ID=Cre06.g250800.t2.1.v5.5 annot-version=v5.5;Cre06.g250800.t1.1 pacid=30779208 transcript=Cre06.g250800.t1.1 locus=Cre06.g250800 ID=Cre06.g250800.t1.1.v5.5 annot-version=v9 9 9 39.216 389

Cre06.g250902.t1.1 (1 of 1) 2.1.1.13 - Methionine synthase / Vitamin B12 methyltransferaseCre06.g250902.t1.1 pacid=30779395 transcript=Cre06.g250902.t1.1 locus=Cre06.g250902 ID=Cre06.g250902.t1.1.v5.5 annot-version=v5.54 4 4 267.83 2453

Cre06.g250950.t1.2 (1 of 1) K12836 - splicing factor U2AF 35 kDa subunit (U2AF1)Cre06.g250950.t1.2 pacid=30779640 transcript=Cre06.g250950.t1.2 locus=Cre06.g250950 ID=Cre06.g250950.t1.2.v5.5 annot-version=v5.53 3 3 31.463 273

Cre06.g251100.t1.2 N-myristoyl transferaseCre06.g251100.t1.2 pacid=30779019 transcript=Cre06.g251100.t1.2 locus=Cre06.g251100 ID=Cre06.g251100.t1.2.v5.5 annot-version=v5.53 3 3 45.159 400

Cre06.g251150.t1.2 Low CO2 and stress-induced one-helix proteinCre06.g251150.t1.2 pacid=30779394 transcript=Cre06.g251150.t1.2 locus=Cre06.g251150 ID=Cre06.g251150.t1.2.v5.5 annot-version=v5.53 3 3 16.113 144

Cre06.g251200.t1.2 Intraflagellar transport protein 43Cre06.g251200.t1.2 pacid=30778433 transcript=Cre06.g251200.t1.2 locus=Cre06.g251200 ID=Cre06.g251200.t1.2.v5.5 annot-version=v5.51 1 1 28.815 272

Cre06.g251300.t1.2 U6 snRNA-associated Sm-like small nuclear riboprotein LSm4Cre06.g251300.t1.2 pacid=30779242 transcript=Cre06.g251300.t1.2 locus=Cre06.g251300 ID=Cre06.g251300.t1.2.v5.5 annot-version=v5.51 1 1 14.743 134

Cre06.g251400.t1.2 NADP-dependent malic enzymeCre06.g251400.t1.2 pacid=30779115 transcript=Cre06.g251400.t1.2 locus=Cre06.g251400 ID=Cre06.g251400.t1.2.v5.5 annot-version=v5.59 9 9 67.589 617

Cre06.g251450.t1.1 Quinolinate synthetase ACre06.g251450.t1.1 pacid=30780164 transcript=Cre06.g251450.t1.1 locus=Cre06.g251450 ID=Cre06.g251450.t1.1.v5.5 annot-version=v5.54 4 4 76.781 731

Cre06.g251500.t1.2 Spermine synthaseCre06.g251500.t1.2 pacid=30778601 transcript=Cre06.g251500.t1.2 locus=Cre06.g251500 ID=Cre06.g251500.t1.2.v5.5 annot-version=v5.510 10 10 35.142 314

Cre06.g251600.t1.2 Eukaryotic translation initiation factor 5Cre06.g251600.t1.2 pacid=30780109 transcript=Cre06.g251600.t1.2 locus=Cre06.g251600 ID=Cre06.g251600.t1.2.v5.5 annot-version=v5.52 2 2 51.799 467

Cre06.g252000.t1.2 (1 of 1) K19400 - leucine zipper transcription factor-like protein 1 (LZTFL1)Cre06.g252000.t1.2 pacid=30779393 transcript=Cre06.g252000.t1.2 locus=Cre06.g252000 ID=Cre06.g252000.t1.2.v5.5 annot-version=v5.53 3 3 35.717 326

Cre06.g252450.t1.1 (1 of 2) PTHR11702:SF26 - DEVELOPMENTALLY-REGULATED GTP-BINDING PROTEIN 2Cre06.g252450.t1.1 pacid=30778490 transcript=Cre06.g252450.t1.1 locus=Cre06.g252450 ID=Cre06.g252450.t1.1.v5.5 annot-version=v5.52 2 2 38.787 345

Cre06.g252550.t1.1 Dihydrolipoamide acetyltransferaseCre06.g252550.t1.1 pacid=30779882 transcript=Cre06.g252550.t1.1 locus=Cre06.g252550 ID=Cre06.g252550.t1.1.v5.5 annot-version=v5.54 4 4 65.181 643

Cre06.g252650.t1.2 Isopropylmalate dehydratase, small subunitCre06.g252650.t1.2 pacid=30778493 transcript=Cre06.g252650.t1.2 locus=Cre06.g252650 ID=Cre06.g252650.t1.2.v5.5 annot-version=v5.511 11 11 23.387 214

Cre06.g252850.t2.1 NA Cre06.g252850.t2.1 pacid=30779914 transcript=Cre06.g252850.t2.1 locus=Cre06.g252850 ID=Cre06.g252850.t2.1.v5.5 annot-version=v5.5;Cre06.g252850.t1.2 pacid=30779913 transcript=Cre06.g252850.t1.2 locus=Cre06.g252850 ID=Cre06.g252850.t1.2.v5.5 annot-version=v4 4 4 43.587 416

Cre06.g253350.t1.2 Glycine cleavage system, H-proteinCre06.g253350.t1.2 pacid=30778652 transcript=Cre06.g253350.t1.2 locus=Cre06.g253350 ID=Cre06.g253350.t1.2.v5.5 annot-version=v5.55 5 5 16.81 159

Cre06.g253750.t2.1 Zygote-specific protein EZY2Cre06.g253750.t2.1 pacid=30778649 transcript=Cre06.g253750.t2.1 locus=Cre06.g253750 ID=Cre06.g253750.t2.1.v5.5 annot-version=v5.5;Cre06.g253750.t1.2 pacid=30778648 transcript=Cre06.g253750.t1.2 locus=Cre06.g253750 ID=Cre06.g253750.t1.2.v5.5 annot-version=v1 1 1 51.832 489

Cre06.g254100.t1.1 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre06.g254100.t1.1 pacid=30778453 transcript=Cre06.g254100.t1.1 locus=Cre06.g254100 ID=Cre06.g254100.t1.1.v5.5 annot-version=v5.51 1 1 74.526 709

Cre06.g254400.t1.1 Fumarate hydrataseCre06.g254400.t1.1 pacid=30778606 transcript=Cre06.g254400.t1.1 locus=Cre06.g254400 ID=Cre06.g254400.t1.1.v5.5 annot-version=v5.53 3 3 63.488 589

Cre06.g255100.t1.1 NA Cre06.g255100.t1.1 pacid=30779444 transcript=Cre06.g255100.t1.1 locus=Cre06.g255100 ID=Cre06.g255100.t1.1.v5.5 annot-version=v5.520 20 20 94.084 917

Cre06.g255350.t1.2 Hydroxyethylthiazole kinaseCre06.g255350.t1.2 pacid=30779112 transcript=Cre06.g255350.t1.2 locus=Cre06.g255350 ID=Cre06.g255350.t1.2.v5.5 annot-version=v5.54 4 4 28.583 277

Cre06.g256250.t1.2 Thylakoid lumenal proteinCre06.g256250.t1.2 pacid=30778721 transcript=Cre06.g256250.t1.2 locus=Cre06.g256250 ID=Cre06.g256250.t1.2.v5.5 annot-version=v5.514 14 14 20.575 196

Cre06.g257000.t1.2 Sulfate binding protein, component of chloroplast transporter SulPCre06.g257000.t1.2 pacid=30779673 transcript=Cre06.g257000.t1.2 locus=Cre06.g257000 ID=Cre06.g257000.t1.2.v5.5 annot-version=v5.54 4 4 50.037 467

Cre06.g257150.t1.2 Ribosomal protein L37a, component of cytosolic 80S ribosome and 60S large subunitCre06.g257150.t1.2 pacid=30778478 transcript=Cre06.g257150.t1.2 locus=Cre06.g257150 ID=Cre06.g257150.t1.2.v5.5 annot-version=v5.53 3 3 10.277 92

Cre06.g257500.t1.2 14-3-3 proteinCre06.g257500.t1.2 pacid=30778449 transcript=Cre06.g257500.t1.2 locus=Cre06.g257500 ID=Cre06.g257500.t1.2.v5.5 annot-version=v5.523 23 23 28.002 247

Cre06.g257601.t1.2 2-cys peroxiredoxin, chloroplasticCre06.g257601.t1.2 pacid=30779174 transcript=Cre06.g257601.t1.2 locus=Cre06.g257601 ID=Cre06.g257601.t1.2.v5.5 annot-version=v5.511 11 11 25.961 235

Cre06.g257700.t1.1 NA Cre06.g257700.t1.1 pacid=30778782 transcript=Cre06.g257700.t1.1 locus=Cre06.g257700 ID=Cre06.g257700.t1.1.v5.5 annot-version=v5.53 3 3 332.91 3067

Cre06.g257850.t1.2 (1 of 2) PTHR12320:SF7 - PROTEIN PHOSPHATASE 2C 26-RELATEDCre06.g257850.t1.2 pacid=30779592 transcript=Cre06.g257850.t1.2 locus=Cre06.g257850 ID=Cre06.g257850.t1.2.v5.5 annot-version=v5.53 3 3 39.594 374

Cre06.g258700.t1.1 Pyruvate carboxylaseCre06.g258700.t1.1 pacid=30779562 transcript=Cre06.g258700.t1.1 locus=Cre06.g258700 ID=Cre06.g258700.t1.1.v5.5 annot-version=v5.531 31 31 102.88 946

Cre06.g258733.t2.1 (1 of 1) 2.3.3.13 - 2-isopropylmalate synthase / Isopropylmalate synthetaseCre06.g258733.t2.1 pacid=30779056 transcript=Cre06.g258733.t2.1 locus=Cre06.g258733 ID=Cre06.g258733.t2.1.v5.5 annot-version=v5.5;Cre06.g258733.t1.1 pacid=30779057 transcript=Cre06.g258733.t1.1 locus=Cre06.g258733 ID=Cre06.g258733.t1.1.v5.5 annot-version=v16 16 16 73.874 686

Cre06.g258800.t1.1 Hydroxyproline-rich glycoprotein component of the outer cell wallCre06.g258800.t1.1 pacid=30780108 transcript=Cre06.g258800.t1.1 locus=Cre06.g258800 ID=Cre06.g258800.t1.1.v5.5 annot-version=v5.531 31 31 132.09 1259

Cre06.g259100.t1.1 NA Cre06.g259100.t1.1 pacid=30778684 transcript=Cre06.g259100.t1.1 locus=Cre06.g259100 ID=Cre06.g259100.t1.1.v5.5 annot-version=v5.511 11 11 138.44 1304

Cre06.g259150.t1.2 Mitochondrial translation factor TuCre06.g259150.t1.2 pacid=30779657 transcript=Cre06.g259150.t1.2 locus=Cre06.g259150 ID=Cre06.g259150.t1.2.v5.5 annot-version=v5.59 9 9 48.021 445

Cre06.g259450.t1.2 NA Cre06.g259450.t1.2 pacid=30779431 transcript=Cre06.g259450.t1.2 locus=Cre06.g259450 ID=Cre06.g259450.t1.2.v5.5 annot-version=v5.58 8 8 23.788 234



Cre06.g259550.t1.2 (1 of 2) PTHR23074:SF20 - GH08677PCre06.g259550.t1.2 pacid=30779794 transcript=Cre06.g259550.t1.2 locus=Cre06.g259550 ID=Cre06.g259550.t1.2.v5.5 annot-version=v5.51 1 1 63.363 599

Cre06.g259850.t1.2 Putative chloroplast ribosomal protein L29, imported to chloroplast, large ribosomal subunit; was MRPL29 (initially thought to be mitochondrial)Cre06.g259850.t1.2 pacid=30779000 transcript=Cre06.g259850.t1.2 locus=Cre06.g259850 ID=Cre06.g259850.t1.2.v5.5 annot-version=v5.56 6 6 14.937 134

Cre06.g259900.t1.2 Chloroplast ATP synthase gamma chainCre06.g259900.t1.2 pacid=30779752 transcript=Cre06.g259900.t1.2 locus=Cre06.g259900 ID=Cre06.g259900.t1.2.v5.5 annot-version=v5.527 27 27 38.76 358

Cre06.g260350.t1.2 DnaJ-like proteinCre06.g260350.t1.2 pacid=30779644 transcript=Cre06.g260350.t1.2 locus=Cre06.g260350 ID=Cre06.g260350.t1.2.v5.5 annot-version=v5.51 1 1 59.57 563

Cre06.g260950.t1.2 (1 of 1) K12483 - EH domain-containing protein 1 (EHD1)Cre06.g260950.t1.2 pacid=30779275 transcript=Cre06.g260950.t1.2 locus=Cre06.g260950 ID=Cre06.g260950.t1.2.v5.5 annot-version=v5.51 1 1 65.11 590

Cre06.g261000.t1.2 10 kDa photosystem II polypeptideCre06.g261000.t1.2 pacid=30779314 transcript=Cre06.g261000.t1.2 locus=Cre06.g261000 ID=Cre06.g261000.t1.2.v5.5 annot-version=v5.56 6 6 15.139 141

Cre06.g261450.t1.2 (1 of 1) K10802 - high mobility group protein B1 (HMGB1)Cre06.g261450.t1.2 pacid=30780082 transcript=Cre06.g261450.t1.2 locus=Cre06.g261450 ID=Cre06.g261450.t1.2.v5.5 annot-version=v5.59 9 9 19.515 179

Cre06.g261500.t1.2 (1 of 1) PTHR11260:SF136 - THIOREDOXIN FAMILY PROTEINCre06.g261500.t1.2 pacid=30778859 transcript=Cre06.g261500.t1.2 locus=Cre06.g261500 ID=Cre06.g261500.t1.2.v5.5 annot-version=v5.53 3 3 35.463 324

Cre06.g261650.t1.1 Prefoldin molecular chaperone, subunit 3Cre06.g261650.t1.1 pacid=30779011 transcript=Cre06.g261650.t1.1 locus=Cre06.g261650 ID=Cre06.g261650.t1.1.v5.5 annot-version=v5.52 2 2 21.007 191

Cre06.g261700.t1.2 (1 of 1) K14815 - mRNA turnover protein 4 (MRT4)Cre06.g261700.t1.2 pacid=30779803 transcript=Cre06.g261700.t1.2 locus=Cre06.g261700 ID=Cre06.g261700.t1.2.v5.5 annot-version=v5.52 2 2 29.574 269

Cre06.g261800.t1.2 Prephenate dehydrataseCre06.g261800.t1.2 pacid=30780036 transcript=Cre06.g261800.t1.2 locus=Cre06.g261800 ID=Cre06.g261800.t1.2.v5.5 annot-version=v5.510 10 10 40.5 374

Cre06.g262100.t1.1 Glutathione reductaseCre06.g262100.t1.1 pacid=30779887 transcript=Cre06.g262100.t1.1 locus=Cre06.g262100 ID=Cre06.g262100.t1.1.v5.5 annot-version=v5.55 5 5 52.036 493

Cre06.g262650.t1.1 (1 of 30) PF08373 - RAP domain (RAP)Cre06.g262650.t1.1 pacid=30780065 transcript=Cre06.g262650.t1.1 locus=Cre06.g262650 ID=Cre06.g262650.t1.1.v5.5 annot-version=v5.51 1 1 207.41 2083

Cre06.g262700.t1.1 Ubiquinol:cytochrome c oxidoreductase 14 kDa subunit, mitochondrialCre06.g262700.t1.1 pacid=30778841 transcript=Cre06.g262700.t1.1 locus=Cre06.g262700 ID=Cre06.g262700.t1.1.v5.5 annot-version=v5.512 12 12 14.041 123

Cre06.g262850.t1.2 Small Rab-related GTPaseCre06.g262850.t1.2 pacid=30778653 transcript=Cre06.g262850.t1.2 locus=Cre06.g262850 ID=Cre06.g262850.t1.2.v5.5 annot-version=v5.51 1 1 28.04 256

Cre06.g262900.t1.2 PhosphofructokinaseCre06.g262900.t1.2 pacid=30779670 transcript=Cre06.g262900.t1.2 locus=Cre06.g262900 ID=Cre06.g262900.t1.2.v5.5 annot-version=v5.55 5 4 56.561 529

Cre06.g263150.t1.2 (1 of 1) PTHR21586 - TIPACre06.g263150.t1.2 pacid=30779487 transcript=Cre06.g263150.t1.2 locus=Cre06.g263150 ID=Cre06.g263150.t1.2.v5.5 annot-version=v5.52 2 2 62.972 617

Cre06.g263250.t1.1 NA Cre06.g263250.t1.1 pacid=30779447 transcript=Cre06.g263250.t1.1 locus=Cre06.g263250 ID=Cre06.g263250.t1.1.v5.5 annot-version=v5.512 12 12 322.93 3721

Cre06.g263450.t1.2 (1 of 3) K03231 - elongation factor 1-alpha (EEF1A)Cre06.g263450.t1.2 pacid=30779125 transcript=Cre06.g263450.t1.2 locus=Cre06.g263450 ID=Cre06.g263450.t1.2.v5.5 annot-version=v5.5;Cre12.g498600.t1.2 pacid=30792534 transcript=Cre12.g498600.t1.2 locus=Cre12.g498600 ID=Cre12.g498600.t1.2.v5.5 annot-version=v58 58 58 50.824 463

Cre06.g264050.t1.2 (1 of 3) PTHR15629 - SH3YL1 PROTEINCre06.g264050.t1.2 pacid=30779884 transcript=Cre06.g264050.t1.2 locus=Cre06.g264050 ID=Cre06.g264050.t1.2.v5.5 annot-version=v5.52 2 2 26.721 251

Cre06.g264200.t1.2 Iron-sulfur subunit of mitochondrial succinate dehydrogenaseCre06.g264200.t1.2 pacid=30779531 transcript=Cre06.g264200.t1.2 locus=Cre06.g264200 ID=Cre06.g264200.t1.2.v5.5 annot-version=v5.53 3 3 32.281 291

Cre06.g264300.t1.2 Plastid ribosomal protein S15Cre06.g264300.t1.2 pacid=30780052 transcript=Cre06.g264300.t1.2 locus=Cre06.g264300 ID=Cre06.g264300.t1.2.v5.5 annot-version=v5.57 7 7 15.788 141

Cre06.g264350.t1.2 Plastid ribosomal protein L13Cre06.g264350.t1.2 pacid=30779581 transcript=Cre06.g264350.t1.2 locus=Cre06.g264350 ID=Cre06.g264350.t1.2.v5.5 annot-version=v5.57 7 7 24.548 225

Cre17.g714600.t1.2 (1 of 32) K11254 - histone H4 (H4)Cre17.g714600.t1.2 pacid=30781701 transcript=Cre17.g714600.t1.2 locus=Cre17.g714600 ID=Cre17.g714600.t1.2.v5.5 annot-version=v5.5;Cre17.g714000.t1.2 pacid=30782495 transcript=Cre17.g714000.t1.2 locus=Cre17.g714000 ID=Cre17.g714000.t1.2.v5.5 annot-version=v8 8 8 11.457 103

Cre17.g714650.t1.2 Histone H3 Cre17.g714650.t1.2 pacid=30782865 transcript=Cre17.g714650.t1.2 locus=Cre17.g714650 ID=Cre17.g714650.t1.2.v5.5 annot-version=v5.5;Cre17.g713950.t1.2 pacid=30781861 transcript=Cre17.g713950.t1.2 locus=Cre17.g713950 ID=Cre17.g713950.t1.2.v5.5 annot-version=v9 9 9 15.31 135

Cre17.g714500.t1.2 Histone H2ACre17.g714500.t1.2 pacid=30782017 transcript=Cre17.g714500.t1.2 locus=Cre17.g714500 ID=Cre17.g714500.t1.2.v5.5 annot-version=v5.5;Cre17.g714100.t1.2 pacid=30782263 transcript=Cre17.g714100.t1.2 locus=Cre17.g714100 ID=Cre17.g714100.t1.2.v5.5 annot-version=v3 2 2 13.628 129

Cre17.g709150.t1.2 Histone H2BCre17.g709150.t1.2 pacid=30782749 transcript=Cre17.g709150.t1.2 locus=Cre17.g709150 ID=Cre17.g709150.t1.2.v5.5 annot-version=v5.5;Cre06.g275800.t1.2 pacid=30778604 transcript=Cre06.g275800.t1.2 locus=Cre06.g275800 ID=Cre06.g275800.t1.2.v5.5 annot-version=v17 17 5 16.557 153

Cre06.g265800.t1.2 Plastid ribosomal protein L28Cre06.g265800.t1.2 pacid=30779397 transcript=Cre06.g265800.t1.2 locus=Cre06.g265800 ID=Cre06.g265800.t1.2.v5.5 annot-version=v5.513 13 13 21.907 195

Cre06.g266900.t1.1 (1 of 2) PF11998 - Protein of unknown function (DUF3493) (DUF3493)Cre06.g266900.t1.1 pacid=30780099 transcript=Cre06.g266900.t1.1 locus=Cre06.g266900 ID=Cre06.g266900.t1.1.v5.5 annot-version=v5.51 1 1 35.489 325

Cre06.g267200.t1.2 NADH:ubiquinone oxidoreductase 13 kDa subunitCre06.g267200.t1.2 pacid=30779034 transcript=Cre06.g267200.t1.2 locus=Cre06.g267200 ID=Cre06.g267200.t1.2.v5.5 annot-version=v5.52 2 2 13.447 121

Cre06.g267850.t1.2 Phospholipid scramblaseCre06.g267850.t1.2 pacid=30778777 transcript=Cre06.g267850.t1.2 locus=Cre06.g267850 ID=Cre06.g267850.t1.2.v5.5 annot-version=v5.51 1 1 62.611 628

Cre06.g268450.t1.1 (1 of 1) PTHR22850:SF85 - WD-40 REPEAT-CONTAINING PROTEIN MSI4-RELATEDCre06.g268450.t1.1 pacid=30779513 transcript=Cre06.g268450.t1.1 locus=Cre06.g268450 ID=Cre06.g268450.t1.1.v5.5 annot-version=v5.51 1 1 68.7 674

Cre06.g268600.t1.2 Nucleic acid binding proteinCre06.g268600.t1.2 pacid=30779749 transcript=Cre06.g268600.t1.2 locus=Cre06.g268600 ID=Cre06.g268600.t1.2.v5.5 annot-version=v5.58 8 8 26.538 247

Cre06.g269050.t1.2 (1 of 2) PTHR14194:SF71 - PRESTALK A DIFFERENTIATION PROTEIN ACre06.g269050.t1.2 pacid=30779340 transcript=Cre06.g269050.t1.2 locus=Cre06.g269050 ID=Cre06.g269050.t1.2.v5.5 annot-version=v5.549 49 49 91.204 898

Cre06.g269450.t1.2 Eukaryotic translation initiation factor 3, subunit GCre06.g269450.t1.2 pacid=30778445 transcript=Cre06.g269450.t1.2 locus=Cre06.g269450 ID=Cre06.g269450.t1.2.v5.5 annot-version=v5.58 8 8 31.675 283

Cre06.g269950.t1.2 Protein involved in ubiquitin-dependent degradation of ER-bound substratesCre06.g269950.t1.2 pacid=30778959 transcript=Cre06.g269950.t1.2 locus=Cre06.g269950 ID=Cre06.g269950.t1.2.v5.5 annot-version=v5.532 32 32 90.23 817

Cre06.g271200.t1.2 (1 of 1) 1.6.3.3 - NADH oxidase (H(2)O(2)-forming) / H(2)O(2)-forming NADH oxidaseCre06.g271200.t1.2 pacid=30779954 transcript=Cre06.g271200.t1.2 locus=Cre06.g271200 ID=Cre06.g271200.t1.2.v5.5 annot-version=v5.510 10 10 62.915 589

Cre06.g271700.t1.1 (1 of 2) 3.4.17.4 - Gly-Xaa carboxypeptidase / Glycine carboxypeptidaseCre06.g271700.t1.1 pacid=30780012 transcript=Cre06.g271700.t1.1 locus=Cre06.g271700 ID=Cre06.g271700.t1.1.v5.5 annot-version=v5.55 5 5 56.256 534

Cre06.g271900.t2.1 (1 of 1) 1.1.99.37 - Methanol dehydrogenase (nicotinoprotein) / Nicotinoprotein methanol dehydrogenaseCre06.g271900.t2.1 pacid=30778597 transcript=Cre06.g271900.t2.1 locus=Cre06.g271900 ID=Cre06.g271900.t2.1.v5.5 annot-version=v5.5;Cre06.g271900.t1.2 pacid=30778596 transcript=Cre06.g271900.t1.2 locus=Cre06.g271900 ID=Cre06.g271900.t1.2.v5.5 annot-version=v3 3 3 23.241 221

Cre06.g271950.t1.2 (1 of 1) PTHR10013 - GENERAL VESICULAR TRANSPORT FACTOR P115Cre06.g271950.t1.2 pacid=30779308 transcript=Cre06.g271950.t1.2 locus=Cre06.g271950 ID=Cre06.g271950.t1.2.v5.5 annot-version=v5.51 1 1 121.74 1264

Cre06.g272050.t1.2 Phosphoglycerate mutase, 2,3-bisphosphoglycerate-independentCre06.g272050.t1.2 pacid=30779959 transcript=Cre06.g272050.t1.2 locus=Cre06.g272050 ID=Cre06.g272050.t1.2.v5.5 annot-version=v5.519 19 19 66.649 626

Cre06.g272500.t1.2 NA Cre06.g272500.t1.2 pacid=30778543 transcript=Cre06.g272500.t1.2 locus=Cre06.g272500 ID=Cre06.g272500.t1.2.v5.5 annot-version=v5.51 1 1 14.642 135

Cre06.g272650.t1.2 Light-harvesting protein of photosystem ICre06.g272650.t1.2 pacid=30779881 transcript=Cre06.g272650.t1.2 locus=Cre06.g272650 ID=Cre06.g272650.t1.2.v5.5 annot-version=v5.512 12 12 25.921 243

Cre06.g272800.t1.2 Ribosomal protein S8, component of cytosolic 80S ribosome and 40S small subunitCre06.g272800.t1.2 pacid=30780026 transcript=Cre06.g272800.t1.2 locus=Cre06.g272800 ID=Cre06.g272800.t1.2.v5.5 annot-version=v5.511 11 11 23.895 208

Cre06.g272850.t1.2 Plastid ribosomal protein L10Cre06.g272850.t1.2 pacid=30779201 transcript=Cre06.g272850.t1.2 locus=Cre06.g272850 ID=Cre06.g272850.t1.2.v5.5 annot-version=v5.514 14 14 25.901 235

Cre06.g272900.t1.2 (1 of 2) 5.4.99.9 - UDP-galactopyranose mutaseCre06.g272900.t1.2 pacid=30779345 transcript=Cre06.g272900.t1.2 locus=Cre06.g272900 ID=Cre06.g272900.t1.2.v5.5 annot-version=v5.5;Cre09.g414850.t1.1 pacid=30780788 transcript=Cre09.g414850.t1.1 locus=Cre09.g414850 ID=Cre09.g414850.t1.1.v5.5 annot-version=v13 13 13 56.093 504

Cre06.g272950.t1.1 Ribosomal protein S18, component of cytosolic 80S ribosome and 40S small subunitCre06.g272950.t1.1 pacid=30778811 transcript=Cre06.g272950.t1.1 locus=Cre06.g272950 ID=Cre06.g272950.t1.1.v5.5 annot-version=v5.59 9 9 17.579 153

Cre06.g273000.t1.2 (1 of 1) K02503 - histidine triad (HIT) family protein (HINT1, hinT, hit)Cre06.g273000.t1.2 pacid=30779564 transcript=Cre06.g273000.t1.2 locus=Cre06.g273000 ID=Cre06.g273000.t1.2.v5.5 annot-version=v5.55 5 5 14.489 132

Cre06.g273050.t1.2 Transcriptional regulator-like proteinCre06.g273050.t1.2 pacid=30779919 transcript=Cre06.g273050.t1.2 locus=Cre06.g273050 ID=Cre06.g273050.t1.2.v5.5 annot-version=v5.51 1 1 52.281 509

Cre06.g273300.t1.2 (1 of 2) 6.1.1.3 - Threonine--tRNA ligase / Threonyl-tRNA synthetaseCre06.g273300.t1.2 pacid=30780005 transcript=Cre06.g273300.t1.2 locus=Cre06.g273300 ID=Cre06.g273300.t1.2.v5.5 annot-version=v5.58 8 8 79.404 700



Cre06.g273413.t1.1 (1 of 1) K14835 - ribosomal RNA methyltransferase Nop2 [EC:2.1.1.-] (NOP2)Cre06.g273413.t1.1 pacid=30779691 transcript=Cre06.g273413.t1.1 locus=Cre06.g273413 ID=Cre06.g273413.t1.1.v5.5 annot-version=v5.55 5 5 93.885 900

Cre06.g273550.t1.2 NA Cre06.g273550.t1.2 pacid=30779113 transcript=Cre06.g273550.t1.2 locus=Cre06.g273550 ID=Cre06.g273550.t1.2.v5.5 annot-version=v5.51 1 1 14.795 136

Cre06.g273600.t1.2 Ribosomal protein S27a, component of cytosolic 80S ribosome and 40S small subunitCre06.g273600.t1.2 pacid=30779902 transcript=Cre06.g273600.t1.2 locus=Cre06.g273600 ID=Cre06.g273600.t1.2.v5.5 annot-version=v5.56 6 6 19.51 182

Cre06.g273700.t1.2 (1 of 1) PTHR32010:SF6 - PHOTOSYSTEM II STABILITY/ASSEMBLY FACTOR HCF136, CHLOROPLASTICCre06.g273700.t1.2 pacid=30778394 transcript=Cre06.g273700.t1.2 locus=Cre06.g273700 ID=Cre06.g273700.t1.2.v5.5 annot-version=v5.524 24 24 43.155 403

Cre06.g273750.t1.1 Chloroplast sulfate transporterCre06.g273750.t1.1 pacid=30779717 transcript=Cre06.g273750.t1.1 locus=Cre06.g273750 ID=Cre06.g273750.t1.1.v5.5 annot-version=v5.58 8 8 48.146 440

Cre06.g274500.t1.2 (1 of 1) K14396 - polyadenylate-binding protein 2 (PABPN1, PABP2)Cre06.g274500.t1.2 pacid=30779715 transcript=Cre06.g274500.t1.2 locus=Cre06.g274500 ID=Cre06.g274500.t1.2.v5.5 annot-version=v5.51 1 1 25.737 250

Cre06.g274650.t1.1 (1 of 3) PTHR15020:SF11 - UPF0659 PROTEIN YMR090WCre06.g274650.t1.1 pacid=30780126 transcript=Cre06.g274650.t1.1 locus=Cre06.g274650 ID=Cre06.g274650.t1.1.v5.5 annot-version=v5.52 2 2 67.992 646

Cre06.g275050.t1.1 Gamma-glutamyl hydrolaseCre06.g275050.t1.1 pacid=30779182 transcript=Cre06.g275050.t1.1 locus=Cre06.g275050 ID=Cre06.g275050.t1.1.v5.5 annot-version=v5.53 3 3 41.395 379

Cre06.g275100.t1.2 (1 of 1) K11294 - nucleolin (NCL, NSR1)Cre06.g275100.t1.2 pacid=30778429 transcript=Cre06.g275100.t1.2 locus=Cre06.g275100 ID=Cre06.g275100.t1.2.v5.5 annot-version=v5.517 17 17 53.639 519

Cre06.g275300.t1.2 (1 of 1) PTHR13049 - DUF814-RELATEDCre06.g275300.t1.2 pacid=30780010 transcript=Cre06.g275300.t1.2 locus=Cre06.g275300 ID=Cre06.g275300.t1.2.v5.5 annot-version=v5.51 1 1 21.038 181

Cre06.g275650.t1.2 26S proteasome regulatory subunitCre06.g275650.t1.2 pacid=30779008 transcript=Cre06.g275650.t1.2 locus=Cre06.g275650 ID=Cre06.g275650.t1.2.v5.5 annot-version=v5.53 3 3 54.995 488

Cre06.g275900.t1.2 Histone H1 Cre06.g275900.t1.2 pacid=30778835 transcript=Cre06.g275900.t1.2 locus=Cre06.g275900 ID=Cre06.g275900.t1.2.v5.5 annot-version=v5.55 5 5 24.692 232

Cre06.g276700.t1.2 (1 of 1) 3.5.1.116 - Ureidoglycolate amidohydrolase / Ureidoglycolate hydrolaseCre06.g276700.t1.2 pacid=30780130 transcript=Cre06.g276700.t1.2 locus=Cre06.g276700 ID=Cre06.g276700.t1.2.v5.5 annot-version=v5.51 1 1 45.512 432

Cre06.g277050.t1.1 (1 of 1) K14856 - protein SDA1 (SDA1, SDAD1)Cre06.g277050.t1.1 pacid=30778765 transcript=Cre06.g277050.t1.1 locus=Cre06.g277050 ID=Cre06.g277050.t1.1.v5.5 annot-version=v5.52 2 2 96.686 885

Cre06.g278087.t1.1 (1 of 4) PTHR16222//PTHR16222:SF17 - ADP-RIBOSYLGLYCOHYDROLASE // SUBFAMILY NOT NAMEDCre06.g278087.t1.1 pacid=30779342 transcript=Cre06.g278087.t1.1 locus=Cre06.g278087 ID=Cre06.g278087.t1.1.v5.5 annot-version=v5.55 5 5 153.74 1438

Cre06.g278097.t1.1 mRNA export proteinCre06.g278097.t1.1 pacid=30780094 transcript=Cre06.g278097.t1.1 locus=Cre06.g278097 ID=Cre06.g278097.t1.1.v5.5 annot-version=v5.51 1 1 39.22 352

Cre06.g278098.t1.1 Methylcrotonoyl-CoA carboxylase alpha subunitCre06.g278098.t1.1 pacid=30778609 transcript=Cre06.g278098.t1.1 locus=Cre06.g278098 ID=Cre06.g278098.t1.1.v5.5 annot-version=v5.54 4 4 82.188 790

Cre06.g278112.t1.1 NA Cre06.g278112.t1.1 pacid=30780043 transcript=Cre06.g278112.t1.1 locus=Cre06.g278112 ID=Cre06.g278112.t1.1.v5.5 annot-version=v5.51 1 1 8.1088 74

Cre06.g278117.t1.1 Predicted proteinCre06.g278117.t1.1 pacid=30779136 transcript=Cre06.g278117.t1.1 locus=Cre06.g278117 ID=Cre06.g278117.t1.1.v5.5 annot-version=v5.56 6 6 29.897 272

Cre06.g278125.t1.1 (1 of 1) PF00373 - FERM central domain (FERM_M)Cre06.g278125.t1.1 pacid=30779486 transcript=Cre06.g278125.t1.1 locus=Cre06.g278125 ID=Cre06.g278125.t1.1.v5.5 annot-version=v5.57 7 7 139.21 1238

Cre06.g278135.t1.1 Ribosomal protein L21, component of cytosolic 80S ribosome and 60S large subunitCre06.g278135.t1.1 pacid=30779568 transcript=Cre06.g278135.t1.1 locus=Cre06.g278135 ID=Cre06.g278135.t1.1.v5.5 annot-version=v5.58 8 8 25.873 229

Cre06.g278142.t1.1 (1 of 1) K14441 - ribosomal protein S12 methylthiotransferase [EC:2.8.4.4] (rimO)Cre06.g278142.t1.1 pacid=30779262 transcript=Cre06.g278142.t1.1 locus=Cre06.g278142 ID=Cre06.g278142.t1.1.v5.5 annot-version=v5.52 2 2 57.049 524

Cre06.g278147.t1.1 NA Cre06.g278147.t1.1 pacid=30779711 transcript=Cre06.g278147.t1.1 locus=Cre06.g278147 ID=Cre06.g278147.t1.1.v5.5 annot-version=v5.51 1 1 74.611 742

Cre06.g278148.t1.1 (1 of 2) K18121 - glyoxylate/succinic semialdehyde reductase (GLYR)Cre06.g278148.t1.1 pacid=30778448 transcript=Cre06.g278148.t1.1 locus=Cre06.g278148 ID=Cre06.g278148.t1.1.v5.5 annot-version=v5.512 12 12 39.383 386

Cre06.g278161.t1.1 (1 of 37) 3.4.24.38 - Gametolysin / LysinCre06.g278161.t1.1 pacid=30779666 transcript=Cre06.g278161.t1.1 locus=Cre06.g278161 ID=Cre06.g278161.t1.1.v5.5 annot-version=v5.5;Cre06.g278152.t1.1 pacid=30779082 transcript=Cre06.g278152.t1.1 locus=Cre06.g278152 ID=Cre06.g278152.t1.1.v5.5 annot-version=v1 1 1 79.223 759

Cre06.g278154.t1.1 (1 of 1) PTHR31560:SF0 - UPF0652 PROTEINCre06.g278154.t1.1 pacid=30778506 transcript=Cre06.g278154.t1.1 locus=Cre06.g278154 ID=Cre06.g278154.t1.1.v5.5 annot-version=v5.52 2 2 74.631 658

Cre06.g278162.t1.1 Cell wall protein pherophorin-C3Cre06.g278162.t1.1 pacid=30778514 transcript=Cre06.g278162.t1.1 locus=Cre06.g278162 ID=Cre06.g278162.t1.1.v5.5 annot-version=v5.52 2 2 47.117 443

Cre06.g278163.t1.1 Acetylornithine aminotransferaseCre06.g278163.t1.1 pacid=30779286 transcript=Cre06.g278163.t1.1 locus=Cre06.g278163 ID=Cre06.g278163.t1.1.v5.5 annot-version=v5.56 6 6 49.017 460

Cre06.g278165.t1.1 (1 of 37) 3.4.24.38 - Gametolysin / LysinCre06.g278165.t1.1 pacid=30779261 transcript=Cre06.g278165.t1.1 locus=Cre06.g278165 ID=Cre06.g278165.t1.1.v5.5 annot-version=v5.53 3 3 79.149 735

Cre06.g278168.t1.1 (1 of 3) PTHR30535 - VITAMIN B12-BINDING PROTEINCre06.g278168.t1.1 pacid=30778714 transcript=Cre06.g278168.t1.1 locus=Cre06.g278168 ID=Cre06.g278168.t1.1.v5.5 annot-version=v5.52 2 2 34.228 324

Cre06.g278169.t1.1 NA Cre06.g278169.t1.1 pacid=30779466 transcript=Cre06.g278169.t1.1 locus=Cre06.g278169 ID=Cre06.g278169.t1.1.v5.5 annot-version=v5.51 1 1 52.683 505

Cre06.g278170.t1.1 Fasciclin-like proteinCre06.g278170.t1.1 pacid=30779061 transcript=Cre06.g278170.t1.1 locus=Cre06.g278170 ID=Cre06.g278170.t1.1.v5.5 annot-version=v5.510 10 10 133.22 1299

Cre06.g278183.t1.1 (1 of 1) PTHR23054:SF14 - PROTEIN Y45F10A.7, ISOFORM ACre06.g278183.t1.1 pacid=30779754 transcript=Cre06.g278183.t1.1 locus=Cre06.g278183 ID=Cre06.g278183.t1.1.v5.5 annot-version=v5.51 1 1 60.201 571

Cre06.g278185.t1.1 UDP-glucose dehydrogenaseCre06.g278185.t1.1 pacid=30779965 transcript=Cre06.g278185.t1.1 locus=Cre06.g278185 ID=Cre06.g278185.t1.1.v5.5 annot-version=v5.518 18 9 52.724 478

Cre06.g278188.t1.1 NADH:ubiquinone oxidoreductase 10 kDa subunitCre06.g278188.t1.1 pacid=30779958 transcript=Cre06.g278188.t1.1 locus=Cre06.g278188 ID=Cre06.g278188.t1.1.v5.5 annot-version=v5.51 1 1 10.276 86

Cre06.g278195.t1.1 NA Cre06.g278195.t1.1 pacid=30780093 transcript=Cre06.g278195.t1.1 locus=Cre06.g278195 ID=Cre06.g278195.t1.1.v5.5 annot-version=v5.52 2 2 14.081 130

Cre06.g278203.t1.1 (1 of 1) PTHR21551 - TOPOISOMERASE II-ASSOCIATED PROTEIN PAT1Cre06.g278203.t1.1 pacid=30779214 transcript=Cre06.g278203.t1.1 locus=Cre06.g278203 ID=Cre06.g278203.t1.1.v5.5 annot-version=v5.51 1 1 118.5 1173

Cre06.g278210.t1.1 PhosphoglucomutaseCre06.g278210.t1.1 pacid=30779668 transcript=Cre06.g278210.t1.1 locus=Cre06.g278210 ID=Cre06.g278210.t1.1.v5.5 annot-version=v5.533 33 33 64.56 600

Cre06.g278211.t1.1 NA Cre06.g278211.t1.1 pacid=30778955 transcript=Cre06.g278211.t1.1 locus=Cre06.g278211 ID=Cre06.g278211.t1.1.v5.5 annot-version=v5.53 3 3 22.224 202

Cre06.g278213.t1.1 Light-harvesting protein of photosystem ICre06.g278213.t1.1 pacid=30779171 transcript=Cre06.g278213.t1.1 locus=Cre06.g278213 ID=Cre06.g278213.t1.1.v5.5 annot-version=v5.513 13 13 27.781 257

Cre06.g278215.t1.1 (1 of 1) 3.1.2.4 - 3-hydroxyisobutyryl-CoA hydrolaseCre06.g278215.t1.1 pacid=30779489 transcript=Cre06.g278215.t1.1 locus=Cre06.g278215 ID=Cre06.g278215.t1.1.v5.5 annot-version=v5.51 1 1 43.31 421

Cre06.g278221.t1.1 Trehalose-6-phosphate synthase/phosphataseCre06.g278221.t1.1 pacid=30779643 transcript=Cre06.g278221.t1.1 locus=Cre06.g278221 ID=Cre06.g278221.t1.1.v5.5 annot-version=v5.54 4 4 99.613 912

Cre06.g278222.t1.1 Receptor of activated protein kinase CCre06.g278222.t1.1 pacid=30778664 transcript=Cre06.g278222.t1.1 locus=Cre06.g278222 ID=Cre06.g278222.t1.1.v5.5 annot-version=v5.525 25 25 35.144 318

Cre06.g278225.t1.1 (1 of 1) PTHR22767:SF2 - NAT1Cre06.g278225.t1.1 pacid=30778700 transcript=Cre06.g278225.t1.1 locus=Cre06.g278225 ID=Cre06.g278225.t1.1.v5.5 annot-version=v5.51 1 1 99.876 918

Cre06.g278236.t1.1 Ubiquinone/menaquinone biosynthesis methyltransferaseCre06.g278236.t1.1 pacid=30778952 transcript=Cre06.g278236.t1.1 locus=Cre06.g278236 ID=Cre06.g278236.t1.1.v5.5 annot-version=v5.52 2 2 29.462 266

Cre06.g278239.t2.1 Serine/arginine-rich pre-mRNA splicing factorCre06.g278239.t2.1 pacid=30779802 transcript=Cre06.g278239.t2.1 locus=Cre06.g278239 ID=Cre06.g278239.t2.1.v5.5 annot-version=v5.5;Cre06.g278239.t1.1 pacid=30779801 transcript=Cre06.g278239.t1.1 locus=Cre06.g278239 ID=Cre06.g278239.t1.1.v5.5 annot-version=v6 6 6 32.705 294

Cre06.g278255.t1.1 NA Cre06.g278255.t1.1 pacid=30778742 transcript=Cre06.g278255.t1.1 locus=Cre06.g278255 ID=Cre06.g278255.t1.1.v5.5 annot-version=v5.521 21 21 106.99 1033

Cre06.g278256.t1.1 26S proteasome regulatory subunitCre06.g278256.t1.1 pacid=30779235 transcript=Cre06.g278256.t1.1 locus=Cre06.g278256 ID=Cre06.g278256.t1.1.v5.5 annot-version=v5.55 5 5 36.998 330

Cre06.g278750.t1.2 Uncoupling proteinCre06.g278750.t1.2 pacid=30779331 transcript=Cre06.g278750.t1.2 locus=Cre06.g278750 ID=Cre06.g278750.t1.2.v5.5 annot-version=v5.56 6 6 31.386 298

Cre06.g279150.t1.2 (1 of 2) 6.1.1.12 - Aspartate--tRNA ligase / Aspartyl-tRNA synthetaseCre06.g279150.t1.2 pacid=30780105 transcript=Cre06.g279150.t1.2 locus=Cre06.g279150 ID=Cre06.g279150.t1.2.v5.5 annot-version=v5.516 16 16 60.267 545



Cre06.g279250.t1.2 Exon junction complex protein, PYM homologCre06.g279250.t1.2 pacid=30779681 transcript=Cre06.g279250.t1.2 locus=Cre06.g279250 ID=Cre06.g279250.t1.2.v5.5 annot-version=v5.52 2 2 19.734 190

Cre06.g279400.t1.2 (1 of 3) K09645 - vitellogenic carboxypeptidase-like protein [EC:3.4.16.-] (CPVL)Cre06.g279400.t1.2 pacid=30778437 transcript=Cre06.g279400.t1.2 locus=Cre06.g279400 ID=Cre06.g279400.t1.2.v5.5 annot-version=v5.55 5 5 64.207 571

Cre06.g279750.t1.2 Methionine aminopeptidaseCre06.g279750.t1.2 pacid=30778963 transcript=Cre06.g279750.t1.2 locus=Cre06.g279750 ID=Cre06.g279750.t1.2.v5.5 annot-version=v5.58 8 8 42.576 383

Cre06.g279850.t1.2 (1 of 1) PTHR14194//PTHR14194:SF78 - NITROGEN METABOLIC REGULATION PROTEIN NMR-RELATED // SUBFAMILY NOT NAMEDCre06.g279850.t1.2 pacid=30779699 transcript=Cre06.g279850.t1.2 locus=Cre06.g279850 ID=Cre06.g279850.t1.2.v5.5 annot-version=v5.53 3 3 28.967 271

Cre06.g280650.t1.2 Predicted proteinCre06.g280650.t1.2 pacid=30780166 transcript=Cre06.g280650.t1.2 locus=Cre06.g280650 ID=Cre06.g280650.t1.2.v5.5 annot-version=v5.52 2 2 29.367 268

Cre06.g280900.t3.1 Intra-Golgi Qb-SNARE, Gos1/Gos28-family (Qb.II)Cre06.g280900.t3.1 pacid=30779458 transcript=Cre06.g280900.t3.1 locus=Cre06.g280900 ID=Cre06.g280900.t3.1.v5.5 annot-version=v5.5;Cre06.g280900.t2.1 pacid=30779457 transcript=Cre06.g280900.t2.1 locus=Cre06.g280900 ID=Cre06.g280900.t2.1.v5.5 annot-version=v1 1 1 27.928 257

Cre06.g280950.t1.2 Pyruvate kinaseCre06.g280950.t1.2 pacid=30778515 transcript=Cre06.g280950.t1.2 locus=Cre06.g280950 ID=Cre06.g280950.t1.2.v5.5 annot-version=v5.57 7 7 78.235 732

Cre06.g281350.t1.2 Mitochondrial LON proteaseCre06.g281350.t1.2 pacid=30778487 transcript=Cre06.g281350.t1.2 locus=Cre06.g281350 ID=Cre06.g281350.t1.2.v5.5 annot-version=v5.57 7 7 112.28 1051

Cre06.g281800.t1.2 (1 of 6) PF09353 - Domain of unknown function (DUF1995) (DUF1995)Cre06.g281800.t1.2 pacid=30779555 transcript=Cre06.g281800.t1.2 locus=Cre06.g281800 ID=Cre06.g281800.t1.2.v5.5 annot-version=v5.52 2 2 32.291 290

Cre06.g282000.t2.1 Soluble starch synthase IIICre06.g282000.t2.1 pacid=30779863 transcript=Cre06.g282000.t2.1 locus=Cre06.g282000 ID=Cre06.g282000.t2.1.v5.5 annot-version=v5.5;Cre06.g282000.t1.1 pacid=30779862 transcript=Cre06.g282000.t1.1 locus=Cre06.g282000 ID=Cre06.g282000.t1.1.v5.5 annot-version=v4 4 4 133.97 1219

Cre06.g282200.t1.2 Subunit of the ESCRT-III complex, SNF homologCre06.g282200.t1.2 pacid=30780163 transcript=Cre06.g282200.t1.2 locus=Cre06.g282200 ID=Cre06.g282200.t1.2.v5.5 annot-version=v5.51 1 1 26.044 233

Cre06.g282500.t1.2 Ribosomal protein L23a, component of cytosolic 80S ribosome and 60S large subunitCre06.g282500.t1.2 pacid=30779252 transcript=Cre06.g282500.t1.2 locus=Cre06.g282500 ID=Cre06.g282500.t1.2.v5.5 annot-version=v5.517 17 17 16.399 147

Cre06.g282800.t1.2 Isocitrate lyaseCre06.g282800.t1.2 pacid=30779483 transcript=Cre06.g282800.t1.2 locus=Cre06.g282800 ID=Cre06.g282800.t1.2.v5.5 annot-version=v5.57 7 7 45.748 417

Cre06.g282900.t1.2 (1 of 1) K09288 - coiled-coil domain-containing protein 6 (CCDC6, PTC)Cre06.g282900.t1.2 pacid=30778389 transcript=Cre06.g282900.t1.2 locus=Cre06.g282900 ID=Cre06.g282900.t1.2.v5.5 annot-version=v5.51 1 1 37.718 335

Cre06.g283050.t1.2 Light-harvesting protein of photosystem ICre06.g283050.t1.2 pacid=30779127 transcript=Cre06.g283050.t1.2 locus=Cre06.g283050 ID=Cre06.g283050.t1.2.v5.5 annot-version=v5.57 7 7 23.9 228

Cre06.g283100.t1.2 Flagellar Associated ProteinCre06.g283100.t1.2 pacid=30779738 transcript=Cre06.g283100.t1.2 locus=Cre06.g283100 ID=Cre06.g283100.t1.2.v5.5 annot-version=v5.51 1 1 22.197 197

Cre06.g283200.t1.2 (1 of 1) PTHR13271//PTHR13271:SF14 - UNCHARACTERIZED PUTATIVE METHYLTRANSFERASE // SUBFAMILY NOT NAMEDCre06.g283200.t1.2 pacid=30779946 transcript=Cre06.g283200.t1.2 locus=Cre06.g283200 ID=Cre06.g283200.t1.2.v5.5 annot-version=v5.52 2 2 37.233 335

Cre06.g283300.t1.2 (1 of 34) PTHR24198 - ANKYRIN REPEAT AND PROTEIN KINASE DOMAIN-CONTAINING PROTEINCre06.g283300.t1.2 pacid=30779621 transcript=Cre06.g283300.t1.2 locus=Cre06.g283300 ID=Cre06.g283300.t1.2.v5.5 annot-version=v5.54 4 4 20.654 195

Cre06.g283500.t1.1 (1 of 36) PTHR18937 - STRUCTURAL MAINTENANCE OF CHROMOSOMES SMC FAMILY MEMBERCre06.g283500.t1.1 pacid=30779347 transcript=Cre06.g283500.t1.1 locus=Cre06.g283500 ID=Cre06.g283500.t1.1.v5.5 annot-version=v5.51 1 1 308.43 3068

Cre06.g283800.t1.2 NA Cre06.g283800.t1.2 pacid=30778900 transcript=Cre06.g283800.t1.2 locus=Cre06.g283800 ID=Cre06.g283800.t1.2.v5.5 annot-version=v5.56 6 6 101.1 971

Cre06.g283950.t1.2 Chlorophyll a/b binding protein of LHCIICre06.g283950.t1.2 pacid=30779716 transcript=Cre06.g283950.t1.2 locus=Cre06.g283950 ID=Cre06.g283950.t1.2.v5.5 annot-version=v5.5;Cre06.g284250.t1.2 pacid=30779962 transcript=Cre06.g284250.t1.2 locus=Cre06.g284250 ID=Cre06.g284250.t1.2.v5.5 annot-version=v15 3 0 27.105 254

Cre06.g284200.t1.2 Chlorophyll a/b binding protein of LHCIICre06.g284200.t1.2 pacid=30778931 transcript=Cre06.g284200.t1.2 locus=Cre06.g284200 ID=Cre06.g284200.t1.2.v5.5 annot-version=v5.510 3 3 27.075 254

Cre06.g284550.t1.2 NA Cre06.g284550.t1.2 pacid=30779278 transcript=Cre06.g284550.t1.2 locus=Cre06.g284550 ID=Cre06.g284550.t1.2.v5.5 annot-version=v5.56 6 6 112.02 1093

Cre06.g284600.t1.2 RubredoxinCre06.g284600.t1.2 pacid=30779991 transcript=Cre06.g284600.t1.2 locus=Cre06.g284600 ID=Cre06.g284600.t1.2.v5.5 annot-version=v5.54 4 4 12.421 117

Cre06.g284700.t1.2 Alanine aminotransferaseCre06.g284700.t1.2 pacid=30779775 transcript=Cre06.g284700.t1.2 locus=Cre06.g284700 ID=Cre06.g284700.t1.2.v5.5 annot-version=v5.54 4 4 57.036 527

Cre06.g284750.t1.2 Elongation factor-like proteinCre06.g284750.t1.2 pacid=30779093 transcript=Cre06.g284750.t1.2 locus=Cre06.g284750 ID=Cre06.g284750.t1.2.v5.5 annot-version=v5.512 12 12 62.784 574

Cre06.g284900.t2.1 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre06.g284900.t2.1 pacid=30778770 transcript=Cre06.g284900.t2.1 locus=Cre06.g284900 ID=Cre06.g284900.t2.1.v5.5 annot-version=v5.5;Cre06.g284900.t1.2 pacid=30778769 transcript=Cre06.g284900.t1.2 locus=Cre06.g284900 ID=Cre06.g284900.t1.2.v5.5 annot-version=v6 6 6 22.678 214

Cre06.g285250.t1.2 Chloropyll a/b binding protein of LHCII type I, chloroplast precursorCre06.g285250.t1.2 pacid=30779463 transcript=Cre06.g285250.t1.2 locus=Cre06.g285250 ID=Cre06.g285250.t1.2.v5.5 annot-version=v5.516 16 0 26.96 253

Cre06.g285401.t1.1 (1 of 1) PF00216 - Bacterial DNA-binding protein (Bac_DNA_binding)Cre06.g285401.t1.1 pacid=30779990 transcript=Cre06.g285401.t1.1 locus=Cre06.g285401 ID=Cre06.g285401.t1.1.v5.5 annot-version=v5.59 9 9 17.857 178

Cre06.g286600.t1.1 (1 of 1) PF13898 - Domain of unknown function (DUF4205) (DUF4205)Cre06.g286600.t1.1 pacid=30779225 transcript=Cre06.g286600.t1.1 locus=Cre06.g286600 ID=Cre06.g286600.t1.1.v5.5 annot-version=v5.52 2 2 69.387 667

Cre06.g287250.t1.2 Component of oligomeric golgi complexCre06.g287250.t1.2 pacid=30779128 transcript=Cre06.g287250.t1.2 locus=Cre06.g287250 ID=Cre06.g287250.t1.2.v5.5 annot-version=v5.51 1 1 88.085 840

Cre06.g288700.t1.2 Glycolate dehydrogenaseCre06.g288700.t1.2 pacid=30778461 transcript=Cre06.g288700.t1.2 locus=Cre06.g288700 ID=Cre06.g288700.t1.2.v5.5 annot-version=v5.512 12 12 118.87 1095

Cre06.g288750.t1.2 Nuclear RNA cap-binding proteinCre06.g288750.t1.2 pacid=30780037 transcript=Cre06.g288750.t1.2 locus=Cre06.g288750 ID=Cre06.g288750.t1.2.v5.5 annot-version=v5.51 1 1 17.372 163

Cre06.g288800.t1.2 (1 of 1) PTHR18901//PTHR18901:SF28 - 2-DEOXYGLUCOSE-6-PHOSPHATE PHOSPHATASE 2 // SUBFAMILY NOT NAMEDCre06.g288800.t1.2 pacid=30779416 transcript=Cre06.g288800.t1.2 locus=Cre06.g288800 ID=Cre06.g288800.t1.2.v5.5 annot-version=v5.51 1 1 32.932 324

Cre06.g289550.t1.2 Ribosomal protein L32, component of cytosolic 80S ribosome and 60S large subunitCre06.g289550.t1.2 pacid=30780114 transcript=Cre06.g289550.t1.2 locus=Cre06.g289550 ID=Cre06.g289550.t1.2.v5.5 annot-version=v5.512 12 12 15.48 133

Cre06.g290100.t1.2 Early endosomal Qc-SNARE protein, Syx6/Tlg1/Syntaxin 6-family (Qc.III.b)Cre06.g290100.t1.2 pacid=30779799 transcript=Cre06.g290100.t1.2 locus=Cre06.g290100 ID=Cre06.g290100.t1.2.v5.5 annot-version=v5.51 1 1 25.626 225

Cre06.g290150.t1.1 Predicted proteinCre06.g290150.t1.1 pacid=30778500 transcript=Cre06.g290150.t1.1 locus=Cre06.g290150 ID=Cre06.g290150.t1.1.v5.5 annot-version=v5.53 3 3 36.811 343

Cre06.g290350.t1.2 NA Cre06.g290350.t1.2 pacid=30778954 transcript=Cre06.g290350.t1.2 locus=Cre06.g290350 ID=Cre06.g290350.t1.2.v5.5 annot-version=v5.52 2 2 19.432 184

Cre06.g290950.t1.2 Ribosomal protein S5, component of cytosolic 80S ribosome and 40S small subunitCre06.g290950.t1.2 pacid=30779633 transcript=Cre06.g290950.t1.2 locus=Cre06.g290950 ID=Cre06.g290950.t1.2.v5.5 annot-version=v5.516 16 16 21.638 193

Cre06.g291700.t1.2 Radial spoke protein 3Cre06.g291700.t1.2 pacid=30780122 transcript=Cre06.g291700.t1.2 locus=Cre06.g291700 ID=Cre06.g291700.t1.2.v5.5 annot-version=v5.54 4 4 56.784 516

Cre06.g291850.t3.1 (1 of 2) PF13516 - Leucine Rich repeat (LRR_6)Cre06.g291850.t3.1 pacid=30779808 transcript=Cre06.g291850.t3.1 locus=Cre06.g291850 ID=Cre06.g291850.t3.1.v5.5 annot-version=v5.5;Cre06.g291850.t2.1 pacid=30779807 transcript=Cre06.g291850.t2.1 locus=Cre06.g291850 ID=Cre06.g291850.t2.1.v5.5 annot-version=v1 1 1 90.044 847

Cre06.g292000.t1.1 (1 of 1) PTHR13856 - VHS DOMAIN CONTAINING PROTEIN FAMILYCre06.g292000.t1.1 pacid=30779018 transcript=Cre06.g292000.t1.1 locus=Cre06.g292000 ID=Cre06.g292000.t1.1.v5.5 annot-version=v5.52 2 2 75.839 770

Cre06.g292500.t3.1 Cyclophilin-like protein; cyclophilin-like proteinCre06.g292500.t3.1 pacid=30780148 transcript=Cre06.g292500.t3.1 locus=Cre06.g292500 ID=Cre06.g292500.t3.1.v5.5 annot-version=v5.5;Cre06.g292500.t2.1 pacid=30780147 transcript=Cre06.g292500.t2.1 locus=Cre06.g292500 ID=Cre06.g292500.t2.1.v5.5 annot-version=v1 1 1 26.251 235

Cre06.g292550.t1.2 Serine/threonine protein phosphatase, metallo-dependent phosphataseCre06.g292550.t1.2 pacid=30779106 transcript=Cre06.g292550.t1.2 locus=Cre06.g292550 ID=Cre06.g292550.t1.2.v5.5 annot-version=v5.59 9 9 34.848 304

Cre06.g293150.t1.2 (1 of 2) PTHR23029:SF12 - PHOSPHOMUTASE PMU1-RELATEDCre06.g293150.t1.2 pacid=30780176 transcript=Cre06.g293150.t1.2 locus=Cre06.g293150 ID=Cre06.g293150.t1.2.v5.5 annot-version=v5.57 7 7 38.903 350

Cre06.g293582.t1.1 (1 of 2) 6.1.1.4 - Leucine--tRNA ligase / Leucyl-tRNA synthetaseCre06.g293582.t1.1 pacid=30779793 transcript=Cre06.g293582.t1.1 locus=Cre06.g293582 ID=Cre06.g293582.t1.1.v5.5 annot-version=v5.59 9 9 52.454 482

Cre06.g293850.t1.2 Gamma carbonic anhydraseCre06.g293850.t1.2 pacid=30779062 transcript=Cre06.g293850.t1.2 locus=Cre06.g293850 ID=Cre06.g293850.t1.2.v5.5 annot-version=v5.57 7 7 31.168 279

Cre06.g293950.t1.2 Serine hydroxymethyltransferase 2Cre06.g293950.t1.2 pacid=30778403 transcript=Cre06.g293950.t1.2 locus=Cre06.g293950 ID=Cre06.g293950.t1.2.v5.5 annot-version=v5.524 24 24 53.445 488

Cre06.g294000.t1.1 (1 of 2) K01061 - carboxymethylenebutenolidase (E3.1.1.45)Cre06.g294000.t1.1 pacid=30778393 transcript=Cre06.g294000.t1.1 locus=Cre06.g294000 ID=Cre06.g294000.t1.1.v5.5 annot-version=v5.51 1 1 24.714 232

Cre06.g294450.t1.1 (1 of 1) PTHR11732//PTHR11732:SF150 - ALDO/KETO REDUCTASE // SUBFAMILY NOT NAMEDCre06.g294450.t1.1 pacid=30778978 transcript=Cre06.g294450.t1.1 locus=Cre06.g294450 ID=Cre06.g294450.t1.1.v5.5 annot-version=v5.53 3 3 40.202 373



Cre06.g294650.t1.2 Alanine-glyoxylate transaminaseCre06.g294650.t1.2 pacid=30778561 transcript=Cre06.g294650.t1.2 locus=Cre06.g294650 ID=Cre06.g294650.t1.2.v5.5 annot-version=v5.515 15 15 46.06 422

Cre06.g294950.t1.1 (1 of 1) 1.3.1.9 - Enoyl-[acyl-carrier-protein] reductase (NADH) / NADH-specific enoyl-ACP reductaseCre06.g294950.t1.1 pacid=30779315 transcript=Cre06.g294950.t1.1 locus=Cre06.g294950 ID=Cre06.g294950.t1.1.v5.5 annot-version=v5.517 17 17 39.247 374

Cre06.g295400.t1.2 Mitochondrial substrate carrier proteinCre06.g295400.t1.2 pacid=30780085 transcript=Cre06.g295400.t1.2 locus=Cre06.g295400 ID=Cre06.g295400.t1.2.v5.5 annot-version=v5.51 1 1 34.368 318

Cre06.g295450.t1.2 Hydroxypyruvate reductaseCre06.g295450.t1.2 pacid=30778844 transcript=Cre06.g295450.t1.2 locus=Cre06.g295450 ID=Cre06.g295450.t1.2.v5.5 annot-version=v5.520 20 20 44.744 418

Cre06.g296250.t1.1 Lysyl-tRNA synthetaseCre06.g296250.t1.1 pacid=30779355 transcript=Cre06.g296250.t1.1 locus=Cre06.g296250 ID=Cre06.g296250.t1.1.v5.5 annot-version=v5.52 2 2 67.762 614

Cre06.g296400.t1.2 (1 of 1) 1.3.8.4 - Isovaleryl-CoA dehydrogenaseCre06.g296400.t1.2 pacid=30778744 transcript=Cre06.g296400.t1.2 locus=Cre06.g296400 ID=Cre06.g296400.t1.2.v5.5 annot-version=v5.53 3 3 45.379 429

Cre06.g296600.t1.2 Riboflavin synthaseCre06.g296600.t1.2 pacid=30779263 transcript=Cre06.g296600.t1.2 locus=Cre06.g296600 ID=Cre06.g296600.t1.2.v5.5 annot-version=v5.51 1 1 22.924 215

Cre06.g296750.t1.2 Iron hydrogenase assembly protein; Iron hydrogenase assembly proteinCre06.g296750.t1.2 pacid=30778936 transcript=Cre06.g296750.t1.2 locus=Cre06.g296750 ID=Cre06.g296750.t1.2.v5.5 annot-version=v5.51 1 1 121.93 1151

Cre06.g296983.t1.1 (1 of 1) K10685 - ubiquitin-like 1-activating enzyme E1 B (UBLE1B, SAE2, UBA2)Cre06.g296983.t1.1 pacid=30779984 transcript=Cre06.g296983.t1.1 locus=Cre06.g296983 ID=Cre06.g296983.t1.1.v5.5 annot-version=v5.52 2 2 78.984 750

Cre06.g297600.t1.2 (1 of 4) PF01613 - Flavin reductase like domain (Flavin_Reduct)Cre06.g297600.t1.2 pacid=30778943 transcript=Cre06.g297600.t1.2 locus=Cre06.g297600 ID=Cre06.g297600.t1.2.v5.5 annot-version=v5.51 1 1 18.943 174

Cre06.g297750.t1.2 SF3A3 splicing factor 3a, subunit 3Cre06.g297750.t1.2 pacid=30779151 transcript=Cre06.g297750.t1.2 locus=Cre06.g297750 ID=Cre06.g297750.t1.2.v5.5 annot-version=v5.52 2 2 61.591 543

Cre06.g298100.t1.2 Translation initiation proteinCre06.g298100.t1.2 pacid=30779120 transcript=Cre06.g298100.t1.2 locus=Cre06.g298100 ID=Cre06.g298100.t1.2.v5.5 annot-version=v5.53 3 3 12.999 119

Cre06.g298350.t1.2 Flagellar Associated ProteinCre06.g298350.t1.2 pacid=30778613 transcript=Cre06.g298350.t1.2 locus=Cre06.g298350 ID=Cre06.g298350.t1.2.v5.5 annot-version=v5.59 9 9 47.242 425

Cre06.g298650.t1.2 (1 of 1) PTHR24031//PTHR24031:SF308 - RNA HELICASE // SUBFAMILY NOT NAMEDCre06.g298650.t1.2 pacid=30780155 transcript=Cre06.g298650.t1.2 locus=Cre06.g298650 ID=Cre06.g298650.t1.2.v5.5 annot-version=v5.524 24 23 52.861 464

Cre06.g299000.t1.2 Plastid ribosomal protein L21Cre06.g299000.t1.2 pacid=30778575 transcript=Cre06.g299000.t1.2 locus=Cre06.g299000 ID=Cre06.g299000.t1.2.v5.5 annot-version=v5.51 1 1 19.484 179

Cre06.g299650.t1.2 Inactive subunit of chloroplast ClpP complexCre06.g299650.t1.2 pacid=30779921 transcript=Cre06.g299650.t1.2 locus=Cre06.g299650 ID=Cre06.g299650.t1.2.v5.5 annot-version=v5.55 5 5 31.179 283

Cre06.g299700.t1.2 SOUL heme-binding proteinCre06.g299700.t1.2 pacid=30778840 transcript=Cre06.g299700.t1.2 locus=Cre06.g299700 ID=Cre06.g299700.t1.2.v5.5 annot-version=v5.52 2 2 23.822 217

Cre06.g300139.t3.1 NA Cre06.g300139.t3.1 pacid=30778647 transcript=Cre06.g300139.t3.1 locus=Cre06.g300139 ID=Cre06.g300139.t3.1.v5.5 annot-version=v5.5;Cre06.g300139.t2.1 pacid=30778646 transcript=Cre06.g300139.t2.1 locus=Cre06.g300139 ID=Cre06.g300139.t2.1.v5.5 annot-version=v1 1 1 7.2943 69

Cre06.g300550.t1.2 (1 of 14) PF02493 - MORN repeat (MORN)Cre06.g300550.t1.2 pacid=30778929 transcript=Cre06.g300550.t1.2 locus=Cre06.g300550 ID=Cre06.g300550.t1.2.v5.5 annot-version=v5.58 8 8 105.68 955

Cre06.g300700.t1.1 (1 of 1) PTHR15020//PTHR15020:SF25 - FLAVIN REDUCTASE-RELATED // SUBFAMILY NOT NAMEDCre06.g300700.t1.1 pacid=30779548 transcript=Cre06.g300700.t1.1 locus=Cre06.g300700 ID=Cre06.g300700.t1.1.v5.5 annot-version=v5.512 12 12 28.868 271

Cre06.g300800.t1.2 Plastid ribosomal protein L27Cre06.g300800.t1.2 pacid=30778964 transcript=Cre06.g300800.t1.2 locus=Cre06.g300800 ID=Cre06.g300800.t1.2.v5.5 annot-version=v5.53 3 3 17.176 161

Cre06.g302700.t1.1 (1 of 1) PF00560//PF13516 - Leucine Rich Repeat (LRR_1) // Leucine Rich repeat (LRR_6)Cre06.g302700.t1.1 pacid=30779879 transcript=Cre06.g302700.t1.1 locus=Cre06.g302700 ID=Cre06.g302700.t1.1.v5.5 annot-version=v5.52 2 2 57.373 557

Cre06.g302850.t1.2 NA Cre06.g302850.t1.2 pacid=30779429 transcript=Cre06.g302850.t1.2 locus=Cre06.g302850 ID=Cre06.g302850.t1.2.v5.5 annot-version=v5.51 1 1 97.105 947

Cre06.g303300.t1.2 Putative peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre06.g303300.t1.2 pacid=30778778 transcript=Cre06.g303300.t1.2 locus=Cre06.g303300 ID=Cre06.g303300.t1.2.v5.5 annot-version=v5.56 6 6 42.282 398

Cre06.g304100.t1.2 (1 of 1) K17261 - adenylyl cyclase-associated protein (CAP1_2, SRV2)Cre06.g304100.t1.2 pacid=30779167 transcript=Cre06.g304100.t1.2 locus=Cre06.g304100 ID=Cre06.g304100.t1.2.v5.5 annot-version=v5.51 1 1 54.254 529

Cre06.g304300.t1.2 20S proteasome alpha subunit FCre06.g304300.t1.2 pacid=30779553 transcript=Cre06.g304300.t1.2 locus=Cre06.g304300 ID=Cre06.g304300.t1.2.v5.5 annot-version=v5.53 3 3 27.004 255

Cre06.g304350.t1.2 Mitochondrial cytochrome c oxidase subunitCre06.g304350.t1.2 pacid=30778764 transcript=Cre06.g304350.t1.2 locus=Cre06.g304350 ID=Cre06.g304350.t1.2.v5.5 annot-version=v5.510 10 10 17.255 148

Cre06.g304500.t1.2 Zygote-specific proteinCre06.g304500.t1.2 pacid=30779013 transcript=Cre06.g304500.t1.2 locus=Cre06.g304500 ID=Cre06.g304500.t1.2.v5.5 annot-version=v5.514 14 14 40.406 355

Cre06.g304800.t1.2 (1 of 1) PTHR11216:SF61 - GH06923PCre06.g304800.t1.2 pacid=30779058 transcript=Cre06.g304800.t1.2 locus=Cre06.g304800 ID=Cre06.g304800.t1.2.v5.5 annot-version=v5.51 1 1 97.567 1007

Cre06.g306300.t1.2 Magnesium chelatase subunit ICre06.g306300.t1.2 pacid=30778583 transcript=Cre06.g306300.t1.2 locus=Cre06.g306300 ID=Cre06.g306300.t1.2.v5.5 annot-version=v5.526 26 26 45.465 417

Cre06.g306550.t1.1 (1 of 1) K01166 - ribonuclease T2 [EC:3.1.27.1] (E3.1.27.1)Cre06.g306550.t1.1 pacid=30779423 transcript=Cre06.g306550.t1.1 locus=Cre06.g306550 ID=Cre06.g306550.t1.1.v5.5 annot-version=v5.51 1 1 92.3 897

Cre06.g306601.t1.1 (1 of 1) 2.1.1.148 - Thymidylate synthase (FAD) / Flavin dependent thymidylate synthaseCre06.g306601.t1.1 pacid=30780025 transcript=Cre06.g306601.t1.1 locus=Cre06.g306601 ID=Cre06.g306601.t1.1.v5.5 annot-version=v5.511 11 11 66.568 626

Cre06.g306800.t1.2 (1 of 1) K08851 - TP53 regulating kinase and related kinases [EC:2.7.11.1] (TP53RK, PRPK, BUD32)Cre06.g306800.t1.2 pacid=30778383 transcript=Cre06.g306800.t1.2 locus=Cre06.g306800 ID=Cre06.g306800.t1.2.v5.5 annot-version=v5.53 3 3 23.611 240

Cre06.g307200.t1.2 (1 of 1) PTHR10358 - ENDOSULFINECre06.g307200.t1.2 pacid=30778477 transcript=Cre06.g307200.t1.2 locus=Cre06.g307200 ID=Cre06.g307200.t1.2.v5.5 annot-version=v5.53 3 3 10.677 94

Cre06.g307250.t1.2 (1 of 1) PTHR18937//PTHR18937:SF240 - STRUCTURAL MAINTENANCE OF CHROMOSOMES SMC FAMILY MEMBER // SUBFAMILY NOT NAMEDCre06.g307250.t1.2 pacid=30779222 transcript=Cre06.g307250.t1.2 locus=Cre06.g307250 ID=Cre06.g307250.t1.2.v5.5 annot-version=v5.51 1 1 134.07 1285

Cre06.g307450.t1.2 SF3A1 splicing factor 3a, subunit 1Cre06.g307450.t1.2 pacid=30779768 transcript=Cre06.g307450.t1.2 locus=Cre06.g307450 ID=Cre06.g307450.t1.2.v5.5 annot-version=v5.55 5 5 90.213 858

Cre06.g307500.t1.1 Low-CO2 inducible proteinCre06.g307500.t1.1 pacid=30779446 transcript=Cre06.g307500.t1.1 locus=Cre06.g307500 ID=Cre06.g307500.t1.1.v5.5 annot-version=v5.527 27 27 47.652 443

Cre06.g307600.t1.2 (1 of 1) K11290 - template-activating factor I (SET, TAF1, I2PP2A)Cre06.g307600.t1.2 pacid=30779514 transcript=Cre06.g307600.t1.2 locus=Cre06.g307600 ID=Cre06.g307600.t1.2.v5.5 annot-version=v5.52 2 2 33.402 307

Cre06.g307750.t1.2 NA Cre06.g307750.t1.2 pacid=30778753 transcript=Cre06.g307750.t1.2 locus=Cre06.g307750 ID=Cre06.g307750.t1.2.v5.5 annot-version=v5.51 1 1 36.007 323

Cre06.g307850.t1.2 NA Cre06.g307850.t1.2 pacid=30778972 transcript=Cre06.g307850.t1.2 locus=Cre06.g307850 ID=Cre06.g307850.t1.2.v5.5 annot-version=v5.5;Cre10.g461000.t1.2 pacid=30790498 transcript=Cre10.g461000.t1.2 locus=Cre10.g461000 ID=Cre10.g461000.t1.2.v5.5 annot-version=v2 2 2 109.53 1134

Cre06.g308000.t1.2 (1 of 1) KOG3634 - TroponinCre06.g308000.t1.2 pacid=30779688 transcript=Cre06.g308000.t1.2 locus=Cre06.g308000 ID=Cre06.g308000.t1.2.v5.5 annot-version=v5.51 1 1 205.24 1989

Cre06.g308250.t1.2 Ribosomal protein S4, component of cytosolic 80S ribosome and 40S small subunitCre06.g308250.t1.2 pacid=30778562 transcript=Cre06.g308250.t1.2 locus=Cre06.g308250 ID=Cre06.g308250.t1.2.v5.5 annot-version=v5.519 19 19 29.483 261

Cre06.g308350.t1.2 Serine/threonine protein phosphatase 6 homolog, metallophosphoesteraseCre06.g308350.t1.2 pacid=30778715 transcript=Cre06.g308350.t1.2 locus=Cre06.g308350 ID=Cre06.g308350.t1.2.v5.5 annot-version=v5.51 1 1 35.338 307

Cre06.g308450.t1.2 (1 of 1) PTHR35299:SF2 - RUBISCO ACCUMULATION FACTOR 1, CHLOROPLASTIC-RELATEDCre06.g308450.t1.2 pacid=30779087 transcript=Cre06.g308450.t1.2 locus=Cre06.g308450 ID=Cre06.g308450.t1.2.v5.5 annot-version=v5.53 3 3 51.493 480

Cre06.g308500.t1.2 Carbamoyl phosphate synthase, small subunitCre06.g308500.t1.2 pacid=30779111 transcript=Cre06.g308500.t1.2 locus=Cre06.g308500 ID=Cre06.g308500.t1.2.v5.5 annot-version=v5.511 11 11 49.527 461

Cre06.g308850.t1.2 (1 of 1) K03245 - translation initiation factor 3 subunit J (EIF3J)Cre06.g308850.t1.2 pacid=30778950 transcript=Cre06.g308850.t1.2 locus=Cre06.g308850 ID=Cre06.g308850.t1.2.v5.5 annot-version=v5.510 10 10 26.465 236

Cre06.g309050.t1.2 Negative regulator of transcriptionCre06.g309050.t1.2 pacid=30778680 transcript=Cre06.g309050.t1.2 locus=Cre06.g309050 ID=Cre06.g309050.t1.2.v5.5 annot-version=v5.52 2 2 71.984 721

Cre06.g309100.t1.2 Chaperonin 60CCre06.g309100.t1.2 pacid=30779697 transcript=Cre06.g309100.t1.2 locus=Cre06.g309100 ID=Cre06.g309100.t1.2.v5.5 annot-version=v5.531 30 30 60.466 571

Cre06.g310700.t2.1 Ribosomal protein L36a, component of cytosolic 80S ribosome and 60S large subunitCre06.g310700.t2.1 pacid=30778818 transcript=Cre06.g310700.t2.1 locus=Cre06.g310700 ID=Cre06.g310700.t2.1.v5.5 annot-version=v5.5;Cre06.g310700.t1.2 pacid=30778817 transcript=Cre06.g310700.t1.2 locus=Cre06.g310700 ID=Cre06.g310700.t1.2.v5.5 annot-version=v2 2 2 9.3631 81

Cre06.g310750.t1.2 Gamma subunit of COP-I complexCre06.g310750.t1.2 pacid=30779296 transcript=Cre06.g310750.t1.2 locus=Cre06.g310750 ID=Cre06.g310750.t1.2.v5.5 annot-version=v5.59 9 9 98.528 899



Cre06.g310950.t1.2 (1 of 1) 1.5.8.3 - Sarcosine dehydrogenaseCre06.g310950.t1.2 pacid=30779148 transcript=Cre06.g310950.t1.2 locus=Cre06.g310950 ID=Cre06.g310950.t1.2.v5.5 annot-version=v5.56 6 6 58.426 567

Cre06.g311050.t1.2 (1 of 1) K00167 - 2-oxoisovalerate dehydrogenase E1 component beta subunit (BCKDHB, bkdA2)Cre06.g311050.t1.2 pacid=30778871 transcript=Cre06.g311050.t1.2 locus=Cre06.g311050 ID=Cre06.g311050.t1.2.v5.5 annot-version=v5.52 2 2 39.436 372

Cre07.g312050.t1.1 (1 of 1) 1.5.3.7 - L-pipecolate oxidaseCre07.g312050.t1.1 pacid=30774515 transcript=Cre07.g312050.t1.1 locus=Cre07.g312050 ID=Cre07.g312050.t1.1.v5.5 annot-version=v5.51 1 1 65.721 631

Cre07.g312300.t1.2 (1 of 3) 1.14.99.3 - Heme oxygenase (biliverdin-producing) / Heme oxygenase (decyclizing)Cre07.g312300.t1.2 pacid=30774292 transcript=Cre07.g312300.t1.2 locus=Cre07.g312300 ID=Cre07.g312300.t1.2.v5.5 annot-version=v5.51 1 1 18.276 171

Cre07.g313122.t1.1 (1 of 2) 3.4.19.1 - Acylaminoacyl-peptidase / N-acylpeptide hydrolaseCre07.g313122.t1.1 pacid=30774271 transcript=Cre07.g313122.t1.1 locus=Cre07.g313122 ID=Cre07.g313122.t1.1.v5.5 annot-version=v5.52 2 2 112.88 1057

Cre07.g313185.t1.1 (1 of 1) K03012 - DNA-directed RNA polymerase II subunit RPB4 (RPB4, POLR2D)Cre07.g313185.t1.1 pacid=30774898 transcript=Cre07.g313185.t1.1 locus=Cre07.g313185 ID=Cre07.g313185.t1.1.v5.5 annot-version=v5.51 1 1 15.904 140

Cre07.g313350.t1.2 (1 of 2) 3.5.1.17 - Acyl-lysine deacylase / Epsilon-lysine acylaseCre07.g313350.t1.2 pacid=30775105 transcript=Cre07.g313350.t1.2 locus=Cre07.g313350 ID=Cre07.g313350.t1.2.v5.5 annot-version=v5.51 1 1 92.229 929

Cre07.g313700.t1.1 Glutamyl/glutaminyl-tRNA synthetaseCre07.g313700.t1.1 pacid=30775172 transcript=Cre07.g313700.t1.1 locus=Cre07.g313700 ID=Cre07.g313700.t1.1.v5.5 annot-version=v5.55 5 5 60.638 560

Cre07.g314150.t1.2 Zeta-carotene desaturaseCre07.g314150.t1.2 pacid=30775375 transcript=Cre07.g314150.t1.2 locus=Cre07.g314150 ID=Cre07.g314150.t1.2.v5.5 annot-version=v5.58 8 8 63.411 582

Cre07.g314650.t1.2 Chloroplast RecA recombination proteinCre07.g314650.t1.2 pacid=30774419 transcript=Cre07.g314650.t1.2 locus=Cre07.g314650 ID=Cre07.g314650.t1.2.v5.5 annot-version=v5.51 1 1 45.115 415

Cre07.g314700.t1.2 (1 of 1) PTHR21818 - BC025462 PROTEINCre07.g314700.t1.2 pacid=30774425 transcript=Cre07.g314700.t1.2 locus=Cre07.g314700 ID=Cre07.g314700.t1.2.v5.5 annot-version=v5.51 1 1 170.88 1710

Cre07.g314900.t1.1 (1 of 1) PTHR24031:SF301 - ATP-DEPENDENT RNA HELICASE DDX18Cre07.g314900.t1.1 pacid=30775364 transcript=Cre07.g314900.t1.1 locus=Cre07.g314900 ID=Cre07.g314900.t1.1.v5.5 annot-version=v5.53 3 3 80.39 731

Cre07.g315100.t1.2 (1 of 2) 1.5.4.1 - Pyrimidodiazepine synthaseCre07.g315100.t1.2 pacid=30775039 transcript=Cre07.g315100.t1.2 locus=Cre07.g315100 ID=Cre07.g315100.t1.2.v5.5 annot-version=v5.53 3 3 13.789 132

Cre07.g315150.t1.2 RubredoxinCre07.g315150.t1.2 pacid=30774709 transcript=Cre07.g315150.t1.2 locus=Cre07.g315150 ID=Cre07.g315150.t1.2.v5.5 annot-version=v5.52 2 2 18.17 169

Cre07.g315700.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre07.g315700.t1.2 pacid=30775152 transcript=Cre07.g315700.t1.2 locus=Cre07.g315700 ID=Cre07.g315700.t1.2.v5.5 annot-version=v5.55 5 5 25.48 247

Cre07.g315750.t1.2 (1 of 1) 1.1.1.287 - D-arabinitol dehydrogenase (NADP(+)) / NADP(+)-dependent D-arabinitol dehydrogenaseCre07.g315750.t1.2 pacid=30774603 transcript=Cre07.g315750.t1.2 locus=Cre07.g315750 ID=Cre07.g315750.t1.2.v5.5 annot-version=v5.59 9 9 26.94 267

Cre07.g316000.t1.2 (1 of 1) PTHR12612 - NUCLEAR TRANSPORT FACTOR 2Cre07.g316000.t1.2 pacid=30774823 transcript=Cre07.g316000.t1.2 locus=Cre07.g316000 ID=Cre07.g316000.t1.2.v5.5 annot-version=v5.53 3 3 13.697 123

Cre07.g318450.t1.2 SEC61-beta subunit of ER-transloconCre07.g318450.t1.2 pacid=30774741 transcript=Cre07.g318450.t1.2 locus=Cre07.g318450 ID=Cre07.g318450.t1.2.v5.5 annot-version=v5.51 1 1 9.4587 92

Cre07.g318750.t1.2 (1 of 1) 6.3.3.1 - Phosphoribosylformylglycinamidine cyclo-ligase / Phosphoribosylaminoimidazole synthetaseCre07.g318750.t1.2 pacid=30774955 transcript=Cre07.g318750.t1.2 locus=Cre07.g318750 ID=Cre07.g318750.t1.2.v5.5 annot-version=v5.512 12 12 39.391 373

Cre07.g319100.t1.1 Glutathione S-transferase-related proteinCre07.g319100.t1.1 pacid=30774981 transcript=Cre07.g319100.t1.1 locus=Cre07.g319100 ID=Cre07.g319100.t1.1.v5.5 annot-version=v5.51 1 1 41.191 400

Cre07.g319300.t1.1 Alpha-glucan water dikinaseCre07.g319300.t1.1 pacid=30774224 transcript=Cre07.g319300.t1.1 locus=Cre07.g319300 ID=Cre07.g319300.t1.1.v5.5 annot-version=v5.5;Cre07.g319340.t1.1 pacid=30774574 transcript=Cre07.g319340.t1.1 locus=Cre07.g319340 ID=Cre07.g319340.t1.1.v5.5 annot-version=v6 6 6 165.87 1522

Cre07.g320150.t1.2 DnaJ-like protein, ER-targetedCre07.g320150.t1.2 pacid=30775096 transcript=Cre07.g320150.t1.2 locus=Cre07.g320150 ID=Cre07.g320150.t1.2.v5.5 annot-version=v5.51 1 1 39.312 350

Cre07.g320550.t1.2 (1 of 3) K15397 - 3-ketoacyl-CoA synthase (KCS)Cre07.g320550.t1.2 pacid=30775220 transcript=Cre07.g320550.t1.2 locus=Cre07.g320550 ID=Cre07.g320550.t1.2.v5.5 annot-version=v5.51 1 1 56.343 520

Cre07.g320950.t1.2 (1 of 2) PTHR12321:SF55 - PHD FINGER PROTEIN ALFIN-LIKE 4Cre07.g320950.t1.2 pacid=30774494 transcript=Cre07.g320950.t1.2 locus=Cre07.g320950 ID=Cre07.g320950.t1.2.v5.5 annot-version=v5.52 2 2 26.852 238

Cre07.g321400.t1.1 Flagellar Associated ProteinCre07.g321400.t1.1 pacid=30774910 transcript=Cre07.g321400.t1.1 locus=Cre07.g321400 ID=Cre07.g321400.t1.1.v5.5 annot-version=v5.519 19 19 199.24 1914

Cre07.g321800.t1.2 NA Cre07.g321800.t1.2 pacid=30775231 transcript=Cre07.g321800.t1.2 locus=Cre07.g321800 ID=Cre07.g321800.t1.2.v5.5 annot-version=v5.52 2 2 24.873 227

Cre07.g321850.t1.2 (1 of 1) PTHR13009//PTHR13009:SF5 - HEAT SHOCK PROTEIN 90 HSP90  CO-CHAPERONE AHA-1 // SUBFAMILY NOT NAMEDCre07.g321850.t1.2 pacid=30774496 transcript=Cre07.g321850.t1.2 locus=Cre07.g321850 ID=Cre07.g321850.t1.2.v5.5 annot-version=v5.52 2 2 21.034 197

Cre07.g322000.t1.2 Cysteine desulfuraseCre07.g322000.t1.2 pacid=30775232 transcript=Cre07.g322000.t1.2 locus=Cre07.g322000 ID=Cre07.g322000.t1.2.v5.5 annot-version=v5.51 1 1 49.989 491

Cre07.g324050.t1.2 Ubiquitin ligase SCF complex subunit CullinCre07.g324050.t1.2 pacid=30775299 transcript=Cre07.g324050.t1.2 locus=Cre07.g324050 ID=Cre07.g324050.t1.2.v5.5 annot-version=v5.51 1 1 84.768 736

Cre07.g324550.t1.1 (1 of 1) 1.1.1.28 - D-lactate dehydrogenase / D-lactic dehydrogenaseCre07.g324550.t1.1 pacid=30774674 transcript=Cre07.g324550.t1.1 locus=Cre07.g324550 ID=Cre07.g324550.t1.1.v5.5 annot-version=v5.51 1 1 45.606 421

Cre07.g325400.t1.2 3-Isopropylmalate dehydrogenase, splicing variant a; 3-Isopropylmalate dehydrogenase, splicing variant bCre07.g325400.t1.2 pacid=30775347 transcript=Cre07.g325400.t1.2 locus=Cre07.g325400 ID=Cre07.g325400.t1.2.v5.5 annot-version=v5.514 14 14 42.811 400

Cre07.g325500.t1.1 Magnesium chelatase subunit HCre07.g325500.t1.1 pacid=30775304 transcript=Cre07.g325500.t1.1 locus=Cre07.g325500 ID=Cre07.g325500.t1.1.v5.5 annot-version=v5.57 7 7 154.27 1399

Cre07.g325600.t1.1 Glutaredoxin, CGFS typeCre07.g325600.t1.1 pacid=30774845 transcript=Cre07.g325600.t1.1 locus=Cre07.g325600 ID=Cre07.g325600.t1.1.v5.5 annot-version=v5.51 1 1 17.246 161

Cre07.g325715.t1.1 (1 of 1) PTHR16036:SF2 - ANKYRIN REPEAT AND ZINC FINGER DOMAIN-CONTAINING PROTEIN 1Cre07.g325715.t1.1 pacid=30774880 transcript=Cre07.g325715.t1.1 locus=Cre07.g325715 ID=Cre07.g325715.t1.1.v5.5 annot-version=v5.52 2 2 72.503 692

Cre07.g325734.t1.1 (1 of 1) PTHR11349:SF44 - NUCLEOSIDE DIPHOSPHATE KINASE II, CHLOROPLASTICCre07.g325734.t1.1 pacid=30774396 transcript=Cre07.g325734.t1.1 locus=Cre07.g325734 ID=Cre07.g325734.t1.1.v5.5 annot-version=v5.512 12 7 18.054 162

Cre07.g325736.t1.1 (1 of 16) PF04755 - PAP_fibrillin (PAP_fibrillin)Cre07.g325736.t1.1 pacid=30774660 transcript=Cre07.g325736.t1.1 locus=Cre07.g325736 ID=Cre07.g325736.t1.1.v5.5 annot-version=v5.535 35 35 56.209 530

Cre07.g325746.t1.1 Ribosomal protein L38, component of cytosolic 80S ribosome and 60S large subunitCre07.g325746.t1.1 pacid=30775115 transcript=Cre07.g325746.t1.1 locus=Cre07.g325746 ID=Cre07.g325746.t1.1.v5.5 annot-version=v5.54 4 4 7.8172 69

Cre07.g325748.t1.1 (1 of 1) 3.5.2.9 - 5-oxoprolinase (ATP-hydrolyzing) / Pyroglutamase (ATP-hydrolyzing)Cre07.g325748.t1.1 pacid=30774221 transcript=Cre07.g325748.t1.1 locus=Cre07.g325748 ID=Cre07.g325748.t1.1.v5.5 annot-version=v5.52 2 2 149.18 1441

Cre07.g325755.t1.1 (1 of 1) PTHR33606:SF3 - PROTEIN YCIICre07.g325755.t1.1 pacid=30774364 transcript=Cre07.g325755.t1.1 locus=Cre07.g325755 ID=Cre07.g325755.t1.1.v5.5 annot-version=v5.52 2 2 13.762 125

Cre07.g325762.t1.1 (1 of 1) PF00004//PF00612 - ATPase family associated with various cellular activities (AAA) (AAA) // IQ calmodulin-binding motif (IQ)Cre07.g325762.t1.1 pacid=30775011 transcript=Cre07.g325762.t1.1 locus=Cre07.g325762 ID=Cre07.g325762.t1.1.v5.5 annot-version=v5.52 2 2 94.722 836

Cre07.g326100.t2.1 NA Cre07.g326100.t2.1 pacid=30774777 transcript=Cre07.g326100.t2.1 locus=Cre07.g326100 ID=Cre07.g326100.t2.1.v5.5 annot-version=v5.5;Cre07.g326100.t1.2 pacid=30774776 transcript=Cre07.g326100.t1.2 locus=Cre07.g326100 ID=Cre07.g326100.t1.2.v5.5 annot-version=v1 1 1 42.913 439

Cre07.g326450.t1.1 Subunit of Retromer complexCre07.g326450.t1.1 pacid=30774830 transcript=Cre07.g326450.t1.1 locus=Cre07.g326450 ID=Cre07.g326450.t1.1.v5.5 annot-version=v5.52 2 2 67.541 630

Cre07.g326800.t1.1 (1 of 1) PTHR11668:SF21 - SERINE/THREONINE-PROTEIN PHOSPHATASE 5Cre07.g326800.t1.1 pacid=30774287 transcript=Cre07.g326800.t1.1 locus=Cre07.g326800 ID=Cre07.g326800.t1.1.v5.5 annot-version=v5.53 3 3 56.509 507

Cre07.g326950.t1.1 (1 of 2) K15437 - aminoacyl tRNA synthase complex-interacting multifunctional protein 1 (AIMP1, ARC1)Cre07.g326950.t1.1 pacid=30774892 transcript=Cre07.g326950.t1.1 locus=Cre07.g326950 ID=Cre07.g326950.t1.1.v5.5 annot-version=v5.56 6 6 24.729 251

Cre07.g327350.t1.2 (1 of 1) K04515 - calcium/calmodulin-dependent protein kinase (CaM kinase) II (CAMK2)Cre07.g327350.t1.2 pacid=30775145 transcript=Cre07.g327350.t1.2 locus=Cre07.g327350 ID=Cre07.g327350.t1.2.v5.5 annot-version=v5.51 1 1 19.806 178

Cre07.g327400.t1.1 NADH:ubiquinone oxidoreductase ND9 subunitCre07.g327400.t1.1 pacid=30774486 transcript=Cre07.g327400.t1.1 locus=Cre07.g327400 ID=Cre07.g327400.t1.1.v5.5 annot-version=v5.55 5 5 32.141 282

Cre07.g328150.t2.1 Protein disulfide isomeraseCre07.g328150.t2.1 pacid=30774647 transcript=Cre07.g328150.t2.1 locus=Cre07.g328150 ID=Cre07.g328150.t2.1.v5.5 annot-version=v5.5;Cre07.g328150.t1.1 pacid=30774646 transcript=Cre07.g328150.t1.1 locus=Cre07.g328150 ID=Cre07.g328150.t1.1.v5.5 annot-version=v3 3 3 48.524 453

Cre07.g328200.t1.2 Lumen targeted proteinCre07.g328200.t1.2 pacid=30774423 transcript=Cre07.g328200.t1.2 locus=Cre07.g328200 ID=Cre07.g328200.t1.2.v5.5 annot-version=v5.57 7 7 33.102 304

Cre07.g328750.t1.2 NA Cre07.g328750.t1.2 pacid=30774459 transcript=Cre07.g328750.t1.2 locus=Cre07.g328750 ID=Cre07.g328750.t1.2.v5.5 annot-version=v5.51 1 1 7.3033 71

Cre07.g328850.t1.2 NimA-related protein kinaseCre07.g328850.t1.2 pacid=30775251 transcript=Cre07.g328850.t1.2 locus=Cre07.g328850 ID=Cre07.g328850.t1.2.v5.5 annot-version=v5.52 2 2 72.238 693



Cre07.g328900.t1.2 (1 of 6) PTHR24349:SF23 - MAP KINASE-ACTIVATED PROTEIN KINASE 5Cre07.g328900.t1.2 pacid=30774791 transcript=Cre07.g328900.t1.2 locus=Cre07.g328900 ID=Cre07.g328900.t1.2.v5.5 annot-version=v5.58 8 8 53.984 484

Cre07.g329650.t1.2 (1 of 1) PTHR23004 - DOUBLECORTIN DOMAIN CONTAINING 2Cre07.g329650.t1.2 pacid=30775164 transcript=Cre07.g329650.t1.2 locus=Cre07.g329650 ID=Cre07.g329650.t1.2.v5.5 annot-version=v5.55 5 5 23.486 214

Cre07.g329700.t1.2 26S proteasome regulatory subunitCre07.g329700.t1.2 pacid=30774542 transcript=Cre07.g329700.t1.2 locus=Cre07.g329700 ID=Cre07.g329700.t1.2.v5.5 annot-version=v5.54 4 4 49.305 443

Cre07.g330200.t1.2 Radial spoke protein 9Cre07.g330200.t1.2 pacid=30775441 transcript=Cre07.g330200.t1.2 locus=Cre07.g330200 ID=Cre07.g330200.t1.2.v5.5 annot-version=v5.54 4 4 29.545 269

Cre07.g330250.t1.2 Subunit H of photosystem ICre07.g330250.t1.2 pacid=30775443 transcript=Cre07.g330250.t1.2 locus=Cre07.g330250 ID=Cre07.g330250.t1.2.v5.5 annot-version=v5.514 14 14 14.151 130

Cre07.g330300.t1.2 (1 of 2) K14411 - RNA-binding protein Musashi (MSI)Cre07.g330300.t1.2 pacid=30774906 transcript=Cre07.g330300.t1.2 locus=Cre07.g330300 ID=Cre07.g330300.t1.2.v5.5 annot-version=v5.53 3 3 47.672 454

Cre07.g330500.t1.2 (1 of 4) PF04232 - Stage V sporulation protein S (SpoVS) (SpoVS)Cre07.g330500.t1.2 pacid=30775135 transcript=Cre07.g330500.t1.2 locus=Cre07.g330500 ID=Cre07.g330500.t1.2.v5.5 annot-version=v5.51 1 1 55.133 540

Cre07.g330700.t1.2 Flagellar Associated ProteinCre07.g330700.t1.2 pacid=30774876 transcript=Cre07.g330700.t1.2 locus=Cre07.g330700 ID=Cre07.g330700.t1.2.v5.5 annot-version=v5.51 1 1 134.29 1298

Cre07.g331500.t1.1 Inactive subunit of chloroplast ClpP complexCre07.g331500.t1.1 pacid=30774567 transcript=Cre07.g331500.t1.1 locus=Cre07.g331500 ID=Cre07.g331500.t1.1.v5.5 annot-version=v5.57 7 7 46.857 415

Cre07.g331550.t1.2 Phosphoserine aminotransferaseCre07.g331550.t1.2 pacid=30775236 transcript=Cre07.g331550.t1.2 locus=Cre07.g331550 ID=Cre07.g331550.t1.2.v5.5 annot-version=v5.518 18 18 44.129 405

Cre07.g331750.t1.2 (1 of 8) PF12680 - SnoaL-like domain (SnoaL_2)Cre07.g331750.t1.2 pacid=30774420 transcript=Cre07.g331750.t1.2 locus=Cre07.g331750 ID=Cre07.g331750.t1.2.v5.5 annot-version=v5.51 1 1 13.868 126

Cre07.g331800.t1.2 Carbohydrate/purine kinaseCre07.g331800.t1.2 pacid=30775127 transcript=Cre07.g331800.t1.2 locus=Cre07.g331800 ID=Cre07.g331800.t1.2.v5.5 annot-version=v5.51 1 1 41.571 423

Cre07.g331900.t1.2 Ribosomal protein S13, component of cytosolic 80S ribosome and 40S small subunitCre07.g331900.t1.2 pacid=30774339 transcript=Cre07.g331900.t1.2 locus=Cre07.g331900 ID=Cre07.g331900.t1.2.v5.5 annot-version=v5.59 9 9 17.119 151

Cre07.g332300.t1.2 R1 Protein, alpha-glucan water dikinaseCre07.g332300.t1.2 pacid=30775381 transcript=Cre07.g332300.t1.2 locus=Cre07.g332300 ID=Cre07.g332300.t1.2.v5.5 annot-version=v5.57 7 7 124.09 1176

Cre07.g332450.t1.2 (1 of 1) PTHR31528:SF1 - PYRIMIDINE PRECURSOR BIOSYNTHESIS ENZYME THI11-RELATEDCre07.g332450.t1.2 pacid=30774629 transcript=Cre07.g332450.t1.2 locus=Cre07.g332450 ID=Cre07.g332450.t1.2.v5.5 annot-version=v5.55 5 5 38.224 357

Cre07.g332950.t1.2 SF-assemblinCre07.g332950.t1.2 pacid=30774533 transcript=Cre07.g332950.t1.2 locus=Cre07.g332950 ID=Cre07.g332950.t1.2.v5.5 annot-version=v5.56 6 6 31.184 276

Cre07.g333150.t1.2 NA Cre07.g333150.t1.2 pacid=30774302 transcript=Cre07.g333150.t1.2 locus=Cre07.g333150 ID=Cre07.g333150.t1.2.v5.5 annot-version=v5.54 4 4 27.122 252

Cre07.g333900.t1.1 NADH:ubiquinone oxidoreductase 12.5 kDa subunitCre07.g333900.t1.1 pacid=30774384 transcript=Cre07.g333900.t1.1 locus=Cre07.g333900 ID=Cre07.g333900.t1.1.v5.5 annot-version=v5.55 5 5 12.518 106

Cre07.g333950.t1.2 SM/Sec1-family proteinCre07.g333950.t1.2 pacid=30774418 transcript=Cre07.g333950.t1.2 locus=Cre07.g333950 ID=Cre07.g333950.t1.2.v5.5 annot-version=v5.51 1 1 68.868 626

Cre07.g334250.t1.1 (1 of 6) PTHR12197:SF138 - SET AND MYND DOMAIN-CONTAINING PROTEIN DDB_G0292140Cre07.g334250.t1.1 pacid=30774581 transcript=Cre07.g334250.t1.1 locus=Cre07.g334250 ID=Cre07.g334250.t1.1.v5.5 annot-version=v5.53 3 3 76.864 741

Cre07.g334550.t1.2 Photosystem I subunit OCre07.g334550.t1.2 pacid=30774481 transcript=Cre07.g334550.t1.2 locus=Cre07.g334550 ID=Cre07.g334550.t1.2.v5.5 annot-version=v5.51 1 1 13.74 126

Cre07.g334600.t1.2 Predicted proteinCre07.g334600.t1.2 pacid=30774984 transcript=Cre07.g334600.t1.2 locus=Cre07.g334600 ID=Cre07.g334600.t1.2.v5.5 annot-version=v5.51 1 1 9.12 82

Cre07.g334900.t1.1 NA Cre07.g334900.t1.1 pacid=30775241 transcript=Cre07.g334900.t1.1 locus=Cre07.g334900 ID=Cre07.g334900.t1.1.v5.5 annot-version=v5.511 11 11 129 1320

Cre07.g335200.t1.1 Translation elongation factor EFG/EF2 related to membrane GTP-binding protein LepACre07.g335200.t1.1 pacid=30774928 transcript=Cre07.g335200.t1.1 locus=Cre07.g335200 ID=Cre07.g335200.t1.1.v5.5 annot-version=v5.54 4 4 74.288 683

Cre07.g335300.t1.2 3-ketoacyl-ACP-synthaseCre07.g335300.t1.2 pacid=30775292 transcript=Cre07.g335300.t1.2 locus=Cre07.g335300 ID=Cre07.g335300.t1.2.v5.5 annot-version=v5.55 5 5 48.667 459

Cre07.g335700.t1.2 NA Cre07.g335700.t1.2 pacid=30774671 transcript=Cre07.g335700.t1.2 locus=Cre07.g335700 ID=Cre07.g335700.t1.2.v5.5 annot-version=v5.51 1 1 17.398 161

Cre07.g336200.t1.1 (1 of 1) K11838 - ubiquitin carboxyl-terminal hydrolase 7 (USP7, UBP15)Cre07.g336200.t1.1 pacid=30774569 transcript=Cre07.g336200.t1.1 locus=Cre07.g336200 ID=Cre07.g336200.t1.1.v5.5 annot-version=v5.53 3 3 147.99 1335

Cre07.g336400.t1.1 NA Cre07.g336400.t1.1 pacid=30775421 transcript=Cre07.g336400.t1.1 locus=Cre07.g336400 ID=Cre07.g336400.t1.1.v5.5 annot-version=v5.51 1 1 43.106 408

Cre07.g336450.t1.2 NA Cre07.g336450.t1.2 pacid=30774673 transcript=Cre07.g336450.t1.2 locus=Cre07.g336450 ID=Cre07.g336450.t1.2.v5.5 annot-version=v5.52 2 2 11.846 112

Cre07.g336750.t1.1 NA Cre07.g336750.t1.1 pacid=30775286 transcript=Cre07.g336750.t1.1 locus=Cre07.g336750 ID=Cre07.g336750.t1.1.v5.5 annot-version=v5.51 1 1 388.08 3869

Cre07.g336850.t1.2 (1 of 1) KOG2633 - Hismacro and SEC14 domain-containing proteinsCre07.g336850.t1.2 pacid=30775406 transcript=Cre07.g336850.t1.2 locus=Cre07.g336850 ID=Cre07.g336850.t1.2.v5.5 annot-version=v5.52 2 2 27.37 266

Cre07.g336950.t1.1 Starch phosphorylaseCre07.g336950.t1.1 pacid=30774895 transcript=Cre07.g336950.t1.1 locus=Cre07.g336950 ID=Cre07.g336950.t1.1.v5.5 annot-version=v5.532 32 31 98.295 872

Cre07.g337650.t1.2 Mitochondrial pyruvate dehydrogenase complex, E1 component, alpha subunitCre07.g337650.t1.2 pacid=30774315 transcript=Cre07.g337650.t1.2 locus=Cre07.g337650 ID=Cre07.g337650.t1.2.v5.5 annot-version=v5.57 7 7 43.71 396

Cre07.g338050.t1.2 Mitochondrial F1F0 ATP synthase associated 36.3 kDa proteinCre07.g338050.t1.2 pacid=30774560 transcript=Cre07.g338050.t1.2 locus=Cre07.g338050 ID=Cre07.g338050.t1.2.v5.5 annot-version=v5.55 5 5 39.728 366

Cre07.g338451.t1.1 (1 of 2) 3.1.3.11 - Fructose-bisphosphatase / Hexose diphosphataseCre07.g338451.t1.1 pacid=30774250 transcript=Cre07.g338451.t1.1 locus=Cre07.g338451 ID=Cre07.g338451.t1.1.v5.5 annot-version=v5.58 8 8 42.32 404

Cre07.g339050.t1.2 (1 of 1) K05765 - cofilin (CFL)Cre07.g339050.t1.2 pacid=30774827 transcript=Cre07.g339050.t1.2 locus=Cre07.g339050 ID=Cre07.g339050.t1.2.v5.5 annot-version=v5.51 1 1 33.261 312

Cre07.g339150.t1.1 Chaperonin 60B2Cre07.g339150.t1.1 pacid=30775388 transcript=Cre07.g339150.t1.1 locus=Cre07.g339150 ID=Cre07.g339150.t1.1.v5.5 annot-version=v5.535 35 31 61.737 577

Cre07.g339250.t1.2 (1 of 1) K12611 - mRNA-decapping enzyme 1B (DCP1B)Cre07.g339250.t1.2 pacid=30774675 transcript=Cre07.g339250.t1.2 locus=Cre07.g339250 ID=Cre07.g339250.t1.2.v5.5 annot-version=v5.51 1 1 41.707 399

Cre07.g339700.t1.2 Iron-sulfur cluster assembly proteinCre07.g339700.t1.2 pacid=30774594 transcript=Cre07.g339700.t1.2 locus=Cre07.g339700 ID=Cre07.g339700.t1.2.v5.5 annot-version=v5.510 10 10 31.061 284

Cre07.g340200.t1.1 Thylakoid transmembrane protein involved in cyclic electron flowCre07.g340200.t1.1 pacid=30774383 transcript=Cre07.g340200.t1.1 locus=Cre07.g340200 ID=Cre07.g340200.t1.1.v5.5 annot-version=v5.57 7 7 36.072 333

Cre07.g340350.t1.1 Mitochondrial F1F0 ATP synthase associated 60.6 kDa proteinCre07.g340350.t1.1 pacid=30774678 transcript=Cre07.g340350.t1.1 locus=Cre07.g340350 ID=Cre07.g340350.t1.1.v5.5 annot-version=v5.532 32 32 63.161 575

Cre07.g340450.t1.1 (1 of 1) PTHR11915:SF310 - PICKLED EGGS, ISOFORM ACre07.g340450.t1.1 pacid=30775098 transcript=Cre07.g340450.t1.1 locus=Cre07.g340450 ID=Cre07.g340450.t1.1.v5.5 annot-version=v5.55 5 5 512.82 4952

Cre07.g341550.t1.2 (1 of 1) PTHR22932 - TELOMERASE-BINDING PROTEIN P23 HSP90 CO-CHAPERONECre07.g341550.t1.2 pacid=30774686 transcript=Cre07.g341550.t1.2 locus=Cre07.g341550 ID=Cre07.g341550.t1.2.v5.5 annot-version=v5.55 5 5 23.009 215

Cre07.g341600.t2.1 GrpE nucleotide release factorCre07.g341600.t2.1 pacid=30775384 transcript=Cre07.g341600.t2.1 locus=Cre07.g341600 ID=Cre07.g341600.t2.1.v5.5 annot-version=v5.5;Cre07.g341600.t1.2 pacid=30775383 transcript=Cre07.g341600.t1.2 locus=Cre07.g341600 ID=Cre07.g341600.t1.2.v5.5 annot-version=v18 18 18 28.028 258

Cre07.g341850.t1.2 (1 of 1) PTHR23115:SF138 - TRANSLATION INITIATION FACTOR IF-2, CHLOROPLASTICCre07.g341850.t1.2 pacid=30775289 transcript=Cre07.g341850.t1.2 locus=Cre07.g341850 ID=Cre07.g341850.t1.2.v5.5 annot-version=v5.55 5 5 100.07 966

Cre07.g342150.t1.2 Glutamyl-tRNA reductaseCre07.g342150.t1.2 pacid=30774890 transcript=Cre07.g342150.t1.2 locus=Cre07.g342150 ID=Cre07.g342150.t1.2.v5.5 annot-version=v5.54 4 4 57.055 522

Cre07.g342250.t1.2 Prefoldin molecular chaperone, subunit 2Cre07.g342250.t1.2 pacid=30775302 transcript=Cre07.g342250.t1.2 locus=Cre07.g342250 ID=Cre07.g342250.t1.2.v5.5 annot-version=v5.54 4 4 16.3 145

Cre07.g342350.t1.2 3',5'-cyclic-nucleotide phosphodiesteraseCre07.g342350.t1.2 pacid=30774937 transcript=Cre07.g342350.t1.2 locus=Cre07.g342350 ID=Cre07.g342350.t1.2.v5.5 annot-version=v5.51 1 1 89.223 785

Cre07.g343700.t1.2 Dihydrolipoamide succinyltransferase, oxoglutarate dehydrogenase E2 componentCre07.g343700.t1.2 pacid=30774566 transcript=Cre07.g343700.t1.2 locus=Cre07.g343700 ID=Cre07.g343700.t1.2.v5.5 annot-version=v5.58 8 8 47.558 450

Cre07.g343850.t1.2 (1 of 1) KOG4199 - Uncharacterized conserved proteinCre07.g343850.t1.2 pacid=30774983 transcript=Cre07.g343850.t1.2 locus=Cre07.g343850 ID=Cre07.g343850.t1.2.v5.5 annot-version=v5.53 3 3 51.966 502



Cre07.g344050.t1.1 (1 of 1) K14555 - U3 small nucleolar RNA-associated protein 13 (UTP13, TBL3)Cre07.g344050.t1.1 pacid=30774587 transcript=Cre07.g344050.t1.1 locus=Cre07.g344050 ID=Cre07.g344050.t1.1.v5.5 annot-version=v5.52 2 2 147.92 1453

Cre07.g344400.t1.2 (1 of 3) 1.1.1.95 - Phosphoglycerate dehydrogenase / Phosphoglyceric acid dehydrogenaseCre07.g344400.t1.2 pacid=30774785 transcript=Cre07.g344400.t1.2 locus=Cre07.g344400 ID=Cre07.g344400.t1.2.v5.5 annot-version=v5.535 35 21 54.304 509

Cre07.g344550.t1.2 (1 of 3) 1.1.1.95 - Phosphoglycerate dehydrogenase / Phosphoglyceric acid dehydrogenaseCre07.g344550.t1.2 pacid=30774422 transcript=Cre07.g344550.t1.2 locus=Cre07.g344550 ID=Cre07.g344550.t1.2.v5.5 annot-version=v5.531 17 17 54.374 513

Cre07.g344600.t1.2 D-3-phosphoglycerate dehydrogenaseCre07.g344600.t1.2 pacid=30774289 transcript=Cre07.g344600.t1.2 locus=Cre07.g344600 ID=Cre07.g344600.t1.2.v5.5 annot-version=v5.51 1 1 64.192 616

Cre07.g344900.t2.1 NA Cre07.g344900.t2.1 pacid=30775074 transcript=Cre07.g344900.t2.1 locus=Cre07.g344900 ID=Cre07.g344900.t2.1.v5.5 annot-version=v5.5;Cre07.g344900.t1.2 pacid=30775073 transcript=Cre07.g344900.t1.2 locus=Cre07.g344900 ID=Cre07.g344900.t1.2.v5.5 annot-version=v3 3 3 43.566 399

Cre07.g344950.t1.2 Light-harvesting protein of photosystem ICre07.g344950.t1.2 pacid=30774737 transcript=Cre07.g344950.t1.2 locus=Cre07.g344950 ID=Cre07.g344950.t1.2.v5.5 annot-version=v5.58 8 8 22.844 213

Cre07.g345400.t1.2 Flagellar Associated ProteinCre07.g345400.t1.2 pacid=30774801 transcript=Cre07.g345400.t1.2 locus=Cre07.g345400 ID=Cre07.g345400.t1.2.v5.5 annot-version=v5.51 1 1 111 1074

Cre07.g345500.t1.2 (1 of 1) PF13875 - Domain of unknown function (DUF4202) (DUF4202)Cre07.g345500.t1.2 pacid=30775294 transcript=Cre07.g345500.t1.2 locus=Cre07.g345500 ID=Cre07.g345500.t1.2.v5.5 annot-version=v5.53 3 3 29.585 275

Cre07.g346150.t1.1 NA Cre07.g346150.t1.1 pacid=30774982 transcript=Cre07.g346150.t1.1 locus=Cre07.g346150 ID=Cre07.g346150.t1.1.v5.5 annot-version=v5.51 1 1 178.96 1889

Cre07.g346450.t1.1 (1 of 1) PTHR11780//PTHR11780:SF12 - NADH-UBIQUINONE OXIDOREDUCTASE FLAVOPROTEIN 1 NDUFV1 // SUBFAMILY NOT NAMEDCre07.g346450.t1.1 pacid=30774405 transcript=Cre07.g346450.t1.1 locus=Cre07.g346450 ID=Cre07.g346450.t1.1.v5.5 annot-version=v5.51 1 1 20.67 192

Cre07.g346650.t1.1 (1 of 1) PTHR11922//PTHR11922:SF34 - GMP SYNTHASE-RELATED // SUBFAMILY NOT NAMEDCre07.g346650.t1.1 pacid=30774663 transcript=Cre07.g346650.t1.1 locus=Cre07.g346650 ID=Cre07.g346650.t1.1.v5.5 annot-version=v5.51 1 1 48.681 472

Cre07.g346800.t1.2 (1 of 1) PTHR13847//PTHR13847:SF204 - FAD NAD BINDING OXIDOREDUCTASES // SUBFAMILY NOT NAMEDCre07.g346800.t1.2 pacid=30775371 transcript=Cre07.g346800.t1.2 locus=Cre07.g346800 ID=Cre07.g346800.t1.2.v5.5 annot-version=v5.51 1 1 55.076 547

Cre07.g347050.t1.2 Radial spoke protein 7Cre07.g347050.t1.2 pacid=30774242 transcript=Cre07.g347050.t1.2 locus=Cre07.g347050 ID=Cre07.g347050.t1.2.v5.5 annot-version=v5.54 4 4 54.729 500

Cre07.g347100.t1.2 (1 of 2) 5.1.3.15 - Glucose-6-phosphate 1-epimeraseCre07.g347100.t1.2 pacid=30774502 transcript=Cre07.g347100.t1.2 locus=Cre07.g347100 ID=Cre07.g347100.t1.2.v5.5 annot-version=v5.57 7 7 30.833 282

Cre07.g347150.t1.2 NA Cre07.g347150.t1.2 pacid=30775013 transcript=Cre07.g347150.t1.2 locus=Cre07.g347150 ID=Cre07.g347150.t1.2.v5.5 annot-version=v5.51 1 1 23.187 218

Cre07.g348250.t1.2 (1 of 1) K14840 - nucleolar protein 53 (NOP53, GLTSCR2)Cre07.g348250.t1.2 pacid=30775230 transcript=Cre07.g348250.t1.2 locus=Cre07.g348250 ID=Cre07.g348250.t1.2.v5.5 annot-version=v5.51 1 1 61.244 575

Cre07.g348500.t1.1 NA Cre07.g348500.t1.1 pacid=30774274 transcript=Cre07.g348500.t1.1 locus=Cre07.g348500 ID=Cre07.g348500.t1.1.v5.5 annot-version=v5.51 1 1 40.246 356

Cre07.g349200.t1.2 NA Cre07.g349200.t1.2 pacid=30774798 transcript=Cre07.g349200.t1.2 locus=Cre07.g349200 ID=Cre07.g349200.t1.2.v5.5 annot-version=v5.59 9 9 16.32 152

Cre07.g349250.t1.2 (1 of 7) PF07883 - Cupin domain (Cupin_2)Cre07.g349250.t1.2 pacid=30775356 transcript=Cre07.g349250.t1.2 locus=Cre07.g349250 ID=Cre07.g349250.t1.2.v5.5 annot-version=v5.53 3 3 23.956 221

Cre07.g349300.t1.2 (1 of 1) KOG0327 - Translation initiation factor 4F, helicase subunit (eIF-4A) and related helicasesCre07.g349300.t1.2 pacid=30774622 transcript=Cre07.g349300.t1.2 locus=Cre07.g349300 ID=Cre07.g349300.t1.2.v5.5 annot-version=v5.51 1 1 90.598 878

Cre07.g349350.t1.2 NA Cre07.g349350.t1.2 pacid=30775167 transcript=Cre07.g349350.t1.2 locus=Cre07.g349350 ID=Cre07.g349350.t1.2.v5.5 annot-version=v5.55 5 5 11.339 101

Cre07.g349700.t1.2 (1 of 2) PTHR14194:SF71 - PRESTALK A DIFFERENTIATION PROTEIN ACre07.g349700.t1.2 pacid=30775221 transcript=Cre07.g349700.t1.2 locus=Cre07.g349700 ID=Cre07.g349700.t1.2.v5.5 annot-version=v5.51 1 1 28.884 278

Cre07.g350000.t1.1 (1 of 31) 3.1.1.3 - Triacylglycerol lipase / Triglyceride lipaseCre07.g350000.t1.1 pacid=30774351 transcript=Cre07.g350000.t1.1 locus=Cre07.g350000 ID=Cre07.g350000.t1.1.v5.5 annot-version=v5.51 1 1 164.05 1564

Cre07.g350500.t1.2 (1 of 2) 6.1.1.9 - Valine--tRNA ligase / Valyl-tRNA synthetaseCre07.g350500.t1.2 pacid=30774357 transcript=Cre07.g350500.t1.2 locus=Cre07.g350500 ID=Cre07.g350500.t1.2.v5.5 annot-version=v5.57 7 7 107.63 974

Cre07.g351000.t1.1 WW domain proteinCre07.g351000.t1.1 pacid=30774649 transcript=Cre07.g351000.t1.1 locus=Cre07.g351000 ID=Cre07.g351000.t1.1.v5.5 annot-version=v5.52 2 2 103.99 975

Cre07.g351300.t1.2 (1 of 2) PTHR11451:SF41 - GLUTAMATE--TRNA LIGASE, MITOCHONDRIAL-RELATEDCre07.g351300.t1.2 pacid=30774457 transcript=Cre07.g351300.t1.2 locus=Cre07.g351300 ID=Cre07.g351300.t1.2.v5.5 annot-version=v5.52 2 2 49.402 470

Cre07.g352300.t1.2 (1 of 3) 2.1.1.200 - tRNA (cytidine(32)/uridine(32)-2'-O)-methyltransferase / TrMet(Xm32)Cre07.g352300.t1.2 pacid=30774901 transcript=Cre07.g352300.t1.2 locus=Cre07.g352300 ID=Cre07.g352300.t1.2.v5.5 annot-version=v5.52 2 2 39.091 371

Cre07.g352550.t1.2 Putative rhodanese domain phosphataseCre07.g352550.t1.2 pacid=30775185 transcript=Cre07.g352550.t1.2 locus=Cre07.g352550 ID=Cre07.g352550.t1.2.v5.5 annot-version=v5.58 8 8 15.592 147

Cre07.g352650.t1.2 (1 of 2) PTHR23139//PTHR23139:SF58 - RNA-BINDING PROTEIN // SUBFAMILY NOT NAMEDCre07.g352650.t1.2 pacid=30775322 transcript=Cre07.g352650.t1.2 locus=Cre07.g352650 ID=Cre07.g352650.t1.2.v5.5 annot-version=v5.55 5 5 54.189 502

Cre07.g352800.t1.2 (1 of 1) PTHR35460:SF1 - TRANSLATION ELONGATION FACTOR EF-1 ALPHACre07.g352800.t1.2 pacid=30775020 transcript=Cre07.g352800.t1.2 locus=Cre07.g352800 ID=Cre07.g352800.t1.2.v5.5 annot-version=v5.58 8 8 143.74 1396

Cre07.g352850.t1.2 Plastid ribosomal protein L32Cre07.g352850.t1.2 pacid=30774554 transcript=Cre07.g352850.t1.2 locus=Cre07.g352850 ID=Cre07.g352850.t1.2.v5.5 annot-version=v5.55 5 5 10.62 98

Cre07.g353230.t1.2 (1 of 8) PTHR16222 - ADP-RIBOSYLGLYCOHYDROLASECre07.g353230.t1.2 pacid=30774714 transcript=Cre07.g353230.t1.2 locus=Cre07.g353230 ID=Cre07.g353230.t1.2.v5.5 annot-version=v5.51 1 1 51.354 495

Cre07.g353450.t1.2 Acetyl-CoA synthetase/ligaseCre07.g353450.t1.2 pacid=30774591 transcript=Cre07.g353450.t1.2 locus=Cre07.g353450 ID=Cre07.g353450.t1.2.v5.5 annot-version=v5.512 12 12 73.223 667

Cre07.g353550.t1.2 Translation initiation factor SUI1 family proteinCre07.g353550.t1.2 pacid=30774243 transcript=Cre07.g353550.t1.2 locus=Cre07.g353550 ID=Cre07.g353550.t1.2.v5.5 annot-version=v5.52 2 2 21.044 190

Cre07.g353850.t1.2 (1 of 1) K15289 - solute carrier family 35, member F5 (SLC35F5)Cre07.g353850.t1.2 pacid=30775416 transcript=Cre07.g353850.t1.2 locus=Cre07.g353850 ID=Cre07.g353850.t1.2.v5.5 annot-version=v5.51 1 1 40.881 418

Cre07.g355600.t1.1 NADPH dependent thioredoxin reductaseCre07.g355600.t1.1 pacid=30774627 transcript=Cre07.g355600.t1.1 locus=Cre07.g355600 ID=Cre07.g355600.t1.1.v5.5 annot-version=v5.53 3 3 36.529 346

Cre07.g356350.t1.1 1-deoxy-D-xylulose 5-phosphate synthase, chloroplast precursorCre07.g356350.t1.1 pacid=30774985 transcript=Cre07.g356350.t1.1 locus=Cre07.g356350 ID=Cre07.g356350.t1.1.v5.5 annot-version=v5.511 11 11 78.817 735

Cre07.g356400.t1.2 Centriole proteome protein; GMP phosphodiesterase, delta subunitCre07.g356400.t1.2 pacid=30774471 transcript=Cre07.g356400.t1.2 locus=Cre07.g356400 ID=Cre07.g356400.t1.2.v5.5 annot-version=v5.53 3 3 21.302 183

Cre07.g356600.t1.2 (1 of 1) PTHR13096 - MINA53 MYC INDUCED NUCLEAR ANTIGENCre07.g356600.t1.2 pacid=30774325 transcript=Cre07.g356600.t1.2 locus=Cre07.g356600 ID=Cre07.g356600.t1.2.v5.5 annot-version=v5.57 7 7 84.662 774

Cre07.g357200.t1.2 UDP-glucose dehydrogenaseCre07.g357200.t1.2 pacid=30774593 transcript=Cre07.g357200.t1.2 locus=Cre07.g357200 ID=Cre07.g357200.t1.2.v5.5 annot-version=v5.510 1 1 52.493 477

Cre07.g357350.t1.2 Nitrogen regulatory protein PIICre07.g357350.t1.2 pacid=30774444 transcript=Cre07.g357350.t1.2 locus=Cre07.g357350 ID=Cre07.g357350.t1.2.v5.5 annot-version=v5.57 7 7 22.074 205

Cre07.g357850.t1.2 Ribosomal protein L22, component of cytosolic 80S ribosome and 60S large subunitCre07.g357850.t1.2 pacid=30774301 transcript=Cre07.g357850.t1.2 locus=Cre07.g357850 ID=Cre07.g357850.t1.2.v5.5 annot-version=v5.512 12 12 14.461 127

Cre08.g358522.t1.1 Cysteine endopeptidaseCre08.g358522.t1.1 pacid=30773629 transcript=Cre08.g358522.t1.1 locus=Cre08.g358522 ID=Cre08.g358522.t1.1.v5.5 annot-version=v5.52 2 2 69.023 652

Cre08.g358526.t1.1 Plastidic ADP/ATP translocaseCre08.g358526.t1.1 pacid=30774039 transcript=Cre08.g358526.t1.1 locus=Cre08.g358526 ID=Cre08.g358526.t1.1.v5.5 annot-version=v5.58 8 8 62.309 577

Cre08.g358539.t1.1 (1 of 2) PTHR13009:SF8 - AHSA1 PROTEINCre08.g358539.t1.1 pacid=30774028 transcript=Cre08.g358539.t1.1 locus=Cre08.g358539 ID=Cre08.g358539.t1.1.v5.5 annot-version=v5.51 1 1 18.738 173

Cre08.g358540.t1.1 (1 of 3) PF03703 - Bacterial PH domain (bPH_2)Cre08.g358540.t1.1 pacid=30773410 transcript=Cre08.g358540.t1.1 locus=Cre08.g358540 ID=Cre08.g358540.t1.1.v5.5 annot-version=v5.57 7 7 27.168 247

Cre08.g358548.t1.1 NA Cre08.g358548.t1.1 pacid=30774137 transcript=Cre08.g358548.t1.1 locus=Cre08.g358548 ID=Cre08.g358548.t1.1.v5.5 annot-version=v5.53 3 3 9.5337 88

Cre08.g358556.t2.1 Ribosomal protein S29, component of cytosolic 80S ribosome and 40S small subunitCre08.g358556.t2.1 pacid=30773442 transcript=Cre08.g358556.t2.1 locus=Cre08.g358556 ID=Cre08.g358556.t2.1.v5.5 annot-version=v5.5;Cre08.g358556.t1.1 pacid=30773441 transcript=Cre08.g358556.t1.1 locus=Cre08.g358556 ID=Cre08.g358556.t1.1.v5.5 annot-version=v6 6 6 6.4924 56

Cre08.g358562.t1.1 Chaperonin 20Cre08.g358562.t1.1 pacid=30773999 transcript=Cre08.g358562.t1.1 locus=Cre08.g358562 ID=Cre08.g358562.t1.1.v5.5 annot-version=v5.515 15 15 22.774 216

Cre08.g358580.t1.1 Carbamoyl phosphate synthase, large subunitCre08.g358580.t1.1 pacid=30774147 transcript=Cre08.g358580.t1.1 locus=Cre08.g358580 ID=Cre08.g358580.t1.1.v5.5 annot-version=v5.543 43 43 128.18 1177



Cre08.g359350.t1.2 (1 of 1) K01961 - acetyl-CoA carboxylase, biotin carboxylase subunit (accC)Cre08.g359350.t1.2 pacid=30773866 transcript=Cre08.g359350.t1.2 locus=Cre08.g359350 ID=Cre08.g359350.t1.2.v5.5 annot-version=v5.519 19 19 56.195 515

Cre08.g359750.t2.1 Ribosomal protein S9, component of cytosolic 80S ribosome and 40S small subunitCre08.g359750.t2.1 pacid=30774126 transcript=Cre08.g359750.t2.1 locus=Cre08.g359750 ID=Cre08.g359750.t2.1.v5.5 annot-version=v5.5;Cre08.g359750.t1.2 pacid=30774125 transcript=Cre08.g359750.t1.2 locus=Cre08.g359750 ID=Cre08.g359750.t1.2.v5.5 annot-version=v11 11 11 22.13 190

Cre08.g360900.t1.2 Ribosomal protein S15, component of cytosolic 80S ribosome and 40S small subunitCre08.g360900.t1.2 pacid=30773772 transcript=Cre08.g360900.t1.2 locus=Cre08.g360900 ID=Cre08.g360900.t1.2.v5.5 annot-version=v5.54 4 4 16.629 145

Cre08.g360950.t1.1 NA Cre08.g360950.t1.1 pacid=30773425 transcript=Cre08.g360950.t1.1 locus=Cre08.g360950 ID=Cre08.g360950.t1.1.v5.5 annot-version=v5.52 2 2 24.383 214

Cre08.g361850.t1.2 (1 of 1) PF05981 - CreA protein (CreA)Cre08.g361850.t1.2 pacid=30774040 transcript=Cre08.g361850.t1.2 locus=Cre08.g361850 ID=Cre08.g361850.t1.2.v5.5 annot-version=v5.58 8 8 25.706 244

Cre08.g362450.t1.2 Alpha-amylaseCre08.g362450.t1.2 pacid=30773647 transcript=Cre08.g362450.t1.2 locus=Cre08.g362450 ID=Cre08.g362450.t1.2.v5.5 annot-version=v5.516 16 16 77.555 706

Cre08.g362750.t1.2 (1 of 1) K01173 - endonuclease G, mitochondrial (ENDOG)Cre08.g362750.t1.2 pacid=30773806 transcript=Cre08.g362750.t1.2 locus=Cre08.g362750 ID=Cre08.g362750.t1.2.v5.5 annot-version=v5.51 1 1 45.546 434

Cre08.g362900.t1.1 Lumenal PsbP-like proteinCre08.g362900.t1.1 pacid=30773407 transcript=Cre08.g362900.t1.1 locus=Cre08.g362900 ID=Cre08.g362900.t1.1.v5.5 annot-version=v5.58 8 8 29.345 265

Cre08.g364650.t1.1 (1 of 3) 6.1.1.10 - Methionine--tRNA ligase / MetRSCre08.g364650.t1.1 pacid=30773432 transcript=Cre08.g364650.t1.1 locus=Cre08.g364650 ID=Cre08.g364650.t1.1.v5.5 annot-version=v5.54 4 4 35.878 344

Cre08.g364700.t2.1 (1 of 2) KOG1457 - RNA binding protein (contains RRM repeats)Cre08.g364700.t2.1 pacid=30773484 transcript=Cre08.g364700.t2.1 locus=Cre08.g364700 ID=Cre08.g364700.t2.1.v5.5 annot-version=v5.5;Cre08.g364700.t1.2 pacid=30773483 transcript=Cre08.g364700.t1.2 locus=Cre08.g364700 ID=Cre08.g364700.t1.2.v5.5 annot-version=v2 2 2 36.061 352

Cre08.g364800.t1.2 (1 of 1) 6.3.5.3 - Phosphoribosylformylglycinamidine synthase / Phosphoribosylformylglycinamidine synthetaseCre08.g364800.t1.2 pacid=30773429 transcript=Cre08.g364800.t1.2 locus=Cre08.g364800 ID=Cre08.g364800.t1.2.v5.5 annot-version=v5.525 25 25 150.65 1403

Cre08.g365400.t1.2 Plastid ribosomal protein L31Cre08.g365400.t1.2 pacid=30773996 transcript=Cre08.g365400.t1.2 locus=Cre08.g365400 ID=Cre08.g365400.t1.2.v5.5 annot-version=v5.58 8 8 14.754 136

Cre08.g365600.t1.2 (1 of 1) 2.7.1.49 - Hydroxymethylpyrimidine kinaseCre08.g365600.t1.2 pacid=30774011 transcript=Cre08.g365600.t1.2 locus=Cre08.g365600 ID=Cre08.g365600.t1.2.v5.5 annot-version=v5.52 2 2 118.13 1175

Cre08.g365632.t1.1 (1 of 14) KOG0698 - Serine/threonine protein phosphataseCre08.g365632.t1.1 pacid=30774168 transcript=Cre08.g365632.t1.1 locus=Cre08.g365632 ID=Cre08.g365632.t1.1.v5.5 annot-version=v5.57 7 7 35.504 341

Cre08.g365692.t1.1 (1 of 2) 1.8.7.1 - Assimilatory sulfite reductase (ferredoxin) / Sulfite reductase (ferredoxin)Cre08.g365692.t1.1 pacid=30773668 transcript=Cre08.g365692.t1.1 locus=Cre08.g365692 ID=Cre08.g365692.t1.1.v5.5 annot-version=v5.512 12 11 54.097 490

Cre08.g365900.t1.2 Stress-related chlorophyll a/b binding protein 1Cre08.g365900.t1.2 pacid=30773702 transcript=Cre08.g365900.t1.2 locus=Cre08.g365900 ID=Cre08.g365900.t1.2.v5.5 annot-version=v5.53 2 2 27.556 253

Cre08.g366400.t2.1 (1 of 1) K10839 - UV excision repair protein RAD23 (RAD23, HR23)Cre08.g366400.t2.1 pacid=30773547 transcript=Cre08.g366400.t2.1 locus=Cre08.g366400 ID=Cre08.g366400.t2.1.v5.5 annot-version=v5.5;Cre08.g366400.t1.2 pacid=30773546 transcript=Cre08.g366400.t1.2 locus=Cre08.g366400 ID=Cre08.g366400.t1.2.v5.5 annot-version=v3 3 3 39.336 396

Cre08.g367000.t1.2 NA Cre08.g367000.t1.2 pacid=30773372 transcript=Cre08.g367000.t1.2 locus=Cre08.g367000 ID=Cre08.g367000.t1.2.v5.5 annot-version=v5.51 1 1 63.863 673

Cre08.g367200.t1.1 Subunit of GARP complexCre08.g367200.t1.1 pacid=30773844 transcript=Cre08.g367200.t1.1 locus=Cre08.g367200 ID=Cre08.g367200.t1.1.v5.5 annot-version=v5.52 2 2 87.936 807

Cre08.g367300.t1.1 (1 of 2) PF17035 - Bromodomain extra-terminal - transcription regulation (BET)Cre08.g367300.t1.1 pacid=30773991 transcript=Cre08.g367300.t1.1 locus=Cre08.g367300 ID=Cre08.g367300.t1.1.v5.5 annot-version=v5.51 1 1 88.41 837

Cre08.g367350.t1.2 (1 of 29) PTHR13271 - UNCHARACTERIZED PUTATIVE METHYLTRANSFERASECre08.g367350.t1.2 pacid=30773626 transcript=Cre08.g367350.t1.2 locus=Cre08.g367350 ID=Cre08.g367350.t1.2.v5.5 annot-version=v5.53 3 3 56.163 531

Cre08.g367500.t1.1 Stress-related chlorophyll a/b binding protein 2Cre08.g367500.t1.1 pacid=30774166 transcript=Cre08.g367500.t1.1 locus=Cre08.g367500 ID=Cre08.g367500.t1.1.v5.5 annot-version=v5.5;Cre08.g367400.t1.1 pacid=30773729 transcript=Cre08.g367400.t1.1 locus=Cre08.g367400 ID=Cre08.g367400.t1.1.v5.5 annot-version=v9 9 8 28.224 259

Cre08.g367600.t1.2 O-acetylserine (Thiol)-lyase/cysteine synthaseCre08.g367600.t1.2 pacid=30774009 transcript=Cre08.g367600.t1.2 locus=Cre08.g367600 ID=Cre08.g367600.t1.2.v5.5 annot-version=v5.55 5 5 34.765 325

Cre08.g368450.t2.1 (1 of 1) K12667 - oligosaccharyltransferase complex subunit delta (ribophorin II) (SWP1, RPN2)Cre08.g368450.t2.1 pacid=30773421 transcript=Cre08.g368450.t2.1 locus=Cre08.g368450 ID=Cre08.g368450.t2.1.v5.5 annot-version=v5.5;Cre08.g368450.t1.2 pacid=30773420 transcript=Cre08.g368450.t1.2 locus=Cre08.g368450 ID=Cre08.g368450.t1.2.v5.5 annot-version=v1 1 1 30.784 298

Cre08.g368500.t1.2 (1 of 1) K14838 - nucleolar protein 15 (NOP15)Cre08.g368500.t1.2 pacid=30773518 transcript=Cre08.g368500.t1.2 locus=Cre08.g368500 ID=Cre08.g368500.t1.2.v5.5 annot-version=v5.52 2 2 20.775 181

Cre08.g368900.t2.1 (1 of 1) PTHR11777:SF14 - ALANINE--TRNA LIGASE, CHLOROPLASTIC-RELATEDCre08.g368900.t2.1 pacid=30773528 transcript=Cre08.g368900.t2.1 locus=Cre08.g368900 ID=Cre08.g368900.t2.1.v5.5 annot-version=v5.5;Cre08.g368900.t1.2 pacid=30773527 transcript=Cre08.g368900.t1.2 locus=Cre08.g368900 ID=Cre08.g368900.t1.2.v5.5 annot-version=v4 4 4 99.466 949

Cre08.g368950.t1.2 3-dehydroquinate synthaseCre08.g368950.t1.2 pacid=30773454 transcript=Cre08.g368950.t1.2 locus=Cre08.g368950 ID=Cre08.g368950.t1.2.v5.5 annot-version=v5.56 6 6 51.382 476

Cre08.g370450.t1.2 Mitochondrial grpE-type co-chaperone of the HSP70 systemCre08.g370450.t1.2 pacid=30773612 transcript=Cre08.g370450.t1.2 locus=Cre08.g370450 ID=Cre08.g370450.t1.2.v5.5 annot-version=v5.55 5 5 28.416 264

Cre08.g370550.t1.1 (1 of 1) 1.1.99.39 - D-2-hydroxyglutarate dehydrogenaseCre08.g370550.t1.1 pacid=30773934 transcript=Cre08.g370550.t1.1 locus=Cre08.g370550 ID=Cre08.g370550.t1.1.v5.5 annot-version=v5.52 2 2 62.85 596

Cre08.g370601.t1.1 (1 of 1) K14559 - U3 small nucleolar RNA-associated protein MPP10 (MPP10)Cre08.g370601.t1.1 pacid=30774105 transcript=Cre08.g370601.t1.1 locus=Cre08.g370601 ID=Cre08.g370601.t1.1.v5.5 annot-version=v5.52 2 2 89.246 858

Cre08.g370650.t1.2 (1 of 2) 3.1.1.31 - 6-phosphogluconolactonaseCre08.g370650.t1.2 pacid=30774037 transcript=Cre08.g370650.t1.2 locus=Cre08.g370650 ID=Cre08.g370650.t1.2.v5.5 annot-version=v5.58 8 8 35.812 345

Cre08.g371450.t2.1 Zeta subunit of COP-I complexCre08.g371450.t2.1 pacid=30773470 transcript=Cre08.g371450.t2.1 locus=Cre08.g371450 ID=Cre08.g371450.t2.1.v5.5 annot-version=v5.5;Cre08.g371450.t1.2 pacid=30773469 transcript=Cre08.g371450.t1.2 locus=Cre08.g371450 ID=Cre08.g371450.t1.2.v5.5 annot-version=v5 5 5 20.502 184

Cre08.g371650.t1.2 TatB-like sec-independent protein translocon subunitCre08.g371650.t1.2 pacid=30773883 transcript=Cre08.g371650.t1.2 locus=Cre08.g371650 ID=Cre08.g371650.t1.2.v5.5 annot-version=v5.52 2 2 25.486 253

Cre08.g372000.t1.2 Predicted proteinCre08.g372000.t1.2 pacid=30773352 transcript=Cre08.g372000.t1.2 locus=Cre08.g372000 ID=Cre08.g372000.t1.2.v5.5 annot-version=v5.53 3 3 34.941 318

Cre08.g372100.t1.2 Heat shock protein 70ACre08.g372100.t1.2 pacid=30774022 transcript=Cre08.g372100.t1.2 locus=Cre08.g372100 ID=Cre08.g372100.t1.2.v5.5 annot-version=v5.553 53 49 71.214 651

Cre08.g372450.t1.2 Oxygen evolving enhancer protein 3Cre08.g372450.t1.2 pacid=30773912 transcript=Cre08.g372450.t1.2 locus=Cre08.g372450 ID=Cre08.g372450.t1.2.v5.5 annot-version=v5.536 36 36 21.824 199

Cre08.g372800.t1.1 (1 of 1) K12830 - splicing factor 3B subunit 3 (SF3B3, SAP130, RSE1)Cre08.g372800.t1.1 pacid=30773886 transcript=Cre08.g372800.t1.1 locus=Cre08.g372800 ID=Cre08.g372800.t1.1.v5.5 annot-version=v5.54 4 4 132.11 1214

Cre08.g372950.t1.2 4-hydroxy-3-methylbut-2-enyl diphosphate reductaseCre08.g372950.t1.2 pacid=30773984 transcript=Cre08.g372950.t1.2 locus=Cre08.g372950 ID=Cre08.g372950.t1.2.v5.5 annot-version=v5.58 8 8 51.699 465

Cre08.g373100.t1.1 Cytochrome P450, CYP97 superfamily; carotenoid hydroxylaseCre08.g373100.t1.1 pacid=30773572 transcript=Cre08.g373100.t1.1 locus=Cre08.g373100 ID=Cre08.g373100.t1.1.v5.5 annot-version=v5.512 12 12 63.466 586

Cre08.g373250.t1.2 20S proteasome alpha subunit BCre08.g373250.t1.2 pacid=30773949 transcript=Cre08.g373250.t1.2 locus=Cre08.g373250 ID=Cre08.g373250.t1.2.v5.5 annot-version=v5.51 1 1 25.409 235

Cre08.g374800.t1.2 (1 of 1) PTHR16288 - WD40 REPEAT PROTEIN 4Cre08.g374800.t1.2 pacid=30774170 transcript=Cre08.g374800.t1.2 locus=Cre08.g374800 ID=Cre08.g374800.t1.2.v5.5 annot-version=v5.51 1 1 62.518 622

Cre08.g375250.t1.1 Mitochondrial ribosomal protein S19Cre08.g375250.t1.1 pacid=30774094 transcript=Cre08.g375250.t1.1 locus=Cre08.g375250 ID=Cre08.g375250.t1.1.v5.5 annot-version=v5.51 1 1 12.928 116

Cre08.g375500.t1.2 Glucosamine-fructose-6-phosphate aminotransferaseCre08.g375500.t1.2 pacid=30773556 transcript=Cre08.g375500.t1.2 locus=Cre08.g375500 ID=Cre08.g375500.t1.2.v5.5 annot-version=v5.51 1 1 77.724 699

Cre08.g375550.t1.2 (1 of 35) PF08241 - Methyltransferase domain (Methyltransf_11)Cre08.g375550.t1.2 pacid=30773638 transcript=Cre08.g375550.t1.2 locus=Cre08.g375550 ID=Cre08.g375550.t1.2.v5.5 annot-version=v5.52 2 2 24.959 236

Cre08.g376100.t1.2 (1 of 2) 3.1.3.7 - 3'(2'),5'-bisphosphate nucleotidase / Phosphoadenylate 3'-nucleotidaseCre08.g376100.t1.2 pacid=30774057 transcript=Cre08.g376100.t1.2 locus=Cre08.g376100 ID=Cre08.g376100.t1.2.v5.5 annot-version=v5.54 4 4 33.55 306

Cre33.g759047.t1.1 (1 of 3) K10419 - dynein light chain roadblock-type (DYNLRB, DNCL2)Cre33.g759047.t1.1 pacid=30781589 transcript=Cre33.g759047.t1.1 locus=Cre33.g759047 ID=Cre33.g759047.t1.1.v5.5 annot-version=v5.5;Cre08.g376550.t1.2 pacid=30773513 transcript=Cre08.g376550.t1.2 locus=Cre08.g376550 ID=Cre08.g376550.t1.2.v5.5 annot-version=v1 1 1 11.928 105

Cre08.g377200.t1.1 (1 of 1) K11643 - chromodomain-helicase-DNA-binding protein 4 (CHD4, MI2B)Cre08.g377200.t1.1 pacid=30773522 transcript=Cre08.g377200.t1.1 locus=Cre08.g377200 ID=Cre08.g377200.t1.1.v5.5 annot-version=v5.51 1 1 218.34 2130

Cre08.g377350.t1.1 Adenylate kinase; Flagellar Associated ProteinCre08.g377350.t1.1 pacid=30773888 transcript=Cre08.g377350.t1.1 locus=Cre08.g377350 ID=Cre08.g377350.t1.1.v5.5 annot-version=v5.51 1 1 113.59 1090

Cre08.g378000.t1.2 (1 of 1) K18749 - protein LSM14 (LSM14, RAP55, SCD6)Cre08.g378000.t1.2 pacid=30773645 transcript=Cre08.g378000.t1.2 locus=Cre08.g378000 ID=Cre08.g378000.t1.2.v5.5 annot-version=v5.53 3 3 42.604 423

Cre08.g378050.t1.2 NADH:ubiquinone oxidoreductase 16 kDa subunitCre08.g378050.t1.2 pacid=30774090 transcript=Cre08.g378050.t1.2 locus=Cre08.g378050 ID=Cre08.g378050.t1.2.v5.5 annot-version=v5.55 5 5 15.27 130



Cre08.g378150.t1.1 Glucose-6-phosphate dehydrogenaseCre08.g378150.t1.1 pacid=30773353 transcript=Cre08.g378150.t1.1 locus=Cre08.g378150 ID=Cre08.g378150.t1.1.v5.5 annot-version=v5.54 4 4 66.41 598

Cre08.g378750.t1.1 NA Cre08.g378750.t1.1 pacid=30773864 transcript=Cre08.g378750.t1.1 locus=Cre08.g378750 ID=Cre08.g378750.t1.1.v5.5 annot-version=v5.53 3 3 71.604 691

Cre08.g378850.t1.2 Ribose-phosphate pyrophosphokinaseCre08.g378850.t1.2 pacid=30773952 transcript=Cre08.g378850.t1.2 locus=Cre08.g378850 ID=Cre08.g378850.t1.2.v5.5 annot-version=v5.57 7 7 44.278 416

Cre08.g378950.t1.1 (1 of 6) PTHR23257//PTHR23257:SF529 - SERINE-THREONINE PROTEIN KINASE // SUBFAMILY NOT NAMEDCre08.g378950.t1.1 pacid=30774185 transcript=Cre08.g378950.t1.1 locus=Cre08.g378950 ID=Cre08.g378950.t1.1.v5.5 annot-version=v5.51 1 1 93.287 937

Cre08.g379000.t1.2 NA Cre08.g379000.t1.2 pacid=30774085 transcript=Cre08.g379000.t1.2 locus=Cre08.g379000 ID=Cre08.g379000.t1.2.v5.5 annot-version=v5.51 1 1 10.983 97

Cre08.g379200.t1.1 Conserved protein in plant and diatom lineageCre08.g379200.t1.1 pacid=30773496 transcript=Cre08.g379200.t1.1 locus=Cre08.g379200 ID=Cre08.g379200.t1.1.v5.5 annot-version=v5.53 3 3 37.796 346

Cre08.g379450.t1.1 (1 of 1) K01190 - beta-galactosidase (lacZ)Cre08.g379450.t1.1 pacid=30773873 transcript=Cre08.g379450.t1.1 locus=Cre08.g379450 ID=Cre08.g379450.t1.1.v5.5 annot-version=v5.51 1 1 156.3 1526

Cre08.g379950.t1.1 (1 of 2) PTHR10869//PTHR10869:SF79 - PROLYL 4-HYDROXYLASE ALPHA SUBUNIT // SUBFAMILY NOT NAMEDCre08.g379950.t1.1 pacid=30773433 transcript=Cre08.g379950.t1.1 locus=Cre08.g379950 ID=Cre08.g379950.t1.1.v5.5 annot-version=v5.52 2 2 39.598 384

Cre08.g380000.t1.2 (1 of 1) PTHR23150 - SULFATASE MODIFYING FACTOR 1, 2Cre08.g380000.t1.2 pacid=30773887 transcript=Cre08.g380000.t1.2 locus=Cre08.g380000 ID=Cre08.g380000.t1.2.v5.5 annot-version=v5.51 1 1 101.01 917

Cre08.g380201.t1.1 (1 of 1) 1.1.1.25 - Shikimate dehydrogenase / Shikimate:NADP(+) oxidoreductaseCre08.g380201.t1.1 pacid=30773877 transcript=Cre08.g380201.t1.1 locus=Cre08.g380201 ID=Cre08.g380201.t1.1.v5.5 annot-version=v5.56 6 6 59.273 566

Cre08.g380250.t1.2 Small protein associating with GAPDH and PRKCre08.g380250.t1.2 pacid=30774093 transcript=Cre08.g380250.t1.2 locus=Cre08.g380250 ID=Cre08.g380250.t1.2.v5.5 annot-version=v5.59 9 9 14.139 131

Cre08.g381450.t2.1 (1 of 85) PTHR21228 - FAST LEU-RICH DOMAIN-CONTAININGCre08.g381450.t2.1 pacid=30773456 transcript=Cre08.g381450.t2.1 locus=Cre08.g381450 ID=Cre08.g381450.t2.1.v5.5 annot-version=v5.5;Cre08.g381450.t1.2 pacid=30773455 transcript=Cre08.g381450.t1.2 locus=Cre08.g381450 ID=Cre08.g381450.t1.2.v5.5 annot-version=v6 6 6 54.317 530

Cre08.g381516.t1.1 (1 of 1) K11168 - dehydrogenase/reductase SDR family member 12 (DHRS12)Cre08.g381516.t1.1 pacid=30773746 transcript=Cre08.g381516.t1.1 locus=Cre08.g381516 ID=Cre08.g381516.t1.1.v5.5 annot-version=v5.51 1 1 38.095 361

Cre08.g381650.t1.1 (1 of 1) PTHR12265:SF0 - TRANSMEMBRANE PROTEIN 53Cre08.g381650.t1.1 pacid=30773536 transcript=Cre08.g381650.t1.1 locus=Cre08.g381650 ID=Cre08.g381650.t1.1.v5.5 annot-version=v5.51 1 1 52.303 522

Cre08.g381800.t1.1 (1 of 2) 5.3.3.2 - Isopentenyl-diphosphate Delta-isomerase / Methylbutenylpyrophosphate isomeraseCre08.g381800.t1.1 pacid=30774020 transcript=Cre08.g381800.t1.1 locus=Cre08.g381800 ID=Cre08.g381800.t1.1.v5.5 annot-version=v5.51 1 1 22.383 200

Cre08.g382500.t1.2 Ribosomal protein S25, component of cytosolic 80S ribosome and 40S small subunitCre08.g382500.t1.2 pacid=30773860 transcript=Cre08.g382500.t1.2 locus=Cre08.g382500 ID=Cre08.g382500.t1.2.v5.5 annot-version=v5.58 8 8 11.818 107

Cre08.g382650.t1.1 Bi-ubiquitinCre08.g382650.t1.1 pacid=30774088 transcript=Cre08.g382650.t1.1 locus=Cre08.g382650 ID=Cre08.g382650.t1.1.v5.5 annot-version=v5.51 1 1 80.161 758

Cre08.g382800.t1.2 (1 of 1) PF00036//PF07714//PF13499 - EF hand (EF-hand_1) // Protein tyrosine kinase (Pkinase_Tyr)  // EF-hand domain pair (EF-hand_7)Cre08.g382800.t1.2 pacid=30773557 transcript=Cre08.g382800.t1.2 locus=Cre08.g382800 ID=Cre08.g382800.t1.2.v5.5 annot-version=v5.57 7 7 75.762 686

Cre08.g383101.t1.1 NA Cre08.g383101.t1.1 pacid=30774114 transcript=Cre08.g383101.t1.1 locus=Cre08.g383101 ID=Cre08.g383101.t1.1.v5.5 annot-version=v5.51 1 1 18.819 162

Cre08.g384000.t1.1 Cytochrome P450, CYP197 superfamilyCre08.g384000.t1.1 pacid=30773909 transcript=Cre08.g384000.t1.1 locus=Cre08.g384000 ID=Cre08.g384000.t1.1.v5.5 annot-version=v5.58 8 8 179.05 1869

Cre08.g384200.t1.2 (1 of 3) PTHR10751:SF2 - GUANYLATE-BINDING PROTEINCre08.g384200.t1.2 pacid=30773657 transcript=Cre08.g384200.t1.2 locus=Cre08.g384200 ID=Cre08.g384200.t1.2.v5.5 annot-version=v5.52 2 2 101.7 1000

Cre08.g384864.t1.2 (1 of 1) PF00018 - SH3 domain (SH3_1)Cre08.g384864.t1.2 pacid=30774180 transcript=Cre08.g384864.t1.2 locus=Cre08.g384864 ID=Cre08.g384864.t1.2.v5.5 annot-version=v5.51 1 1 153.42 1533

Cre08.g384900.t1.2 (1 of 268) PTHR23257 - SERINE-THREONINE PROTEIN KINASECre08.g384900.t1.2 pacid=30773933 transcript=Cre08.g384900.t1.2 locus=Cre08.g384900 ID=Cre08.g384900.t1.2.v5.5 annot-version=v5.52 2 2 33.489 300

Cre08.g385200.t1.1 Small nuclear ribonucleoprotein SmECre08.g385200.t1.1 pacid=30773598 transcript=Cre08.g385200.t1.1 locus=Cre08.g385200 ID=Cre08.g385200.t1.1.v5.5 annot-version=v5.51 1 1 10.201 87

Cre08.g385500.t2.1 Alpha-amylaseCre08.g385500.t2.1 pacid=30773515 transcript=Cre08.g385500.t2.1 locus=Cre08.g385500 ID=Cre08.g385500.t2.1.v5.5 annot-version=v5.5;Cre08.g385500.t1.2 pacid=30773514 transcript=Cre08.g385500.t1.2 locus=Cre08.g385500 ID=Cre08.g385500.t1.2.v5.5 annot-version=v1 1 1 45.611 405

Cre09.g386200.t1.1 (1 of 85) PTHR21228 - FAST LEU-RICH DOMAIN-CONTAININGCre09.g386200.t1.1 pacid=30780691 transcript=Cre09.g386200.t1.1 locus=Cre09.g386200 ID=Cre09.g386200.t1.1.v5.5 annot-version=v5.54 4 4 71.889 689

Cre09.g386400.t1.2 Ubiquitin-activating enzyme E1Cre09.g386400.t1.2 pacid=30780324 transcript=Cre09.g386400.t1.2 locus=Cre09.g386400 ID=Cre09.g386400.t1.2.v5.5 annot-version=v5.524 24 24 114.24 1061

Cre09.g386550.t1.2 (1 of 1) K12492 - ADP-ribosylation factor GTPase-activating protein 1 (ARFGAP1)Cre09.g386550.t1.2 pacid=30780664 transcript=Cre09.g386550.t1.2 locus=Cre09.g386550 ID=Cre09.g386550.t1.2.v5.5 annot-version=v5.52 2 2 50.483 495

Cre09.g386650.t2.1 ADP/ATP carrier protein, mitochondrialCre09.g386650.t2.1 pacid=30781166 transcript=Cre09.g386650.t2.1 locus=Cre09.g386650 ID=Cre09.g386650.t2.1.v5.5 annot-version=v5.5;Cre09.g386650.t1.2 pacid=30781165 transcript=Cre09.g386650.t1.2 locus=Cre09.g386650 ID=Cre09.g386650.t1.2.v5.5 annot-version=v23 23 23 33.527 308

Cre09.g386731.t1.1 (1 of 2) K13095 - splicing factor 1 (SF1)Cre09.g386731.t1.1 pacid=30780511 transcript=Cre09.g386731.t1.1 locus=Cre09.g386731 ID=Cre09.g386731.t1.1.v5.5 annot-version=v5.52 2 2 93.494 891

Cre09.g386735.t1.1 Dihydrolipoamide acetyltransferaseCre09.g386735.t1.1 pacid=30780264 transcript=Cre09.g386735.t1.1 locus=Cre09.g386735 ID=Cre09.g386735.t1.1.v5.5 annot-version=v5.511 11 11 63.852 623

Cre09.g386736.t1.1 Flagellar Associated ProteinCre09.g386736.t1.1 pacid=30781006 transcript=Cre09.g386736.t1.1 locus=Cre09.g386736 ID=Cre09.g386736.t1.1.v5.5 annot-version=v5.51 1 1 221.94 2141

Cre09.g386750.t1.2 Heat shock protein 90ACre09.g386750.t1.2 pacid=30780775 transcript=Cre09.g386750.t1.2 locus=Cre09.g386750 ID=Cre09.g386750.t1.2.v5.5 annot-version=v5.538 38 36 80.681 705

Cre09.g386758.t1.1 Acetolactate synthase, large subunitCre09.g386758.t1.1 pacid=30780593 transcript=Cre09.g386758.t1.1 locus=Cre09.g386758 ID=Cre09.g386758.t1.1.v5.5 annot-version=v5.515 15 15 74.062 683

Cre09.g387134.t1.1 (1 of 4) PTHR14289 - F-BOX ONLY PROTEIN 3Cre09.g387134.t1.1 pacid=30780317 transcript=Cre09.g387134.t1.1 locus=Cre09.g387134 ID=Cre09.g387134.t1.1.v5.5 annot-version=v5.51 1 1 28.598 260

Cre09.g387171.t2.1 (1 of 1) 1.1.1.133 - dTDP-4-dehydrorhamnose reductase / dTDP-6-deoxy-L-mannose dehydrogenaseCre09.g387171.t2.1 pacid=30780923 transcript=Cre09.g387171.t2.1 locus=Cre09.g387171 ID=Cre09.g387171.t2.1.v5.5 annot-version=v5.5;Cre09.g387171.t1.1 pacid=30780922 transcript=Cre09.g387171.t1.1 locus=Cre09.g387171 ID=Cre09.g387171.t1.1.v5.5 annot-version=v11 11 11 35.005 310

Cre09.g387393.t1.1 (1 of 4) K06067 - histone deacetylase 1/2 (HDAC1_2)Cre09.g387393.t1.1 pacid=30780858 transcript=Cre09.g387393.t1.1 locus=Cre09.g387393 ID=Cre09.g387393.t1.1.v5.5 annot-version=v5.53 3 3 61.5 575

Cre09.g387689.t1.1 Flagellar Associated ProteinCre09.g387689.t1.1 pacid=30780754 transcript=Cre09.g387689.t1.1 locus=Cre09.g387689 ID=Cre09.g387689.t1.1.v5.5 annot-version=v5.51 1 1 172.47 1638

Cre09.g387726.t1.1 Aspartate aminotransferaseCre09.g387726.t1.1 pacid=30780321 transcript=Cre09.g387726.t1.1 locus=Cre09.g387726 ID=Cre09.g387726.t1.1.v5.5 annot-version=v5.53 3 3 46.532 433

Cre09.g387800.t1.2 Pre-apoferritinCre09.g387800.t1.2 pacid=30780709 transcript=Cre09.g387800.t1.2 locus=Cre09.g387800 ID=Cre09.g387800.t1.2.v5.5 annot-version=v5.54 4 4 27.291 249

Cre09.g387875.t1.1 Soluble inorganic pyrophosphataseCre09.g387875.t1.1 pacid=30781201 transcript=Cre09.g387875.t1.1 locus=Cre09.g387875 ID=Cre09.g387875.t1.1.v5.5 annot-version=v5.510 10 10 22.175 192

Cre09.g387949.t1.1 NA Cre09.g387949.t1.1 pacid=30780268 transcript=Cre09.g387949.t1.1 locus=Cre09.g387949 ID=Cre09.g387949.t1.1.v5.5 annot-version=v5.53 3 3 46.791 439

Cre09.g388200.t1.1 Ribosomal protein L10, component of cytosolic 80S ribosome and 60S large subunitCre09.g388200.t1.1 pacid=30781020 transcript=Cre09.g388200.t1.1 locus=Cre09.g388200 ID=Cre09.g388200.t1.1.v5.5 annot-version=v5.513 13 13 26.237 230

Cre09.g388319.t1.1 (1 of 1) PTHR13390 - LIPASECre09.g388319.t1.1 pacid=30781088 transcript=Cre09.g388319.t1.1 locus=Cre09.g388319 ID=Cre09.g388319.t1.1.v5.5 annot-version=v5.51 1 1 58.831 561

Cre09.g388372.t1.2 Chloroplast tscA maturation factorCre09.g388372.t1.2 pacid=30781195 transcript=Cre09.g388372.t1.2 locus=Cre09.g388372 ID=Cre09.g388372.t1.2.v5.5 annot-version=v5.51 1 1 143.51 1375

Cre09.g388467.t1.1 Rab GDP dissociation inhibitor proteinCre09.g388467.t1.1 pacid=30781443 transcript=Cre09.g388467.t1.1 locus=Cre09.g388467 ID=Cre09.g388467.t1.1.v5.5 annot-version=v5.513 13 13 49.523 442

Cre09.g388500.t1.2 (1 of 12) PF09273 - Rubisco LSMT substrate-binding (Rubis-subs-bind)Cre09.g388500.t1.2 pacid=30780636 transcript=Cre09.g388500.t1.2 locus=Cre09.g388500 ID=Cre09.g388500.t1.2.v5.5 annot-version=v5.54 4 4 89.007 834

Cre09.g388726.t1.1 (1 of 1) 2.7.1.78 - Polynucleotide 5'-hydroxyl-kinaseCre09.g388726.t1.1 pacid=30780223 transcript=Cre09.g388726.t1.1 locus=Cre09.g388726 ID=Cre09.g388726.t1.1.v5.5 annot-version=v5.5;Cre09.g388726.t2.1 pacid=30780224 transcript=Cre09.g388726.t2.1 locus=Cre09.g388726 ID=Cre09.g388726.t2.1.v5.5 annot-version=v9 9 2 39.948 370

Cre09.g388726.t3.1 (1 of 1) 2.7.1.78 - Polynucleotide 5'-hydroxyl-kinaseCre09.g388726.t3.1 pacid=30780225 transcript=Cre09.g388726.t3.1 locus=Cre09.g388726 ID=Cre09.g388726.t3.1.v5.5 annot-version=v5.58 1 1 26.794 242

Cre09.g388800.t1.2 Glutamate dehydrogenaseCre09.g388800.t1.2 pacid=30780566 transcript=Cre09.g388800.t1.2 locus=Cre09.g388800 ID=Cre09.g388800.t1.2.v5.5 annot-version=v5.53 3 3 48.565 448



Cre09.g389430.t1.1 (1 of 1) PTHR11538:SF40 - PHENYLALANINE--TRNA LIGASE ALPHA SUBUNITCre09.g389430.t1.1 pacid=30781306 transcript=Cre09.g389430.t1.1 locus=Cre09.g389430 ID=Cre09.g389430.t1.1.v5.5 annot-version=v5.57 7 7 55.832 499

Cre09.g389689.t1.1 Aspartate semialdehyde dehydrogenaseCre09.g389689.t1.1 pacid=30781468 transcript=Cre09.g389689.t1.1 locus=Cre09.g389689 ID=Cre09.g389689.t1.1.v5.5 annot-version=v5.529 29 29 39.934 370

Cre09.g389912.t1.1 (1 of 1) K14018 - phospholipase A-2-activating protein (PLAA, DOA1, UFD3)Cre09.g389912.t1.1 pacid=30781392 transcript=Cre09.g389912.t1.1 locus=Cre09.g389912 ID=Cre09.g389912.t1.1.v5.5 annot-version=v5.55 5 5 89.237 884

Cre09.g390050.t1.2 Molybdenum cofactor carrier proteinCre09.g390050.t1.2 pacid=30780812 transcript=Cre09.g390050.t1.2 locus=Cre09.g390050 ID=Cre09.g390050.t1.2.v5.5 annot-version=v5.52 2 2 16.527 165

Cre09.g390615.t1.1 Triacylglycerol lipase and Flagellar Associated ProteinCre09.g390615.t1.1 pacid=30780266 transcript=Cre09.g390615.t1.1 locus=Cre09.g390615 ID=Cre09.g390615.t1.1.v5.5 annot-version=v5.515 15 15 52.143 483

Cre09.g390763.t1.1 Small Rab-related GTPaseCre09.g390763.t1.1 pacid=30781250 transcript=Cre09.g390763.t1.1 locus=Cre09.g390763 ID=Cre09.g390763.t1.1.v5.5 annot-version=v5.52 2 2 23.611 213

Cre09.g390986.t1.1 Aspartyl-tRNA synthetaseCre09.g390986.t1.1 pacid=30780501 transcript=Cre09.g390986.t1.1 locus=Cre09.g390986 ID=Cre09.g390986.t1.1.v5.5 annot-version=v5.51 1 1 69.803 639

Cre09.g391023.t1.1 Serine/threonine protein phosphatase PP2A, metallophosphoesteraseCre09.g391023.t1.1 pacid=30781131 transcript=Cre09.g391023.t1.1 locus=Cre09.g391023 ID=Cre09.g391023.t1.1.v5.5 annot-version=v5.56 6 6 35.675 315

Cre09.g391097.t2.1 Ribosomal protein L24, component of cytosolic 80S ribosome and 60S large subunitCre09.g391097.t2.1 pacid=30781302 transcript=Cre09.g391097.t2.1 locus=Cre09.g391097 ID=Cre09.g391097.t2.1.v5.5 annot-version=v5.5;Cre09.g391097.t1.1 pacid=30781301 transcript=Cre09.g391097.t1.1 locus=Cre09.g391097 ID=Cre09.g391097.t1.1.v5.5 annot-version=v6 6 6 17.036 149

Cre09.g391650.t1.2 Hybrid-cluster proteinCre09.g391650.t1.2 pacid=30781146 transcript=Cre09.g391650.t1.2 locus=Cre09.g391650 ID=Cre09.g391650.t1.2.v5.5 annot-version=v5.514 5 1 69.735 646

Cre09.g391900.t1.1 Cytosolic thioredoxin h1Cre09.g391900.t1.1 pacid=30780233 transcript=Cre09.g391900.t1.1 locus=Cre09.g391900 ID=Cre09.g391900.t1.1.v5.5 annot-version=v5.55 5 5 11.844 113

Cre09.g391949.t1.1 U2 snRNP auxiliary splicing factor, large subunitCre09.g391949.t1.1 pacid=30781196 transcript=Cre09.g391949.t1.1 locus=Cre09.g391949 ID=Cre09.g391949.t1.1.v5.5 annot-version=v5.53 3 3 56.219 539

Cre09.g392282.t1.1 Dynein heavy chain 2, inner arm dynein d (monomeric)Cre09.g392282.t1.1 pacid=30780366 transcript=Cre09.g392282.t1.1 locus=Cre09.g392282 ID=Cre09.g392282.t1.1.v5.5 annot-version=v5.52 2 2 467 4165

Cre09.g392350.t2.1 (1 of 90) PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)Cre09.g392350.t2.1 pacid=30780382 transcript=Cre09.g392350.t2.1 locus=Cre09.g392350 ID=Cre09.g392350.t2.1.v5.5 annot-version=v5.5;Cre09.g392350.t1.2 pacid=30780381 transcript=Cre09.g392350.t1.2 locus=Cre09.g392350 ID=Cre09.g392350.t1.2.v5.5 annot-version=v13 13 13 15.784 165

Cre09.g392467.t1.1 Copper chaperoneCre09.g392467.t1.1 pacid=30780491 transcript=Cre09.g392467.t1.1 locus=Cre09.g392467 ID=Cre09.g392467.t1.1.v5.5 annot-version=v5.52 2 2 7.4356 70

Cre09.g392500.t1.2 NA Cre09.g392500.t1.2 pacid=30780965 transcript=Cre09.g392500.t1.2 locus=Cre09.g392500 ID=Cre09.g392500.t1.2.v5.5 annot-version=v5.55 5 5 36.706 340

Cre09.g392692.t1.1 Exon junction complex component, Mago nashi homologCre09.g392692.t1.1 pacid=30781257 transcript=Cre09.g392692.t1.1 locus=Cre09.g392692 ID=Cre09.g392692.t1.1.v5.5 annot-version=v5.52 2 2 17.343 148

Cre09.g392867.t1.1 Flagella membrane glycoprotein, major formCre09.g392867.t1.1 pacid=30781497 transcript=Cre09.g392867.t1.1 locus=Cre09.g392867 ID=Cre09.g392867.t1.1.v5.5 annot-version=v5.511 7 7 432.52 4389

Cre22.g754047.t1.1 NA Cre22.g754047.t1.1 pacid=30778272 transcript=Cre22.g754047.t1.1 locus=Cre22.g754047 ID=Cre22.g754047.t1.1.v5.5 annot-version=v5.5;Cre09.g392988.t1.1 pacid=30781003 transcript=Cre09.g392988.t1.1 locus=Cre09.g392988 ID=Cre09.g392988.t1.1.v5.5 annot-version=v1 1 1 27.407 267

Cre09.g393136.t1.1 (1 of 1) PTHR22951 - CLATHRIN ASSEMBLY PROTEINCre09.g393136.t1.1 pacid=30780892 transcript=Cre09.g393136.t1.1 locus=Cre09.g393136 ID=Cre09.g393136.t1.1.v5.5 annot-version=v5.54 4 4 74.605 731

Cre09.g393150.t1.2 Multicopper ferroxidaseCre09.g393150.t1.2 pacid=30780797 transcript=Cre09.g393150.t1.2 locus=Cre09.g393150 ID=Cre09.g393150.t1.2.v5.5 annot-version=v5.51 1 1 122.8 1142

Cre09.g393173.t1.1 Early light-inducible proteinCre09.g393173.t1.1 pacid=30780340 transcript=Cre09.g393173.t1.1 locus=Cre09.g393173 ID=Cre09.g393173.t1.1.v5.5 annot-version=v5.51 1 1 18.747 175

Cre09.g393200.t1.2 Heat shock protein 70CCre09.g393200.t1.2 pacid=30781359 transcript=Cre09.g393200.t1.2 locus=Cre09.g393200 ID=Cre09.g393200.t1.2.v5.5 annot-version=v5.529 25 25 70.67 663

Cre09.g393350.t1.2 (1 of 4) PF04232 - Stage V sporulation protein S (SpoVS) (SpoVS)Cre09.g393350.t1.2 pacid=30780624 transcript=Cre09.g393350.t1.2 locus=Cre09.g393350 ID=Cre09.g393350.t1.2.v5.5 annot-version=v5.51 1 1 27.031 259

Cre09.g393358.t1.1 (1 of 1) K13199 - plasminogen activator inhibitor 1 RNA-binding protein (SERBP1)Cre09.g393358.t1.1 pacid=30781395 transcript=Cre09.g393358.t1.1 locus=Cre09.g393358 ID=Cre09.g393358.t1.1.v5.5 annot-version=v5.515 15 15 37.542 361

Cre09.g393450.t1.1 Flagellar Associated ProteinCre09.g393450.t1.1 pacid=30781208 transcript=Cre09.g393450.t1.1 locus=Cre09.g393450 ID=Cre09.g393450.t1.1.v5.5 annot-version=v5.515 3 3 159.44 1520

Cre09.g393506.t1.1 Hybrid-cluster proteinCre09.g393506.t1.1 pacid=30780681 transcript=Cre09.g393506.t1.1 locus=Cre09.g393506 ID=Cre09.g393506.t1.1.v5.5 annot-version=v5.515 1 1 70.176 649

Cre09.g393543.t1.1 Hybrid-cluster proteinCre09.g393543.t1.1 pacid=30781243 transcript=Cre09.g393543.t1.1 locus=Cre09.g393543 ID=Cre09.g393543.t1.1.v5.5 annot-version=v5.516 16 0 70.428 654

Cre09.g393700.t1.1 Matrix metalloproteinaseCre09.g393700.t1.1 pacid=30780360 transcript=Cre09.g393700.t1.1 locus=Cre09.g393700 ID=Cre09.g393700.t1.1.v5.5 annot-version=v5.59 9 9 71.019 647

Cre09.g393728.t1.1 (1 of 3) K05302 - SET domain-containing protein 6 (SETD6)Cre09.g393728.t1.1 pacid=30781271 transcript=Cre09.g393728.t1.1 locus=Cre09.g393728 ID=Cre09.g393728.t1.1.v5.5 annot-version=v5.54 4 4 74.661 710

Cre09.g393765.t1.1 Chitinase-related proteinCre09.g393765.t1.1 pacid=30780679 transcript=Cre09.g393765.t1.1 locus=Cre09.g393765 ID=Cre09.g393765.t1.1.v5.5 annot-version=v5.52 2 2 22.367 202

Cre09.g393800.t1.1 NA Cre09.g393800.t1.1 pacid=30780779 transcript=Cre09.g393800.t1.1 locus=Cre09.g393800 ID=Cre09.g393800.t1.1.v5.5 annot-version=v5.51 1 1 49.158 466

Cre09.g393954.t1.1 Flagellar Associated ProteinCre09.g393954.t1.1 pacid=30781347 transcript=Cre09.g393954.t1.1 locus=Cre09.g393954 ID=Cre09.g393954.t1.1.v5.5 annot-version=v5.52 2 2 26.974 240

Cre09.g394102.t1.1 (1 of 1) PTHR23117:SF13 - GUANYLATE KINASECre09.g394102.t1.1 pacid=30781451 transcript=Cre09.g394102.t1.1 locus=Cre09.g394102 ID=Cre09.g394102.t1.1.v5.5 annot-version=v5.52 2 2 62.474 592

Cre09.g394200.t1.1 Flagellar Associated ProteinCre09.g394200.t1.1 pacid=30780796 transcript=Cre09.g394200.t1.1 locus=Cre09.g394200 ID=Cre09.g394200.t1.1.v5.5 annot-version=v5.526 26 14 156.48 1496

Cre09.g394251.t1.1 Central pair associated proteinCre09.g394251.t1.1 pacid=30781012 transcript=Cre09.g394251.t1.1 locus=Cre09.g394251 ID=Cre09.g394251.t1.1.v5.5 annot-version=v5.56 6 6 54.654 512

Cre09.g394399.t1.1 (1 of 1) K14767 - U3 small nucleolar RNA-associated protein 3 (UTP3, SAS10)Cre09.g394399.t1.1 pacid=30780529 transcript=Cre09.g394399.t1.1 locus=Cre09.g394399 ID=Cre09.g394399.t1.1.v5.5 annot-version=v5.55 5 5 84.445 792

Cre09.g394436.t1.1 (1 of 1) PF03030 - Inorganic H+ pyrophosphatase (H_PPase)Cre09.g394436.t1.1 pacid=30780430 transcript=Cre09.g394436.t1.1 locus=Cre09.g394436 ID=Cre09.g394436.t1.1.v5.5 annot-version=v5.58 8 8 79.651 763

Cre09.g394450.t1.2 RAN binding protein, RANBP1Cre09.g394450.t1.2 pacid=30780483 transcript=Cre09.g394450.t1.2 locus=Cre09.g394450 ID=Cre09.g394450.t1.2.v5.5 annot-version=v5.58 8 8 26.416 246

Cre09.g394473.t1.1 Low-CO2-inducible proteinCre09.g394473.t1.1 pacid=30781047 transcript=Cre09.g394473.t1.1 locus=Cre09.g394473 ID=Cre09.g394473.t1.1.v5.5 annot-version=v5.51 1 1 62.777 590

Cre09.g394510.t1.1 (1 of 19) PF00686 - Starch binding domain (CBM_20)Cre09.g394510.t1.1 pacid=30780295 transcript=Cre09.g394510.t1.1 locus=Cre09.g394510 ID=Cre09.g394510.t1.1.v5.5 annot-version=v5.51 1 1 62.96 600

Cre09.g394550.t1.2 Ribose-phosphate pyrophosphokinaseCre09.g394550.t1.2 pacid=30780870 transcript=Cre09.g394550.t1.2 locus=Cre09.g394550 ID=Cre09.g394550.t1.2.v5.5 annot-version=v5.514 14 14 38.488 348

Cre09.g394621.t2.1 (1 of 36) PTHR18937 - STRUCTURAL MAINTENANCE OF CHROMOSOMES SMC FAMILY MEMBERCre09.g394621.t2.1 pacid=30780748 transcript=Cre09.g394621.t2.1 locus=Cre09.g394621 ID=Cre09.g394621.t2.1.v5.5 annot-version=v5.5;Cre09.g394621.t1.1 pacid=30780747 transcript=Cre09.g394621.t1.1 locus=Cre09.g394621 ID=Cre09.g394621.t1.1.v5.5 annot-version=v3 3 3 183.42 1748

Cre09.g394750.t1.2 Plastid ribosomal protein S1, polyribonucleotide nucleotidyltransferaseCre09.g394750.t1.2 pacid=30780657 transcript=Cre09.g394750.t1.2 locus=Cre09.g394750 ID=Cre09.g394750.t1.2.v5.5 annot-version=v5.512 12 12 48.299 436

Cre09.g395250.t1.1 Flagellar Associated ProteinCre09.g395250.t1.1 pacid=30780280 transcript=Cre09.g395250.t1.1 locus=Cre09.g395250 ID=Cre09.g395250.t1.1.v5.5 annot-version=v5.51 1 1 49.796 485

Cre09.g395350.t1.1 Mitochondrial F1F0 ATP synthase associated 12.0 kDa proteinCre09.g395350.t1.1 pacid=30780609 transcript=Cre09.g395350.t1.1 locus=Cre09.g395350 ID=Cre09.g395350.t1.1.v5.5 annot-version=v5.52 2 2 12.807 111

Cre09.g395650.t1.1 (1 of 2) PF13806 - Rieske-like [2Fe-2S] domain (Rieske_2)Cre09.g395650.t1.1 pacid=30780744 transcript=Cre09.g395650.t1.1 locus=Cre09.g395650 ID=Cre09.g395650.t1.1.v5.5 annot-version=v5.53 3 3 22.766 214

Cre09.g395800.t1.2 (1 of 1) PTHR12857:SF0 - UPF0587 PROTEIN C1ORF123Cre09.g395800.t1.2 pacid=30781156 transcript=Cre09.g395800.t1.2 locus=Cre09.g395800 ID=Cre09.g395800.t1.2.v5.5 annot-version=v5.51 1 1 17.883 162

Cre09.g396100.t1.2 Cell wall protein pherophorin-C15Cre09.g396100.t1.2 pacid=30780921 transcript=Cre09.g396100.t1.2 locus=Cre09.g396100 ID=Cre09.g396100.t1.2.v5.5 annot-version=v5.55 5 5 18.236 175

Cre09.g396213.t1.1 Oxygen-evolving enhancer protein 1 of photosystem IICre09.g396213.t1.1 pacid=30780284 transcript=Cre09.g396213.t1.1 locus=Cre09.g396213 ID=Cre09.g396213.t1.1.v5.5 annot-version=v5.541 41 41 30.579 291



Cre09.g396252.t1.1 Glutathione reductaseCre09.g396252.t1.1 pacid=30780874 transcript=Cre09.g396252.t1.1 locus=Cre09.g396252 ID=Cre09.g396252.t1.1.v5.5 annot-version=v5.512 12 12 54.651 514

Cre09.g396300.t1.2 Protoporphyrinogen oxidaseCre09.g396300.t1.2 pacid=30781023 transcript=Cre09.g396300.t1.2 locus=Cre09.g396300 ID=Cre09.g396300.t1.2.v5.5 annot-version=v5.517 17 17 59.802 563

Cre09.g396326.t1.1 (1 of 2) PF02213 - GYF domain (GYF)Cre09.g396326.t1.1 pacid=30781078 transcript=Cre09.g396326.t1.1 locus=Cre09.g396326 ID=Cre09.g396326.t1.1.v5.5 annot-version=v5.53 3 3 114.28 1173

Cre09.g396400.t1.2 Bi-ubiquitinCre09.g396400.t1.2 pacid=30780590 transcript=Cre09.g396400.t1.2 locus=Cre09.g396400 ID=Cre09.g396400.t1.2.v5.5 annot-version=v5.5;Cre01.g007051.t1.2 pacid=30788581 transcript=Cre01.g007051.t1.2 locus=Cre01.g007051 ID=Cre01.g007051.t1.2.v5.5 annot-version=v13 13 13 17.196 153

Cre09.g396500.t1.1 NA Cre09.g396500.t1.1 pacid=30780605 transcript=Cre09.g396500.t1.1 locus=Cre09.g396500 ID=Cre09.g396500.t1.1.v5.5 annot-version=v5.58 8 8 31.066 289

Cre09.g396600.t1.1 Iron hydrogenaseCre09.g396600.t1.1 pacid=30780196 transcript=Cre09.g396600.t1.1 locus=Cre09.g396600 ID=Cre09.g396600.t1.1.v5.5 annot-version=v5.55 5 5 53.721 505

Cre09.g396650.t1.2 Phosphate acetyltransferaseCre09.g396650.t1.2 pacid=30780929 transcript=Cre09.g396650.t1.2 locus=Cre09.g396650 ID=Cre09.g396650.t1.2.v5.5 annot-version=v5.53 3 3 84.617 792

Cre09.g396800.t1.1 NA Cre09.g396800.t1.1 pacid=30780460 transcript=Cre09.g396800.t1.1 locus=Cre09.g396800 ID=Cre09.g396800.t1.1.v5.5 annot-version=v5.51 1 1 43.625 416

Cre09.g397200.t1.2 T-complex protein 1, zeta subunitCre09.g397200.t1.2 pacid=30780237 transcript=Cre09.g397200.t1.2 locus=Cre09.g397200 ID=Cre09.g397200.t1.2.v5.5 annot-version=v5.513 13 13 59.81 547

Cre09.g397512.t1.1 (1 of 1) K09562 - hsp70-interacting protein (HSPBP1)Cre09.g397512.t1.1 pacid=30780375 transcript=Cre09.g397512.t1.1 locus=Cre09.g397512 ID=Cre09.g397512.t1.1.v5.5 annot-version=v5.51 1 1 45.185 448

Cre09.g397549.t1.1 (1 of 1) PF06972 - Protein of unknown function (DUF1296) (DUF1296)Cre09.g397549.t1.1 pacid=30781164 transcript=Cre09.g397549.t1.1 locus=Cre09.g397549 ID=Cre09.g397549.t1.1.v5.5 annot-version=v5.53 3 3 94.369 970

Cre09.g397660.t1.1 NA Cre09.g397660.t1.1 pacid=30780728 transcript=Cre09.g397660.t1.1 locus=Cre09.g397660 ID=Cre09.g397660.t1.1.v5.5 annot-version=v5.52 2 2 31.197 295

Cre09.g397697.t1.1 Ribosomal protein L4, component of cytosolic 80S ribosome and 60S large subunitCre09.g397697.t1.1 pacid=30781440 transcript=Cre09.g397697.t1.1 locus=Cre09.g397697 ID=Cre09.g397697.t1.1.v5.5 annot-version=v5.524 24 24 44.91 410

Cre09.g398882.t1.1 (1 of 1) K10417 - dynein light intermediate chain 2, cytosolic (DYNC2LI)Cre09.g398882.t1.1 pacid=30781046 transcript=Cre09.g398882.t1.1 locus=Cre09.g398882 ID=Cre09.g398882.t1.1.v5.5 annot-version=v5.51 1 1 46.593 427

Cre09.g398900.t1.1 Vegetative cell wall protein gp1Cre09.g398900.t1.1 pacid=30781370 transcript=Cre09.g398900.t1.1 locus=Cre09.g398900 ID=Cre09.g398900.t1.1.v5.5 annot-version=v5.56 6 6 54.219 555

Cre09.g399030.t1.1 4-hydroxyphenylpyruvate dioxygenaseCre09.g399030.t1.1 pacid=30780745 transcript=Cre09.g399030.t1.1 locus=Cre09.g399030 ID=Cre09.g399030.t1.1.v5.5 annot-version=v5.5;Cre09.g398993.t1.1 pacid=30781557 transcript=Cre09.g398993.t1.1 locus=Cre09.g398993 ID=Cre09.g398993.t1.1.v5.5 annot-version=v7 7 7 47.201 432

Cre09.g399178.t1.1 COP signalosome subunitCre09.g399178.t1.1 pacid=30781525 transcript=Cre09.g399178.t1.1 locus=Cre09.g399178 ID=Cre09.g399178.t1.1.v5.5 annot-version=v5.52 2 2 40.182 373

Cre09.g399250.t1.2 Ketoacid isomerase-like proteinCre09.g399250.t1.2 pacid=30780938 transcript=Cre09.g399250.t1.2 locus=Cre09.g399250 ID=Cre09.g399250.t1.2.v5.5 annot-version=v5.52 2 2 21.649 207

Cre09.g400050.t1.1 NA Cre09.g400050.t1.1 pacid=30780669 transcript=Cre09.g400050.t1.1 locus=Cre09.g400050 ID=Cre09.g400050.t1.1.v5.5 annot-version=v5.57 7 7 60.072 588

Cre09.g400650.t1.2 Ribosomal protein S6, component of cytosolic 80S ribosome and 40S small subunitCre09.g400650.t1.2 pacid=30780656 transcript=Cre09.g400650.t1.2 locus=Cre09.g400650 ID=Cre09.g400650.t1.2.v5.5 annot-version=v5.519 19 19 28.435 248

Cre09.g401108.t1.1 NA Cre09.g401108.t1.1 pacid=30781161 transcript=Cre09.g401108.t1.1 locus=Cre09.g401108 ID=Cre09.g401108.t1.1.v5.5 annot-version=v5.51 1 1 53.126 517

Cre09.g401350.t1.2 NA Cre09.g401350.t1.2 pacid=30780450 transcript=Cre09.g401350.t1.2 locus=Cre09.g401350 ID=Cre09.g401350.t1.2.v5.5 annot-version=v5.51 1 1 25.284 237

Cre09.g401515.t1.1 NA Cre09.g401515.t1.1 pacid=30780705 transcript=Cre09.g401515.t1.1 locus=Cre09.g401515 ID=Cre09.g401515.t1.1.v5.5 annot-version=v5.51 1 1 41.01 394

Cre09.g401600.t1.2 (1 of 2) PF01918 - Alba (Alba)Cre09.g401600.t1.2 pacid=30780672 transcript=Cre09.g401600.t1.2 locus=Cre09.g401600 ID=Cre09.g401600.t1.2.v5.5 annot-version=v5.52 2 2 15.124 143

Cre09.g401626.t1.1 (1 of 110) 3.4.19.12 - Ubiquitinyl hydrolase 1 / Ubiquitin thiolesteraseCre09.g401626.t1.1 pacid=30781254 transcript=Cre09.g401626.t1.1 locus=Cre09.g401626 ID=Cre09.g401626.t1.1.v5.5 annot-version=v5.51 1 1 126.19 1247

Cre09.g401663.t1.1 (1 of 1) K14795 - ribosomal RNA-processing protein 36 (RRP36)Cre09.g401663.t1.1 pacid=30781249 transcript=Cre09.g401663.t1.1 locus=Cre09.g401663 ID=Cre09.g401663.t1.1.v5.5 annot-version=v5.51 1 1 41.286 371

Cre09.g401886.t1.1 L-ascorbate peroxidase, heme-containingCre09.g401886.t1.1 pacid=30780315 transcript=Cre09.g401886.t1.1 locus=Cre09.g401886 ID=Cre09.g401886.t1.1.v5.5 annot-version=v5.58 8 8 39.449 372

Cre09.g401900.t1.2 NA Cre09.g401900.t1.2 pacid=30780873 transcript=Cre09.g401900.t1.2 locus=Cre09.g401900 ID=Cre09.g401900.t1.2.v5.5 annot-version=v5.510 10 10 132.27 1276

Cre09.g401923.t1.1 NA Cre09.g401923.t1.1 pacid=30781109 transcript=Cre09.g401923.t1.1 locus=Cre09.g401923 ID=Cre09.g401923.t1.1.v5.5 annot-version=v5.51 1 1 78.047 757

Cre09.g402100.t1.2 NA Cre09.g402100.t1.2 pacid=30781508 transcript=Cre09.g402100.t1.2 locus=Cre09.g402100 ID=Cre09.g402100.t1.2.v5.5 annot-version=v5.51 1 1 14.645 127

Cre09.g402219.t2.1 Low-CO2-inducible proteinCre09.g402219.t2.1 pacid=30781520 transcript=Cre09.g402219.t2.1 locus=Cre09.g402219 ID=Cre09.g402219.t2.1.v5.5 annot-version=v5.5;Cre09.g402219.t1.1 pacid=30781519 transcript=Cre09.g402219.t1.1 locus=Cre09.g402219 ID=Cre09.g402219.t1.1.v5.5 annot-version=v3 3 3 7.2375 72

Cre09.g402300.t1.2 Mitochondrial F1F0 ATP synthase associated 10.0 kDa proteinCre09.g402300.t1.2 pacid=30780384 transcript=Cre09.g402300.t1.2 locus=Cre09.g402300 ID=Cre09.g402300.t1.2.v5.5 annot-version=v5.53 3 3 10.015 89

Cre09.g402775.t1.1 (1 of 1) PF02656//PF03105//PF09359 - Domain of unknown function (DUF202) (DUF202) // SPX domain (SPX)  // VTC domain (VTC)Cre09.g402775.t1.1 pacid=30780234 transcript=Cre09.g402775.t1.1 locus=Cre09.g402775 ID=Cre09.g402775.t1.1.v5.5 annot-version=v5.53 3 3 85.086 778

Cre09.g402950.t1.1 Predicted proteinCre09.g402950.t1.1 pacid=30780580 transcript=Cre09.g402950.t1.1 locus=Cre09.g402950 ID=Cre09.g402950.t1.1.v5.5 annot-version=v5.51 1 1 47.203 445

Cre09.g403182.t1.1 (1 of 1) K11292 - transcription elongation factor SPT6 (SUPT6H, SPT6)Cre09.g403182.t1.1 pacid=30781077 transcript=Cre09.g403182.t1.1 locus=Cre09.g403182 ID=Cre09.g403182.t1.1.v5.5 annot-version=v5.51 1 1 194.91 1794

Cre09.g403219.t1.1 DNA-directed RNA polymerase II, 23 kDa polypeptideCre09.g403219.t1.1 pacid=30780365 transcript=Cre09.g403219.t1.1 locus=Cre09.g403219 ID=Cre09.g403219.t1.1.v5.5 annot-version=v5.51 1 1 23.818 202

Cre09.g403800.t1.2 Flagellar outer arm dynein heavy chain beta, involved in circadian rhythmsCre09.g403800.t1.2 pacid=30780908 transcript=Cre09.g403800.t1.2 locus=Cre09.g403800 ID=Cre09.g403800.t1.2.v5.5 annot-version=v5.58 8 8 519.88 4568

Cre09.g403900.t1.2 Flagellar Associated ProteinCre09.g403900.t1.2 pacid=30780724 transcript=Cre09.g403900.t1.2 locus=Cre09.g403900 ID=Cre09.g403900.t1.2.v5.5 annot-version=v5.51 1 1 38.389 348

Cre09.g404000.t1.1 (1 of 2) PTHR14136:SF11 - THYLAKOID LUMENAL 17.4 KDA PROTEIN, CHLOROPLASTICCre09.g404000.t1.1 pacid=30780946 transcript=Cre09.g404000.t1.1 locus=Cre09.g404000 ID=Cre09.g404000.t1.1.v5.5 annot-version=v5.510 10 10 22.61 215

Cre09.g404400.t1.2 (1 of 1) K14324 - histone deacetylase complex subunit SAP18 (SAP18)Cre09.g404400.t1.2 pacid=30780623 transcript=Cre09.g404400.t1.2 locus=Cre09.g404400 ID=Cre09.g404400.t1.2.v5.5 annot-version=v5.51 1 1 18.364 165

Cre09.g404650.t1.2 (1 of 1) PTHR15954:SF4 - VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN 51 HOMOLOGCre09.g404650.t1.2 pacid=30780721 transcript=Cre09.g404650.t1.2 locus=Cre09.g404650 ID=Cre09.g404650.t1.2.v5.5 annot-version=v5.54 4 4 98.82 946

Cre09.g405050.t1.2 Vacuolar ATP synthase subunit DCre09.g405050.t1.2 pacid=30780969 transcript=Cre09.g405050.t1.2 locus=Cre09.g405050 ID=Cre09.g405050.t1.2.v5.5 annot-version=v5.55 5 5 29.669 269

Cre09.g405400.t1.2 Prefoldin molecular chaperone, subunit 1-related proteinCre09.g405400.t1.2 pacid=30781215 transcript=Cre09.g405400.t1.2 locus=Cre09.g405400 ID=Cre09.g405400.t1.2.v5.5 annot-version=v5.52 2 2 15.117 132

Cre09.g405800.t1.2 (1 of 1) PTHR11911//PTHR11911:SF109 - INOSINE-5-MONOPHOSPHATE DEHYDROGENASE RELATED // SUBFAMILY NOT NAMEDCre09.g405800.t1.2 pacid=30781480 transcript=Cre09.g405800.t1.2 locus=Cre09.g405800 ID=Cre09.g405800.t1.2.v5.5 annot-version=v5.52 2 2 21.206 197

Cre09.g405850.t1.1 NADH:ubiquinone oxidoreductase 49 kDa ND7 subunitCre09.g405850.t1.1 pacid=30780868 transcript=Cre09.g405850.t1.1 locus=Cre09.g405850 ID=Cre09.g405850.t1.1.v5.5 annot-version=v5.51 1 1 52.607 467

Cre09.g406050.t1.2 CTP synthaseCre09.g406050.t1.2 pacid=30781126 transcript=Cre09.g406050.t1.2 locus=Cre09.g406050 ID=Cre09.g406050.t1.2.v5.5 annot-version=v5.510 10 10 65.238 595

Cre09.g406200.t1.2 Prolyl-tRNA synthetaseCre09.g406200.t1.2 pacid=30780926 transcript=Cre09.g406200.t1.2 locus=Cre09.g406200 ID=Cre09.g406200.t1.2.v5.5 annot-version=v5.54 4 4 61.323 561

Cre09.g406600.t1.1 NA Cre09.g406600.t1.1 pacid=30780746 transcript=Cre09.g406600.t1.1 locus=Cre09.g406600 ID=Cre09.g406600.t1.1.v5.5 annot-version=v5.510 10 10 37.633 354

Cre09.g406983.t1.1 (1 of 6) PTHR13748:SF4 - COBW DOMAIN-CONTAINING PROTEIN DDB_G0274527Cre09.g406983.t1.1 pacid=30780510 transcript=Cre09.g406983.t1.1 locus=Cre09.g406983 ID=Cre09.g406983.t1.1.v5.5 annot-version=v5.52 2 2 31.972 278

Cre09.g407250.t2.1 Flagellar Associated ProteinCre09.g407250.t2.1 pacid=30780582 transcript=Cre09.g407250.t2.1 locus=Cre09.g407250 ID=Cre09.g407250.t2.1.v5.5 annot-version=v5.5;Cre09.g407250.t1.2 pacid=30780581 transcript=Cre09.g407250.t1.2 locus=Cre09.g407250 ID=Cre09.g407250.t1.2.v5.5 annot-version=v2 2 2 16.648 149



Cre09.g407600.t1.2 (1 of 1) PTHR20858:SF18 - PROTEIN PET18Cre09.g407600.t1.2 pacid=30781361 transcript=Cre09.g407600.t1.2 locus=Cre09.g407600 ID=Cre09.g407600.t1.2.v5.5 annot-version=v5.51 1 1 24.967 235

Cre09.g407650.t1.2 NA Cre09.g407650.t1.2 pacid=30780597 transcript=Cre09.g407650.t1.2 locus=Cre09.g407650 ID=Cre09.g407650.t1.2.v5.5 annot-version=v5.51 1 1 20.265 189

Cre09.g407700.t1.2 Cysteine endopeptidaseCre09.g407700.t1.2 pacid=30781442 transcript=Cre09.g407700.t1.2 locus=Cre09.g407700 ID=Cre09.g407700.t1.2.v5.5 annot-version=v5.59 9 9 53.919 501

Cre09.g408000.t1.1 (1 of 3) PTHR13234 - GAMMA-INTERFERON INDUCIBLE LYSOSOMAL THIOL REDUCTASE GILTCre09.g408000.t1.1 pacid=30780771 transcript=Cre09.g408000.t1.1 locus=Cre09.g408000 ID=Cre09.g408000.t1.1.v5.5 annot-version=v5.54 4 4 30.683 276

Cre09.g408200.t1.2 Serine/arginine-rich pre-mRNA splicing factorCre09.g408200.t1.2 pacid=30780392 transcript=Cre09.g408200.t1.2 locus=Cre09.g408200 ID=Cre09.g408200.t1.2.v5.5 annot-version=v5.59 9 9 22.101 200

Cre09.g408300.t1.2 NA Cre09.g408300.t1.2 pacid=30781492 transcript=Cre09.g408300.t1.2 locus=Cre09.g408300 ID=Cre09.g408300.t1.2.v5.5 annot-version=v5.53 3 3 9.9462 88

Cre09.g408550.t1.2 (1 of 1) K10684 - ubiquitin-like 1-activating enzyme E1 A (UBLE1A, SAE1)Cre09.g408550.t1.2 pacid=30780396 transcript=Cre09.g408550.t1.2 locus=Cre09.g408550 ID=Cre09.g408550.t1.2.v5.5 annot-version=v5.51 1 1 39.863 391

Cre09.g408851.t1.1 (1 of 2) 3.4.11.9 - Xaa-Pro aminopeptidase / X-Pro aminopeptidaseCre09.g408851.t1.1 pacid=30780399 transcript=Cre09.g408851.t1.1 locus=Cre09.g408851 ID=Cre09.g408851.t1.1.v5.5 annot-version=v5.5;Cre09.g408851.t2.1 pacid=30780400 transcript=Cre09.g408851.t2.1 locus=Cre09.g408851 ID=Cre09.g408851.t2.1.v5.5 annot-version=v3 3 3 47.427 441

Cre09.g409100.t1.2 Uroporphyrinogen-III synthaseCre09.g409100.t1.2 pacid=30781293 transcript=Cre09.g409100.t1.2 locus=Cre09.g409100 ID=Cre09.g409100.t1.2.v5.5 annot-version=v5.52 2 2 30.562 295

Cre09.g409350.t1.2 Fe-S ABC transporterCre09.g409350.t1.2 pacid=30781351 transcript=Cre09.g409350.t1.2 locus=Cre09.g409350 ID=Cre09.g409350.t1.2.v5.5 annot-version=v5.512 12 12 69.918 618

Cre09.g409500.t1.2 (1 of 1) PTHR13516 - RIBONUCLEASE P SUBUNIT P25Cre09.g409500.t1.2 pacid=30781555 transcript=Cre09.g409500.t1.2 locus=Cre09.g409500 ID=Cre09.g409500.t1.2.v5.5 annot-version=v5.51 1 1 32.534 332

Cre09.g409850.t1.2 NA Cre09.g409850.t1.2 pacid=30781202 transcript=Cre09.g409850.t1.2 locus=Cre09.g409850 ID=Cre09.g409850.t1.2.v5.5 annot-version=v5.51 1 1 17.501 176

Cre09.g410250.t1.1 NA Cre09.g410250.t1.1 pacid=30781251 transcript=Cre09.g410250.t1.1 locus=Cre09.g410250 ID=Cre09.g410250.t1.1.v5.5 annot-version=v5.52 2 2 18.734 188

Cre09.g410600.t1.1 (1 of 3) K17499 - protein phosphatase 1G [EC:3.1.3.16] (PPM1G, PP2CG)Cre09.g410600.t1.1 pacid=30780454 transcript=Cre09.g410600.t1.1 locus=Cre09.g410600 ID=Cre09.g410600.t1.1.v5.5 annot-version=v5.55 5 5 38.699 361

Cre09.g410650.t1.2 N-5-phosphoribosyl-ATP transferaseCre09.g410650.t1.2 pacid=30780550 transcript=Cre09.g410650.t1.2 locus=Cre09.g410650 ID=Cre09.g410650.t1.2.v5.5 annot-version=v5.5;Cre09.g410650.t2.1 pacid=30780551 transcript=Cre09.g410650.t2.1 locus=Cre09.g410650 ID=Cre09.g410650.t2.1.v5.5 annot-version=v5 5 5 46.533 431

Cre09.g410700.t1.2 NADP-dependent malate dehydrogenase, chloroplasticCre09.g410700.t1.2 pacid=30781064 transcript=Cre09.g410700.t1.2 locus=Cre09.g410700 ID=Cre09.g410700.t1.2.v5.5 annot-version=v5.524 24 24 44.852 415

Cre09.g411100.t2.1 Ribosomal protein S10, component of cytosolic 80S ribosome and 40S small subunitCre09.g411100.t2.1 pacid=30781074 transcript=Cre09.g411100.t2.1 locus=Cre09.g411100 ID=Cre09.g411100.t2.1.v5.5 annot-version=v5.5;Cre09.g411100.t1.2 pacid=30781073 transcript=Cre09.g411100.t1.2 locus=Cre09.g411100 ID=Cre09.g411100.t1.2.v5.5 annot-version=v10 10 10 19.308 173

Cre09.g411200.t1.2 Rieske [2Fe-2S] domain containing proteinCre09.g411200.t1.2 pacid=30780556 transcript=Cre09.g411200.t1.2 locus=Cre09.g411200 ID=Cre09.g411200.t1.2.v5.5 annot-version=v5.53 3 3 33.172 306

Cre09.g411900.t1.1 Serine hydroxymethyltransferase 3Cre09.g411900.t1.1 pacid=30781084 transcript=Cre09.g411900.t1.1 locus=Cre09.g411900 ID=Cre09.g411900.t1.1.v5.5 annot-version=v5.520 20 20 52.743 487

Cre09.g412100.t1.2 Photosystem I reaction center subunit IIICre09.g412100.t1.2 pacid=30780717 transcript=Cre09.g412100.t1.2 locus=Cre09.g412100 ID=Cre09.g412100.t1.2.v5.5 annot-version=v5.512 12 12 24.057 227

Cre09.g413650.t1.1 (1 of 1) PTHR13520 - RAD50-INTERACTING PROTEIN 1 PROTEIN RINT-1Cre09.g413650.t1.1 pacid=30780449 transcript=Cre09.g413650.t1.1 locus=Cre09.g413650 ID=Cre09.g413650.t1.1.v5.5 annot-version=v5.51 1 1 142.95 1438

Cre09.g414050.t1.2 (1 of 1) K04499 - RuvB-like protein 1 (pontin 52) (RUVBL1, RVB1, INO80H)Cre09.g414050.t1.2 pacid=30781252 transcript=Cre09.g414050.t1.2 locus=Cre09.g414050 ID=Cre09.g414050.t1.2.v5.5 annot-version=v5.52 2 2 49.648 455

Cre09.g414200.t1.2 Subunit of Retromer complexCre09.g414200.t1.2 pacid=30780356 transcript=Cre09.g414200.t1.2 locus=Cre09.g414200 ID=Cre09.g414200.t1.2.v5.5 annot-version=v5.53 3 3 36.867 320

Cre09.g414800.t2.1 (1 of 1) K16297 - serine carboxypeptidase-like clade II [EC:3.4.16.-] (SCPL-II)Cre09.g414800.t2.1 pacid=30781066 transcript=Cre09.g414800.t2.1 locus=Cre09.g414800 ID=Cre09.g414800.t2.1.v5.5 annot-version=v5.5;Cre09.g414800.t1.2 pacid=30781065 transcript=Cre09.g414800.t1.2 locus=Cre09.g414800 ID=Cre09.g414800.t1.2.v5.5 annot-version=v3 3 3 65.495 611

Cre09.g415400.t1.1 (1 of 1) PTHR15922:SF2 - NEUROBLASTOMA-AMPLIFIED SEQUENCECre09.g415400.t1.1 pacid=30781147 transcript=Cre09.g415400.t1.1 locus=Cre09.g415400 ID=Cre09.g415400.t1.1.v5.5 annot-version=v5.51 1 1 262.08 2596

Cre09.g415550.t1.2 Mitochondrial F1F0 ATP synthase associated 45.5 kDa proteinCre09.g415550.t1.2 pacid=30780638 transcript=Cre09.g415550.t1.2 locus=Cre09.g415550 ID=Cre09.g415550.t1.2.v5.5 annot-version=v5.524 24 24 48.412 494

Cre09.g415700.t1.2 Carbonic anhydrase 3Cre09.g415700.t1.2 pacid=30780619 transcript=Cre09.g415700.t1.2 locus=Cre09.g415700 ID=Cre09.g415700.t1.2.v5.5 annot-version=v5.54 4 4 33.459 310

Cre09.g415800.t1.2 (1 of 1) K16865 - programmed cell death protein 4 (PDCD4)Cre09.g415800.t1.2 pacid=30780240 transcript=Cre09.g415800.t1.2 locus=Cre09.g415800 ID=Cre09.g415800.t1.2.v5.5 annot-version=v5.518 18 18 78.821 760

Cre09.g415850.t1.2 Gamma carbonic anhydraseCre09.g415850.t1.2 pacid=30781385 transcript=Cre09.g415850.t1.2 locus=Cre09.g415850 ID=Cre09.g415850.t1.2.v5.5 annot-version=v5.510 10 10 32.692 312

Cre09.g415950.t1.2 Plastid ribosomal protein L6Cre09.g415950.t1.2 pacid=30781212 transcript=Cre09.g415950.t1.2 locus=Cre09.g415950 ID=Cre09.g415950.t1.2.v5.5 annot-version=v5.511 11 11 22.235 207

Cre09.g416050.t1.2 Argininosuccinate synthaseCre09.g416050.t1.2 pacid=30780467 transcript=Cre09.g416050.t1.2 locus=Cre09.g416050 ID=Cre09.g416050.t1.2.v5.5 annot-version=v5.523 23 23 49.021 441

Cre09.g416100.t1.2 DnaJ-like proteinCre09.g416100.t1.2 pacid=30780886 transcript=Cre09.g416100.t1.2 locus=Cre09.g416100 ID=Cre09.g416100.t1.2.v5.5 annot-version=v5.51 1 1 41.33 381

Cre09.g416150.t1.2 Mitochondrial F1F0 ATP synthase associated 19.5 kDa proteinCre09.g416150.t1.2 pacid=30780210 transcript=Cre09.g416150.t1.2 locus=Cre09.g416150 ID=Cre09.g416150.t1.2.v5.5 annot-version=v5.510 10 10 22.203 207

Cre09.g416200.t1.2 PsbB mRNA maturation factor, chloroplastic; involved in splicingCre09.g416200.t1.2 pacid=30781424 transcript=Cre09.g416200.t1.2 locus=Cre09.g416200 ID=Cre09.g416200.t1.2.v5.5 annot-version=v5.51 1 1 72.55 662

Cre09.g416350.t1.2 (1 of 2) K11279 - nucleosome assembly protein 1-like 1 (NAP1L1, NRP)Cre09.g416350.t1.2 pacid=30780945 transcript=Cre09.g416350.t1.2 locus=Cre09.g416350 ID=Cre09.g416350.t1.2.v5.5 annot-version=v5.518 18 18 37.436 334

Cre09.g416750.t1.2 T-complex protein 1, beta subunitCre09.g416750.t1.2 pacid=30781340 transcript=Cre09.g416750.t1.2 locus=Cre09.g416750 ID=Cre09.g416750.t1.2.v5.5 annot-version=v5.510 10 10 56.779 526

Cre09.g416800.t1.2 NA Cre09.g416800.t1.2 pacid=30780761 transcript=Cre09.g416800.t1.2 locus=Cre09.g416800 ID=Cre09.g416800.t1.2.v5.5 annot-version=v5.52 2 2 22.779 213

Cre09.g416850.t1.2 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre09.g416850.t1.2 pacid=30780459 transcript=Cre09.g416850.t1.2 locus=Cre09.g416850 ID=Cre09.g416850.t1.2.v5.5 annot-version=v5.52 2 2 165.19 1690

Cre09.g417150.t1.2 Mono-functional catalaseCre09.g417150.t1.2 pacid=30780452 transcript=Cre09.g417150.t1.2 locus=Cre09.g417150 ID=Cre09.g417150.t1.2.v5.5 annot-version=v5.59 9 9 56.157 493

Cre09.g417200.t1.2 (1 of 1) K15030 - translation initiation factor 3 subunit M (EIF3M)Cre09.g417200.t1.2 pacid=30780530 transcript=Cre09.g417200.t1.2 locus=Cre09.g417200 ID=Cre09.g417200.t1.2.v5.5 annot-version=v5.56 6 6 42.949 420

Cre10.g417500.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre10.g417500.t1.2 pacid=30790567 transcript=Cre10.g417500.t1.2 locus=Cre10.g417500 ID=Cre10.g417500.t1.2.v5.5 annot-version=v5.52 2 2 34.161 323

Cre10.g417700.t1.2 Ribosomal protein L3, component of cytosolic 80S ribosome and 60S large subunitCre10.g417700.t1.2 pacid=30789966 transcript=Cre10.g417700.t1.2 locus=Cre10.g417700 ID=Cre10.g417700.t1.2.v5.5 annot-version=v5.518 18 18 43.508 386

Cre10.g417950.t1.2 (1 of 1) K14824 - ribosome biogenesis protein ERB1 (ERB1, BOP1)Cre10.g417950.t1.2 pacid=30790890 transcript=Cre10.g417950.t1.2 locus=Cre10.g417950 ID=Cre10.g417950.t1.2.v5.5 annot-version=v5.55 5 5 86.852 794

Cre10.g418100.t1.1 20S proteasome alpha subunit CCre10.g418100.t1.1 pacid=30789792 transcript=Cre10.g418100.t1.1 locus=Cre10.g418100 ID=Cre10.g418100.t1.1.v5.5 annot-version=v5.53 3 3 27.646 253

Cre10.g418250.t1.2 Basal body proteinCre10.g418250.t1.2 pacid=30790235 transcript=Cre10.g418250.t1.2 locus=Cre10.g418250 ID=Cre10.g418250.t1.2.v5.5 annot-version=v5.51 1 1 174.64 1640

Cre10.g418450.t1.2 NA Cre10.g418450.t1.2 pacid=30790687 transcript=Cre10.g418450.t1.2 locus=Cre10.g418450 ID=Cre10.g418450.t1.2.v5.5 annot-version=v5.54 4 4 8.8902 82

Cre10.g419050.t2.1 Mitochondrial F1F0 ATP synthase, alpha subunitCre10.g419050.t2.1 pacid=30789982 transcript=Cre10.g419050.t2.1 locus=Cre10.g419050 ID=Cre10.g419050.t2.1.v5.5 annot-version=v5.5;Cre10.g419050.t1.1 pacid=30789981 transcript=Cre10.g419050.t1.1 locus=Cre10.g419050 ID=Cre10.g419050.t1.1.v5.5 annot-version=v11 11 11 80.779 799

Cre10.g419550.t2.1 (1 of 2) PTHR28141:SF1 - 2',3'-CYCLIC-NUCLEOTIDE 3'-PHOSPHODIESTERASECre10.g419550.t2.1 pacid=30790827 transcript=Cre10.g419550.t2.1 locus=Cre10.g419550 ID=Cre10.g419550.t2.1.v5.5 annot-version=v5.51 1 1 21.573 197

Cre10.g419950.t1.1 (1 of 5) PF00536 - SAM domain (Sterile alpha motif) (SAM_1)Cre10.g419950.t1.1 pacid=30790279 transcript=Cre10.g419950.t1.1 locus=Cre10.g419950 ID=Cre10.g419950.t1.1.v5.5 annot-version=v5.55 5 5 62.404 576

Cre10.g420100.t1.2 DnaJ-like proteinCre10.g420100.t1.2 pacid=30790696 transcript=Cre10.g420100.t1.2 locus=Cre10.g420100 ID=Cre10.g420100.t1.2.v5.5 annot-version=v5.54 4 4 36.876 341



Cre10.g420350.t1.2 Photosystem I 8.1 kDa reaction center subunit IVCre10.g420350.t1.2 pacid=30790216 transcript=Cre10.g420350.t1.2 locus=Cre10.g420350 ID=Cre10.g420350.t1.2.v5.5 annot-version=v5.54 4 4 10.77 97

Cre10.g420550.t1.1 (1 of 7) 3.4.21.102 - C-terminal processing peptidase / Tsp proteaseCre10.g420550.t1.1 pacid=30790857 transcript=Cre10.g420550.t1.1 locus=Cre10.g420550 ID=Cre10.g420550.t1.1.v5.5 annot-version=v5.51 1 1 52.508 503

Cre10.g420700.t1.2 Mitochondrial F1F0 ATP synthase, epsilon subunitCre10.g420700.t1.2 pacid=30790179 transcript=Cre10.g420700.t1.2 locus=Cre10.g420700 ID=Cre10.g420700.t1.2.v5.5 annot-version=v5.55 5 5 8.2685 75

Cre10.g420750.t1.2 Ribosomal protein L30, component of cytosolic 80S ribosome and 60S large subunitCre10.g420750.t1.2 pacid=30790763 transcript=Cre10.g420750.t1.2 locus=Cre10.g420750 ID=Cre10.g420750.t1.2.v5.5 annot-version=v5.55 5 5 12.001 110

Cre10.g421300.t1.2 NA Cre10.g421300.t1.2 pacid=30790621 transcript=Cre10.g421300.t1.2 locus=Cre10.g421300 ID=Cre10.g421300.t1.2.v5.5 annot-version=v5.52 2 2 42.537 372

Cre10.g421600.t1.2 (1 of 2) 6.1.1.3 - Threonine--tRNA ligase / Threonyl-tRNA synthetaseCre10.g421600.t1.2 pacid=30790345 transcript=Cre10.g421600.t1.2 locus=Cre10.g421600 ID=Cre10.g421600.t1.2.v5.5 annot-version=v5.57 7 7 69.591 623

Cre10.g421700.t1.2 Glycerol-3-phosphate dehydrogenase/dihydroxyacetone-3-phosphate reductaseCre10.g421700.t1.2 pacid=30790619 transcript=Cre10.g421700.t1.2 locus=Cre10.g421700 ID=Cre10.g421700.t1.2.v5.5 annot-version=v5.54 4 4 76.883 705

Cre10.g422000.t1.2 tRNA (guanine-N2)-methyltransferaseCre10.g422000.t1.2 pacid=30790663 transcript=Cre10.g422000.t1.2 locus=Cre10.g422000 ID=Cre10.g422000.t1.2.v5.5 annot-version=v5.54 4 4 63.526 599

Cre10.g422150.t1.1 (1 of 1) 3.4.16.2 - Lysosomal Pro-Xaa carboxypeptidase / Prolyl carboxypeptidaseCre10.g422150.t1.1 pacid=30790111 transcript=Cre10.g422150.t1.1 locus=Cre10.g422150 ID=Cre10.g422150.t1.1.v5.5 annot-version=v5.51 1 1 72.179 677

Cre10.g422300.t1.2 Thioredoxin dependent peroxidaseCre10.g422300.t1.2 pacid=30790817 transcript=Cre10.g422300.t1.2 locus=Cre10.g422300 ID=Cre10.g422300.t1.2.v5.5 annot-version=v5.510 10 10 21.395 196

Cre10.g422600.t1.1 NADH:ubiquinone oxidoreductase 51 kDa subunitCre10.g422600.t1.1 pacid=30790339 transcript=Cre10.g422600.t1.1 locus=Cre10.g422600 ID=Cre10.g422600.t1.1.v5.5 annot-version=v5.58 8 8 52.233 484

Cre10.g423250.t1.2 NAD-dependent malate dehydrogenaseCre10.g423250.t1.2 pacid=30790865 transcript=Cre10.g423250.t1.2 locus=Cre10.g423250 ID=Cre10.g423250.t1.2.v5.5 annot-version=v5.53 3 3 36.37 353

Cre10.g423300.t1.1 (1 of 1) 3.4.22.40 - Bleomycin hydrolase / Aminopeptidase C (Lactococcus lactis)Cre10.g423300.t1.1 pacid=30789857 transcript=Cre10.g423300.t1.1 locus=Cre10.g423300 ID=Cre10.g423300.t1.1.v5.5 annot-version=v5.52 2 2 83.982 815

Cre10.g423500.t1.2 Heme oxygenaseCre10.g423500.t1.2 pacid=30790611 transcript=Cre10.g423500.t1.2 locus=Cre10.g423500 ID=Cre10.g423500.t1.2.v5.5 annot-version=v5.54 4 4 28.831 263

Cre10.g423550.t1.1 (1 of 1) 4.1.2.49 - L-allo-threonine aldolaseCre10.g423550.t1.1 pacid=30790108 transcript=Cre10.g423550.t1.1 locus=Cre10.g423550 ID=Cre10.g423550.t1.1.v5.5 annot-version=v5.51 1 1 42.375 412

Cre10.g423650.t1.2 Plastid ribosomal protein L11Cre10.g423650.t1.2 pacid=30790265 transcript=Cre10.g423650.t1.2 locus=Cre10.g423650 ID=Cre10.g423650.t1.2.v5.5 annot-version=v5.54 4 4 18.535 176

Cre10.g424100.t1.2 Inorganic pyrophosphataseCre10.g424100.t1.2 pacid=30790490 transcript=Cre10.g424100.t1.2 locus=Cre10.g424100 ID=Cre10.g424100.t1.2.v5.5 annot-version=v5.522 22 22 31.133 280

Cre10.g424250.t1.2 Flagellar Associated ProteinCre10.g424250.t1.2 pacid=30790598 transcript=Cre10.g424250.t1.2 locus=Cre10.g424250 ID=Cre10.g424250.t1.2.v5.5 annot-version=v5.51 1 1 27.71 242

Cre10.g424400.t1.2 20S proteasome beta subunit B, type beta 2Cre10.g424400.t1.2 pacid=30789754 transcript=Cre10.g424400.t1.2 locus=Cre10.g424400 ID=Cre10.g424400.t1.2.v5.5 annot-version=v5.53 3 3 29.133 270

Cre10.g424450.t1.2 40 kDa translocon at mitochondrial outer envelope membraneCre10.g424450.t1.2 pacid=30790394 transcript=Cre10.g424450.t1.2 locus=Cre10.g424450 ID=Cre10.g424450.t1.2.v5.5 annot-version=v5.51 1 1 37.155 339

Cre10.g424500.t1.2 (1 of 1) K00852 - ribokinase (rbsK, RBKS)Cre10.g424500.t1.2 pacid=30789839 transcript=Cre10.g424500.t1.2 locus=Cre10.g424500 ID=Cre10.g424500.t1.2.v5.5 annot-version=v5.51 1 1 31.138 310

Cre10.g424900.t1.2 (1 of 2) PTHR10869:SF66 - OXIDOREDUCTASE, 2OG-FE(II) OXYGENASE FAMILY PROTEIN-RELATEDCre10.g424900.t1.2 pacid=30790242 transcript=Cre10.g424900.t1.2 locus=Cre10.g424900 ID=Cre10.g424900.t1.2.v5.5 annot-version=v5.51 1 1 36.797 336

Cre10.g425675.t1.1 (1 of 1) PTHR13003 - NUP107-RELATEDCre10.g425675.t1.1 pacid=30790381 transcript=Cre10.g425675.t1.1 locus=Cre10.g425675 ID=Cre10.g425675.t1.1.v5.5 annot-version=v5.51 1 1 39.191 381

Cre10.g425900.t1.2 Light-harvesting protein of photosystem ICre10.g425900.t1.2 pacid=30790196 transcript=Cre10.g425900.t1.2 locus=Cre10.g425900 ID=Cre10.g425900.t1.2.v5.5 annot-version=v5.514 14 14 28.228 257

Cre10.g425950.t1.2 (1 of 1) PTHR31423:SF3 - PROLYL-TRNA SYNTHETASE ASSOCIATED DOMAIN-CONTAINING PROTEIN 1-RELATEDCre10.g425950.t1.2 pacid=30790892 transcript=Cre10.g425950.t1.2 locus=Cre10.g425950 ID=Cre10.g425950.t1.2.v5.5 annot-version=v5.52 2 2 33.678 330

Cre10.g426335.t2.1 (1 of 5) PF07496 - CW-type Zinc Finger (zf-CW)Cre10.g426335.t2.1 pacid=30790447 transcript=Cre10.g426335.t2.1 locus=Cre10.g426335 ID=Cre10.g426335.t2.1.v5.5 annot-version=v5.5;Cre10.g426335.t1.2 pacid=30790446 transcript=Cre10.g426335.t1.2 locus=Cre10.g426335 ID=Cre10.g426335.t1.2.v5.5 annot-version=v2 2 2 20.878 195

Cre10.g427250.t1.2 Profilin Cre10.g427250.t1.2 pacid=30790319 transcript=Cre10.g427250.t1.2 locus=Cre10.g427250 ID=Cre10.g427250.t1.2.v5.5 annot-version=v5.52 2 2 13.904 131

Cre10.g427300.t1.2 Radial spoke protein 2Cre10.g427300.t1.2 pacid=30790713 transcript=Cre10.g427300.t1.2 locus=Cre10.g427300 ID=Cre10.g427300.t1.2.v5.5 annot-version=v5.54 4 4 77.362 738

Cre10.g427700.t1.2 (1 of 1) PTHR24031:SF235 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 37-RELATEDCre10.g427700.t1.2 pacid=30790252 transcript=Cre10.g427700.t1.2 locus=Cre10.g427700 ID=Cre10.g427700.t1.2.v5.5 annot-version=v5.516 16 16 67.315 646

Cre10.g428050.t1.1 NA Cre10.g428050.t1.1 pacid=30790590 transcript=Cre10.g428050.t1.1 locus=Cre10.g428050 ID=Cre10.g428050.t1.1.v5.5 annot-version=v5.51 1 1 120.37 1144

Cre10.g428200.t1.2 (1 of 1) PTHR24012:SF492 - HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN A0Cre10.g428200.t1.2 pacid=30790390 transcript=Cre10.g428200.t1.2 locus=Cre10.g428200 ID=Cre10.g428200.t1.2.v5.5 annot-version=v5.52 2 2 35.93 356

Cre10.g428750.t1.1 (1 of 1) K14792 - rRNA biogenesis protein RRP5 (RRP5, PDCD11)Cre10.g428750.t1.1 pacid=30790321 transcript=Cre10.g428750.t1.1 locus=Cre10.g428750 ID=Cre10.g428750.t1.1.v5.5 annot-version=v5.55 5 5 224.33 2183

Cre10.g429100.t1.2 (1 of 1) PTHR11451:SF21 - BIFUNCTIONAL GLUTAMATE/PROLINE--TRNA LIGASECre10.g429100.t1.2 pacid=30790041 transcript=Cre10.g429100.t1.2 locus=Cre10.g429100 ID=Cre10.g429100.t1.2.v5.5 annot-version=v5.524 24 24 61.392 546

Cre10.g429150.t1.2 Anthranilate phosphoribosyltransferaseCre10.g429150.t1.2 pacid=30790910 transcript=Cre10.g429150.t1.2 locus=Cre10.g429150 ID=Cre10.g429150.t1.2.v5.5 annot-version=v5.53 3 3 36.054 349

Cre10.g429200.t1.1 (1 of 5) 2.1.1.127 - [Ribulose-bisphosphate carboxylase]-lysine N-methyltransferase / RuBisCO methyltransferaseCre10.g429200.t1.1 pacid=30790219 transcript=Cre10.g429200.t1.1 locus=Cre10.g429200 ID=Cre10.g429200.t1.1.v5.5 annot-version=v5.51 1 1 78.254 765

Cre10.g430000.t1.1 NA Cre10.g430000.t1.1 pacid=30790828 transcript=Cre10.g430000.t1.1 locus=Cre10.g430000 ID=Cre10.g430000.t1.1.v5.5 annot-version=v5.53 3 3 25.321 264

Cre10.g430150.t1.2 (1 of 1) PF11998//PF13414 - Protein of unknown function (DUF3493) (DUF3493) // TPR repeat (TPR_11)Cre10.g430150.t1.2 pacid=30790156 transcript=Cre10.g430150.t1.2 locus=Cre10.g430150 ID=Cre10.g430150.t1.2.v5.5 annot-version=v5.52 2 2 49.555 449

Cre10.g430300.t1.2 NA Cre10.g430300.t1.2 pacid=30790371 transcript=Cre10.g430300.t1.2 locus=Cre10.g430300 ID=Cre10.g430300.t1.2.v5.5 annot-version=v5.51 1 1 27.12 250

Cre10.g430350.t1.2 NA Cre10.g430350.t1.2 pacid=30789887 transcript=Cre10.g430350.t1.2 locus=Cre10.g430350 ID=Cre10.g430350.t1.2.v5.5 annot-version=v5.54 4 4 39.611 363

Cre10.g430400.t1.2 Ribosomal protein L37, component of cytosolic 80S ribosome and 60S large subunitCre10.g430400.t1.2 pacid=30789852 transcript=Cre10.g430400.t1.2 locus=Cre10.g430400 ID=Cre10.g430400.t1.2.v5.5 annot-version=v5.53 3 3 10.585 94

Cre10.g430501.t1.1 (1 of 1) PTHR22904:SF331 - CARBOXYLATE CLAMP-TETRATRICOPEPTIDE REPEAT PROTEINCre10.g430501.t1.1 pacid=30790062 transcript=Cre10.g430501.t1.1 locus=Cre10.g430501 ID=Cre10.g430501.t1.1.v5.5 annot-version=v5.518 18 18 72.891 690

Cre10.g431400.t1.2 Nuclear RNase Z-like proteinCre10.g431400.t1.2 pacid=30790747 transcript=Cre10.g431400.t1.2 locus=Cre10.g431400 ID=Cre10.g431400.t1.2.v5.5 annot-version=v5.51 1 1 36.84 335

Cre10.g431850.t1.2 (1 of 1) PTHR23029:SF49 - PHOSPHOHISTIDINE PHOSPHATASE SIXACre10.g431850.t1.2 pacid=30789904 transcript=Cre10.g431850.t1.2 locus=Cre10.g431850 ID=Cre10.g431850.t1.2.v5.5 annot-version=v5.52 2 2 19.249 176

Cre10.g432600.t1.1 (1 of 19) 3.1.6.1 - Arylsulfatase / SulfataseCre10.g432600.t1.1 pacid=30790266 transcript=Cre10.g432600.t1.1 locus=Cre10.g432600 ID=Cre10.g432600.t1.1.v5.5 annot-version=v5.51 1 1 201.54 1933

Cre10.g432800.t1.2 Ribosomal protein Sa, component of cytosolic 80S ribosome and 40S small subunitCre10.g432800.t1.2 pacid=30790737 transcript=Cre10.g432800.t1.2 locus=Cre10.g432800 ID=Cre10.g432800.t1.2.v5.5 annot-version=v5.513 13 13 30.706 279

Cre10.g432850.t1.2 Flagellar Associated ProteinCre10.g432850.t1.2 pacid=30790558 transcript=Cre10.g432850.t1.2 locus=Cre10.g432850 ID=Cre10.g432850.t1.2.v5.5 annot-version=v5.51 1 1 26.575 246

Cre10.g432900.t1.2 (1 of 3) 1.1.1.2 - Alcohol dehydrogenase (NADP(+)) / Aldehyde reductase (NADPH)Cre10.g432900.t1.2 pacid=30789864 transcript=Cre10.g432900.t1.2 locus=Cre10.g432900 ID=Cre10.g432900.t1.2.v5.5 annot-version=v5.52 2 2 44.64 411

Cre10.g433000.t1.1 (1 of 1) K14164 - glycyl-tRNA synthetase (glyQS)Cre10.g433000.t1.1 pacid=30790798 transcript=Cre10.g433000.t1.1 locus=Cre10.g433000 ID=Cre10.g433000.t1.1.v5.5 annot-version=v5.56 6 6 117.67 1109

Cre10.g433600.t1.2 (1 of 1) 1.5.1.20 - Methylenetetrahydrofolate reductase (NAD(P)H) / N(5,10)-methylenetetrahydrofolate reductaseCre10.g433600.t1.2 pacid=30790303 transcript=Cre10.g433600.t1.2 locus=Cre10.g433600 ID=Cre10.g433600.t1.2.v5.5 annot-version=v5.521 21 21 65.896 600

Cre10.g433950.t1.1 (1 of 2) PTHR33222:SF3 - PROTEIN CURVATURE THYLAKOID 1C, CHLOROPLASTICCre10.g433950.t1.1 pacid=30790936 transcript=Cre10.g433950.t1.1 locus=Cre10.g433950 ID=Cre10.g433950.t1.1.v5.5 annot-version=v5.57 7 7 16.085 151



Cre10.g434200.t1.1 NA Cre10.g434200.t1.1 pacid=30790509 transcript=Cre10.g434200.t1.1 locus=Cre10.g434200 ID=Cre10.g434200.t1.1.v5.5 annot-version=v5.56 6 6 18.84 173

Cre10.g434400.t1.2 Flagellar central pair-associated proteinCre10.g434400.t1.2 pacid=30790202 transcript=Cre10.g434400.t1.2 locus=Cre10.g434400 ID=Cre10.g434400.t1.2.v5.5 annot-version=v5.52 2 2 237.48 2301

Cre10.g434450.t1.2 NADH:ubiquinone oxidoreductase 39 kDa subunitCre10.g434450.t1.2 pacid=30790825 transcript=Cre10.g434450.t1.2 locus=Cre10.g434450 ID=Cre10.g434450.t1.2.v5.5 annot-version=v5.514 14 14 43.654 397

Cre10.g434650.t1.1 Copper transport accessory proteinCre10.g434650.t1.1 pacid=30789878 transcript=Cre10.g434650.t1.1 locus=Cre10.g434650 ID=Cre10.g434650.t1.1.v5.5 annot-version=v5.51 1 1 73.082 721

Cre10.g434750.t1.2 Acetohydroxy acid isomeroreductaseCre10.g434750.t1.2 pacid=30789728 transcript=Cre10.g434750.t1.2 locus=Cre10.g434750 ID=Cre10.g434750.t1.2.v5.5 annot-version=v5.526 26 26 60.212 555

Cre10.g435200.t1.2 NA Cre10.g435200.t1.2 pacid=30790844 transcript=Cre10.g435200.t1.2 locus=Cre10.g435200 ID=Cre10.g435200.t1.2.v5.5 annot-version=v5.51 1 1 21.367 184

Cre10.g435300.t2.1 Aspartyl aminopeptidase-like proteinCre10.g435300.t2.1 pacid=30790675 transcript=Cre10.g435300.t2.1 locus=Cre10.g435300 ID=Cre10.g435300.t2.1.v5.5 annot-version=v5.5;Cre10.g435300.t1.2 pacid=30790674 transcript=Cre10.g435300.t1.2 locus=Cre10.g435300 ID=Cre10.g435300.t1.2.v5.5 annot-version=v4 4 4 57.119 537

Cre10.g435550.t1.2 Deoxyhypusine hydroxylase/monooxygenaseCre10.g435550.t1.2 pacid=30789929 transcript=Cre10.g435550.t1.2 locus=Cre10.g435550 ID=Cre10.g435550.t1.2.v5.5 annot-version=v5.51 1 1 34.896 319

Cre10.g435800.t1.2 NAD-dependent epimerase/dehydrataseCre10.g435800.t1.2 pacid=30790383 transcript=Cre10.g435800.t1.2 locus=Cre10.g435800 ID=Cre10.g435800.t1.2.v5.5 annot-version=v5.511 11 11 44.738 401

Cre10.g435850.t1.2 Predicted proteinCre10.g435850.t1.2 pacid=30789847 transcript=Cre10.g435850.t1.2 locus=Cre10.g435850 ID=Cre10.g435850.t1.2.v5.5 annot-version=v5.53 3 3 27.771 266

Cre10.g436050.t1.2 Fe superoxide dismutaseCre10.g436050.t1.2 pacid=30790769 transcript=Cre10.g436050.t1.2 locus=Cre10.g436050 ID=Cre10.g436050.t1.2.v5.5 annot-version=v5.511 11 11 25.915 234

Cre10.g436350.t1.1 Shikimate kinaseCre10.g436350.t1.1 pacid=30790792 transcript=Cre10.g436350.t1.1 locus=Cre10.g436350 ID=Cre10.g436350.t1.1.v5.5 annot-version=v5.58 8 8 36.555 332

Cre10.g436550.t1.2 Low-CO2-inducible proteinCre10.g436550.t1.2 pacid=30790090 transcript=Cre10.g436550.t1.2 locus=Cre10.g436550 ID=Cre10.g436550.t1.2.v5.5 annot-version=v5.522 22 22 32.314 317

Cre10.g437100.t1.1 (1 of 1) KOG2973 - Uncharacterized conserved proteinCre10.g437100.t1.1 pacid=30789917 transcript=Cre10.g437100.t1.1 locus=Cre10.g437100 ID=Cre10.g437100.t1.1.v5.5 annot-version=v5.51 1 1 36.859 344

Cre10.g437450.t1.2 NA Cre10.g437450.t1.2 pacid=30790856 transcript=Cre10.g437450.t1.2 locus=Cre10.g437450 ID=Cre10.g437450.t1.2.v5.5 annot-version=v5.52 2 2 48.799 460

Cre10.g438550.t1.2 TatA-like sec-independent protein translocator subunitCre10.g438550.t1.2 pacid=30790296 transcript=Cre10.g438550.t1.2 locus=Cre10.g438550 ID=Cre10.g438550.t1.2.v5.5 annot-version=v5.54 4 4 11.867 114

Cre10.g438600.t1.2 (1 of 1) KOG4766 - Uncharacterized conserved proteinCre10.g438600.t1.2 pacid=30790638 transcript=Cre10.g438600.t1.2 locus=Cre10.g438600 ID=Cre10.g438600.t1.2.v5.5 annot-version=v5.51 1 1 6.5125 62

Cre10.g438650.t1.2 Adenylate kinaseCre10.g438650.t1.2 pacid=30790114 transcript=Cre10.g438650.t1.2 locus=Cre10.g438650 ID=Cre10.g438650.t1.2.v5.5 annot-version=v5.51 1 1 27.458 253

Cre10.g438700.t1.1 (1 of 1) K14556 - U3 small nucleolar RNA-associated protein 12 (DIP2, UTP12, WDR3)Cre10.g438700.t1.1 pacid=30790009 transcript=Cre10.g438700.t1.1 locus=Cre10.g438700 ID=Cre10.g438700.t1.1.v5.5 annot-version=v5.51 1 1 101.81 963

Cre10.g439100.t1.2 T-complex protein 1, alpha subunitCre10.g439100.t1.2 pacid=30790162 transcript=Cre10.g439100.t1.2 locus=Cre10.g439100 ID=Cre10.g439100.t1.2.v5.5 annot-version=v5.55 5 5 59.325 551

Cre10.g439150.t1.2 26S proteasome regulatory subunitCre10.g439150.t1.2 pacid=30790715 transcript=Cre10.g439150.t1.2 locus=Cre10.g439150 ID=Cre10.g439150.t1.2.v5.5 annot-version=v5.510 10 10 47.666 428

Cre10.g439400.t1.1 Glutamyl tRNA amidotransferase, subunit ACre10.g439400.t1.1 pacid=30790410 transcript=Cre10.g439400.t1.1 locus=Cre10.g439400 ID=Cre10.g439400.t1.1.v5.5 annot-version=v5.55 5 5 54.826 533

Cre10.g439550.t2.1 (1 of 3) PTHR23354 - NUCLEOLAR PROTEIN 7/ESTROGEN RECEPTOR COACTIVATOR-RELATEDCre10.g439550.t2.1 pacid=30790336 transcript=Cre10.g439550.t2.1 locus=Cre10.g439550 ID=Cre10.g439550.t2.1.v5.5 annot-version=v5.5;Cre10.g439550.t1.1 pacid=30790335 transcript=Cre10.g439550.t1.1 locus=Cre10.g439550 ID=Cre10.g439550.t1.1.v5.5 annot-version=v2 2 2 45.493 421

Cre10.g439900.t1.2 ER-located HSP110/SSE-like proteinCre10.g439900.t1.2 pacid=30790516 transcript=Cre10.g439900.t1.2 locus=Cre10.g439900 ID=Cre10.g439900.t1.2.v5.5 annot-version=v5.55 5 5 120.89 1124

Cre10.g440050.t1.2 NAD-dependent epimerase/dehydrataseCre10.g440050.t1.2 pacid=30790885 transcript=Cre10.g440050.t1.2 locus=Cre10.g440050 ID=Cre10.g440050.t1.2.v5.5 annot-version=v5.516 16 16 47.99 439

Cre10.g440450.t1.2 Photosystem II subunit 28Cre10.g440450.t1.2 pacid=30790206 transcript=Cre10.g440450.t1.2 locus=Cre10.g440450 ID=Cre10.g440450.t1.2.v5.5 annot-version=v5.55 5 5 15.879 144

Cre10.g440800.t1.1 NA Cre10.g440800.t1.1 pacid=30790382 transcript=Cre10.g440800.t1.1 locus=Cre10.g440800 ID=Cre10.g440800.t1.1.v5.5 annot-version=v5.51 1 1 84.643 781

Cre10.g441200.t1.2 (1 of 1) K18757 - la-related protein 1 (LARP1)Cre10.g441200.t1.2 pacid=30790096 transcript=Cre10.g441200.t1.2 locus=Cre10.g441200 ID=Cre10.g441200.t1.2.v5.5 annot-version=v5.58 8 8 106.37 1018

Cre10.g441350.t2.1 NA Cre10.g441350.t2.1 pacid=30789737 transcript=Cre10.g441350.t2.1 locus=Cre10.g441350 ID=Cre10.g441350.t2.1.v5.5 annot-version=v5.5;Cre10.g441350.t1.1 pacid=30789736 transcript=Cre10.g441350.t1.1 locus=Cre10.g441350 ID=Cre10.g441350.t1.1.v5.5 annot-version=v1 1 1 108.02 1010

Cre10.g441400.t1.2 Nucleolar protein, Component of C/D snoRNPsCre10.g441400.t1.2 pacid=30790401 transcript=Cre10.g441400.t1.2 locus=Cre10.g441400 ID=Cre10.g441400.t1.2.v5.5 annot-version=v5.517 17 17 55.472 508

Cre10.g441450.t1.2 (1 of 1) K14786 - protein KRI1 (KRI1)Cre10.g441450.t1.2 pacid=30790157 transcript=Cre10.g441450.t1.2 locus=Cre10.g441450 ID=Cre10.g441450.t1.2.v5.5 annot-version=v5.51 1 1 97.164 875

Cre10.g441700.t1.1 NA Cre10.g441700.t1.1 pacid=30789767 transcript=Cre10.g441700.t1.1 locus=Cre10.g441700 ID=Cre10.g441700.t1.1.v5.5 annot-version=v5.51 1 1 192.93 1845

Cre10.g442650.t1.2 (1 of 1) PTHR10887:SF366 - DNA-BINDING PROTEIN-RELATEDCre10.g442650.t1.2 pacid=30790906 transcript=Cre10.g442650.t1.2 locus=Cre10.g442650 ID=Cre10.g442650.t1.2.v5.5 annot-version=v5.51 1 1 86.471 825

Cre10.g442950.t1.2 (1 of 2) PF13483 - Beta-lactamase superfamily domain (Lactamase_B_3)Cre10.g442950.t1.2 pacid=30790374 transcript=Cre10.g442950.t1.2 locus=Cre10.g442950 ID=Cre10.g442950.t1.2.v5.5 annot-version=v5.51 1 1 36.182 343

Cre10.g443250.t1.2 T-complex protein 1, gamma subunitCre10.g443250.t1.2 pacid=30790418 transcript=Cre10.g443250.t1.2 locus=Cre10.g443250 ID=Cre10.g443250.t1.2.v5.5 annot-version=v5.513 13 13 60.77 555

Cre10.g443850.t1.1 (1 of 1) PTHR11851:SF136 - PROTEIN YHJJCre10.g443850.t1.1 pacid=30789725 transcript=Cre10.g443850.t1.1 locus=Cre10.g443850 ID=Cre10.g443850.t1.1.v5.5 annot-version=v5.51 1 1 64.113 607

Cre10.g444700.t1.1 Starch Branching EnzymeCre10.g444700.t1.1 pacid=30790834 transcript=Cre10.g444700.t1.1 locus=Cre10.g444700 ID=Cre10.g444700.t1.1.v5.5 annot-version=v5.55 5 5 98.282 868

Cre10.g444850.t1.1 Voltage-gated Ca2+ channel, alpha subunitCre10.g444850.t1.1 pacid=30790145 transcript=Cre10.g444850.t1.1 locus=Cre10.g444850 ID=Cre10.g444850.t1.1.v5.5 annot-version=v5.51 1 1 404.15 3838

Cre10.g445600.t1.1 (1 of 1) K14569 - ribosome biogenesis protein BMS1 (BMS1)Cre10.g445600.t1.1 pacid=30790575 transcript=Cre10.g445600.t1.1 locus=Cre10.g445600 ID=Cre10.g445600.t1.1.v5.5 annot-version=v5.51 1 1 151.18 1406

Cre10.g445750.t1.2 NA Cre10.g445750.t1.2 pacid=30790239 transcript=Cre10.g445750.t1.2 locus=Cre10.g445750 ID=Cre10.g445750.t1.2.v5.5 annot-version=v5.51 1 1 10.518 97

Cre10.g446100.t1.2 Chloroplastic thioredoxin yCre10.g446100.t1.2 pacid=30789951 transcript=Cre10.g446100.t1.2 locus=Cre10.g446100 ID=Cre10.g446100.t1.2.v5.5 annot-version=v5.51 1 1 16.691 152

Cre10.g446550.t1.2 Vacuolar ATP synthase subunit FCre10.g446550.t1.2 pacid=30789797 transcript=Cre10.g446550.t1.2 locus=Cre10.g446550 ID=Cre10.g446550.t1.2.v5.5 annot-version=v5.52 2 2 13.316 121

Cre10.g447100.t1.2 (1 of 2) K15414 - complement component 1 Q subcomponent-binding protein, mitochondrial (C1QBP)Cre10.g447100.t1.2 pacid=30790829 transcript=Cre10.g447100.t1.2 locus=Cre10.g447100 ID=Cre10.g447100.t1.2.v5.5 annot-version=v5.56 6 6 27.323 253

Cre10.g447300.t1.2 (1 of 1) K11885 - DNA damage-inducible protein 1 (DDI1)Cre10.g447300.t1.2 pacid=30789776 transcript=Cre10.g447300.t1.2 locus=Cre10.g447300 ID=Cre10.g447300.t1.2.v5.5 annot-version=v5.51 1 1 49.968 472

Cre10.g449250.t1.2 Kinesin-II-associated proteinCre10.g449250.t1.2 pacid=30790365 transcript=Cre10.g449250.t1.2 locus=Cre10.g449250 ID=Cre10.g449250.t1.2.v5.5 annot-version=v5.51 1 1 95.118 847

Cre10.g449350.t1.2 (1 of 1) PTHR11717:SF2 - PEPTIDYL-TRNA HYDROLASE PTRHD1-RELATEDCre10.g449350.t1.2 pacid=30790198 transcript=Cre10.g449350.t1.2 locus=Cre10.g449350 ID=Cre10.g449350.t1.2.v5.5 annot-version=v5.51 1 1 15.886 146

Cre10.g449550.t1.2 Peroxiredoxin, type IICre10.g449550.t1.2 pacid=30790161 transcript=Cre10.g449550.t1.2 locus=Cre10.g449550 ID=Cre10.g449550.t1.2.v5.5 annot-version=v5.55 5 5 16.536 161

Cre10.g449850.t1.1 NA Cre10.g449850.t1.1 pacid=30790048 transcript=Cre10.g449850.t1.1 locus=Cre10.g449850 ID=Cre10.g449850.t1.1.v5.5 annot-version=v5.52 2 2 139.01 1411

Cre10.g450400.t1.2 NADH:ubiquinone oxidoreductase 24 kDa subunitCre10.g450400.t1.2 pacid=30790863 transcript=Cre10.g450400.t1.2 locus=Cre10.g450400 ID=Cre10.g450400.t1.2.v5.5 annot-version=v5.56 6 6 30.611 282

Cre10.g450450.t1.2 Flagellar Associated Protein, serine endopeptidaseCre10.g450450.t1.2 pacid=30790470 transcript=Cre10.g450450.t1.2 locus=Cre10.g450450 ID=Cre10.g450450.t1.2.v5.5 annot-version=v5.54 4 4 55.535 524



Cre10.g451400.t1.1 Molybdenum cofactor biosynthesis proteinCre10.g451400.t1.1 pacid=30789788 transcript=Cre10.g451400.t1.1 locus=Cre10.g451400 ID=Cre10.g451400.t1.1.v5.5 annot-version=v5.52 2 2 48.999 478

Cre10.g451752.t1.1 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre10.g451752.t1.1 pacid=30790541 transcript=Cre10.g451752.t1.1 locus=Cre10.g451752 ID=Cre10.g451752.t1.1.v5.5 annot-version=v5.52 2 2 58.358 553

Cre10.g451900.t1.1 Threonine synthaseCre10.g451900.t1.1 pacid=30790227 transcript=Cre10.g451900.t1.1 locus=Cre10.g451900 ID=Cre10.g451900.t1.1.v5.5 annot-version=v5.530 30 30 54.413 498

Cre10.g451950.t1.2 Alanine aminotransferaseCre10.g451950.t1.2 pacid=30790791 transcript=Cre10.g451950.t1.2 locus=Cre10.g451950 ID=Cre10.g451950.t1.2.v5.5 annot-version=v5.516 16 16 57.821 521

Cre10.g452050.t1.2 Light-harvesting protein of photosystem ICre10.g452050.t1.2 pacid=30790835 transcript=Cre10.g452050.t1.2 locus=Cre10.g452050 ID=Cre10.g452050.t1.2.v5.5 annot-version=v5.59 9 9 28.702 264

Cre10.g452350.t1.1 NA Cre10.g452350.t1.1 pacid=30790406 transcript=Cre10.g452350.t1.1 locus=Cre10.g452350 ID=Cre10.g452350.t1.1.v5.5 annot-version=v5.56 6 6 16.343 153

Cre10.g452450.t1.2 110 kDa translocon of chloroplast envelope inner membraneCre10.g452450.t1.2 pacid=30790862 transcript=Cre10.g452450.t1.2 locus=Cre10.g452450 ID=Cre10.g452450.t1.2.v5.5 annot-version=v5.520 20 20 115.13 1046

Cre10.g452600.t1.2 (1 of 1) KOG4484 - Uncharacterized conserved proteinCre10.g452600.t1.2 pacid=30790670 transcript=Cre10.g452600.t1.2 locus=Cre10.g452600 ID=Cre10.g452600.t1.2.v5.5 annot-version=v5.51 1 1 73.45 744

Cre10.g452800.t1.2 Low-CO2-inducible proteinCre10.g452800.t1.2 pacid=30790505 transcript=Cre10.g452800.t1.2 locus=Cre10.g452800 ID=Cre10.g452800.t1.2.v5.5 annot-version=v5.521 21 21 48.005 448

Cre10.g453450.t1.2 Small nuclear ribonucleoprotein SmD2Cre10.g453450.t1.2 pacid=30789823 transcript=Cre10.g453450.t1.2 locus=Cre10.g453450 ID=Cre10.g453450.t1.2.v5.5 annot-version=v5.51 1 1 12.609 110

Cre10.g454150.t1.2 (1 of 1) 2.3.1.79 - Maltose O-acetyltransferaseCre10.g454150.t1.2 pacid=30790288 transcript=Cre10.g454150.t1.2 locus=Cre10.g454150 ID=Cre10.g454150.t1.2.v5.5 annot-version=v5.53 3 3 17.273 169

Cre10.g455000.t2.1 NA Cre10.g455000.t2.1 pacid=30790673 transcript=Cre10.g455000.t2.1 locus=Cre10.g455000 ID=Cre10.g455000.t2.1.v5.5 annot-version=v5.5;Cre10.g455000.t1.2 pacid=30790672 transcript=Cre10.g455000.t1.2 locus=Cre10.g455000 ID=Cre10.g455000.t1.2.v5.5 annot-version=v4 4 4 60.914 565

Cre10.g455231.t1.2 (1 of 1) 2.8.2.23 - [Heparan sulfate]-glucosamine 3-sulfotransferase 1 / Heparin-glucosamine 3-O-sulfotransferaseCre10.g455231.t1.2 pacid=30790724 transcript=Cre10.g455231.t1.2 locus=Cre10.g455231 ID=Cre10.g455231.t1.2.v5.5 annot-version=v5.51 1 1 59.249 555

Cre10.g455300.t1.2 Small nuclear ribonucleoprotein SmD3Cre10.g455300.t1.2 pacid=30789915 transcript=Cre10.g455300.t1.2 locus=Cre10.g455300 ID=Cre10.g455300.t1.2.v5.5 annot-version=v5.51 1 1 13.763 127

Cre10.g455700.t1.2 Non-canonical poly(A) polymeraseCre10.g455700.t1.2 pacid=30790412 transcript=Cre10.g455700.t1.2 locus=Cre10.g455700 ID=Cre10.g455700.t1.2.v5.5 annot-version=v5.51 1 1 131.22 1359

Cre10.g456000.t1.2 Flagellar Associated Protein, quinone reductase-likeCre10.g456000.t1.2 pacid=30790097 transcript=Cre10.g456000.t1.2 locus=Cre10.g456000 ID=Cre10.g456000.t1.2.v5.5 annot-version=v5.52 1 1 28.203 279

Cre10.g456050.t2.1 (1 of 4) K03809 - NAD(P)H dehydrogenase (quinone) (wrbA)Cre10.g456050.t2.1 pacid=30790005 transcript=Cre10.g456050.t2.1 locus=Cre10.g456050 ID=Cre10.g456050.t2.1.v5.5 annot-version=v5.5;Cre10.g456050.t1.2 pacid=30790006 transcript=Cre10.g456050.t1.2 locus=Cre10.g456050 ID=Cre10.g456050.t1.2.v5.5 annot-version=v9 9 5 21.414 201

Cre10.g456100.t1.2 Flagellar flavodoxin, involved in phototaxisCre10.g456100.t1.2 pacid=30790358 transcript=Cre10.g456100.t1.2 locus=Cre10.g456100 ID=Cre10.g456100.t1.2.v5.5 annot-version=v5.57 4 4 21.386 201

Cre10.g456200.t1.2 Ribosomal protein S24, component of cytosolic 80S ribosome and 40S small subunitCre10.g456200.t1.2 pacid=30790790 transcript=Cre10.g456200.t1.2 locus=Cre10.g456200 ID=Cre10.g456200.t1.2.v5.5 annot-version=v5.56 6 6 15.122 131

Cre10.g456700.t1.2 (1 of 1) PF09405 - CASC3/Barentsz eIF4AIII binding (Btz)Cre10.g456700.t1.2 pacid=30790851 transcript=Cre10.g456700.t1.2 locus=Cre10.g456700 ID=Cre10.g456700.t1.2.v5.5 annot-version=v5.54 4 4 73.668 720

Cre10.g456750.t1.2 (1 of 1) 1.8.5.1 - Glutathione dehydrogenase (ascorbate)Cre10.g456750.t1.2 pacid=30790307 transcript=Cre10.g456750.t1.2 locus=Cre10.g456750 ID=Cre10.g456750.t1.2.v5.5 annot-version=v5.54 4 4 24.896 226

Cre10.g456900.t1.2 (1 of 1) PTHR12103:SF21 - IMP-GMP SPECIFIC 5-NUCLEOTIDASE, PUTATIVE-RELATEDCre10.g456900.t1.2 pacid=30790771 transcript=Cre10.g456900.t1.2 locus=Cre10.g456900 ID=Cre10.g456900.t1.2.v5.5 annot-version=v5.51 1 1 79.563 724

Cre10.g457700.t1.2 (1 of 1) K08794 - calcium/calmodulin-dependent protein kinase I (CAMK1)Cre10.g457700.t1.2 pacid=30790742 transcript=Cre10.g457700.t1.2 locus=Cre10.g457700 ID=Cre10.g457700.t1.2.v5.5 annot-version=v5.53 3 3 39.885 370

Cre10.g458450.t1.1 Glutathione peroxidaseCre10.g458450.t1.1 pacid=30790610 transcript=Cre10.g458450.t1.1 locus=Cre10.g458450 ID=Cre10.g458450.t1.1.v5.5 annot-version=v5.58 8 8 18.015 162

Cre10.g458500.t1.2 Aspartate kinaseCre10.g458500.t1.2 pacid=30789762 transcript=Cre10.g458500.t1.2 locus=Cre10.g458500 ID=Cre10.g458500.t1.2.v5.5 annot-version=v5.57 7 7 61.055 569

Cre10.g458550.t1.2 (1 of 1) PTHR33449:SF1 - NUCLEOID-ASSOCIATED PROTEIN YBABCre10.g458550.t1.2 pacid=30790469 transcript=Cre10.g458550.t1.2 locus=Cre10.g458550 ID=Cre10.g458550.t1.2.v5.5 annot-version=v5.54 4 4 16.946 157

Cre10.g458850.t1.2 NA Cre10.g458850.t1.2 pacid=30790067 transcript=Cre10.g458850.t1.2 locus=Cre10.g458850 ID=Cre10.g458850.t1.2.v5.5 annot-version=v5.51 1 1 47.453 441

Cre10.g459200.t1.2 P-type ATPase/cation transporter, plasma membraneCre10.g459200.t1.2 pacid=30790356 transcript=Cre10.g459200.t1.2 locus=Cre10.g459200 ID=Cre10.g459200.t1.2.v5.5 annot-version=v5.57 7 7 117.28 1081

Cre10.g459250.t1.2 Ribosomal protein L35a, component of cytosolic 80S ribosome and 60S large subunitCre10.g459250.t1.2 pacid=30790514 transcript=Cre10.g459250.t1.2 locus=Cre10.g459250 ID=Cre10.g459250.t1.2.v5.5 annot-version=v5.56 6 6 12.058 108

Cre10.g459500.t1.1 Nucleolar GTP-binding proteinCre10.g459500.t1.1 pacid=30790293 transcript=Cre10.g459500.t1.1 locus=Cre10.g459500 ID=Cre10.g459500.t1.1.v5.5 annot-version=v5.51 1 1 76.832 691

Cre10.g459750.t1.2 NADH:ubiquinone oxidoreductase 8 kDa subunitCre10.g459750.t1.2 pacid=30790944 transcript=Cre10.g459750.t1.2 locus=Cre10.g459750 ID=Cre10.g459750.t1.2.v5.5 annot-version=v5.52 2 2 7.6428 65

Cre10.g460050.t2.1 (1 of 1) PTHR10098//PTHR10098:SF123 - RAPSYN-RELATED // SUBFAMILY NOT NAMEDCre10.g460050.t2.1 pacid=30790815 transcript=Cre10.g460050.t2.1 locus=Cre10.g460050 ID=Cre10.g460050.t2.1.v5.5 annot-version=v5.5;Cre10.g460050.t1.1 pacid=30790814 transcript=Cre10.g460050.t1.1 locus=Cre10.g460050 ID=Cre10.g460050.t1.1.v5.5 annot-version=v1 1 1 40.21 373

Cre10.g461050.t1.2 Vacuolar ATP synthase subunit ACre10.g461050.t1.2 pacid=30790304 transcript=Cre10.g461050.t1.2 locus=Cre10.g461050 ID=Cre10.g461050.t1.2.v5.5 annot-version=v5.527 27 27 68.394 616

Cre10.g461150.t1.2 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre10.g461150.t1.2 pacid=30790487 transcript=Cre10.g461150.t1.2 locus=Cre10.g461150 ID=Cre10.g461150.t1.2.v5.5 annot-version=v5.52 2 2 45.116 415

Cre10.g461250.t1.1 (1 of 1) K06027 - vesicle-fusing ATPase (NSF)Cre10.g461250.t1.1 pacid=30790752 transcript=Cre10.g461250.t1.1 locus=Cre10.g461250 ID=Cre10.g461250.t1.1.v5.5 annot-version=v5.54 4 4 78.514 719

Cre10.g461350.t1.1 Basal body proteinCre10.g461350.t1.1 pacid=30790438 transcript=Cre10.g461350.t1.1 locus=Cre10.g461350 ID=Cre10.g461350.t1.1.v5.5 annot-version=v5.52 2 2 46.362 411

Cre10.g461900.t1.2 (1 of 2) PTHR11732:SF255 - ARYL-ALCOHOL DEHYDROGENASE YPL088W-RELATEDCre10.g461900.t1.2 pacid=30790205 transcript=Cre10.g461900.t1.2 locus=Cre10.g461900 ID=Cre10.g461900.t1.2.v5.5 annot-version=v5.54 4 4 44.019 398

Cre10.g461950.t1.2 20S proteasome beta subunit E, type beta 5Cre10.g461950.t1.2 pacid=30789807 transcript=Cre10.g461950.t1.2 locus=Cre10.g461950 ID=Cre10.g461950.t1.2.v5.5 annot-version=v5.52 2 2 29.577 273

Cre10.g462250.t1.2 RNA Export FactorCre10.g462250.t1.2 pacid=30789912 transcript=Cre10.g462250.t1.2 locus=Cre10.g462250 ID=Cre10.g462250.t1.2.v5.5 annot-version=v5.54 4 4 35.682 337

Cre10.g462950.t1.2 Plastid ribosomal protein L33Cre10.g462950.t1.2 pacid=30789856 transcript=Cre10.g462950.t1.2 locus=Cre10.g462950 ID=Cre10.g462950.t1.2.v5.5 annot-version=v5.56 6 6 11.411 101

Cre10.g463370.t1.2 (1 of 15) 2.7.11.18 - [Myosin light-chain] kinase / Smooth-muscle-myosin-light-chain kinaseCre10.g463370.t1.2 pacid=30790535 transcript=Cre10.g463370.t1.2 locus=Cre10.g463370 ID=Cre10.g463370.t1.2.v5.5 annot-version=v5.54 4 4 39.287 380

Cre10.g464650.t1.2 Transmembrane proteinCre10.g464650.t1.2 pacid=30789853 transcript=Cre10.g464650.t1.2 locus=Cre10.g464650 ID=Cre10.g464650.t1.2.v5.5 annot-version=v5.52 2 2 27.241 251

Cre10.g465550.t1.1 ClpD chaperone, Hsp100 familyCre10.g465550.t1.1 pacid=30790230 transcript=Cre10.g465550.t1.1 locus=Cre10.g465550 ID=Cre10.g465550.t1.1.v5.5 annot-version=v5.51 1 1 110.5 1033

Cre10.g466300.t1.2 (1 of 1) PTHR14494 - ALADIN/ADRACALIN/AAASCre10.g466300.t1.2 pacid=30790560 transcript=Cre10.g466300.t1.2 locus=Cre10.g466300 ID=Cre10.g466300.t1.2.v5.5 annot-version=v5.51 1 1 60.839 636

Cre10.g466450.t1.1 (1 of 16) KOG0131 - Splicing factor 3b, subunit 4Cre10.g466450.t1.1 pacid=30789814 transcript=Cre10.g466450.t1.1 locus=Cre10.g466450 ID=Cre10.g466450.t1.1.v5.5 annot-version=v5.51 1 1 78.776 776

Cre10.g466500.t1.2 (1 of 1) K08234 - glyoxylase I family protein (yaeR)Cre10.g466500.t1.2 pacid=30790218 transcript=Cre10.g466500.t1.2 locus=Cre10.g466500 ID=Cre10.g466500.t1.2.v5.5 annot-version=v5.54 4 4 21.63 197

Cre10.g466650.t1.2 Flagellar Associated ProteinCre10.g466650.t1.2 pacid=30789868 transcript=Cre10.g466650.t1.2 locus=Cre10.g466650 ID=Cre10.g466650.t1.2.v5.5 annot-version=v5.56 6 6 39.463 352

Cre10.g467000.t1.2 Intraflagellar transport protein 57Cre10.g467000.t1.2 pacid=30790891 transcript=Cre10.g467000.t1.2 locus=Cre10.g467000 ID=Cre10.g467000.t1.2.v5.5 annot-version=v5.52 2 2 51.308 469

Cre11.g467350.t1.2 (1 of 2) PTHR10909:SF317 - ACYL-COENZYME A OXIDASE 2, PEROXISOMALCre11.g467350.t1.2 pacid=30776073 transcript=Cre11.g467350.t1.2 locus=Cre11.g467350 ID=Cre11.g467350.t1.2.v5.5 annot-version=v5.53 3 3 73.218 683

Cre11.g467400.t1.2 NA Cre11.g467400.t1.2 pacid=30775789 transcript=Cre11.g467400.t1.2 locus=Cre11.g467400 ID=Cre11.g467400.t1.2.v5.5 annot-version=v5.56 6 6 57 602



Cre11.g467524.t1.1 (1 of 1) 3.6.1.45 - UDP-sugar diphosphatase / UDP-sugar pyrophosphataseCre11.g467524.t1.1 pacid=30775648 transcript=Cre11.g467524.t1.1 locus=Cre11.g467524 ID=Cre11.g467524.t1.1.v5.5 annot-version=v5.52 2 2 28.574 264

Cre11.g467531.t1.1 Flagellar Associated ProteinCre11.g467531.t1.1 pacid=30775613 transcript=Cre11.g467531.t1.1 locus=Cre11.g467531 ID=Cre11.g467531.t1.1.v5.5 annot-version=v5.510 10 10 44.182 421

Cre11.g467535.t1.1 Mitochondrial substrate carrier proteinCre11.g467535.t1.1 pacid=30775973 transcript=Cre11.g467535.t1.1 locus=Cre11.g467535 ID=Cre11.g467535.t1.1.v5.5 annot-version=v5.53 3 3 43.976 416

Cre11.g467544.t1.1 Isopentenyl-diphosphate delta-isomeraseCre11.g467544.t1.1 pacid=30775491 transcript=Cre11.g467544.t1.1 locus=Cre11.g467544 ID=Cre11.g467544.t1.1.v5.5 annot-version=v5.51 1 1 27.739 253

Cre11.g467546.t1.1 (1 of 2) 3.1.3.56 - Inositol-polyphosphate 5-phosphatase / Type I inositol-polyphosphate phosphataseCre11.g467546.t1.1 pacid=30776011 transcript=Cre11.g467546.t1.1 locus=Cre11.g467546 ID=Cre11.g467546.t1.1.v5.5 annot-version=v5.51 1 1 150.94 1607

Cre11.g467547.t1.1 Glutamyl/glutaminyl-tRNA synthetaseCre11.g467547.t1.1 pacid=30775820 transcript=Cre11.g467547.t1.1 locus=Cre11.g467547 ID=Cre11.g467547.t1.1.v5.5 annot-version=v5.58 8 8 82.966 763

Cre11.g467550.t1.2 (1 of 1) 3.5.2.3 - Dihydroorotase / DHOaseCre11.g467550.t1.2 pacid=30775450 transcript=Cre11.g467550.t1.2 locus=Cre11.g467550 ID=Cre11.g467550.t1.2.v5.5 annot-version=v5.58 8 8 41.58 390

Cre11.g467556.t1.1 NA Cre11.g467556.t1.1 pacid=30776043 transcript=Cre11.g467556.t1.1 locus=Cre11.g467556 ID=Cre11.g467556.t1.1.v5.5 annot-version=v5.51 1 1 145.42 1472

Cre11.g467568.t1.1 (1 of 1) K06276 - 3-phosphoinositide dependent protein kinase-1 (PDPK1)Cre11.g467568.t1.1 pacid=30775817 transcript=Cre11.g467568.t1.1 locus=Cre11.g467568 ID=Cre11.g467568.t1.1.v5.5 annot-version=v5.51 1 1 45.806 425

Cre11.g467569.t1.1 Chloroplast ATP synthase delta chainCre11.g467569.t1.1 pacid=30775882 transcript=Cre11.g467569.t1.1 locus=Cre11.g467569 ID=Cre11.g467569.t1.1.v5.5 annot-version=v5.518 18 18 23.995 219

Cre11.g467573.t1.1 Chlorophyll a/b binding protein of photosystem I, type IIICre11.g467573.t1.1 pacid=30776039 transcript=Cre11.g467573.t1.1 locus=Cre11.g467573 ID=Cre11.g467573.t1.1.v5.5 annot-version=v5.52 2 2 28.886 267

Cre11.g467578.t1.1 (1 of 1) K02903 - large subunit ribosomal protein L28e (RP-L28e, RPL28)Cre11.g467578.t1.1 pacid=30775702 transcript=Cre11.g467578.t1.1 locus=Cre11.g467578 ID=Cre11.g467578.t1.1.v5.5 annot-version=v5.512 12 12 13.503 126

Cre11.g467595.t1.1 (1 of 18) PTHR10774 - EXTENDED SYNAPTOTAGMIN-RELATEDCre11.g467595.t1.1 pacid=30775700 transcript=Cre11.g467595.t1.1 locus=Cre11.g467595 ID=Cre11.g467595.t1.1.v5.5 annot-version=v5.51 1 1 22.982 213

Cre11.g467596.t1.1 NA Cre11.g467596.t1.1 pacid=30776047 transcript=Cre11.g467596.t1.1 locus=Cre11.g467596 ID=Cre11.g467596.t1.1.v5.5 annot-version=v5.51 1 1 60.66 591

Cre11.g467612.t1.1 Ubiquinone/menaquinone biosynthesis methyltransferaseCre11.g467612.t1.1 pacid=30775917 transcript=Cre11.g467612.t1.1 locus=Cre11.g467612 ID=Cre11.g467612.t1.1.v5.5 annot-version=v5.56 6 6 44.817 418

Cre11.g467617.t1.1 Gamma hydroxybutyrate dehydrogenaseCre11.g467617.t1.1 pacid=30775628 transcript=Cre11.g467617.t1.1 locus=Cre11.g467617 ID=Cre11.g467617.t1.1.v5.5 annot-version=v5.53 3 3 30.233 293

Cre11.g467662.t1.1 NA Cre11.g467662.t1.1 pacid=30775774 transcript=Cre11.g467662.t1.1 locus=Cre11.g467662 ID=Cre11.g467662.t1.1.v5.5 annot-version=v5.51 1 1 51.709 535

Cre11.g467668.t1.1 NADH:ubiquinone oxidoreductase 14 kDa subunitCre11.g467668.t1.1 pacid=30775669 transcript=Cre11.g467668.t1.1 locus=Cre11.g467668 ID=Cre11.g467668.t1.1.v5.5 annot-version=v5.56 6 6 13.926 117

Cre11.g467689.t1.1 Rieske iron-sulfur subunit of the cytochrome b6f complex, chloroplast precursorCre11.g467689.t1.1 pacid=30775730 transcript=Cre11.g467689.t1.1 locus=Cre11.g467689 ID=Cre11.g467689.t1.1.v5.5 annot-version=v5.510 10 10 21.525 206

Cre11.g467700.t1.1 Uroporphyrinogen-III decarboxylaseCre11.g467700.t1.1 pacid=30776050 transcript=Cre11.g467700.t1.1 locus=Cre11.g467700 ID=Cre11.g467700.t1.1.v5.5 annot-version=v5.59 9 9 42.77 390

Cre11.g467707.t1.1 Mitochondrial F1F0 ATP synthase, delta subunitCre11.g467707.t1.1 pacid=30775706 transcript=Cre11.g467707.t1.1 locus=Cre11.g467707 ID=Cre11.g467707.t1.1.v5.5 annot-version=v5.54 4 4 21.172 202

Cre12.g507558.t1.1 (1 of 2) 3.5.1.3 - Omega-amidaseCre12.g507558.t1.1 pacid=30792954 transcript=Cre12.g507558.t1.1 locus=Cre12.g507558 ID=Cre12.g507558.t1.1.v5.5 annot-version=v5.5;Cre11.g467717.t1.1 pacid=30775464 transcript=Cre11.g467717.t1.1 locus=Cre11.g467717 ID=Cre11.g467717.t1.1.v5.5 annot-version=v2 2 2 35.07 330

Cre11.g467723.t2.1 3-ketoacyl-CoA-synthaseCre11.g467723.t2.1 pacid=30775834 transcript=Cre11.g467723.t2.1 locus=Cre11.g467723 ID=Cre11.g467723.t2.1.v5.5 annot-version=v5.5;Cre11.g467723.t1.1 pacid=30775833 transcript=Cre11.g467723.t1.1 locus=Cre11.g467723 ID=Cre11.g467723.t1.1.v5.5 annot-version=v19 19 19 48.543 454

Cre11.g467755.t1.1 (1 of 3) PTHR15020:SF11 - UPF0659 PROTEIN YMR090WCre11.g467755.t1.1 pacid=30775918 transcript=Cre11.g467755.t1.1 locus=Cre11.g467755 ID=Cre11.g467755.t1.1.v5.5 annot-version=v5.54 4 4 31.667 310

Cre11.g467767.t1.1 NADH:ubiquinone oxidoreductase 18 kDa subunitCre11.g467767.t1.1 pacid=30775853 transcript=Cre11.g467767.t1.1 locus=Cre11.g467767 ID=Cre11.g467767.t1.1.v5.5 annot-version=v5.52 2 2 18.012 156

Cre11.g467769.t1.1 NA Cre11.g467769.t1.1 pacid=30775745 transcript=Cre11.g467769.t1.1 locus=Cre11.g467769 ID=Cre11.g467769.t1.1.v5.5 annot-version=v5.53 3 3 18.31 169

Cre11.g467770.t1.1 Phosphoglycerate kinase, chloroplast precursorCre11.g467770.t1.1 pacid=30775977 transcript=Cre11.g467770.t1.1 locus=Cre11.g467770 ID=Cre11.g467770.t1.1.v5.5 annot-version=v5.551 51 51 49.031 462

Cre11.g467772.t1.1 D-type cyclinCre11.g467772.t1.1 pacid=30775806 transcript=Cre11.g467772.t1.1 locus=Cre11.g467772 ID=Cre11.g467772.t1.1.v5.5 annot-version=v5.51 1 1 52.462 517

Cre11.g467773.t1.1 NA Cre11.g467773.t1.1 pacid=30775663 transcript=Cre11.g467773.t1.1 locus=Cre11.g467773 ID=Cre11.g467773.t1.1.v5.5 annot-version=v5.51 1 1 20.336 197

Cre11.g467776.t1.1 NA Cre11.g467776.t1.1 pacid=30775749 transcript=Cre11.g467776.t1.1 locus=Cre11.g467776 ID=Cre11.g467776.t1.1.v5.5 annot-version=v5.51 1 1 39.745 378

Cre11.g467778.t1.1 (1 of 1) K00761 - uracil phosphoribosyltransferase (upp, UPRT)Cre11.g467778.t1.1 pacid=30775474 transcript=Cre11.g467778.t1.1 locus=Cre11.g467778 ID=Cre11.g467778.t1.1.v5.5 annot-version=v5.56 6 6 28.733 264

Cre11.g467781.t1.1 ABC transporter-like and Flagellar Associated ProteinCre11.g467781.t1.1 pacid=30775790 transcript=Cre11.g467781.t1.1 locus=Cre11.g467781 ID=Cre11.g467781.t1.1.v5.5 annot-version=v5.53 3 3 67.895 605

Cre11.g468300.t1.2 Sar-type small GTPaseCre11.g468300.t1.2 pacid=30775983 transcript=Cre11.g468300.t1.2 locus=Cre11.g468300 ID=Cre11.g468300.t1.2.v5.5 annot-version=v5.53 3 3 21.864 192

Cre11.g468450.t1.2 Centrin present in monomeric inner arm dyneins b, e, and gCre11.g468450.t1.2 pacid=30775984 transcript=Cre11.g468450.t1.2 locus=Cre11.g468450 ID=Cre11.g468450.t1.2.v5.5 annot-version=v5.52 2 2 19.459 169

Cre11.g468550.t1.2 Vacuolar ATP synthase subunit GCre11.g468550.t1.2 pacid=30775814 transcript=Cre11.g468550.t1.2 locus=Cre11.g468550 ID=Cre11.g468550.t1.2.v5.5 annot-version=v5.59 9 9 11.784 110

Cre11.g468750.t1.2 Predicted proteinCre11.g468750.t1.2 pacid=30776063 transcript=Cre11.g468750.t1.2 locus=Cre11.g468750 ID=Cre11.g468750.t1.2.v5.5 annot-version=v5.58 8 8 24.806 225

Cre11.g468800.t1.2 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre11.g468800.t1.2 pacid=30775617 transcript=Cre11.g468800.t1.2 locus=Cre11.g468800 ID=Cre11.g468800.t1.2.v5.5 annot-version=v5.51 1 1 47.702 469

Cre11.g468950.t1.2 Ubiquinol:cytochrome c oxidoreductase 7 kDa subunitCre11.g468950.t1.2 pacid=30776048 transcript=Cre11.g468950.t1.2 locus=Cre11.g468950 ID=Cre11.g468950.t1.2.v5.5 annot-version=v5.51 1 1 7.0321 60

Cre11.g469600.t1.2 (1 of 3) PTHR10625:SF102 - HISTONE DEACETYLASE 10Cre11.g469600.t1.2 pacid=30775714 transcript=Cre11.g469600.t1.2 locus=Cre11.g469600 ID=Cre11.g469600.t1.2.v5.5 annot-version=v5.53 3 3 93.851 883

Cre11.g474800.t1.2 Ornithine transaminaseCre11.g474800.t1.2 pacid=30775746 transcript=Cre11.g474800.t1.2 locus=Cre11.g474800 ID=Cre11.g474800.t1.2.v5.5 annot-version=v5.53 3 3 48.286 446

Cre11.g475850.t1.2 DnaJ-like Zinc-finger proteinCre11.g475850.t1.2 pacid=30775881 transcript=Cre11.g475850.t1.2 locus=Cre11.g475850 ID=Cre11.g475850.t1.2.v5.5 annot-version=v5.54 4 4 21.108 196

Cre11.g476050.t1.2 Flagellar outer arm dynein heavy chain gammaCre11.g476050.t1.2 pacid=30775576 transcript=Cre11.g476050.t1.2 locus=Cre11.g476050 ID=Cre11.g476050.t1.2.v5.5 annot-version=v5.53 3 3 339.35 3000

Cre11.g476200.t1.2 (1 of 3) PTHR12547 - CCCH ZINC FINGER/TIS11-RELATEDCre11.g476200.t1.2 pacid=30775754 transcript=Cre11.g476200.t1.2 locus=Cre11.g476200 ID=Cre11.g476200.t1.2.v5.5 annot-version=v5.53 3 3 82.258 831

Cre11.g476325.t1.1 (1 of 3) 4.1.1.31 - Phosphoenolpyruvate carboxylase / Phosphoenolpyruvic carboxylaseCre11.g476325.t1.1 pacid=30775901 transcript=Cre11.g476325.t1.1 locus=Cre11.g476325 ID=Cre11.g476325.t1.1.v5.5 annot-version=v5.5;Cre16.g673852.t1.1 pacid=30777453 transcript=Cre16.g673852.t1.1 locus=Cre16.g673852 ID=Cre16.g673852.t1.1.v5.5 annot-version=v1 1 1 102.32 915

Cre16.g673850.t1.1 NA Cre16.g673850.t1.1 pacid=30778129 transcript=Cre16.g673850.t1.1 locus=Cre16.g673850 ID=Cre16.g673850.t1.1.v5.5 annot-version=v5.5;Cre11.g476351.t1.1 pacid=30776007 transcript=Cre11.g476351.t1.1 locus=Cre11.g476351 ID=Cre11.g476351.t1.1.v5.5 annot-version=v2 2 2 40.359 367

Cre11.g476550.t1.2 (1 of 4) 1.3.1.38 - Trans-2-enoyl-CoA reductase (NADPH)Cre11.g476550.t1.2 pacid=30775651 transcript=Cre11.g476550.t1.2 locus=Cre11.g476550 ID=Cre11.g476550.t1.2.v5.5 annot-version=v5.513 13 13 36.587 347

Cre11.g476650.t1.1 Pullulanase-type starch debranching enzymeCre11.g476650.t1.1 pacid=30775701 transcript=Cre11.g476650.t1.1 locus=Cre11.g476650 ID=Cre11.g476650.t1.1.v5.5 annot-version=v5.54 4 4 119.89 1120

Cre11.g476750.t1.2 Ferredoxin-NADP reductaseCre11.g476750.t1.2 pacid=30775686 transcript=Cre11.g476750.t1.2 locus=Cre11.g476750 ID=Cre11.g476750.t1.2.v5.5 annot-version=v5.537 37 37 38.266 346

Cre11.g476850.t1.2 Component of dynein regulatory complexCre11.g476850.t1.2 pacid=30775673 transcript=Cre11.g476850.t1.2 locus=Cre11.g476850 ID=Cre11.g476850.t1.2.v5.5 annot-version=v5.51 1 1 55.107 471

Cre11.g477100.t1.2 Flagellar Associated Protein, serine endopeptidaseCre11.g477100.t1.2 pacid=30775762 transcript=Cre11.g477100.t1.2 locus=Cre11.g477100 ID=Cre11.g477100.t1.2.v5.5 annot-version=v5.53 3 3 58.671 574



Cre11.g477300.t1.1 (1 of 1) K03456 - serine/threonine-protein phosphatase 2A regulatory subunit A (PPP2R1)Cre11.g477300.t1.1 pacid=30776026 transcript=Cre11.g477300.t1.1 locus=Cre11.g477300 ID=Cre11.g477300.t1.1.v5.5 annot-version=v5.512 12 12 64.729 585

Cre11.g477625.t1.1 (1 of 1) PTHR23304//PTHR23304:SF109 - SPOT2-RELATED // SUBFAMILY NOT NAMEDCre11.g477625.t1.1 pacid=30775524 transcript=Cre11.g477625.t1.1 locus=Cre11.g477625 ID=Cre11.g477625.t1.1.v5.5 annot-version=v5.54 4 4 190.24 1823

Cre11.g477850.t1.1 Transcriptional coactivator-like proteinCre11.g477850.t1.1 pacid=30776004 transcript=Cre11.g477850.t1.1 locus=Cre11.g477850 ID=Cre11.g477850.t1.1.v5.5 annot-version=v5.58 8 8 111.27 1060

Cre11.g477950.t1.1 (1 of 4) PTHR16222//PTHR16222:SF17 - ADP-RIBOSYLGLYCOHYDROLASE // SUBFAMILY NOT NAMEDCre11.g477950.t1.1 pacid=30775703 transcript=Cre11.g477950.t1.1 locus=Cre11.g477950 ID=Cre11.g477950.t1.1.v5.5 annot-version=v5.527 27 27 94.345 1011

Cre11.g478100.t1.2 (1 of 8) PF12680 - SnoaL-like domain (SnoaL_2)Cre11.g478100.t1.2 pacid=30776041 transcript=Cre11.g478100.t1.2 locus=Cre11.g478100 ID=Cre11.g478100.t1.2.v5.5 annot-version=v5.56 6 6 16.675 160

Cre11.g478156.t2.1 (1 of 1) K12392 - AP-1 complex subunit beta-1 (AP1B1)Cre11.g478156.t2.1 pacid=30775876 transcript=Cre11.g478156.t2.1 locus=Cre11.g478156 ID=Cre11.g478156.t2.1.v5.5 annot-version=v5.5;Cre11.g478156.t1.1 pacid=30775875 transcript=Cre11.g478156.t1.1 locus=Cre11.g478156 ID=Cre11.g478156.t1.1.v5.5 annot-version=v2 2 2 91.223 859

Cre11.g478240.t1.1 (1 of 1) K12178 - COP9 signalosome complex subunit 4 (COPS4, CSN4)Cre11.g478240.t1.1 pacid=30775741 transcript=Cre11.g478240.t1.1 locus=Cre11.g478240 ID=Cre11.g478240.t1.1.v5.5 annot-version=v5.51 1 1 43.793 404

Cre11.g478700.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre11.g478700.t1.2 pacid=30775528 transcript=Cre11.g478700.t1.2 locus=Cre11.g478700 ID=Cre11.g478700.t1.2.v5.5 annot-version=v5.56 6 6 13.95 130

Cre11.g478800.t1.2 NA Cre11.g478800.t1.2 pacid=30775724 transcript=Cre11.g478800.t1.2 locus=Cre11.g478800 ID=Cre11.g478800.t1.2.v5.5 annot-version=v5.519 19 19 74.606 678

Cre11.g478850.t1.2 (1 of 16) PF04755 - PAP_fibrillin (PAP_fibrillin)Cre11.g478850.t1.2 pacid=30775664 transcript=Cre11.g478850.t1.2 locus=Cre11.g478850 ID=Cre11.g478850.t1.2.v5.5 annot-version=v5.51 1 1 23.869 222

Cre11.g479050.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre11.g479050.t1.2 pacid=30775473 transcript=Cre11.g479050.t1.2 locus=Cre11.g479050 ID=Cre11.g479050.t1.2.v5.5 annot-version=v5.52 2 2 15.497 143

Cre11.g479250.t1.2 (1 of 1) K14319 - Ran GTPase-activating protein 1 (RANGAP1)Cre11.g479250.t1.2 pacid=30775707 transcript=Cre11.g479250.t1.2 locus=Cre11.g479250 ID=Cre11.g479250.t1.2.v5.5 annot-version=v5.58 8 8 54.4 533

Cre11.g479500.t1.2 Plastid ribosomal protein L4Cre11.g479500.t1.2 pacid=30775927 transcript=Cre11.g479500.t1.2 locus=Cre11.g479500 ID=Cre11.g479500.t1.2.v5.5 annot-version=v5.512 12 12 25.623 243

Cre11.g479750.t1.2 (1 of 1) PTHR11564:SF7 - SIGNAL RECOGNITION PARTICLE 54 KDA PROTEIN, CHLOROPLASTICCre11.g479750.t1.2 pacid=30775504 transcript=Cre11.g479750.t1.2 locus=Cre11.g479750 ID=Cre11.g479750.t1.2.v5.5 annot-version=v5.53 3 3 59.596 549

Cre11.g480150.t1.2 Ribosomal protein S14, component of cytosolic 80S ribosome and 40S small subunitCre11.g480150.t1.2 pacid=30775525 transcript=Cre11.g480150.t1.2 locus=Cre11.g480150 ID=Cre11.g480150.t1.2.v5.5 annot-version=v5.59 9 9 16.302 153

Cre11.g480200.t1.1 NA Cre11.g480200.t1.1 pacid=30775993 transcript=Cre11.g480200.t1.1 locus=Cre11.g480200 ID=Cre11.g480200.t1.1.v5.5 annot-version=v5.51 1 1 169.59 1699

Cre11.g481000.t1.2 (1 of 6) K14498 - serine/threonine-protein kinase SRK2 (SNRK2)Cre11.g481000.t1.2 pacid=30776040 transcript=Cre11.g481000.t1.2 locus=Cre11.g481000 ID=Cre11.g481000.t1.2.v5.5 annot-version=v5.53 3 3 41.107 365

Cre11.g481126.t1.1 (1 of 1) PTHR19370:SF90 - NADH-CYTOCHROME B5 REDUCTASE 2Cre11.g481126.t1.1 pacid=30775821 transcript=Cre11.g481126.t1.1 locus=Cre11.g481126 ID=Cre11.g481126.t1.1.v5.5 annot-version=v5.5;Cre11.g481126.t2.1 pacid=30775822 transcript=Cre11.g481126.t2.1 locus=Cre11.g481126 ID=Cre11.g481126.t2.1.v5.5 annot-version=v6 6 6 26.703 249

Cre11.g481250.t2.1 (1 of 1) PTHR10992//PTHR10992:SF699 - ALPHA/BETA HYDROLASE FOLD-CONTAINING PROTEIN // SUBFAMILY NOT NAMEDCre11.g481250.t2.1 pacid=30775447 transcript=Cre11.g481250.t2.1 locus=Cre11.g481250 ID=Cre11.g481250.t2.1.v5.5 annot-version=v5.5;Cre11.g481250.t1.2 pacid=30775446 transcript=Cre11.g481250.t1.2 locus=Cre11.g481250 ID=Cre11.g481250.t1.2.v5.5 annot-version=v1 1 1 39.623 381

Cre11.g481450.t1.2 CF0 ATP synthase subunit II precursorCre11.g481450.t1.2 pacid=30775475 transcript=Cre11.g481450.t1.2 locus=Cre11.g481450 ID=Cre11.g481450.t1.2.v5.5 annot-version=v5.514 14 14 22.479 209

Cre11.g481500.t1.2 Imidazole glycerol phosphate synthaseCre11.g481500.t1.2 pacid=30775551 transcript=Cre11.g481500.t1.2 locus=Cre11.g481500 ID=Cre11.g481500.t1.2.v5.5 annot-version=v5.511 11 11 50.194 483

Cre11.g482001.t1.1 (1 of 1) K13118 - protein DGCR14 (DGCR14)Cre11.g482001.t1.1 pacid=30775566 transcript=Cre11.g482001.t1.1 locus=Cre11.g482001 ID=Cre11.g482001.t1.1.v5.5 annot-version=v5.53 3 3 113.82 1101

Cre11.g482600.t1.1 NA Cre11.g482600.t1.1 pacid=30775578 transcript=Cre11.g482600.t1.1 locus=Cre11.g482600 ID=Cre11.g482600.t1.1.v5.5 annot-version=v5.54 4 4 10.042 93

Cre11.g482850.t1.1 (1 of 1) K16812 - targeting protein for Xklp2 (TPX2)Cre11.g482850.t1.1 pacid=30775608 transcript=Cre11.g482850.t1.1 locus=Cre11.g482850 ID=Cre11.g482850.t1.1.v5.5 annot-version=v5.51 1 1 72.023 666

Cre12.g483600.t1.2 (1 of 1) PTHR24198//PTHR24198:SF93 - ANKYRIN REPEAT AND PROTEIN KINASE DOMAIN-CONTAINING PROTEIN // SUBFAMILY NOT NAMEDCre12.g483600.t1.2 pacid=30791921 transcript=Cre12.g483600.t1.2 locus=Cre12.g483600 ID=Cre12.g483600.t1.2.v5.5 annot-version=v5.51 1 1 85.99 837

Cre12.g483650.t1.2 (1 of 3) PTHR11584:SF316 - SERINE/THREONINE-PROTEIN KINASE STN7, CHLOROPLASTICCre12.g483650.t1.2 pacid=30792500 transcript=Cre12.g483650.t1.2 locus=Cre12.g483650 ID=Cre12.g483650.t1.2.v5.5 annot-version=v5.51 1 1 50.448 458

Cre12.g483700.t2.1 Chloroplast-targeted RNA-binding proteinCre12.g483700.t2.1 pacid=30793635 transcript=Cre12.g483700.t2.1 locus=Cre12.g483700 ID=Cre12.g483700.t2.1.v5.5 annot-version=v5.5;Cre12.g483700.t1.2 pacid=30793634 transcript=Cre12.g483700.t1.2 locus=Cre12.g483700 ID=Cre12.g483700.t1.2.v5.5 annot-version=v35 35 35 44.035 382

Cre12.g483950.t1.2 NAD-dependent malate dehydrogenase, mitochondrialCre12.g483950.t1.2 pacid=30793306 transcript=Cre12.g483950.t1.2 locus=Cre12.g483950 ID=Cre12.g483950.t1.2.v5.5 annot-version=v5.525 25 25 35.138 341

Cre12.g484000.t1.2 (1 of 1) K01963 - acetyl-CoA carboxylase carboxyl transferase subunit beta (accD)Cre12.g484000.t1.2 pacid=30792400 transcript=Cre12.g484000.t1.2 locus=Cre12.g484000 ID=Cre12.g484000.t1.2.v5.5 annot-version=v5.59 9 9 49.201 455

Cre12.g484050.t1.2 Ribosomal protein L36, component of cytosolic 80S ribosome and 60S large subunitCre12.g484050.t1.2 pacid=30792099 transcript=Cre12.g484050.t1.2 locus=Cre12.g484050 ID=Cre12.g484050.t1.2.v5.5 annot-version=v5.59 9 9 11.126 98

Cre12.g484100.t1.2 DNA-directed RNA polymerase subunitCre12.g484100.t1.2 pacid=30793052 transcript=Cre12.g484100.t1.2 locus=Cre12.g484100 ID=Cre12.g484100.t1.2.v5.5 annot-version=v5.51 1 1 11.261 101

Cre12.g484150.t2.1 (1 of 1) K15501 - serine/threonine-protein phosphatase 6 regulatory subunit 3 (PPP6R3, SAPS3)Cre12.g484150.t2.1 pacid=30792689 transcript=Cre12.g484150.t2.1 locus=Cre12.g484150 ID=Cre12.g484150.t2.1.v5.5 annot-version=v5.5;Cre12.g484150.t1.1 pacid=30792688 transcript=Cre12.g484150.t1.1 locus=Cre12.g484150 ID=Cre12.g484150.t1.1.v5.5 annot-version=v3 3 3 78.566 747

Cre12.g484200.t1.2 Geranylgeranyl diphosphate synthaseCre12.g484200.t1.2 pacid=30791982 transcript=Cre12.g484200.t1.2 locus=Cre12.g484200 ID=Cre12.g484200.t1.2.v5.5 annot-version=v5.56 6 6 37.373 345

Cre12.g484250.t1.1 Flagellar inner arm dynein 1 heavy chain alpha (I1/f alpha)Cre12.g484250.t1.1 pacid=30793433 transcript=Cre12.g484250.t1.1 locus=Cre12.g484250 ID=Cre12.g484250.t1.1.v5.5 annot-version=v5.51 1 1 522.88 4626

Cre12.g484500.t1.2 (1 of 1) PTHR24193:SF83 - ANKYRIN REPEAT-CONTAINING PROTEINCre12.g484500.t1.2 pacid=30792787 transcript=Cre12.g484500.t1.2 locus=Cre12.g484500 ID=Cre12.g484500.t1.2.v5.5 annot-version=v5.51 1 1 18.782 183

Cre12.g484700.t1.2 NA Cre12.g484700.t1.2 pacid=30792460 transcript=Cre12.g484700.t1.2 locus=Cre12.g484700 ID=Cre12.g484700.t1.2.v5.5 annot-version=v5.56 6 6 13.767 118

Cre12.g485550.t1.2 (1 of 1) 4.1.3.4 - Hydroxymethylglutaryl-CoA lyase / HMG-CoA lyaseCre12.g485550.t1.2 pacid=30792288 transcript=Cre12.g485550.t1.2 locus=Cre12.g485550 ID=Cre12.g485550.t1.2.v5.5 annot-version=v5.52 2 2 36.947 362

Cre12.g485800.t1.2 FtsH-like membrane ATPase/metalloproteaseCre12.g485800.t1.2 pacid=30791981 transcript=Cre12.g485800.t1.2 locus=Cre12.g485800 ID=Cre12.g485800.t1.2.v5.5 annot-version=v5.520 19 19 77.546 727

Cre12.g486100.t1.2 Active subunit of the chloroplast ClpP complexCre12.g486100.t1.2 pacid=30791972 transcript=Cre12.g486100.t1.2 locus=Cre12.g486100 ID=Cre12.g486100.t1.2.v5.5 annot-version=v5.54 4 4 27.673 256

Cre12.g486300.t1.2 Photosystem I reaction center subunit XICre12.g486300.t1.2 pacid=30793364 transcript=Cre12.g486300.t1.2 locus=Cre12.g486300 ID=Cre12.g486300.t1.2.v5.5 annot-version=v5.54 4 4 20.284 196

Cre12.g487700.t1.2 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre12.g487700.t1.2 pacid=30792270 transcript=Cre12.g487700.t1.2 locus=Cre12.g487700 ID=Cre12.g487700.t1.2.v5.5 annot-version=v5.53 3 3 76.947 741

Cre12.g488100.t1.2 UPF3 regulator of nonsense transcripts, NMD proteinCre12.g488100.t1.2 pacid=30793266 transcript=Cre12.g488100.t1.2 locus=Cre12.g488100 ID=Cre12.g488100.t1.2.v5.5 annot-version=v5.51 1 1 60.066 612

Cre12.g488850.t2.1 Alpha2-AdaptinCre12.g488850.t2.1 pacid=30793467 transcript=Cre12.g488850.t2.1 locus=Cre12.g488850 ID=Cre12.g488850.t2.1.v5.5 annot-version=v5.5;Cre12.g488850.t1.1 pacid=30793466 transcript=Cre12.g488850.t1.1 locus=Cre12.g488850 ID=Cre12.g488850.t1.1.v5.5 annot-version=v5 5 5 122.55 1161

Cre12.g489150.t1.2 SH2-domain proteinCre12.g489150.t1.2 pacid=30792981 transcript=Cre12.g489150.t1.2 locus=Cre12.g489150 ID=Cre12.g489150.t1.2.v5.5 annot-version=v5.51 1 1 97.973 919

Cre12.g489153.t1.1 (1 of 1) K02910 - large subunit ribosomal protein L31e (RP-L31e, RPL31)Cre12.g489153.t1.1 pacid=30793408 transcript=Cre12.g489153.t1.1 locus=Cre12.g489153 ID=Cre12.g489153.t1.1.v5.5 annot-version=v5.53 3 3 18.64 163

Cre12.g489300.t1.1 (1 of 1) KOG1217 - Fibrillins and related proteins containing Ca2+-binding EGF-like domainsCre12.g489300.t1.1 pacid=30792482 transcript=Cre12.g489300.t1.1 locus=Cre12.g489300 ID=Cre12.g489300.t1.1.v5.5 annot-version=v5.55 5 5 112.8 1063

Cre12.g489700.t1.2 Ornithine carbamoyltransferaseCre12.g489700.t1.2 pacid=30792674 transcript=Cre12.g489700.t1.2 locus=Cre12.g489700 ID=Cre12.g489700.t1.2.v5.5 annot-version=v5.56 6 6 40.386 364

Cre12.g489750.t1.2 Flagellar Associated ProteinCre12.g489750.t1.2 pacid=30791845 transcript=Cre12.g489750.t1.2 locus=Cre12.g489750 ID=Cre12.g489750.t1.2.v5.5 annot-version=v5.56 6 6 68.474 633

Cre12.g490000.t1.2 Eukaryotic translation initiation factor 2 subunit 1, eIF2-alpha subunitCre12.g490000.t1.2 pacid=30792971 transcript=Cre12.g490000.t1.2 locus=Cre12.g490000 ID=Cre12.g490000.t1.2.v5.5 annot-version=v5.56 6 6 37.309 333

Cre12.g490350.t1.1 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthaseCre12.g490350.t1.1 pacid=30792879 transcript=Cre12.g490350.t1.1 locus=Cre12.g490350 ID=Cre12.g490350.t1.1.v5.5 annot-version=v5.530 30 30 74.517 681



Cre12.g490500.t1.2 Predicted proteinCre12.g490500.t1.2 pacid=30791855 transcript=Cre12.g490500.t1.2 locus=Cre12.g490500 ID=Cre12.g490500.t1.2.v5.5 annot-version=v5.55 5 5 23.286 207

Cre12.g490850.t1.1 (1 of 1) PTHR10527:SF6 - IMPORTIN-4Cre12.g490850.t1.1 pacid=30791907 transcript=Cre12.g490850.t1.1 locus=Cre12.g490850 ID=Cre12.g490850.t1.1.v5.5 annot-version=v5.52 2 2 113.57 1106

Cre12.g491500.t1.2 Ubiquitin-activating enzyme E1Cre12.g491500.t1.2 pacid=30792523 transcript=Cre12.g491500.t1.2 locus=Cre12.g491500 ID=Cre12.g491500.t1.2.v5.5 annot-version=v5.52 2 2 47.657 434

Cre12.g491952.t1.1 (1 of 9) PTHR19297 - GLYCOSYLTRANSFERASE 14 FAMILY MEMBERCre12.g491952.t1.1 pacid=30792113 transcript=Cre12.g491952.t1.1 locus=Cre12.g491952 ID=Cre12.g491952.t1.1.v5.5 annot-version=v5.5;Cre12.g491952.t2.1 pacid=30792114 transcript=Cre12.g491952.t2.1 locus=Cre12.g491952 ID=Cre12.g491952.t2.1.v5.5 annot-version=v2 2 2 280.84 2674

Cre12.g492300.t1.2 NADH:ubiquinone oxidoreductase subunit 10Cre12.g492300.t1.2 pacid=30791742 transcript=Cre12.g492300.t1.2 locus=Cre12.g492300 ID=Cre12.g492300.t1.2.v5.5 annot-version=v5.55 5 5 18.122 164

Cre12.g492350.t1.2 (1 of 2) PTHR21530 - PHEROMONE SHUTDOWN PROTEINCre12.g492350.t1.2 pacid=30792781 transcript=Cre12.g492350.t1.2 locus=Cre12.g492350 ID=Cre12.g492350.t1.2.v5.5 annot-version=v5.55 5 5 69.951 678

Cre12.g492650.t1.2 Fasciclin-like proteinCre12.g492650.t1.2 pacid=30793520 transcript=Cre12.g492650.t1.2 locus=Cre12.g492650 ID=Cre12.g492650.t1.2.v5.5 annot-version=v5.51 1 1 66.362 660

Cre12.g493150.t1.2 Vitamin K epoxide reductaseCre12.g493150.t1.2 pacid=30793165 transcript=Cre12.g493150.t1.2 locus=Cre12.g493150 ID=Cre12.g493150.t1.2.v5.5 annot-version=v5.53 3 3 35.472 346

Cre12.g493250.t1.2 (1 of 2) PTHR24353:SF37 - PROTEIN KINASE DC1-RELATEDCre12.g493250.t1.2 pacid=30791877 transcript=Cre12.g493250.t1.2 locus=Cre12.g493250 ID=Cre12.g493250.t1.2.v5.5 annot-version=v5.55 5 5 81.026 720

Cre12.g493950.t1.2 Plastid ribosomal protein S13Cre12.g493950.t1.2 pacid=30792612 transcript=Cre12.g493950.t1.2 locus=Cre12.g493950 ID=Cre12.g493950.t1.2.v5.5 annot-version=v5.58 8 8 18.524 164

Cre12.g494050.t1.2 Ribosomal protein L9, component of cytosolic 80S ribosome and 60S large subunitCre12.g494050.t1.2 pacid=30792426 transcript=Cre12.g494050.t1.2 locus=Cre12.g494050 ID=Cre12.g494050.t1.2.v5.5 annot-version=v5.516 16 16 21.518 191

Cre12.g494100.t1.1 (1 of 1) K12828 - splicing factor 3B subunit 1 (SF3B1, SAP155)Cre12.g494100.t1.1 pacid=30793549 transcript=Cre12.g494100.t1.1 locus=Cre12.g494100 ID=Cre12.g494100.t1.1.v5.5 annot-version=v5.52 2 2 143.79 1321

Cre12.g494400.t1.2 ATP-binding protein, MRP/NBP35 familyCre12.g494400.t1.2 pacid=30791699 transcript=Cre12.g494400.t1.2 locus=Cre12.g494400 ID=Cre12.g494400.t1.2.v5.5 annot-version=v5.52 2 2 40.646 404

Cre12.g494450.t1.2 Plastid ribosomal protein S16Cre12.g494450.t1.2 pacid=30791769 transcript=Cre12.g494450.t1.2 locus=Cre12.g494450 ID=Cre12.g494450.t1.2.v5.5 annot-version=v5.57 7 7 14.448 128

Cre12.g494550.t2.1 RNA binding proteinCre12.g494550.t2.1 pacid=30792019 transcript=Cre12.g494550.t2.1 locus=Cre12.g494550 ID=Cre12.g494550.t2.1.v5.5 annot-version=v5.5;Cre12.g494550.t1.1 pacid=30792018 transcript=Cre12.g494550.t1.1 locus=Cre12.g494550 ID=Cre12.g494550.t1.1.v5.5 annot-version=v1 1 1 65.628 630

Cre12.g494750.t1.2 Plastid ribosomal protein S20Cre12.g494750.t1.2 pacid=30791934 transcript=Cre12.g494750.t1.2 locus=Cre12.g494750 ID=Cre12.g494750.t1.2.v5.5 annot-version=v5.56 6 6 18.248 166

Cre12.g494800.t1.1 Flagellar inner arm dynein light chain p28Cre12.g494800.t1.1 pacid=30793022 transcript=Cre12.g494800.t1.1 locus=Cre12.g494800 ID=Cre12.g494800.t1.1.v5.5 annot-version=v5.53 3 3 21.738 193

Cre12.g494850.t1.2 Adenylate kinaseCre12.g494850.t1.2 pacid=30793223 transcript=Cre12.g494850.t1.2 locus=Cre12.g494850 ID=Cre12.g494850.t1.2.v5.5 annot-version=v5.518 18 18 29.08 264

Cre12.g495250.t1.1 Similar to Flagellar Associated Protein FAP31Cre12.g495250.t1.1 pacid=30792130 transcript=Cre12.g495250.t1.1 locus=Cre12.g495250 ID=Cre12.g495250.t1.1.v5.5 annot-version=v5.56 6 6 71.357 730

Cre12.g495300.t1.2 Phosphoribosylformimino-5-aminoimidazole carboxamide ribonucleotide isomeraseCre12.g495300.t1.2 pacid=30792995 transcript=Cre12.g495300.t1.2 locus=Cre12.g495300 ID=Cre12.g495300.t1.2.v5.5 annot-version=v5.51 1 1 32.896 305

Cre12.g495650.t1.2 (1 of 2) PTHR19847 - WD40 REPEAT PROTEINCre12.g495650.t1.2 pacid=30792560 transcript=Cre12.g495650.t1.2 locus=Cre12.g495650 ID=Cre12.g495650.t1.2.v5.5 annot-version=v5.55 5 5 72.739 700

Cre12.g495850.t1.2 (1 of 1) PTHR24322:SF513 - PROTEIN DHS-2, ISOFORM ACre12.g495850.t1.2 pacid=30791782 transcript=Cre12.g495850.t1.2 locus=Cre12.g495850 ID=Cre12.g495850.t1.2.v5.5 annot-version=v5.511 11 11 27.825 266

Cre12.g495951.t2.1 (1 of 5) K03768 - peptidyl-prolyl cis-trans isomerase B (cyclophilin B) [EC:5.2.1.8] (PPIB, ppiB)Cre12.g495951.t2.1 pacid=30792446 transcript=Cre12.g495951.t2.1 locus=Cre12.g495951 ID=Cre12.g495951.t2.1.v5.5 annot-version=v5.5;Cre12.g495951.t1.1 pacid=30792445 transcript=Cre12.g495951.t1.1 locus=Cre12.g495951 ID=Cre12.g495951.t1.1.v5.5 annot-version=v8 8 8 21.169 200

Cre12.g496700.t1.2 (1 of 2) KOG0907//KOG0910 - Thioredoxin // Thioredoxin-like proteinCre12.g496700.t1.2 pacid=30792698 transcript=Cre12.g496700.t1.2 locus=Cre12.g496700 ID=Cre12.g496700.t1.2.v5.5 annot-version=v5.57 7 7 20.353 186

Cre12.g496750.t1.2 NADH:ubiquinone oxidoreductase subunit 8Cre12.g496750.t1.2 pacid=30793609 transcript=Cre12.g496750.t1.2 locus=Cre12.g496750 ID=Cre12.g496750.t1.2.v5.5 annot-version=v5.58 8 8 26.497 231

Cre12.g497300.t2.1 Rhodanese-like Ca-sensing receptorCre12.g497300.t2.1 pacid=30792663 transcript=Cre12.g497300.t2.1 locus=Cre12.g497300 ID=Cre12.g497300.t2.1.v5.5 annot-version=v5.5;Cre12.g497300.t1.2 pacid=30792664 transcript=Cre12.g497300.t1.2 locus=Cre12.g497300 ID=Cre12.g497300.t1.2.v5.5 annot-version=v17 17 17 38.936 378

Cre12.g497350.t1.1 NA Cre12.g497350.t1.1 pacid=30791661 transcript=Cre12.g497350.t1.1 locus=Cre12.g497350 ID=Cre12.g497350.t1.1.v5.5 annot-version=v5.56 6 6 189.72 1801

Cre12.g497750.t1.2 Trehalose 6-phosphate phosphataseCre12.g497750.t1.2 pacid=30792665 transcript=Cre12.g497750.t1.2 locus=Cre12.g497750 ID=Cre12.g497750.t1.2.v5.5 annot-version=v5.51 1 1 42.212 388

Cre12.g497850.t1.2 NA Cre12.g497850.t1.2 pacid=30793312 transcript=Cre12.g497850.t1.2 locus=Cre12.g497850 ID=Cre12.g497850.t1.2.v5.5 annot-version=v5.51 1 1 23.404 216

Cre12.g498050.t1.2 Subunit of mRNA cleavage and polyadenylation specificity factorCre12.g498050.t1.2 pacid=30792644 transcript=Cre12.g498050.t1.2 locus=Cre12.g498050 ID=Cre12.g498050.t1.2.v5.5 annot-version=v5.52 2 2 78.779 729

Cre12.g498100.t1.2 Eukaryotic translation initiation factor 3, subunit ECre12.g498100.t1.2 pacid=30792042 transcript=Cre12.g498100.t1.2 locus=Cre12.g498100 ID=Cre12.g498100.t1.2.v5.5 annot-version=v5.52 2 2 49.358 428

Cre12.g498250.t1.2 Ribosomal protein S17, component of cytosolic 80S ribosome and 40S small subunitCre12.g498250.t1.2 pacid=30793608 transcript=Cre12.g498250.t1.2 locus=Cre12.g498250 ID=Cre12.g498250.t1.2.v5.5 annot-version=v5.58 8 8 15.9 139

Cre12.g498500.t1.2 DegP-type proteaseCre12.g498500.t1.2 pacid=30793568 transcript=Cre12.g498500.t1.2 locus=Cre12.g498500 ID=Cre12.g498500.t1.2.v5.5 annot-version=v5.528 28 28 47.653 462

Cre12.g498550.t1.1 Magnesium protoporphyrin O-methyltransferaseCre12.g498550.t1.1 pacid=30791717 transcript=Cre12.g498550.t1.1 locus=Cre12.g498550 ID=Cre12.g498550.t1.1.v5.5 annot-version=v5.56 6 6 34.993 326

Cre12.g498900.t1.2 Ribosomal protein S7, component of cytosolic 80S ribosome and 40S small subunitCre12.g498900.t1.2 pacid=30792089 transcript=Cre12.g498900.t1.2 locus=Cre12.g498900 ID=Cre12.g498900.t1.2.v5.5 annot-version=v5.520 20 20 22.114 194

Cre12.g498950.t1.2 NA Cre12.g498950.t1.2 pacid=30791660 transcript=Cre12.g498950.t1.2 locus=Cre12.g498950 ID=Cre12.g498950.t1.2.v5.5 annot-version=v5.57 7 7 25.903 240

Cre12.g499500.t1.1 Sulfur acclimation protein, Snf1-like Ser/Thr protein kinaseCre12.g499500.t1.1 pacid=30792185 transcript=Cre12.g499500.t1.1 locus=Cre12.g499500 ID=Cre12.g499500.t1.1.v5.5 annot-version=v5.53 3 3 40.78 357

Cre12.g499800.t1.2 NA Cre12.g499800.t1.2 pacid=30791902 transcript=Cre12.g499800.t1.2 locus=Cre12.g499800 ID=Cre12.g499800.t1.2.v5.5 annot-version=v5.54 4 4 10.479 95

Cre12.g500150.t1.1 (1 of 1) K00128 - aldehyde dehydrogenase (NAD+) (E1.2.1.3)Cre12.g500150.t1.1 pacid=30792251 transcript=Cre12.g500150.t1.1 locus=Cre12.g500150 ID=Cre12.g500150.t1.1.v5.5 annot-version=v5.519 19 19 57.928 534

Cre12.g500500.t2.1 Sterol-C24-methyltransferaseCre12.g500500.t2.1 pacid=30792281 transcript=Cre12.g500500.t2.1 locus=Cre12.g500500 ID=Cre12.g500500.t2.1.v5.5 annot-version=v5.5;Cre12.g500500.t1.1 pacid=30792280 transcript=Cre12.g500500.t1.1 locus=Cre12.g500500 ID=Cre12.g500500.t1.1.v5.5 annot-version=v1 1 1 42.104 387

Cre12.g500550.t1.2 (1 of 2) PTHR10579 - CALCIUM-ACTIVATED CHLORIDE CHANNEL REGULATORCre12.g500550.t1.2 pacid=30793388 transcript=Cre12.g500550.t1.2 locus=Cre12.g500550 ID=Cre12.g500550.t1.2.v5.5 annot-version=v5.51 1 1 85.91 838

Cre12.g500950.t1.2 Active subunit of chloroplast ClpP peptidaseCre12.g500950.t1.2 pacid=30792003 transcript=Cre12.g500950.t1.2 locus=Cre12.g500950 ID=Cre12.g500950.t1.2.v5.5 annot-version=v5.510 10 10 38.407 345

Cre12.g501050.t1.2 Aldehyde/histidinol dehydrogenaseCre12.g501050.t1.2 pacid=30793017 transcript=Cre12.g501050.t1.2 locus=Cre12.g501050 ID=Cre12.g501050.t1.2.v5.5 annot-version=v5.53 3 3 62.352 574

Cre12.g501200.t1.2 E3 ubiquitin ligase, SKP1 homologCre12.g501200.t1.2 pacid=30793462 transcript=Cre12.g501200.t1.2 locus=Cre12.g501200 ID=Cre12.g501200.t1.2.v5.5 annot-version=v5.55 5 5 17.92 157

Cre12.g501550.t1.2 NA Cre12.g501550.t1.2 pacid=30792756 transcript=Cre12.g501550.t1.2 locus=Cre12.g501550 ID=Cre12.g501550.t1.2.v5.5 annot-version=v5.51 1 1 11.827 113

Cre12.g502200.t1.2 (1 of 1) K03240 - translation initiation factor eIF-2B subunit epsilon (EIF2B5)Cre12.g502200.t1.2 pacid=30792492 transcript=Cre12.g502200.t1.2 locus=Cre12.g502200 ID=Cre12.g502200.t1.2.v5.5 annot-version=v5.53 3 3 89.987 828

Cre12.g502750.t1.2 Prefoldin alpha subunitCre12.g502750.t1.2 pacid=30792465 transcript=Cre12.g502750.t1.2 locus=Cre12.g502750 ID=Cre12.g502750.t1.2.v5.5 annot-version=v5.53 3 3 14.157 125

Cre12.g503300.t1.2 (1 of 1) 4.1.1.21 - Phosphoribosylaminoimidazole carboxylase / AIR carboxylaseCre12.g503300.t1.2 pacid=30793236 transcript=Cre12.g503300.t1.2 locus=Cre12.g503300 ID=Cre12.g503300.t1.2.v5.5 annot-version=v5.57 7 7 68.043 651

Cre12.g503350.t1.2 NA Cre12.g503350.t1.2 pacid=30792397 transcript=Cre12.g503350.t1.2 locus=Cre12.g503350 ID=Cre12.g503350.t1.2.v5.5 annot-version=v5.52 2 2 25.382 239

Cre12.g503450.t1.2 (1 of 29) PTHR13271 - UNCHARACTERIZED PUTATIVE METHYLTRANSFERASECre12.g503450.t1.2 pacid=30791726 transcript=Cre12.g503450.t1.2 locus=Cre12.g503450 ID=Cre12.g503450.t1.2.v5.5 annot-version=v5.52 2 2 40.296 359



Cre12.g503550.t1.2 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthaseCre12.g503550.t1.2 pacid=30793082 transcript=Cre12.g503550.t1.2 locus=Cre12.g503550 ID=Cre12.g503550.t1.2.v5.5 annot-version=v5.58 8 8 22.253 207

Cre12.g503650.t1.2 (1 of 1) PTHR10108//PTHR10108:SF894 - METHYLTRANSFERASE // SUBFAMILY NOT NAMEDCre12.g503650.t1.2 pacid=30792673 transcript=Cre12.g503650.t1.2 locus=Cre12.g503650 ID=Cre12.g503650.t1.2.v5.5 annot-version=v5.51 1 1 33.448 308

Cre12.g504200.t1.2 Ribosomal protein S23, component of cytosolic 80S ribosome and 40S small subunitCre12.g504200.t1.2 pacid=30792072 transcript=Cre12.g504200.t1.2 locus=Cre12.g504200 ID=Cre12.g504200.t1.2.v5.5 annot-version=v5.57 7 7 15.676 142

Cre12.g505650.t1.2 NA Cre12.g505650.t1.2 pacid=30792788 transcript=Cre12.g505650.t1.2 locus=Cre12.g505650 ID=Cre12.g505650.t1.2.v5.5 annot-version=v5.51 1 1 70.828 694

Cre12.g505850.t1.2 Chaperonin 23Cre12.g505850.t1.2 pacid=30793371 transcript=Cre12.g505850.t1.2 locus=Cre12.g505850 ID=Cre12.g505850.t1.2.v5.5 annot-version=v5.513 13 13 25.75 238

Cre12.g506000.t1.2 Flagellar outer dynein arm intermediate chain 2Cre12.g506000.t1.2 pacid=30792030 transcript=Cre12.g506000.t1.2 locus=Cre12.g506000 ID=Cre12.g506000.t1.2.v5.5 annot-version=v5.52 2 2 63.534 567

Cre12.g507150.t1.2 NA Cre12.g507150.t1.2 pacid=30792752 transcript=Cre12.g507150.t1.2 locus=Cre12.g507150 ID=Cre12.g507150.t1.2.v5.5 annot-version=v5.57 7 7 32.159 306

Cre12.g507300.t1.2 Low-CO2-inducible proteinCre12.g507300.t1.2 pacid=30791830 transcript=Cre12.g507300.t1.2 locus=Cre12.g507300 ID=Cre12.g507300.t1.2.v5.5 annot-version=v5.51 1 1 29.837 260

Cre12.g507400.t1.2 (1 of 2) PTHR24096:SF221 - PROTEIN ACS-13, ISOFORM CCre12.g507400.t1.2 pacid=30793628 transcript=Cre12.g507400.t1.2 locus=Cre12.g507400 ID=Cre12.g507400.t1.2.v5.5 annot-version=v5.53 3 3 76.574 700

Cre12.g507650.t2.1 Chloroplast DnaJ-like proteinCre12.g507650.t2.1 pacid=30792797 transcript=Cre12.g507650.t2.1 locus=Cre12.g507650 ID=Cre12.g507650.t2.1.v5.5 annot-version=v5.5;Cre12.g507650.t1.2 pacid=30792796 transcript=Cre12.g507650.t1.2 locus=Cre12.g507650 ID=Cre12.g507650.t1.2.v5.5 annot-version=v9 9 9 44.991 418

Cre12.g507750.t3.1 (1 of 1) PF07714//PF13637 - Protein tyrosine kinase (Pkinase_Tyr) // Ankyrin repeats (many copies) (Ank_4)Cre12.g507750.t3.1 pacid=30792545 transcript=Cre12.g507750.t3.1 locus=Cre12.g507750 ID=Cre12.g507750.t3.1.v5.5 annot-version=v5.5;Cre12.g507750.t2.1 pacid=30792544 transcript=Cre12.g507750.t2.1 locus=Cre12.g507750 ID=Cre12.g507750.t2.1.v5.5 annot-version=v1 1 1 60.411 546

Cre12.g508000.t1.1 Translocon component Tic40-related proteinCre12.g508000.t1.1 pacid=30792702 transcript=Cre12.g508000.t1.1 locus=Cre12.g508000 ID=Cre12.g508000.t1.1.v5.5 annot-version=v5.53 3 3 42.955 412

Cre12.g508050.t1.2 (1 of 1) PF01388//PF12047//PF15612 - ARID/BRIGHT DNA binding domain (ARID) // Cytosine specific DNA methyltransferase replication foci domain (DNMT1-RFD)  // WSTF, HB1, Itc1p, MBD9 motif 1 (WHIM1)Cre12.g508050.t1.2 pacid=30793557 transcript=Cre12.g508050.t1.2 locus=Cre12.g508050 ID=Cre12.g508050.t1.2.v5.5 annot-version=v5.51 1 1 183.17 1663

Cre12.g508150.t1.2 (1 of 1) PTHR10799:SF691 - MYB DOMAIN-CONTAINING PROTEIN-RELATEDCre12.g508150.t1.2 pacid=30793288 transcript=Cre12.g508150.t1.2 locus=Cre12.g508150 ID=Cre12.g508150.t1.2.v5.5 annot-version=v5.51 1 1 124.37 1086

Cre12.g508250.t1.1 (1 of 1) PTHR22975:SF9 - F6D8.33-RELATEDCre12.g508250.t1.1 pacid=30791980 transcript=Cre12.g508250.t1.1 locus=Cre12.g508250 ID=Cre12.g508250.t1.1.v5.5 annot-version=v5.51 1 1 272.93 2580

Cre12.g508500.t1.2 (1 of 2) 3.4.17.4 - Gly-Xaa carboxypeptidase / Glycine carboxypeptidaseCre12.g508500.t1.2 pacid=30792805 transcript=Cre12.g508500.t1.2 locus=Cre12.g508500 ID=Cre12.g508500.t1.2.v5.5 annot-version=v5.53 3 3 57.265 537

Cre12.g508750.t1.2 Light-harvesting protein of photosystem ICre12.g508750.t1.2 pacid=30791684 transcript=Cre12.g508750.t1.2 locus=Cre12.g508750 ID=Cre12.g508750.t1.2.v5.5 annot-version=v5.54 4 4 26.922 246

Cre12.g508900.t1.2 Mitogen-Activated Protein KinaseCre12.g508900.t1.2 pacid=30792255 transcript=Cre12.g508900.t1.2 locus=Cre12.g508900 ID=Cre12.g508900.t1.2.v5.5 annot-version=v5.56 6 6 42.529 375

Cre12.g509050.t1.1 OEE2-like protein of thylakoid lumenCre12.g509050.t1.1 pacid=30791680 transcript=Cre12.g509050.t1.1 locus=Cre12.g509050 ID=Cre12.g509050.t1.1.v5.5 annot-version=v5.59 9 9 23.572 218

Cre12.g509650.t1.2 Phytoene desaturaseCre12.g509650.t1.2 pacid=30793403 transcript=Cre12.g509650.t1.2 locus=Cre12.g509650 ID=Cre12.g509650.t1.2.v5.5 annot-version=v5.513 13 13 62.837 564

Cre12.g509750.t1.2 Mitochondrial processing peptidase alpha subunitCre12.g509750.t1.2 pacid=30791961 transcript=Cre12.g509750.t1.2 locus=Cre12.g509750 ID=Cre12.g509750.t1.2.v5.5 annot-version=v5.523 23 23 49.589 485

Cre12.g510050.t1.2 Copper target 1 proteinCre12.g510050.t1.2 pacid=30792531 transcript=Cre12.g510050.t1.2 locus=Cre12.g510050 ID=Cre12.g510050.t1.2.v5.5 annot-version=v5.51 1 1 47.178 404

Cre12.g510350.t1.1 (1 of 1) KOG0487 - Transcription factor Abd-B, contains HOX domainCre12.g510350.t1.1 pacid=30792567 transcript=Cre12.g510350.t1.1 locus=Cre12.g510350 ID=Cre12.g510350.t1.1.v5.5 annot-version=v5.51 1 1 667.44 6411

Cre12.g510400.t1.1 Putative rubredoxin-like proteinCre12.g510400.t1.1 pacid=30793179 transcript=Cre12.g510400.t1.1 locus=Cre12.g510400 ID=Cre12.g510400.t1.1.v5.5 annot-version=v5.55 5 5 24.226 232

Cre12.g510450.t1.2 Ribosomal protein S28, component of cytosolic 80S ribosome and 40S small subunitCre12.g510450.t1.2 pacid=30792329 transcript=Cre12.g510450.t1.2 locus=Cre12.g510450 ID=Cre12.g510450.t1.2.v5.5 annot-version=v5.57 7 7 6.3924 55

Cre12.g510550.t1.2 (1 of 2) PTHR12197:SF145 - SET DOMAIN-CONTAINING PROTEINCre12.g510550.t1.2 pacid=30792820 transcript=Cre12.g510550.t1.2 locus=Cre12.g510550 ID=Cre12.g510550.t1.2.v5.5 annot-version=v5.51 1 1 92.151 897

Cre12.g510650.t1.2 Fructose-1,6-bisphosphataseCre12.g510650.t1.2 pacid=30792164 transcript=Cre12.g510650.t1.2 locus=Cre12.g510650 ID=Cre12.g510650.t1.2.v5.5 annot-version=v5.523 23 23 44.444 415

Cre12.g510800.t1.2 Magnesium chelatase subunit ICre12.g510800.t1.2 pacid=30791685 transcript=Cre12.g510800.t1.2 locus=Cre12.g510800 ID=Cre12.g510800.t1.2.v5.5 annot-version=v5.58 8 8 46.416 425

Cre12.g510900.t1.2 ATP-dependent subunit of the HslUV proteaseCre12.g510900.t1.2 pacid=30791968 transcript=Cre12.g510900.t1.2 locus=Cre12.g510900 ID=Cre12.g510900.t1.2.v5.5 annot-version=v5.51 1 1 66.455 620

Cre12.g510950.t1.2 NA Cre12.g510950.t1.2 pacid=30791962 transcript=Cre12.g510950.t1.2 locus=Cre12.g510950 ID=Cre12.g510950.t1.2.v5.5 annot-version=v5.51 1 1 118.2 1179

Cre12.g511000.t1.1 NA Cre12.g511000.t1.1 pacid=30793036 transcript=Cre12.g511000.t1.1 locus=Cre12.g511000 ID=Cre12.g511000.t1.1.v5.5 annot-version=v5.51 1 1 24.477 233

Cre12.g511050.t1.2 Radial spoke protein 16Cre12.g511050.t1.2 pacid=30793058 transcript=Cre12.g511050.t1.2 locus=Cre12.g511050 ID=Cre12.g511050.t1.2.v5.5 annot-version=v5.53 3 3 38.993 346

Cre12.g511200.t1.2 NADH:ubiquinone oxidoreductase 10 kDa subunitCre12.g511200.t1.2 pacid=30792583 transcript=Cre12.g511200.t1.2 locus=Cre12.g511200 ID=Cre12.g511200.t1.2.v5.5 annot-version=v5.56 6 6 9.5478 81

Cre12.g511850.t1.2 Glycogen Synthase KinaseCre12.g511850.t1.2 pacid=30793150 transcript=Cre12.g511850.t1.2 locus=Cre12.g511850 ID=Cre12.g511850.t1.2.v5.5 annot-version=v5.55 5 5 54.839 492

Cre12.g511900.t1.2 Ribulose phosphate-3-epimerase, chloroplast precursorCre12.g511900.t1.2 pacid=30792739 transcript=Cre12.g511900.t1.2 locus=Cre12.g511900 ID=Cre12.g511900.t1.2.v5.5 annot-version=v5.514 14 14 28.401 265

Cre12.g512000.t1.1 (1 of 4) K06816 - golgi apparatus protein 1 (GLG1, ESL1)Cre12.g512000.t1.1 pacid=30793519 transcript=Cre12.g512000.t1.1 locus=Cre12.g512000 ID=Cre12.g512000.t1.1.v5.5 annot-version=v5.55 5 5 120.2 1094

Cre12.g512600.t1.2 Ribosomal protein L18, component of cytosolic 80S ribosome and 60S large subunitCre12.g512600.t1.2 pacid=30792347 transcript=Cre12.g512600.t1.2 locus=Cre12.g512600 ID=Cre12.g512600.t1.2.v5.5 annot-version=v5.56 6 6 20.93 187

Cre12.g513150.t1.2 Mia40, mitochondrial intermembrane space protein involved in protein importCre12.g513150.t1.2 pacid=30793071 transcript=Cre12.g513150.t1.2 locus=Cre12.g513150 ID=Cre12.g513150.t1.2.v5.5 annot-version=v5.57 7 7 53.886 484

Cre12.g513200.t1.2 Enolase Cre12.g513200.t1.2 pacid=30792008 transcript=Cre12.g513200.t1.2 locus=Cre12.g513200 ID=Cre12.g513200.t1.2.v5.5 annot-version=v5.545 45 45 51.602 477

Cre12.g513600.t1.2 (1 of 1) K12795 - suppressor of G2 allele of SKP1 (SUGT1, SGT1)Cre12.g513600.t1.2 pacid=30793070 transcript=Cre12.g513600.t1.2 locus=Cre12.g513600 ID=Cre12.g513600.t1.2.v5.5 annot-version=v5.51 1 1 42.827 396

Cre12.g513750.t1.1 Glutaredoxin, CPYC typeCre12.g513750.t1.1 pacid=30792871 transcript=Cre12.g513750.t1.1 locus=Cre12.g513750 ID=Cre12.g513750.t1.1.v5.5 annot-version=v5.58 8 8 11.409 106

Cre12.g513950.t1.2 Iron-sulfur cluster assembly proteinCre12.g513950.t1.2 pacid=30792477 transcript=Cre12.g513950.t1.2 locus=Cre12.g513950 ID=Cre12.g513950.t1.2.v5.5 annot-version=v5.57 7 7 50.82 482

Cre12.g514050.t1.2 Ferredoxin-dependent glutamate synthaseCre12.g514050.t1.2 pacid=30792611 transcript=Cre12.g514050.t1.2 locus=Cre12.g514050 ID=Cre12.g514050.t1.2.v5.5 annot-version=v5.563 63 63 174.98 1629

Cre12.g514200.t1.2 (1 of 1) PTHR11552 - GLUCOSE-METHANOL-CHOLINE GMC  OXIDOREDUCTASECre12.g514200.t1.2 pacid=30791786 transcript=Cre12.g514200.t1.2 locus=Cre12.g514200 ID=Cre12.g514200.t1.2.v5.5 annot-version=v5.518 18 18 64.459 611

Cre12.g514500.t1.2 Ribosomal protein S11, component of cytosolic 80S ribosome and 40S small subunitCre12.g514500.t1.2 pacid=30792578 transcript=Cre12.g514500.t1.2 locus=Cre12.g514500 ID=Cre12.g514500.t1.2.v5.5 annot-version=v5.512 12 12 17.781 156

Cre12.g514750.t1.2 Citrate synthaseCre12.g514750.t1.2 pacid=30791992 transcript=Cre12.g514750.t1.2 locus=Cre12.g514750 ID=Cre12.g514750.t1.2.v5.5 annot-version=v5.59 9 9 51.293 469

Cre12.g514850.t1.2 Heat shock protein 90CCre12.g514850.t1.2 pacid=30793174 transcript=Cre12.g514850.t1.2 locus=Cre12.g514850 ID=Cre12.g514850.t1.2.v5.5 annot-version=v5.516 15 15 89.353 810

Cre12.g514950.t1.1 DNA helicaseCre12.g514950.t1.1 pacid=30792065 transcript=Cre12.g514950.t1.1 locus=Cre12.g514950 ID=Cre12.g514950.t1.1.v5.5 annot-version=v5.51 1 1 177.13 1714

Cre12.g515650.t1.2 Eukaryotic translation initiation factor 3, subunit KCre12.g515650.t1.2 pacid=30792032 transcript=Cre12.g515650.t1.2 locus=Cre12.g515650 ID=Cre12.g515650.t1.2.v5.5 annot-version=v5.56 6 6 24.249 219

Cre12.g515700.t1.2 NA Cre12.g515700.t1.2 pacid=30793122 transcript=Cre12.g515700.t1.2 locus=Cre12.g515700 ID=Cre12.g515700.t1.2.v5.5 annot-version=v5.51 1 1 62.379 585



Cre12.g515850.t1.2 Proliferating cell nuclear antigen homologCre12.g515850.t1.2 pacid=30793407 transcript=Cre12.g515850.t1.2 locus=Cre12.g515850 ID=Cre12.g515850.t1.2.v5.5 annot-version=v5.51 1 1 29.721 268

Cre12.g515950.t1.2 NA Cre12.g515950.t1.2 pacid=30792548 transcript=Cre12.g515950.t1.2 locus=Cre12.g515950 ID=Cre12.g515950.t1.2.v5.5 annot-version=v5.51 1 1 113.16 1107

Cre12.g516200.t1.2 Elongation Factor 2Cre12.g516200.t1.2 pacid=30792542 transcript=Cre12.g516200.t1.2 locus=Cre12.g516200 ID=Cre12.g516200.t1.2.v5.5 annot-version=v5.556 56 55 94.208 845

Cre12.g516450.t1.2 Gamma carbonic anhydraseCre12.g516450.t1.2 pacid=30793314 transcript=Cre12.g516450.t1.2 locus=Cre12.g516450 ID=Cre12.g516450.t1.2.v5.5 annot-version=v5.52 2 2 24.292 229

Cre12.g517100.t1.1 (1 of 2) 5.5.1.6 - Chalcone isomerase / Chalcone--flavanone isomeraseCre12.g517100.t1.1 pacid=30791836 transcript=Cre12.g517100.t1.1 locus=Cre12.g517100 ID=Cre12.g517100.t1.1.v5.5 annot-version=v5.59 9 9 28.489 261

Cre12.g517150.t1.1 Adenylylphosphosulfate reductaseCre12.g517150.t1.1 pacid=30793637 transcript=Cre12.g517150.t1.1 locus=Cre12.g517150 ID=Cre12.g517150.t1.1.v5.5 annot-version=v5.531 31 31 46.385 413

Cre12.g517900.t1.1 Chloroplast-associated SecA proteinCre12.g517900.t1.1 pacid=30792082 transcript=Cre12.g517900.t1.1 locus=Cre12.g517900 ID=Cre12.g517900.t1.1.v5.5 annot-version=v5.5;Cre12.g518000.t1.1 pacid=30792616 transcript=Cre12.g518000.t1.1 locus=Cre12.g518000 ID=Cre12.g518000.t1.1.v5.5 annot-version=v8 8 8 113.73 1029

Cre12.g518300.t1.2 (1 of 1) K12871 - coiled-coil domain-containing protein 12 (CCDC12)Cre12.g518300.t1.2 pacid=30791790 transcript=Cre12.g518300.t1.2 locus=Cre12.g518300 ID=Cre12.g518300.t1.2.v5.5 annot-version=v5.51 1 1 15.409 134

Cre12.g518550.t1.1 Flagellar Associated ProteinCre12.g518550.t1.1 pacid=30792166 transcript=Cre12.g518550.t1.1 locus=Cre12.g518550 ID=Cre12.g518550.t1.1.v5.5 annot-version=v5.51 1 1 332.31 3225

Cre12.g518900.t1.2 (1 of 4) 1.1.1.65 - Pyridoxine 4-dehydrogenase / Pyridoxine dehydrogenaseCre12.g518900.t1.2 pacid=30792620 transcript=Cre12.g518900.t1.2 locus=Cre12.g518900 ID=Cre12.g518900.t1.2.v5.5 annot-version=v5.53 3 3 40.832 379

Cre12.g519000.t1.1 Phosphoribosylanthranilate isomeraseCre12.g519000.t1.1 pacid=30791913 transcript=Cre12.g519000.t1.1 locus=Cre12.g519000 ID=Cre12.g519000.t1.1.v5.5 annot-version=v5.54 4 4 27.362 265

Cre12.g519100.t1.2 (1 of 1) K01962 - acetyl-CoA carboxylase carboxyl transferase subunit alpha (accA)Cre12.g519100.t1.2 pacid=30792077 transcript=Cre12.g519100.t1.2 locus=Cre12.g519100 ID=Cre12.g519100.t1.2.v5.5 annot-version=v5.510 10 10 54.099 498

Cre12.g519180.t2.1 (1 of 1) K02357 - elongation factor Ts (tsf, TSFM)Cre12.g519180.t2.1 pacid=30791738 transcript=Cre12.g519180.t2.1 locus=Cre12.g519180 ID=Cre12.g519180.t2.1.v5.5 annot-version=v5.5;Cre12.g519180.t1.1 pacid=30791737 transcript=Cre12.g519180.t1.1 locus=Cre12.g519180 ID=Cre12.g519180.t1.1.v5.5 annot-version=v34 34 34 108.77 1013

Cre12.g519300.t1.2 Predicted proteinCre12.g519300.t1.2 pacid=30793372 transcript=Cre12.g519300.t1.2 locus=Cre12.g519300 ID=Cre12.g519300.t1.2.v5.5 annot-version=v5.51 1 1 27.45 258

Cre12.g519350.t1.2 Prohibitin Cre12.g519350.t1.2 pacid=30792732 transcript=Cre12.g519350.t1.2 locus=Cre12.g519350 ID=Cre12.g519350.t1.2.v5.5 annot-version=v5.58 8 8 31.253 282

Cre12.g519900.t1.2 (1 of 1) 6.3.2.13 - UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2,6-diaminopimelate ligase / UDP-N-acetylmuramyl-tripeptide synthetaseCre12.g519900.t1.2 pacid=30791765 transcript=Cre12.g519900.t1.2 locus=Cre12.g519900 ID=Cre12.g519900.t1.2.v5.5 annot-version=v5.54 4 4 86.336 803

Cre12.g520000.t1.1 (1 of 2) PF00023//PF12796 - Ankyrin repeat (Ank) // Ankyrin repeats (3 copies) (Ank_2)Cre12.g520000.t1.1 pacid=30793330 transcript=Cre12.g520000.t1.1 locus=Cre12.g520000 ID=Cre12.g520000.t1.1.v5.5 annot-version=v5.51 1 1 158.34 1603

Cre12.g520200.t1.1 Pyridoxamine 5'-phosphate oxidase-like proteinCre12.g520200.t1.1 pacid=30793136 transcript=Cre12.g520200.t1.1 locus=Cre12.g520200 ID=Cre12.g520200.t1.1.v5.5 annot-version=v5.53 3 3 40.25 370

Cre12.g520350.t1.2 Aldehyde dehydrogenaseCre12.g520350.t1.2 pacid=30793412 transcript=Cre12.g520350.t1.2 locus=Cre12.g520350 ID=Cre12.g520350.t1.2.v5.5 annot-version=v5.51 1 1 59.25 548

Cre12.g520500.t1.1 Acidic ribosomal protein P0, Ribosomal protein L10Cre12.g520500.t1.1 pacid=30793097 transcript=Cre12.g520500.t1.1 locus=Cre12.g520500 ID=Cre12.g520500.t1.1.v5.5 annot-version=v5.522 22 22 34.575 320

Cre12.g520550.t1.2 Importin betaCre12.g520550.t1.2 pacid=30791733 transcript=Cre12.g520550.t1.2 locus=Cre12.g520550 ID=Cre12.g520550.t1.2.v5.5 annot-version=v5.51 1 1 102.59 959

Cre12.g520600.t1.2 Plastid ribosomal protein S6Cre12.g520600.t1.2 pacid=30792817 transcript=Cre12.g520600.t1.2 locus=Cre12.g520600 ID=Cre12.g520600.t1.2.v5.5 annot-version=v5.52 2 2 19.071 171

Cre12.g520650.t1.2 Tubby-like proteinCre12.g520650.t1.2 pacid=30792471 transcript=Cre12.g520650.t1.2 locus=Cre12.g520650 ID=Cre12.g520650.t1.2.v5.5 annot-version=v5.52 2 2 48.613 451

Cre12.g521450.t1.1 Catalytic subunit of mitochondrial ClpXP proteaseCre12.g521450.t1.1 pacid=30791665 transcript=Cre12.g521450.t1.1 locus=Cre12.g521450 ID=Cre12.g521450.t1.1.v5.5 annot-version=v5.51 1 1 20.081 185

Cre12.g521750.t1.2 (1 of 2) PF08801 - Nup133 N terminal like (Nucleoporin_N)Cre12.g521750.t1.2 pacid=30792263 transcript=Cre12.g521750.t1.2 locus=Cre12.g521750 ID=Cre12.g521750.t1.2.v5.5 annot-version=v5.51 1 1 134.63 1362

Cre12.g522000.t2.1 NA Cre12.g522000.t2.1 pacid=30792842 transcript=Cre12.g522000.t2.1 locus=Cre12.g522000 ID=Cre12.g522000.t2.1.v5.5 annot-version=v5.5;Cre12.g522000.t1.1 pacid=30792841 transcript=Cre12.g522000.t1.1 locus=Cre12.g522000 ID=Cre12.g522000.t1.1.v5.5 annot-version=v3 3 3 170.99 1655

Cre12.g522050.t1.2 (1 of 1) PTHR11851//PTHR11851:SF140 - METALLOPROTEASE // SUBFAMILY NOT NAMEDCre12.g522050.t1.2 pacid=30791866 transcript=Cre12.g522050.t1.2 locus=Cre12.g522050 ID=Cre12.g522050.t1.2.v5.5 annot-version=v5.51 1 1 73.319 722

Cre12.g522100.t1.1 (1 of 10) PTHR10174 - RETINALDEHYDE BINDING PROTEIN-RELATEDCre12.g522100.t1.1 pacid=30792988 transcript=Cre12.g522100.t1.1 locus=Cre12.g522100 ID=Cre12.g522100.t1.1.v5.5 annot-version=v5.51 1 1 36.684 350

Cre12.g522350.t1.2 (1 of 2) 6.1.1.2 - Tryptophan--tRNA ligase / Tryptophanyl-tRNA synthetaseCre12.g522350.t1.2 pacid=30792277 transcript=Cre12.g522350.t1.2 locus=Cre12.g522350 ID=Cre12.g522350.t1.2.v5.5 annot-version=v5.56 6 6 45.19 403

Cre12.g522450.t1.2 COP-II coat subunitCre12.g522450.t1.2 pacid=30792584 transcript=Cre12.g522450.t1.2 locus=Cre12.g522450 ID=Cre12.g522450.t1.2.v5.5 annot-version=v5.51 1 1 138.18 1313

Cre12.g522600.t1.2 mitochondrial cytochrome cCre12.g522600.t1.2 pacid=30791875 transcript=Cre12.g522600.t1.2 locus=Cre12.g522600 ID=Cre12.g522600.t1.2.v5.5 annot-version=v5.57 7 7 11.958 112

Cre12.g523200.t1.1 Nucleosome remodeling factorCre12.g523200.t1.1 pacid=30792941 transcript=Cre12.g523200.t1.1 locus=Cre12.g523200 ID=Cre12.g523200.t1.1.v5.5 annot-version=v5.52 2 2 46.852 418

Cre12.g523850.t1.2 Ubiquinol:cytochrome c oxidoreductase 50 kDa core 1 subunitCre12.g523850.t1.2 pacid=30792125 transcript=Cre12.g523850.t1.2 locus=Cre12.g523850 ID=Cre12.g523850.t1.2.v5.5 annot-version=v5.523 23 23 55.054 495

Cre12.g524400.t1.2 (1 of 1) PTHR11977:SF16 - VILLIN-LIKE PROTEIN QUAILCre12.g524400.t1.2 pacid=30793511 transcript=Cre12.g524400.t1.2 locus=Cre12.g524400 ID=Cre12.g524400.t1.2.v5.5 annot-version=v5.54 4 4 38.727 391

Cre12.g525150.t1.2 NA Cre12.g525150.t1.2 pacid=30793474 transcript=Cre12.g525150.t1.2 locus=Cre12.g525150 ID=Cre12.g525150.t1.2.v5.5 annot-version=v5.54 4 4 69.263 670

Cre12.g525200.t1.2 Nucleolar protein, Component of C/D snoRNPsCre12.g525200.t1.2 pacid=30792563 transcript=Cre12.g525200.t1.2 locus=Cre12.g525200 ID=Cre12.g525200.t1.2.v5.5 annot-version=v5.513 13 13 56.267 503

Cre12.g526750.t1.2 RNA binding motif proteinCre12.g526750.t1.2 pacid=30792129 transcript=Cre12.g526750.t1.2 locus=Cre12.g526750 ID=Cre12.g526750.t1.2.v5.5 annot-version=v5.51 1 1 16.592 144

Cre12.g526800.t1.2 6-phosphogluconate dehydrogenase, decarboxylatingCre12.g526800.t1.2 pacid=30792385 transcript=Cre12.g526800.t1.2 locus=Cre12.g526800 ID=Cre12.g526800.t1.2.v5.5 annot-version=v5.513 13 13 61.024 566

Cre12.g526850.t1.2 (1 of 1) K14810 - ATP-dependent RNA helicase DDX56/DBP9 [EC:3.6.4.13] (DDX56, DBP9)Cre12.g526850.t1.2 pacid=30793359 transcript=Cre12.g526850.t1.2 locus=Cre12.g526850 ID=Cre12.g526850.t1.2.v5.5 annot-version=v5.51 1 1 75.147 713

Cre12.g527000.t1.2 (1 of 1) PF07714//PF13202//PF13833 - Protein tyrosine kinase (Pkinase_Tyr) // EF hand (EF-hand_5)  // EF-hand domain pair (EF-hand_8)Cre12.g527000.t1.2 pacid=30791979 transcript=Cre12.g527000.t1.2 locus=Cre12.g527000 ID=Cre12.g527000.t1.2.v5.5 annot-version=v5.52 2 2 92.121 870

Cre12.g527550.t1.2 NA Cre12.g527550.t1.2 pacid=30792596 transcript=Cre12.g527550.t1.2 locus=Cre12.g527550 ID=Cre12.g527550.t1.2.v5.5 annot-version=v5.52 2 2 13.408 124

Cre12.g527850.t1.1 Translin-like proteinCre12.g527850.t1.1 pacid=30792369 transcript=Cre12.g527850.t1.1 locus=Cre12.g527850 ID=Cre12.g527850.t1.1.v5.5 annot-version=v5.52 2 2 31.569 291

Cre12.g528000.t1.2 (1 of 3) PTHR13780//PTHR13780:SF49 - AMP-ACTIVATED PROTEIN KINASE, GAMMA REGULATORY SUBUNIT // SUBFAMILY NOT NAMEDCre12.g528000.t1.2 pacid=30793504 transcript=Cre12.g528000.t1.2 locus=Cre12.g528000 ID=Cre12.g528000.t1.2.v5.5 annot-version=v5.522 22 22 44.199 409

Cre12.g528700.t1.2 Tryptophan synthetase alpha subunitCre12.g528700.t1.2 pacid=30793446 transcript=Cre12.g528700.t1.2 locus=Cre12.g528700 ID=Cre12.g528700.t1.2.v5.5 annot-version=v5.510 10 10 30.996 296

Cre12.g528750.t1.2 Ribosomal protein L12, component of cytosolic 80S ribosome and 60S large subunitCre12.g528750.t1.2 pacid=30793215 transcript=Cre12.g528750.t1.2 locus=Cre12.g528750 ID=Cre12.g528750.t1.2.v5.5 annot-version=v5.59 9 9 17.604 166

Cre12.g528850.t1.1 Flagellar outer dynein arm 16 kDa light chain, LC3Cre12.g528850.t1.1 pacid=30792371 transcript=Cre12.g528850.t1.1 locus=Cre12.g528850 ID=Cre12.g528850.t1.1.v5.5 annot-version=v5.51 1 1 17.365 156

Cre12.g528950.t1.1 Puf protein Cre12.g528950.t1.1 pacid=30792859 transcript=Cre12.g528950.t1.1 locus=Cre12.g528950 ID=Cre12.g528950.t1.1.v5.5 annot-version=v5.51 1 1 84.369 796

Cre12.g529400.t1.2 Ribosomal protein S27e isoform 1, component of 80S ribosome and 40S small subunitCre12.g529400.t1.2 pacid=30792485 transcript=Cre12.g529400.t1.2 locus=Cre12.g529400 ID=Cre12.g529400.t1.2.v5.5 annot-version=v5.55 5 5 9.5149 86

Cre12.g529600.t1.2 DNA-directed RNA polymerase I subunit 1Cre12.g529600.t1.2 pacid=30792110 transcript=Cre12.g529600.t1.2 locus=Cre12.g529600 ID=Cre12.g529600.t1.2.v5.5 annot-version=v5.51 1 1 203.86 1909

Cre12.g529651.t1.1 (1 of 1) K02936 - large subunit ribosomal protein L7Ae (RP-L7Ae, RPL7A)Cre12.g529651.t1.1 pacid=30793228 transcript=Cre12.g529651.t1.1 locus=Cre12.g529651 ID=Cre12.g529651.t1.1.v5.5 annot-version=v5.512 12 12 21.635 193



Cre12.g529800.t2.1 (1 of 3) KOG1909 - Ran GTPase-activating proteinCre12.g529800.t2.1 pacid=30793565 transcript=Cre12.g529800.t2.1 locus=Cre12.g529800 ID=Cre12.g529800.t2.1.v5.5 annot-version=v5.5;Cre12.g529800.t1.1 pacid=30793566 transcript=Cre12.g529800.t1.1 locus=Cre12.g529800 ID=Cre12.g529800.t1.1.v5.5 annot-version=v1 1 1 47.408 482

Cre12.g529950.t1.2 Eukaryotic translation initiation factor 4, gamma subunitCre12.g529950.t1.2 pacid=30792112 transcript=Cre12.g529950.t1.2 locus=Cre12.g529950 ID=Cre12.g529950.t1.2.v5.5 annot-version=v5.511 11 11 70.395 644

Cre12.g530300.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre12.g530300.t1.2 pacid=30793543 transcript=Cre12.g530300.t1.2 locus=Cre12.g530300 ID=Cre12.g530300.t1.2.v5.5 annot-version=v5.59 9 9 21.771 208

Cre12.g530650.t2.1 Glutamine synthetaseCre12.g530650.t2.1 pacid=30793235 transcript=Cre12.g530650.t2.1 locus=Cre12.g530650 ID=Cre12.g530650.t2.1.v5.5 annot-version=v5.5;Cre12.g530650.t1.1 pacid=30793234 transcript=Cre12.g530650.t1.1 locus=Cre12.g530650 ID=Cre12.g530650.t1.1.v5.5 annot-version=v18 18 18 41.342 380

Cre12.g530850.t3.1 NA Cre12.g530850.t3.1 pacid=30793546 transcript=Cre12.g530850.t3.1 locus=Cre12.g530850 ID=Cre12.g530850.t3.1.v5.5 annot-version=v5.5;Cre12.g530850.t2.1 pacid=30793545 transcript=Cre12.g530850.t2.1 locus=Cre12.g530850 ID=Cre12.g530850.t2.1.v5.5 annot-version=v3 3 3 140.68 1381

Cre12.g531100.t2.1 20S proteasome beta subunit A2Cre12.g531100.t2.1 pacid=30791747 transcript=Cre12.g531100.t2.1 locus=Cre12.g531100 ID=Cre12.g531100.t2.1.v5.5 annot-version=v5.5;Cre12.g531100.t1.2 pacid=30791746 transcript=Cre12.g531100.t1.2 locus=Cre12.g531100 ID=Cre12.g531100.t1.2.v5.5 annot-version=v2 2 2 25.471 241

Cre12.g531550.t1.2 Eukaryotic translation initiation factor 2, beta subunitCre12.g531550.t1.2 pacid=30791804 transcript=Cre12.g531550.t1.2 locus=Cre12.g531550 ID=Cre12.g531550.t1.2.v5.5 annot-version=v5.58 8 8 30.66 276

Cre12.g531900.t1.2 (1 of 2) 1.5.3.22 - Coenzyme F420H(2) oxidaseCre12.g531900.t1.2 pacid=30791967 transcript=Cre12.g531900.t1.2 locus=Cre12.g531900 ID=Cre12.g531900.t1.2.v5.5 annot-version=v5.56 6 6 76.406 722

Cre12.g532100.t1.2 NA Cre12.g532100.t1.2 pacid=30792744 transcript=Cre12.g532100.t1.2 locus=Cre12.g532100 ID=Cre12.g532100.t1.2.v5.5 annot-version=v5.55 5 5 51.925 477

Cre12.g532550.t1.1 Ribosomal protein L13a, component of cytosolic 80S ribosome and 60S large subunitCre12.g532550.t1.1 pacid=30791692 transcript=Cre12.g532550.t1.1 locus=Cre12.g532550 ID=Cre12.g532550.t1.1.v5.5 annot-version=v5.512 12 12 19.422 173

Cre12.g533000.t1.2 CPD photolyase, class IICre12.g533000.t1.2 pacid=30791808 transcript=Cre12.g533000.t1.2 locus=Cre12.g533000 ID=Cre12.g533000.t1.2.v5.5 annot-version=v5.52 2 2 64.831 612

Cre12.g533050.t1.2 (1 of 1) K14538 - nuclear GTP-binding protein (NUG1, GNL3)Cre12.g533050.t1.2 pacid=30793617 transcript=Cre12.g533050.t1.2 locus=Cre12.g533050 ID=Cre12.g533050.t1.2.v5.5 annot-version=v5.54 4 4 72.922 676

Cre12.g533100.t1.1 (1 of 2) PF07452 - CHRD domain (CHRD)Cre12.g533100.t1.1 pacid=30792932 transcript=Cre12.g533100.t1.1 locus=Cre12.g533100 ID=Cre12.g533100.t1.1.v5.5 annot-version=v5.52 2 2 20.531 196

Cre12.g533351.t1.1 (1 of 3) K03695 - ATP-dependent Clp protease ATP-binding subunit ClpB (clpB)Cre12.g533351.t1.1 pacid=30793290 transcript=Cre12.g533351.t1.1 locus=Cre12.g533351 ID=Cre12.g533351.t1.1.v5.5 annot-version=v5.52 2 2 108.89 1053

Cre12.g533550.t1.1 Pyruvate kinaseCre12.g533550.t1.1 pacid=30792777 transcript=Cre12.g533550.t1.1 locus=Cre12.g533550 ID=Cre12.g533550.t1.1.v5.5 annot-version=v5.520 20 18 54.64 508

Cre12.g533800.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre12.g533800.t1.2 pacid=30792269 transcript=Cre12.g533800.t1.2 locus=Cre12.g533800 ID=Cre12.g533800.t1.2.v5.5 annot-version=v5.53 3 3 20.959 187

Cre12.g534250.t1.2 NA Cre12.g534250.t1.2 pacid=30791788 transcript=Cre12.g534250.t1.2 locus=Cre12.g534250 ID=Cre12.g534250.t1.2.v5.5 annot-version=v5.53 3 3 23.75 213

Cre12.g534350.t1.2 (1 of 1) 1.1.1.157 - 3-hydroxybutyryl-CoA dehydrogenase / BHBDCre12.g534350.t1.2 pacid=30791852 transcript=Cre12.g534350.t1.2 locus=Cre12.g534350 ID=Cre12.g534350.t1.2.v5.5 annot-version=v5.54 4 4 34.797 320

Cre12.g534450.t1.1 (1 of 1) PTHR23308//PTHR23308:SF29 - NUCLEAR INHIBITOR OF PROTEIN PHOSPHATASE-1 // SUBFAMILY NOT NAMEDCre12.g534450.t1.1 pacid=30791800 transcript=Cre12.g534450.t1.1 locus=Cre12.g534450 ID=Cre12.g534450.t1.1.v5.5 annot-version=v5.58 8 8 15.559 146

Cre12.g534700.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre12.g534700.t1.2 pacid=30793163 transcript=Cre12.g534700.t1.2 locus=Cre12.g534700 ID=Cre12.g534700.t1.2.v5.5 annot-version=v5.510 10 10 23.462 215

Cre12.g534800.t1.1 Glycine cleavage system, P proteinCre12.g534800.t1.1 pacid=30793415 transcript=Cre12.g534800.t1.1 locus=Cre12.g534800 ID=Cre12.g534800.t1.1.v5.5 annot-version=v5.521 21 21 111.35 1039

Cre12.g535851.t1.1 (1 of 1) K02938 - large subunit ribosomal protein L8e (RP-L8e, RPL8)Cre12.g535851.t1.1 pacid=30793369 transcript=Cre12.g535851.t1.1 locus=Cre12.g535851 ID=Cre12.g535851.t1.1.v5.5 annot-version=v5.515 15 15 31.056 287

Cre12.g535950.t1.2 NADH:ubiquinone oxidoreductase 76 kDa subunitCre12.g535950.t1.2 pacid=30793514 transcript=Cre12.g535950.t1.2 locus=Cre12.g535950 ID=Cre12.g535950.t1.2.v5.5 annot-version=v5.514 14 14 78.358 733

Cre12.g536550.t1.2 Flagellar outer dynein arm intermediate chain 1Cre12.g536550.t1.2 pacid=30792084 transcript=Cre12.g536550.t1.2 locus=Cre12.g536550 ID=Cre12.g536550.t1.2.v5.5 annot-version=v5.53 3 3 76.304 682

Cre12.g537000.t1.2 (1 of 1) PF02041 - Auxin binding protein (Auxin_BP)Cre12.g537000.t1.2 pacid=30793353 transcript=Cre12.g537000.t1.2 locus=Cre12.g537000 ID=Cre12.g537000.t1.2.v5.5 annot-version=v5.55 5 5 20.036 185

Cre12.g537050.t1.2 NA Cre12.g537050.t1.2 pacid=30791993 transcript=Cre12.g537050.t1.2 locus=Cre12.g537050 ID=Cre12.g537050.t1.2.v5.5 annot-version=v5.51 1 1 7.3266 67

Cre12.g537100.t1.2 (1 of 2) 6.1.1.9 - Valine--tRNA ligase / Valyl-tRNA synthetaseCre12.g537100.t1.2 pacid=30793066 transcript=Cre12.g537100.t1.2 locus=Cre12.g537100 ID=Cre12.g537100.t1.2.v5.5 annot-version=v5.522 22 22 141.51 1299

Cre12.g537200.t1.2 2-oxoglutarate dehydrogenase, E1 subunitCre12.g537200.t1.2 pacid=30792850 transcript=Cre12.g537200.t1.2 locus=Cre12.g537200 ID=Cre12.g537200.t1.2.v5.5 annot-version=v5.53 3 3 117.32 1042

Cre12.g537250.t1.2 NA Cre12.g537250.t1.2 pacid=30793570 transcript=Cre12.g537250.t1.2 locus=Cre12.g537250 ID=Cre12.g537250.t1.2.v5.5 annot-version=v5.52 2 2 97.003 899

Cre12.g537450.t1.2 Cytochrome c oxidase 12 kDa subunitCre12.g537450.t1.2 pacid=30791940 transcript=Cre12.g537450.t1.2 locus=Cre12.g537450 ID=Cre12.g537450.t1.2.v5.5 annot-version=v5.55 5 5 13.967 125

Cre12.g537550.t1.1 (1 of 7) 2.4.1.255 - Protein O-GlcNAc transferase / OGTaseCre12.g537550.t1.1 pacid=30793259 transcript=Cre12.g537550.t1.1 locus=Cre12.g537550 ID=Cre12.g537550.t1.1.v5.5 annot-version=v5.51 1 1 36.81 338

Cre12.g537581.t1.1 (1 of 1) 2.1.2.3 - Phosphoribosylaminoimidazolecarboxamide formyltransferase / Aminoimidazolecarboxamide ribonucleotide transformylaseCre12.g537581.t1.1 pacid=30792399 transcript=Cre12.g537581.t1.1 locus=Cre12.g537581 ID=Cre12.g537581.t1.1.v5.5 annot-version=v5.56 6 6 55.703 523

Cre12.g537800.t1.2 Ribosomal protein L7, component of cytosolic 80S ribosome and 60S large subunitCre12.g537800.t1.2 pacid=30791776 transcript=Cre12.g537800.t1.2 locus=Cre12.g537800 ID=Cre12.g537800.t1.2.v5.5 annot-version=v5.518 18 18 27.575 239

Cre12.g538100.t1.2 (1 of 3) K07393 - putative glutathione S-transferase (ECM4)Cre12.g538100.t1.2 pacid=30792173 transcript=Cre12.g538100.t1.2 locus=Cre12.g538100 ID=Cre12.g538100.t1.2.v5.5 annot-version=v5.53 3 3 38.956 348

Cre12.g538400.t1.2 DNA-directed RNA polymerase II, 19 kDa polypeptideCre12.g538400.t1.2 pacid=30793159 transcript=Cre12.g538400.t1.2 locus=Cre12.g538400 ID=Cre12.g538400.t1.2.v5.5 annot-version=v5.51 1 1 22.528 201

Cre12.g538500.t1.1 (1 of 1) K14546 - U3 small nucleolar RNA-associated protein 5 (UTP5, WDR43)Cre12.g538500.t1.1 pacid=30792430 transcript=Cre12.g538500.t1.1 locus=Cre12.g538500 ID=Cre12.g538500.t1.1.v5.5 annot-version=v5.53 3 3 73.976 724

Cre12.g538700.t1.2 (1 of 2) PTHR14009 - LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRANE PROTEINCre12.g538700.t1.2 pacid=30791693 transcript=Cre12.g538700.t1.2 locus=Cre12.g538700 ID=Cre12.g538700.t1.2.v5.5 annot-version=v5.51 1 1 93.487 902

Cre12.g539900.t1.1 (1 of 1) K00166 - 2-oxoisovalerate dehydrogenase E1 component alpha subunit (BCKDHA, bkdA1)Cre12.g539900.t1.1 pacid=30791796 transcript=Cre12.g539900.t1.1 locus=Cre12.g539900 ID=Cre12.g539900.t1.1.v5.5 annot-version=v5.52 2 2 59.219 572

Cre12.g540076.t1.1 (1 of 1) PTHR13980 - CDC68 RELATEDCre12.g540076.t1.1 pacid=30793437 transcript=Cre12.g540076.t1.1 locus=Cre12.g540076 ID=Cre12.g540076.t1.1.v5.5 annot-version=v5.51 1 1 117.78 1085

Cre12.g540450.t1.2 NA Cre12.g540450.t1.2 pacid=30792884 transcript=Cre12.g540450.t1.2 locus=Cre12.g540450 ID=Cre12.g540450.t1.2.v5.5 annot-version=v5.51 1 1 37.357 365

Cre12.g541550.t1.2 NA Cre12.g541550.t1.2 pacid=30791775 transcript=Cre12.g541550.t1.2 locus=Cre12.g541550 ID=Cre12.g541550.t1.2.v5.5 annot-version=v5.51 1 1 30.798 301

Cre12.g541600.t1.2 NA Cre12.g541600.t1.2 pacid=30792847 transcript=Cre12.g541600.t1.2 locus=Cre12.g541600 ID=Cre12.g541600.t1.2.v5.5 annot-version=v5.54 4 4 26.962 255

Cre12.g549550.t1.2 Beta tubulin 2Cre12.g549550.t1.2 pacid=30793443 transcript=Cre12.g549550.t1.2 locus=Cre12.g549550 ID=Cre12.g549550.t1.2.v5.5 annot-version=v5.5;Cre12.g542250.t1.1 pacid=30793243 transcript=Cre12.g542250.t1.1 locus=Cre12.g542250 ID=Cre12.g542250.t1.1.v5.5 annot-version=v36 36 36 49.618 443

Cre12.g542300.t1.2 Glycerate kinaseCre12.g542300.t1.2 pacid=30792282 transcript=Cre12.g542300.t1.2 locus=Cre12.g542300 ID=Cre12.g542300.t1.2.v5.5 annot-version=v5.53 3 3 45.195 429

Cre12.g542350.t1.2 (1 of 2) PTHR31964:SF26 - SUGAR UTILIZATION REGULATORY PROTEIN IMP2Cre12.g542350.t1.2 pacid=30792840 transcript=Cre12.g542350.t1.2 locus=Cre12.g542350 ID=Cre12.g542350.t1.2.v5.5 annot-version=v5.511 11 11 17.947 160

Cre12.g542550.t1.1 (1 of 12) 2.3.1.225 - Protein S-acyltransferase / S-protein acyltransferaseCre12.g542550.t1.1 pacid=30792593 transcript=Cre12.g542550.t1.1 locus=Cre12.g542550 ID=Cre12.g542550.t1.1.v5.5 annot-version=v5.51 1 1 63.717 640

Cre12.g542850.t1.2 Aci-reductone dioxygenaseCre12.g542850.t1.2 pacid=30791728 transcript=Cre12.g542850.t1.2 locus=Cre12.g542850 ID=Cre12.g542850.t1.2.v5.5 annot-version=v5.51 1 1 23.738 205

Cre12.g543350.t3.1 Formaldehyde dehydrogenaseCre12.g543350.t3.1 pacid=30792273 transcript=Cre12.g543350.t3.1 locus=Cre12.g543350 ID=Cre12.g543350.t3.1.v5.5 annot-version=v5.5;Cre12.g543350.t2.1 pacid=30792272 transcript=Cre12.g543350.t2.1 locus=Cre12.g543350 ID=Cre12.g543350.t2.1.v5.5 annot-version=v10 10 2 40.309 375

Cre12.g543400.t1.2 Formaldehyde dehydrogenaseCre12.g543400.t1.2 pacid=30793640 transcript=Cre12.g543400.t1.2 locus=Cre12.g543400 ID=Cre12.g543400.t1.2.v5.5 annot-version=v5.59 1 1 40.409 378

Cre12.g544000.t1.2 Radial spoke protein 5Cre12.g544000.t1.2 pacid=30793444 transcript=Cre12.g544000.t1.2 locus=Cre12.g544000 ID=Cre12.g544000.t1.2.v5.5 annot-version=v5.52 2 2 55.355 521



Cre12.g544150.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre12.g544150.t1.2 pacid=30791953 transcript=Cre12.g544150.t1.2 locus=Cre12.g544150 ID=Cre12.g544150.t1.2.v5.5 annot-version=v5.5;Cre12.g544114.t1.1 pacid=30792216 transcript=Cre12.g544114.t1.1 locus=Cre12.g544114 ID=Cre12.g544114.t1.1.v5.5 annot-version=v7 7 7 25.552 243

Cre12.g544400.t1.2 (1 of 1) K08838 - serine/threonine-protein kinase 24/25/MST4 [EC:2.7.11.1] (STK24_25_MST4)Cre12.g544400.t1.2 pacid=30793253 transcript=Cre12.g544400.t1.2 locus=Cre12.g544400 ID=Cre12.g544400.t1.2.v5.5 annot-version=v5.52 2 2 89.247 919

Cre12.g544752.t1.1 (1 of 19) PTHR22904 - TPR REPEAT CONTAINING PROTEINCre12.g544752.t1.1 pacid=30791663 transcript=Cre12.g544752.t1.1 locus=Cre12.g544752 ID=Cre12.g544752.t1.1.v5.5 annot-version=v5.51 1 1 38.023 355

Cre12.g545177.t1.1 (1 of 2) K02838 - ribosome recycling factor (frr, MRRF, RRF)Cre12.g545177.t1.1 pacid=30792748 transcript=Cre12.g545177.t1.1 locus=Cre12.g545177 ID=Cre12.g545177.t1.1.v5.5 annot-version=v5.51 1 1 29.879 278

Cre12.g545550.t2.1 NA Cre12.g545550.t2.1 pacid=30792734 transcript=Cre12.g545550.t2.1 locus=Cre12.g545550 ID=Cre12.g545550.t2.1.v5.5 annot-version=v5.5;Cre12.g545550.t1.2 pacid=30792733 transcript=Cre12.g545550.t1.2 locus=Cre12.g545550 ID=Cre12.g545550.t1.2.v5.5 annot-version=v2 2 2 39.953 395

Cre12.g546050.t1.2 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplast precursorCre12.g546050.t1.2 pacid=30793428 transcript=Cre12.g546050.t1.2 locus=Cre12.g546050 ID=Cre12.g546050.t1.2.v5.5 annot-version=v5.511 11 11 49.509 455

Cre12.g546400.t1.2 Flagellar inner arm I1/f axonemal dynein, LC7bCre12.g546400.t1.2 pacid=30793611 transcript=Cre12.g546400.t1.2 locus=Cre12.g546400 ID=Cre12.g546400.t1.2.v5.5 annot-version=v5.51 1 1 11.119 100

Cre12.g546550.t1.1 Fe-assimilating proteinCre12.g546550.t1.1 pacid=30792092 transcript=Cre12.g546550.t1.1 locus=Cre12.g546550 ID=Cre12.g546550.t1.1.v5.5 annot-version=v5.512 12 12 37.941 362

Cre12.g546650.t1.2 (1 of 1) K10575 - ubiquitin-conjugating enzyme E2 G1 (UBE2G1, UBC7)Cre12.g546650.t1.2 pacid=30792284 transcript=Cre12.g546650.t1.2 locus=Cre12.g546650 ID=Cre12.g546650.t1.2.v5.5 annot-version=v5.53 3 3 18.837 167

Cre12.g546700.t2.1 (1 of 90) PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)Cre12.g546700.t2.1 pacid=30793145 transcript=Cre12.g546700.t2.1 locus=Cre12.g546700 ID=Cre12.g546700.t2.1.v5.5 annot-version=v5.5;Cre12.g546700.t1.1 pacid=30793144 transcript=Cre12.g546700.t1.1 locus=Cre12.g546700 ID=Cre12.g546700.t1.1.v5.5 annot-version=v4 4 4 101.95 965

Cre12.g547250.t1.2 NA Cre12.g547250.t1.2 pacid=30792384 transcript=Cre12.g547250.t1.2 locus=Cre12.g547250 ID=Cre12.g547250.t1.2.v5.5 annot-version=v5.51 1 1 80.927 848

Cre12.g547800.t1.1 (1 of 7) PTHR10366:SF411 - HIGH CHLOROPHYLL FLUORESCENCE PHENOTYPE 173 PROTEINCre12.g547800.t1.1 pacid=30792722 transcript=Cre12.g547800.t1.1 locus=Cre12.g547800 ID=Cre12.g547800.t1.1.v5.5 annot-version=v5.51 1 1 33.263 305

Cre12.g548000.t1.2 (1 of 1) K14550 - U3 small nucleolar RNA-associated protein 10 (UTP10, HEATR1)Cre12.g548000.t1.2 pacid=30793370 transcript=Cre12.g548000.t1.2 locus=Cre12.g548000 ID=Cre12.g548000.t1.2.v5.5 annot-version=v5.51 1 1 255.54 2536

Cre12.g548350.t1.2 NA Cre12.g548350.t1.2 pacid=30792547 transcript=Cre12.g548350.t1.2 locus=Cre12.g548350 ID=Cre12.g548350.t1.2.v5.5 annot-version=v5.51 1 1 40.073 400

Cre12.g548950.t1.2 Chlorophyll a/b binding protein of LHCIICre12.g548950.t1.2 pacid=30793494 transcript=Cre12.g548950.t1.2 locus=Cre12.g548950 ID=Cre12.g548950.t1.2.v5.5 annot-version=v5.5;Cre12.g548400.t1.2 pacid=30793460 transcript=Cre12.g548400.t1.2 locus=Cre12.g548400 ID=Cre12.g548400.t1.2.v5.5 annot-version=v10 8 8 26.686 249

Cre12.g549100.t4.1 (1 of 2) PTHR23139//PTHR23139:SF58 - RNA-BINDING PROTEIN // SUBFAMILY NOT NAMEDCre12.g549100.t4.1 pacid=30792475 transcript=Cre12.g549100.t4.1 locus=Cre12.g549100 ID=Cre12.g549100.t4.1.v5.5 annot-version=v5.5;Cre12.g549100.t3.1 pacid=30792474 transcript=Cre12.g549100.t3.1 locus=Cre12.g549100 ID=Cre12.g549100.t3.1.v5.5 annot-version=v1 1 1 32.49 300

Cre12.g549300.t1.2 Aquaporin, glycerol transport activityCre12.g549300.t1.2 pacid=30791970 transcript=Cre12.g549300.t1.2 locus=Cre12.g549300 ID=Cre12.g549300.t1.2.v5.5 annot-version=v5.52 2 2 31.534 300

Cre12.g549350.t1.2 NA Cre12.g549350.t1.2 pacid=30793063 transcript=Cre12.g549350.t1.2 locus=Cre12.g549350 ID=Cre12.g549350.t1.2.v5.5 annot-version=v5.52 2 2 29.518 287

Cre12.g549750.t1.2 Casein kinase-related Ser/Thr kinaseCre12.g549750.t1.2 pacid=30793319 transcript=Cre12.g549750.t1.2 locus=Cre12.g549750 ID=Cre12.g549750.t1.2.v5.5 annot-version=v5.54 4 4 38.432 333

Cre12.g549852.t1.1 (1 of 2) KOG1611 - Predicted short chain-type dehydrogenaseCre12.g549852.t1.1 pacid=30791755 transcript=Cre12.g549852.t1.1 locus=Cre12.g549852 ID=Cre12.g549852.t1.1.v5.5 annot-version=v5.52 2 2 27.434 263

Cre12.g550400.t1.2 Glutaredoxin, CPYC typeCre12.g550400.t1.2 pacid=30792592 transcript=Cre12.g550400.t1.2 locus=Cre12.g550400 ID=Cre12.g550400.t1.2.v5.5 annot-version=v5.53 3 3 11.329 107

Cre12.g550500.t1.2 NA Cre12.g550500.t1.2 pacid=30792654 transcript=Cre12.g550500.t1.2 locus=Cre12.g550500 ID=Cre12.g550500.t1.2.v5.5 annot-version=v5.51 1 1 18.122 158

Cre12.g550700.t1.2 (1 of 1) 2.1.2.2 - Phosphoribosylglycinamide formyltransferase / Glycinamide ribonucleotide transformylaseCre12.g550700.t1.2 pacid=30793240 transcript=Cre12.g550700.t1.2 locus=Cre12.g550700 ID=Cre12.g550700.t1.2.v5.5 annot-version=v5.53 3 3 31.535 299

Cre12.g550702.t1.1 Predicted proteinCre12.g550702.t1.1 pacid=30792259 transcript=Cre12.g550702.t1.1 locus=Cre12.g550702 ID=Cre12.g550702.t1.1.v5.5 annot-version=v5.52 2 2 16.01 150

Cre12.g550850.t1.2 Oxygen-evolving enhancer protein 2 of photosystem IICre12.g550850.t1.2 pacid=30791734 transcript=Cre12.g550850.t1.2 locus=Cre12.g550850 ID=Cre12.g550850.t1.2.v5.5 annot-version=v5.526 26 26 25.899 245

Cre12.g551552.t1.1 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre12.g551552.t1.1 pacid=30791857 transcript=Cre12.g551552.t1.1 locus=Cre12.g551552 ID=Cre12.g551552.t1.1.v5.5 annot-version=v5.53 3 3 74.199 713

Cre12.g551800.t1.2 (1 of 25) PF00293 - NUDIX domain (NUDIX)Cre12.g551800.t1.2 pacid=30793316 transcript=Cre12.g551800.t1.2 locus=Cre12.g551800 ID=Cre12.g551800.t1.2.v5.5 annot-version=v5.54 4 4 31.666 304

Cre12.g551900.t1.2 (1 of 1) KOG3377 - Uncharacterized conserved proteinCre12.g551900.t1.2 pacid=30792387 transcript=Cre12.g551900.t1.2 locus=Cre12.g551900 ID=Cre12.g551900.t1.2.v5.5 annot-version=v5.54 4 4 15.85 140

Cre12.g551950.t1.2 Predicted proteinCre12.g551950.t1.2 pacid=30792631 transcript=Cre12.g551950.t1.2 locus=Cre12.g551950 ID=Cre12.g551950.t1.2.v5.5 annot-version=v5.52 2 2 18.053 167

Cre12.g552200.t1.2 Starch phosphorylaseCre12.g552200.t1.2 pacid=30792182 transcript=Cre12.g552200.t1.2 locus=Cre12.g552200 ID=Cre12.g552200.t1.2.v5.5 annot-version=v5.513 12 12 114.09 1010

Cre12.g552850.t1.1 Predicted proteinCre12.g552850.t1.1 pacid=30792987 transcript=Cre12.g552850.t1.1 locus=Cre12.g552850 ID=Cre12.g552850.t1.1.v5.5 annot-version=v5.54 4 4 54.2 521

Cre12.g553050.t1.2 (1 of 1) K14313 - nuclear pore complex protein Nup53 (NUP35, NUP53)Cre12.g553050.t1.2 pacid=30793515 transcript=Cre12.g553050.t1.2 locus=Cre12.g553050 ID=Cre12.g553050.t1.2.v5.5 annot-version=v5.51 1 1 28.708 268

Cre12.g553100.t2.1 (1 of 1) PTHR15598 - AUTOANTIGEN RCD8Cre12.g553100.t2.1 pacid=30792586 transcript=Cre12.g553100.t2.1 locus=Cre12.g553100 ID=Cre12.g553100.t2.1.v5.5 annot-version=v5.5;Cre12.g553100.t1.1 pacid=30792585 transcript=Cre12.g553100.t1.1 locus=Cre12.g553100 ID=Cre12.g553100.t1.1.v5.5 annot-version=v2 2 2 145.31 1502

Cre12.g553250.t1.2 PhosphofructokinaseCre12.g553250.t1.2 pacid=30791938 transcript=Cre12.g553250.t1.2 locus=Cre12.g553250 ID=Cre12.g553250.t1.2.v5.5 annot-version=v5.52 1 1 54.773 512

Cre12.g553450.t1.1 Cyclic-nucleotide gated potassium channelCre12.g553450.t1.1 pacid=30793567 transcript=Cre12.g553450.t1.1 locus=Cre12.g553450 ID=Cre12.g553450.t1.1.v5.5 annot-version=v5.51 1 1 255.25 2560

Cre12.g553678.t1.1 NA Cre12.g553678.t1.1 pacid=30791766 transcript=Cre12.g553678.t1.1 locus=Cre12.g553678 ID=Cre12.g553678.t1.1.v5.5 annot-version=v5.52 2 2 12.129 117

Cre12.g553700.t1.2 (1 of 3) PTHR13887 - GLUTATHIONE S-TRANSFERASE KAPPACre12.g553700.t1.2 pacid=30792795 transcript=Cre12.g553700.t1.2 locus=Cre12.g553700 ID=Cre12.g553700.t1.2.v5.5 annot-version=v5.52 2 2 24.023 215

Cre12.g553900.t1.1 Cyclic-nucleotide gated potassium channelCre12.g553900.t1.1 pacid=30793362 transcript=Cre12.g553900.t1.1 locus=Cre12.g553900 ID=Cre12.g553900.t1.1.v5.5 annot-version=v5.51 1 1 200.88 1977

Cre12.g554800.t1.2 PhosphoribulokinaseCre12.g554800.t1.2 pacid=30793573 transcript=Cre12.g554800.t1.2 locus=Cre12.g554800 ID=Cre12.g554800.t1.2.v5.5 annot-version=v5.526 26 26 41.892 375

Cre12.g554850.t1.2 Thioredoxin h2, cytosolicCre12.g554850.t1.2 pacid=30792428 transcript=Cre12.g554850.t1.2 locus=Cre12.g554850 ID=Cre12.g554850.t1.2.v5.5 annot-version=v5.51 1 1 16.145 152

Cre12.g554953.t1.1 Electron transfer flavoprotein beta subunitCre12.g554953.t1.1 pacid=30793075 transcript=Cre12.g554953.t1.1 locus=Cre12.g554953 ID=Cre12.g554953.t1.1.v5.5 annot-version=v5.53 3 3 28.686 277

Cre12.g555150.t1.2 NADH:ubiquinone oxidoreductase 17.8 kDa subunitCre12.g555150.t1.2 pacid=30793376 transcript=Cre12.g555150.t1.2 locus=Cre12.g555150 ID=Cre12.g555150.t1.2.v5.5 annot-version=v5.54 4 4 17.875 155

Cre12.g555250.t1.2 NADH:ubiquinone oxidoreductase B14 subunitCre12.g555250.t1.2 pacid=30793419 transcript=Cre12.g555250.t1.2 locus=Cre12.g555250 ID=Cre12.g555250.t1.2.v5.5 annot-version=v5.55 5 5 16.105 138

Cre12.g555450.t1.2 (1 of 1) 2.7.1.140 - Inositol-tetrakisphosphate 5-kinase / 1D-myo-inositol-tetrakisphosphate 5-kinaseCre12.g555450.t1.2 pacid=30792014 transcript=Cre12.g555450.t1.2 locus=Cre12.g555450 ID=Cre12.g555450.t1.2.v5.5 annot-version=v5.55 5 5 31.471 289

Cre12.g555951.t1.1 (1 of 2) 3.5.4.26 - Diaminohydroxyphosphoribosylaminopyrimidine deaminaseCre12.g555951.t1.1 pacid=30793031 transcript=Cre12.g555951.t1.1 locus=Cre12.g555951 ID=Cre12.g555951.t1.1.v5.5 annot-version=v5.52 2 2 13.519 127

Cre12.g556050.t1.2 Plastid ribosomal protein L9Cre12.g556050.t1.2 pacid=30792151 transcript=Cre12.g556050.t1.2 locus=Cre12.g556050 ID=Cre12.g556050.t1.2.v5.5 annot-version=v5.512 12 12 22.006 200

Cre12.g556600.t1.2 Glyceraldehyde 3-phosphate dehydrogenase, nonphosphorylatingCre12.g556600.t1.2 pacid=30792763 transcript=Cre12.g556600.t1.2 locus=Cre12.g556600 ID=Cre12.g556600.t1.2.v5.5 annot-version=v5.513 13 13 53.064 498

Cre12.g556750.t1.1 Short-chain dehydrogenase/reductaseCre12.g556750.t1.1 pacid=30792372 transcript=Cre12.g556750.t1.1 locus=Cre12.g556750 ID=Cre12.g556750.t1.1.v5.5 annot-version=v5.51 1 1 49.214 473

Cre12.g557600.t1.1 Adenylate kinaseCre12.g557600.t1.1 pacid=30792360 transcript=Cre12.g557600.t1.1 locus=Cre12.g557600 ID=Cre12.g557600.t1.1.v5.5 annot-version=v5.512 12 12 26.003 240

Cre12.g557800.t1.2 (1 of 1) K06875 - programmed cell death protein 5 (PDCD5, TFAR19)Cre12.g557800.t1.2 pacid=30792365 transcript=Cre12.g557800.t1.2 locus=Cre12.g557800 ID=Cre12.g557800.t1.2.v5.5 annot-version=v5.51 1 1 13.817 125



Cre12.g558100.t1.2 Protein-/Histone-arginine N-methyltransferaseCre12.g558100.t1.2 pacid=30793592 transcript=Cre12.g558100.t1.2 locus=Cre12.g558100 ID=Cre12.g558100.t1.2.v5.5 annot-version=v5.53 3 3 42.454 378

Cre12.g558400.t1.1 (1 of 1) K00773 - queuine tRNA-ribosyltransferase [EC:2.4.2.29] (tgt, QTRT1)Cre12.g558400.t1.1 pacid=30792052 transcript=Cre12.g558400.t1.1 locus=Cre12.g558400 ID=Cre12.g558400.t1.1.v5.5 annot-version=v5.51 1 1 48.619 451

Cre12.g558450.t1.2 Spermidine synthaseCre12.g558450.t1.2 pacid=30792728 transcript=Cre12.g558450.t1.2 locus=Cre12.g558450 ID=Cre12.g558450.t1.2.v5.5 annot-version=v5.58 8 8 34.646 318

Cre12.g558600.t1.2 NA Cre12.g558600.t1.2 pacid=30792900 transcript=Cre12.g558600.t1.2 locus=Cre12.g558600 ID=Cre12.g558600.t1.2.v5.5 annot-version=v5.52 2 2 50.094 480

Cre12.g558900.t1.2 Cytochrome b6f complex subunit VCre12.g558900.t1.2 pacid=30793117 transcript=Cre12.g558900.t1.2 locus=Cre12.g558900 ID=Cre12.g558900.t1.2.v5.5 annot-version=v5.517 17 17 20.247 198

Cre12.g559250.t1.2 14-3-3 proteinCre12.g559250.t1.2 pacid=30792509 transcript=Cre12.g559250.t1.2 locus=Cre12.g559250 ID=Cre12.g559250.t1.2.v5.5 annot-version=v5.523 23 23 29.514 259

Cre12.g559950.t1.2 Adrenodoxin-like ferredoxin, mitochondrialCre12.g559950.t1.2 pacid=30792276 transcript=Cre12.g559950.t1.2 locus=Cre12.g559950 ID=Cre12.g559950.t1.2.v5.5 annot-version=v5.51 1 1 18.402 171

Cre12.g560300.t3.1 (1 of 1) PTHR24012:SF318 - RNA-BINDING (RRM/RBD/RNP MOTIFS) FAMILY PROTEINCre12.g560300.t3.1 pacid=30792967 transcript=Cre12.g560300.t3.1 locus=Cre12.g560300 ID=Cre12.g560300.t3.1.v5.5 annot-version=v5.5;Cre12.g560300.t2.1 pacid=30792966 transcript=Cre12.g560300.t2.1 locus=Cre12.g560300 ID=Cre12.g560300.t2.1.v5.5 annot-version=v6 6 6 30.908 302

Cre12.g560900.t1.2 Amine oxidase, flavin-containingCre12.g560900.t1.2 pacid=30792054 transcript=Cre12.g560900.t1.2 locus=Cre12.g560900 ID=Cre12.g560900.t1.2.v5.5 annot-version=v5.511 11 11 49.102 467

Cre12.g560950.t1.2 Photosystem I reaction center subunit VCre12.g560950.t1.2 pacid=30792049 transcript=Cre12.g560950.t1.2 locus=Cre12.g560950 ID=Cre12.g560950.t1.2.v5.5 annot-version=v5.53 3 3 13.223 126

Cre12.g561000.t1.1 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre12.g561000.t1.1 pacid=30792946 transcript=Cre12.g561000.t1.1 locus=Cre12.g561000 ID=Cre12.g561000.t1.1.v5.5 annot-version=v5.54 4 4 35.512 337

Cre12.g561350.t1.1 (1 of 1) PTHR13244//PTHR13244:SF8 - ZINC FINGER MYND DOMAIN CONTAINING PROTEIN 10 // SUBFAMILY NOT NAMEDCre12.g561350.t1.1 pacid=30792439 transcript=Cre12.g561350.t1.1 locus=Cre12.g561350 ID=Cre12.g561350.t1.1.v5.5 annot-version=v5.51 1 1 49.566 477

Cre12.g561400.t1.2 (1 of 19) PTHR24188 - ANKYRIN REPEAT PROTEINCre12.g561400.t1.2 pacid=30792303 transcript=Cre12.g561400.t1.2 locus=Cre12.g561400 ID=Cre12.g561400.t1.2.v5.5 annot-version=v5.51 1 1 19.379 182

Cre12.g561500.t1.2 NA Cre12.g561500.t1.2 pacid=30793023 transcript=Cre12.g561500.t1.2 locus=Cre12.g561500 ID=Cre12.g561500.t1.2.v5.5 annot-version=v5.53 3 3 30.909 311

Cre12.g561550.t1.2 Mitochondrial half-size ABC transporter, membrane proteinCre12.g561550.t1.2 pacid=30791991 transcript=Cre12.g561550.t1.2 locus=Cre12.g561550 ID=Cre12.g561550.t1.2.v5.5 annot-version=v5.51 1 1 111.27 1062

Cre13.g561850.t1.1 (1 of 1) 2.7.1.4 - Fructokinase / D-fructokinaseCre13.g561850.t1.1 pacid=30784752 transcript=Cre13.g561850.t1.1 locus=Cre13.g561850 ID=Cre13.g561850.t1.1.v5.5 annot-version=v5.54 4 4 41.452 394

Cre13.g562150.t1.2 (1 of 1) PTHR23305:SF12 - GTP-BINDING PROTEIN-RELATEDCre13.g562150.t1.2 pacid=30784770 transcript=Cre13.g562150.t1.2 locus=Cre13.g562150 ID=Cre13.g562150.t1.2.v5.5 annot-version=v5.55 5 5 43.201 403

Cre13.g562450.t1.2 Importin beta, RAN-binding protein 7,8Cre13.g562450.t1.2 pacid=30784672 transcript=Cre13.g562450.t1.2 locus=Cre13.g562450 ID=Cre13.g562450.t1.2.v5.5 annot-version=v5.56 6 6 114.23 1042

Cre13.g562501.t1.1 (1 of 1) 2.7.9.3 - Selenide, water dikinase / Selenophosphate synthetaseCre13.g562501.t1.1 pacid=30784394 transcript=Cre13.g562501.t1.1 locus=Cre13.g562501 ID=Cre13.g562501.t1.1.v5.5 annot-version=v5.54 4 4 44.756 450

Cre13.g562550.t1.1 NADP adrenodoxin-like ferredoxin reductaseCre13.g562550.t1.1 pacid=30784109 transcript=Cre13.g562550.t1.1 locus=Cre13.g562550 ID=Cre13.g562550.t1.1.v5.5 annot-version=v5.57 7 7 55.704 537

Cre13.g562850.t1.2 Thylakoid formation proteinCre13.g562850.t1.2 pacid=30784232 transcript=Cre13.g562850.t1.2 locus=Cre13.g562850 ID=Cre13.g562850.t1.2.v5.5 annot-version=v5.58 8 8 28.595 266

Cre13.g563150.t1.2 Predicted proteinCre13.g563150.t1.2 pacid=30784498 transcript=Cre13.g563150.t1.2 locus=Cre13.g563150 ID=Cre13.g563150.t1.2.v5.5 annot-version=v5.51 1 1 39.614 371

Cre13.g563850.t1.1 (1 of 1) K18213 - proteinaceous RNase P (PRORP)Cre13.g563850.t1.1 pacid=30784255 transcript=Cre13.g563850.t1.1 locus=Cre13.g563850 ID=Cre13.g563850.t1.1.v5.5 annot-version=v5.51 1 1 70.621 666

Cre13.g564050.t1.1 (1 of 1) PTHR37764:SF1 - MOG1/PSBP/DUF1795-LIKE PHOTOSYSTEM II REACTION CENTER PSBP FAMILY PROTEINCre13.g564050.t1.1 pacid=30784355 transcript=Cre13.g564050.t1.1 locus=Cre13.g564050 ID=Cre13.g564050.t1.1.v5.5 annot-version=v5.52 2 2 28.609 268

Cre13.g564250.t1.2 Eukaryotic translation initiation factor 3, subunit ACre13.g564250.t1.2 pacid=30784684 transcript=Cre13.g564250.t1.2 locus=Cre13.g564250 ID=Cre13.g564250.t1.2.v5.5 annot-version=v5.510 10 10 116.21 1033

Cre13.g565450.t1.2 (1 of 1) K01756 - adenylosuccinate lyase (purB, ADSL)Cre13.g565450.t1.2 pacid=30784501 transcript=Cre13.g565450.t1.2 locus=Cre13.g565450 ID=Cre13.g565450.t1.2.v5.5 annot-version=v5.5;Cre13.g565321.t1.1 pacid=30783869 transcript=Cre13.g565321.t1.1 locus=Cre13.g565321 ID=Cre13.g565321.t1.1.v5.5 annot-version=v10 10 10 57.516 523

Cre13.g565650.t1.2 (1 of 1) K05356 - all-trans-nonaprenyl-diphosphate synthase (SPS, sds)Cre13.g565650.t1.2 pacid=30784500 transcript=Cre13.g565650.t1.2 locus=Cre13.g565650 ID=Cre13.g565650.t1.2.v5.5 annot-version=v5.53 3 3 43.476 394

Cre13.g565800.t1.2 UDP-Glucose:protein transglucosylaseCre13.g565800.t1.2 pacid=30784628 transcript=Cre13.g565800.t1.2 locus=Cre13.g565800 ID=Cre13.g565800.t1.2.v5.5 annot-version=v5.522 22 22 39.358 344

Cre13.g565850.t1.1 Alpha subunit of COP-I complexCre13.g565850.t1.1 pacid=30784724 transcript=Cre13.g565850.t1.1 locus=Cre13.g565850 ID=Cre13.g565850.t1.1.v5.5 annot-version=v5.512 12 12 137.02 1245

Cre13.g566000.t1.2 (1 of 1) 6.3.4.3 - Formate--tetrahydrofolate ligase / Tetrahydrofolic formylaseCre13.g566000.t1.2 pacid=30783932 transcript=Cre13.g566000.t1.2 locus=Cre13.g566000 ID=Cre13.g566000.t1.2.v5.5 annot-version=v5.519 19 19 67.772 637

Cre13.g566050.t1.2 Small nuclear ribonucleoprotein SmGCre13.g566050.t1.2 pacid=30784080 transcript=Cre13.g566050.t1.2 locus=Cre13.g566050 ID=Cre13.g566050.t1.2.v5.5 annot-version=v5.51 1 1 8.5219 77

Cre13.g566150.t1.2 (1 of 1) 2.1.1.185 - 23S rRNA (guanosine(2251)-2'-O)-methyltransferaseCre13.g566150.t1.2 pacid=30784474 transcript=Cre13.g566150.t1.2 locus=Cre13.g566150 ID=Cre13.g566150.t1.2.v5.5 annot-version=v5.51 1 1 60.952 599

Cre13.g566650.t2.1 (1 of 2) 2.7.8.11//6.2.1.3 - CDP-diacylglycerol--inositol 3-phosphatidyltransferase / Phosphatidylinositol synthase // Long-chain-fatty-acid--CoA ligase / Lignoceroyl-CoA synthaseCre13.g566650.t2.1 pacid=30784489 transcript=Cre13.g566650.t2.1 locus=Cre13.g566650 ID=Cre13.g566650.t2.1.v5.5 annot-version=v5.5;Cre13.g566650.t1.2 pacid=30784488 transcript=Cre13.g566650.t1.2 locus=Cre13.g566650 ID=Cre13.g566650.t1.2.v5.5 annot-version=v11 11 11 73.227 672

Cre13.g566700.t1.1 (1 of 1) K11094 - U2 small nuclear ribonucleoprotein B'' (SNRPB2)Cre13.g566700.t1.1 pacid=30784051 transcript=Cre13.g566700.t1.1 locus=Cre13.g566700 ID=Cre13.g566700.t1.1.v5.5 annot-version=v5.51 1 1 24.615 224

Cre13.g566850.t1.2 SOUL heme-binding proteinCre13.g566850.t1.2 pacid=30783954 transcript=Cre13.g566850.t1.2 locus=Cre13.g566850 ID=Cre13.g566850.t1.2.v5.5 annot-version=v5.53 3 3 24.598 235

Cre13.g567450.t1.2 Histone H1 Cre13.g567450.t1.2 pacid=30784737 transcript=Cre13.g567450.t1.2 locus=Cre13.g567450 ID=Cre13.g567450.t1.2.v5.5 annot-version=v5.57 7 7 27.355 254

Cre13.g567600.t1.2 Mitochondrial cytochrome c oxidase subunit Vb, 13 kDCre13.g567600.t1.2 pacid=30783910 transcript=Cre13.g567600.t1.2 locus=Cre13.g567600 ID=Cre13.g567600.t1.2.v5.5 annot-version=v5.58 8 8 19.027 175

Cre13.g567700.t1.2 (1 of 1) KOG1757 - Histone 2ACre13.g567700.t1.2 pacid=30783996 transcript=Cre13.g567700.t1.2 locus=Cre13.g567700 ID=Cre13.g567700.t1.2.v5.5 annot-version=v5.54 4 3 15.262 144

Cre13.g567800.t1.2 Protein phosphatase 2A regulatory B subunitCre13.g567800.t1.2 pacid=30783980 transcript=Cre13.g567800.t1.2 locus=Cre13.g567800 ID=Cre13.g567800.t1.2.v5.5 annot-version=v5.56 6 6 58.093 502

Cre13.g567950.t1.2 ADP-glucose pyrophosphorylase large subunit 1Cre13.g567950.t1.2 pacid=30784437 transcript=Cre13.g567950.t1.2 locus=Cre13.g567950 ID=Cre13.g567950.t1.2.v5.5 annot-version=v5.532 32 32 55.613 512

Cre13.g568650.t1.2 Ribosomal protein S3a, component of cytosolic 80S ribosome and 40S small subunitCre13.g568650.t1.2 pacid=30784327 transcript=Cre13.g568650.t1.2 locus=Cre13.g568650 ID=Cre13.g568650.t1.2.v5.5 annot-version=v5.521 21 21 29.331 259

Cre13.g568800.t1.2 NADH:ubiquinone oxidoreductase 18 kDa subunitCre13.g568800.t1.2 pacid=30783899 transcript=Cre13.g568800.t1.2 locus=Cre13.g568800 ID=Cre13.g568800.t1.2.v5.5 annot-version=v5.58 8 8 17.953 165

Cre13.g568900.t1.2 Ribosomal protein L17, component of cytosolic 80S ribosome and 60S large subunitCre13.g568900.t1.2 pacid=30784330 transcript=Cre13.g568900.t1.2 locus=Cre13.g568900 ID=Cre13.g568900.t1.2.v5.5 annot-version=v5.510 10 10 21.145 186

Cre13.g569250.t1.2 Predicted proteinCre13.g569250.t1.2 pacid=30783978 transcript=Cre13.g569250.t1.2 locus=Cre13.g569250 ID=Cre13.g569250.t1.2.v5.5 annot-version=v5.51 1 1 29.063 286

Cre13.g569350.t1.2 (1 of 1) PTHR10366:SF267 - PROTEIN F13D11.4Cre13.g569350.t1.2 pacid=30783933 transcript=Cre13.g569350.t1.2 locus=Cre13.g569350 ID=Cre13.g569350.t1.2.v5.5 annot-version=v5.54 4 4 37.661 367

Cre13.g570550.t1.2 Cytidine deaminaseCre13.g570550.t1.2 pacid=30784576 transcript=Cre13.g570550.t1.2 locus=Cre13.g570550 ID=Cre13.g570550.t1.2.v5.5 annot-version=v5.51 1 1 34.714 330

Cre13.g571300.t1.2 NA Cre13.g571300.t1.2 pacid=30783993 transcript=Cre13.g571300.t1.2 locus=Cre13.g571300 ID=Cre13.g571300.t1.2.v5.5 annot-version=v5.51 1 1 30.937 288

Cre13.g571450.t2.1 (1 of 4) PTHR10281 - MEMBRANE-ASSOCIATED PROGESTERONE RECEPTOR COMPONENT-RELATEDCre13.g571450.t2.1 pacid=30783877 transcript=Cre13.g571450.t2.1 locus=Cre13.g571450 ID=Cre13.g571450.t2.1.v5.5 annot-version=v5.5;Cre13.g571450.t1.1 pacid=30783876 transcript=Cre13.g571450.t1.1 locus=Cre13.g571450 ID=Cre13.g571450.t1.1.v5.5 annot-version=v1 1 1 11.667 109

Cre13.g571650.t1.2 DNA-directed RNA polymerases I/II/III subunitCre13.g571650.t1.2 pacid=30783953 transcript=Cre13.g571650.t1.2 locus=Cre13.g571650 ID=Cre13.g571650.t1.2.v5.5 annot-version=v5.51 1 1 8.9543 79

Cre13.g571700.t1.1 (1 of 5) PTHR24349:SF84 - CALCIUM-DEPENDENT PROTEIN KINASE 13Cre13.g571700.t1.1 pacid=30784725 transcript=Cre13.g571700.t1.1 locus=Cre13.g571700 ID=Cre13.g571700.t1.1.v5.5 annot-version=v5.51 1 1 56.264 504



Cre13.g571750.t1.2 (1 of 1) PTHR10050 - DOLICHYL-PHOSPHATE-MANNOSE--PROTEIN MANNOSYLTRANSFERASECre13.g571750.t1.2 pacid=30784551 transcript=Cre13.g571750.t1.2 locus=Cre13.g571750 ID=Cre13.g571750.t1.2.v5.5 annot-version=v5.51 1 1 24.135 221

Cre13.g572900.t2.1 Oligopeptidase ACre13.g572900.t2.1 pacid=30784294 transcript=Cre13.g572900.t2.1 locus=Cre13.g572900 ID=Cre13.g572900.t2.1.v5.5 annot-version=v5.5;Cre13.g572900.t1.1 pacid=30784293 transcript=Cre13.g572900.t1.1 locus=Cre13.g572900 ID=Cre13.g572900.t1.1.v5.5 annot-version=v7 7 7 78.614 710

Cre13.g573150.t1.1 (1 of 1) PTHR12103:SF15 - PROTEIN Y71H10B.1, ISOFORM CCre13.g573150.t1.1 pacid=30784034 transcript=Cre13.g573150.t1.1 locus=Cre13.g573150 ID=Cre13.g573150.t1.1.v5.5 annot-version=v5.51 1 1 80.407 726

Cre13.g573250.t1.2 (1 of 7) 2.8.1.1 - Thiosulfate sulfurtransferase / Thiosulfate thiotransferaseCre13.g573250.t1.2 pacid=30784329 transcript=Cre13.g573250.t1.2 locus=Cre13.g573250 ID=Cre13.g573250.t1.2.v5.5 annot-version=v5.59 9 9 26.172 231

Cre13.g573351.t1.2 (1 of 1) K02960 - small subunit ribosomal protein S16e (RP-S16e, RPS16)Cre13.g573351.t1.2 pacid=30784543 transcript=Cre13.g573351.t1.2 locus=Cre13.g573351 ID=Cre13.g573351.t1.2.v5.5 annot-version=v5.59 9 9 15.978 142

Cre13.g573400.t1.2 NA Cre13.g573400.t1.2 pacid=30784427 transcript=Cre13.g573400.t1.2 locus=Cre13.g573400 ID=Cre13.g573400.t1.2.v5.5 annot-version=v5.55 5 5 24.706 242

Cre13.g575600.t1.2 NA Cre13.g575600.t1.2 pacid=30783956 transcript=Cre13.g575600.t1.2 locus=Cre13.g575600 ID=Cre13.g575600.t1.2.v5.5 annot-version=v5.51 1 1 122 1165

Cre13.g576200.t1.2 (1 of 3) PF01048 - Phosphorylase superfamily (PNP_UDP_1)Cre13.g576200.t1.2 pacid=30784743 transcript=Cre13.g576200.t1.2 locus=Cre13.g576200 ID=Cre13.g576200.t1.2.v5.5 annot-version=v5.51 1 1 63.699 621

Cre13.g576400.t1.2 Branched-chain amino-acid transaminaseCre13.g576400.t1.2 pacid=30784025 transcript=Cre13.g576400.t1.2 locus=Cre13.g576400 ID=Cre13.g576400.t1.2.v5.5 annot-version=v5.53 3 3 44.842 410

Cre13.g576650.t1.2 Bifunctional phosphoribosyl-AMP cyclohydrolase/phosphoribosyl-ATP pyrophosphataseCre13.g576650.t1.2 pacid=30784578 transcript=Cre13.g576650.t1.2 locus=Cre13.g576650 ID=Cre13.g576650.t1.2.v5.5 annot-version=v5.52 2 2 26.952 244

Cre13.g576760.t1.1 (1 of 6) PTHR14154:SF5 - EARLY LIGHT-INDUCED PROTEIN 1, CHLOROPLASTIC-RELATEDCre13.g576760.t1.1 pacid=30784132 transcript=Cre13.g576760.t1.1 locus=Cre13.g576760 ID=Cre13.g576760.t1.1.v5.5 annot-version=v5.52 2 2 38.845 372

Cre13.g577100.t1.2 Acyl-carrier proteinCre13.g577100.t1.2 pacid=30784200 transcript=Cre13.g577100.t1.2 locus=Cre13.g577100 ID=Cre13.g577100.t1.2.v5.5 annot-version=v5.56 6 6 12.424 117

Cre13.g577450.t1.1 (1 of 1) 1.1.5.3 - Glycerol-3-phosphate dehydrogenase / sn-glycerol-3-phosphate dehydrogenaseCre13.g577450.t1.1 pacid=30784457 transcript=Cre13.g577450.t1.1 locus=Cre13.g577450 ID=Cre13.g577450.t1.1.v5.5 annot-version=v5.51 1 1 73.716 708

Cre13.g577850.t1.1 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre13.g577850.t1.1 pacid=30784131 transcript=Cre13.g577850.t1.1 locus=Cre13.g577850 ID=Cre13.g577850.t1.1.v5.5 annot-version=v5.52 2 2 20.433 193

Cre13.g577900.t1.2 (1 of 1) PF13865 - C-terminal duplication domain of Friend of PRMT1 (FoP_duplication)Cre13.g577900.t1.2 pacid=30784032 transcript=Cre13.g577900.t1.2 locus=Cre13.g577900 ID=Cre13.g577900.t1.2.v5.5 annot-version=v5.54 4 4 15.82 161

Cre13.g578012.t1.1 (1 of 2) PTHR11061//PTHR11061:SF29 - RNA M5U METHYLTRANSFERASE FAMILY // SUBFAMILY NOT NAMEDCre13.g578012.t1.1 pacid=30784766 transcript=Cre13.g578012.t1.1 locus=Cre13.g578012 ID=Cre13.g578012.t1.1.v5.5 annot-version=v5.51 1 1 64.011 625

Cre13.g578100.t1.1 (1 of 1) K14310 - nuclear pore complex protein Nup205 (NUP205, NUP192)Cre13.g578100.t1.1 pacid=30784397 transcript=Cre13.g578100.t1.1 locus=Cre13.g578100 ID=Cre13.g578100.t1.1.v5.5 annot-version=v5.52 2 2 233.48 2279

Cre13.g578150.t1.2 Regulator of ribonuclease activityCre13.g578150.t1.2 pacid=30784460 transcript=Cre13.g578150.t1.2 locus=Cre13.g578150 ID=Cre13.g578150.t1.2.v5.5 annot-version=v5.52 2 2 19.223 182

Cre13.g578451.t1.1 (1 of 2) 6.1.1.4 - Leucine--tRNA ligase / Leucyl-tRNA synthetaseCre13.g578451.t1.1 pacid=30784550 transcript=Cre13.g578451.t1.1 locus=Cre13.g578451 ID=Cre13.g578451.t1.1.v5.5 annot-version=v5.57 7 7 105.33 960

Cre13.g578650.t1.1 Similar to complex I intermediate-associated protein 30Cre13.g578650.t1.1 pacid=30784444 transcript=Cre13.g578650.t1.1 locus=Cre13.g578650 ID=Cre13.g578650.t1.1.v5.5 annot-version=v5.512 12 12 66.138 610

Cre13.g578750.t1.2 PsbA translation factorCre13.g578750.t1.2 pacid=30784710 transcript=Cre13.g578750.t1.2 locus=Cre13.g578750 ID=Cre13.g578750.t1.2.v5.5 annot-version=v5.511 11 11 46.769 431

Cre13.g579150.t1.2 (1 of 1) PTHR13528:SF2 - 39S RIBOSOMAL PROTEIN L28, MITOCHONDRIALCre13.g579150.t1.2 pacid=30784341 transcript=Cre13.g579150.t1.2 locus=Cre13.g579150 ID=Cre13.g579150.t1.2.v5.5 annot-version=v5.51 1 1 16.969 153

Cre13.g579550.t1.1 Predicted proteinCre13.g579550.t1.1 pacid=30784747 transcript=Cre13.g579550.t1.1 locus=Cre13.g579550 ID=Cre13.g579550.t1.1.v5.5 annot-version=v5.53 3 3 27.627 246

Cre13.g579566.t2.1 (1 of 10) 2.4.1.21 - Starch synthase / Starch (bacterial glycogen) synthaseCre13.g579566.t2.1 pacid=30784741 transcript=Cre13.g579566.t2.1 locus=Cre13.g579566 ID=Cre13.g579566.t2.1.v5.5 annot-version=v5.5;Cre13.g579566.t1.1 pacid=30784740 transcript=Cre13.g579566.t1.1 locus=Cre13.g579566 ID=Cre13.g579566.t1.1.v5.5 annot-version=v1 1 1 59.917 625

Cre13.g579950.t1.2 (1 of 1) PTHR12760 - TETRATRICOPEPTIDE REPEAT PROTEINCre13.g579950.t1.2 pacid=30784713 transcript=Cre13.g579950.t1.2 locus=Cre13.g579950 ID=Cre13.g579950.t1.2.v5.5 annot-version=v5.51 1 1 34.417 306

Cre13.g580500.t2.1 (1 of 2) PTHR12847:SF3 - NECAP-LIKE PROTEIN CG9132Cre13.g580500.t2.1 pacid=30784569 transcript=Cre13.g580500.t2.1 locus=Cre13.g580500 ID=Cre13.g580500.t2.1.v5.5 annot-version=v5.5;Cre13.g580500.t1.1 pacid=30784568 transcript=Cre13.g580500.t1.1 locus=Cre13.g580500 ID=Cre13.g580500.t1.1.v5.5 annot-version=v1 1 1 15.623 141

Cre13.g580650.t1.2 (1 of 1) K17605 - serine/threonine-protein phosphatase 2A activator (PPP2R4, PTPA)Cre13.g580650.t1.2 pacid=30784012 transcript=Cre13.g580650.t1.2 locus=Cre13.g580650 ID=Cre13.g580650.t1.2.v5.5 annot-version=v5.51 1 1 58.827 575

Cre13.g580850.t2.1 (1 of 2) PTHR13501 - CHLOROPLAST 50S RIBOSOMAL PROTEIN L22-RELATEDCre13.g580850.t2.1 pacid=30784623 transcript=Cre13.g580850.t2.1 locus=Cre13.g580850 ID=Cre13.g580850.t2.1.v5.5 annot-version=v5.5;Cre13.g580850.t1.2 pacid=30784624 transcript=Cre13.g580850.t1.2 locus=Cre13.g580850 ID=Cre13.g580850.t1.2.v5.5 annot-version=v5 5 5 18.925 175

Cre13.g581450.t1.2 26S proteasome regulatory subunitCre13.g581450.t1.2 pacid=30784003 transcript=Cre13.g581450.t1.2 locus=Cre13.g581450 ID=Cre13.g581450.t1.2.v5.5 annot-version=v5.5;Cre13.g581450.t2.1 pacid=30784004 transcript=Cre13.g581450.t2.1 locus=Cre13.g581450 ID=Cre13.g581450.t2.1.v5.5 annot-version=v4 4 4 43.364 385

Cre13.g581600.t1.2 Mitochondrial F1F0 ATP synthase associated 31.2 kDa proteinCre13.g581600.t1.2 pacid=30784147 transcript=Cre13.g581600.t1.2 locus=Cre13.g581600 ID=Cre13.g581600.t1.2.v5.5 annot-version=v5.520 20 20 34.017 325

Cre13.g581650.t1.2 Plastid ribosomal protein L7/L12Cre13.g581650.t1.2 pacid=30784593 transcript=Cre13.g581650.t1.2 locus=Cre13.g581650 ID=Cre13.g581650.t1.2.v5.5 annot-version=v5.58 8 8 16.875 162

Cre13.g581850.t1.2 (1 of 1) PTHR10566//PTHR10566:SF53 - CHAPERONE-ACTIVITY OF BC1 COMPLEX CABC1 -RELATED // SUBFAMILY NOT NAMEDCre13.g581850.t1.2 pacid=30784319 transcript=Cre13.g581850.t1.2 locus=Cre13.g581850 ID=Cre13.g581850.t1.2.v5.5 annot-version=v5.51 1 1 72.424 648

Cre13.g581900.t1.1 NA Cre13.g581900.t1.1 pacid=30783962 transcript=Cre13.g581900.t1.1 locus=Cre13.g581900 ID=Cre13.g581900.t1.1.v5.5 annot-version=v5.51 1 1 81.997 776

Cre13.g582201.t1.1 (1 of 2) 2.7.6.2 - Thiamine diphosphokinase / Thiamine pyrophosphokinaseCre13.g582201.t1.1 pacid=30784744 transcript=Cre13.g582201.t1.1 locus=Cre13.g582201 ID=Cre13.g582201.t1.1.v5.5 annot-version=v5.51 1 1 32.363 297

Cre13.g582350.t1.1 (1 of 1) K12164 - ubiquitin-like modifier-activating enzyme 5 (UBA5, UBE1DC1)Cre13.g582350.t1.1 pacid=30784097 transcript=Cre13.g582350.t1.1 locus=Cre13.g582350 ID=Cre13.g582350.t1.1.v5.5 annot-version=v5.52 2 2 51.916 499

Cre13.g582800.t1.2 (1 of 1) 6.3.2.11 - Carnosine synthase / Carnosine synthetaseCre13.g582800.t1.2 pacid=30784524 transcript=Cre13.g582800.t1.2 locus=Cre13.g582800 ID=Cre13.g582800.t1.2.v5.5 annot-version=v5.56 6 6 67.404 625

Cre13.g583550.t1.2 Vesicle inducing protein in plastids 1Cre13.g583550.t1.2 pacid=30784036 transcript=Cre13.g583550.t1.2 locus=Cre13.g583550 ID=Cre13.g583550.t1.2.v5.5 annot-version=v5.521 21 21 31.612 288

Cre13.g584200.t1.2 (1 of 1) PF03595 - Voltage-dependent anion channel (SLAC1)Cre13.g584200.t1.2 pacid=30784219 transcript=Cre13.g584200.t1.2 locus=Cre13.g584200 ID=Cre13.g584200.t1.2.v5.5 annot-version=v5.51 1 1 105.07 940

Cre13.g584400.t1.2 Flagellar Associated ProteinCre13.g584400.t1.2 pacid=30784234 transcript=Cre13.g584400.t1.2 locus=Cre13.g584400 ID=Cre13.g584400.t1.2.v5.5 annot-version=v5.51 1 1 101.97 868

Cre13.g584850.t1.1 (1 of 15) 2.5.1.18 - Glutathione transferase / S-(hydroxyalkyl)glutathione lyaseCre13.g584850.t1.1 pacid=30784125 transcript=Cre13.g584850.t1.1 locus=Cre13.g584850 ID=Cre13.g584850.t1.1.v5.5 annot-version=v5.51 1 1 26.382 242

Cre13.g585000.t3.1 NA Cre13.g585000.t3.1 pacid=30784301 transcript=Cre13.g585000.t3.1 locus=Cre13.g585000 ID=Cre13.g585000.t3.1.v5.5 annot-version=v5.5;Cre13.g585000.t2.1 pacid=30784300 transcript=Cre13.g585000.t2.1 locus=Cre13.g585000 ID=Cre13.g585000.t2.1.v5.5 annot-version=v3 3 3 46.045 430

Cre13.g585100.t1.2 (1 of 3) PF00790 - VHS domain (VHS)Cre13.g585100.t1.2 pacid=30784573 transcript=Cre13.g585100.t1.2 locus=Cre13.g585100 ID=Cre13.g585100.t1.2.v5.5 annot-version=v5.55 5 5 55.289 554

Cre13.g585150.t1.2 Eukaryotic translation initiation factor 6Cre13.g585150.t1.2 pacid=30784690 transcript=Cre13.g585150.t1.2 locus=Cre13.g585150 ID=Cre13.g585150.t1.2.v5.5 annot-version=v5.53 3 3 26.36 245

Cre13.g585301.t1.1 (1 of 1) 2.4.1.46 - Monogalactosyldiacylglycerol synthase / Uridine diphosphogalactose-1,2-diacylglycerol galactosyltransferaseCre13.g585301.t1.1 pacid=30784438 transcript=Cre13.g585301.t1.1 locus=Cre13.g585301 ID=Cre13.g585301.t1.1.v5.5 annot-version=v5.52 2 2 59.624 549

Cre13.g585350.t1.2 (1 of 1) PTHR10681//PTHR10681:SF68 - THIOREDOXIN PEROXIDASE // SUBFAMILY NOT NAMEDCre13.g585350.t1.2 pacid=30784278 transcript=Cre13.g585350.t1.2 locus=Cre13.g585350 ID=Cre13.g585350.t1.2.v5.5 annot-version=v5.52 2 2 23.792 226

Cre13.g585500.t1.2 Putative haloperoxidaseCre13.g585500.t1.2 pacid=30784408 transcript=Cre13.g585500.t1.2 locus=Cre13.g585500 ID=Cre13.g585500.t1.2.v5.5 annot-version=v5.55 5 5 46.317 431

Cre13.g585550.t1.1 Putative haloperoxidaseCre13.g585550.t1.1 pacid=30784780 transcript=Cre13.g585550.t1.1 locus=Cre13.g585550 ID=Cre13.g585550.t1.1.v5.5 annot-version=v5.51 1 1 47.817 438

Cre13.g585900.t1.2 Leukotriene A-4 hydrolaseCre13.g585900.t1.2 pacid=30784723 transcript=Cre13.g585900.t1.2 locus=Cre13.g585900 ID=Cre13.g585900.t1.2.v5.5 annot-version=v5.51 1 1 70.336 649

Cre13.g586050.t1.1 (1 of 1) PTHR24104:SF13 - HALOACID DEHALOGENASE-LIKE HYDROLASE FAMILY PROTEINCre13.g586050.t1.1 pacid=30784571 transcript=Cre13.g586050.t1.1 locus=Cre13.g586050 ID=Cre13.g586050.t1.1.v5.5 annot-version=v5.52 2 2 79.711 783

Cre13.g586200.t1.2 (1 of 20) PTHR23083 - TETRATRICOPEPTIDE REPEAT PROTEIN, TPRCre13.g586200.t1.2 pacid=30784653 transcript=Cre13.g586200.t1.2 locus=Cre13.g586200 ID=Cre13.g586200.t1.2.v5.5 annot-version=v5.51 1 1 45.104 450



Cre13.g586300.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre13.g586300.t1.2 pacid=30784217 transcript=Cre13.g586300.t1.2 locus=Cre13.g586300 ID=Cre13.g586300.t1.2.v5.5 annot-version=v5.55 5 5 11.669 108

Cre13.g586350.t1.1 (1 of 1) PTHR10992:SF754 - DNA PHOTOLYASECre13.g586350.t1.1 pacid=30784363 transcript=Cre13.g586350.t1.1 locus=Cre13.g586350 ID=Cre13.g586350.t1.1.v5.5 annot-version=v5.54 4 4 82.645 804

Cre13.g586916.t1.1 (1 of 2) K12900 - FUS-interacting serine-arginine-rich protein 1 (FUSIP1)Cre13.g586916.t1.1 pacid=30783868 transcript=Cre13.g586916.t1.1 locus=Cre13.g586916 ID=Cre13.g586916.t1.1.v5.5 annot-version=v5.52 2 2 33.954 286

Cre13.g587050.t1.2 Eukaryotic release factorCre13.g587050.t1.2 pacid=30784599 transcript=Cre13.g587050.t1.2 locus=Cre13.g587050 ID=Cre13.g587050.t1.2.v5.5 annot-version=v5.53 3 3 49.17 438

Cre13.g587500.t2.1 (1 of 2) 1.3.5.5 - 15-cis-phytoene desaturase / Plant-type phytoene desaturaseCre13.g587500.t2.1 pacid=30784281 transcript=Cre13.g587500.t2.1 locus=Cre13.g587500 ID=Cre13.g587500.t2.1.v5.5 annot-version=v5.5;Cre13.g587500.t1.1 pacid=30784280 transcript=Cre13.g587500.t1.1 locus=Cre13.g587500 ID=Cre13.g587500.t1.1.v5.5 annot-version=v2 2 2 64.18 596

Cre13.g588100.t1.2 Peptidyl-prolyl cis-trans isomerase, cyclophilin-typeCre13.g588100.t1.2 pacid=30783969 transcript=Cre13.g588100.t1.2 locus=Cre13.g588100 ID=Cre13.g588100.t1.2.v5.5 annot-version=v5.55 5 5 29.127 280

Cre13.g589167.t1.2 NA Cre13.g589167.t1.2 pacid=30783895 transcript=Cre13.g589167.t1.2 locus=Cre13.g589167 ID=Cre13.g589167.t1.2.v5.5 annot-version=v5.52 2 2 131.61 1303

Cre13.g589450.t1.2 (1 of 3) PTHR10338:SF110 - VON WILLEBRAND FACTOR A DOMAIN-CONTAINING PROTEIN 5ACre13.g589450.t1.2 pacid=30784574 transcript=Cre13.g589450.t1.2 locus=Cre13.g589450 ID=Cre13.g589450.t1.2.v5.5 annot-version=v5.55 5 5 107.34 1042

Cre13.g590650.t1.2 (1 of 1) PF07223 - Protein of unknown function (DUF1421) (DUF1421)Cre13.g590650.t1.2 pacid=30784585 transcript=Cre13.g590650.t1.2 locus=Cre13.g590650 ID=Cre13.g590650.t1.2.v5.5 annot-version=v5.53 3 3 56.56 553

Cre13.g591200.t1.2 Histone H2BCre13.g591200.t1.2 pacid=30784473 transcript=Cre13.g591200.t1.2 locus=Cre13.g591200 ID=Cre13.g591200.t1.2.v5.5 annot-version=v5.5;Cre13.g590750.t1.2 pacid=30783880 transcript=Cre13.g590750.t1.2 locus=Cre13.g590750 ID=Cre13.g590750.t1.2.v5.5 annot-version=v16 4 4 16.764 155

Cre13.g592200.t1.2 Glutamate synthase, NADH-dependentCre13.g592200.t1.2 pacid=30784587 transcript=Cre13.g592200.t1.2 locus=Cre13.g592200 ID=Cre13.g592200.t1.2.v5.5 annot-version=v5.55 5 5 241.84 2251

Cre13.g592450.t1.2 Epsilon subunit of COP-I complexCre13.g592450.t1.2 pacid=30784750 transcript=Cre13.g592450.t1.2 locus=Cre13.g592450 ID=Cre13.g592450.t1.2.v5.5 annot-version=v5.56 6 6 31.595 288

Cre13.g592500.t1.1 (1 of 1) K00953 - FAD synthetase (FLAD1)Cre13.g592500.t1.1 pacid=30784539 transcript=Cre13.g592500.t1.1 locus=Cre13.g592500 ID=Cre13.g592500.t1.1.v5.5 annot-version=v5.54 4 4 61.023 582

Cre13.g602350.t1.2 (1 of 1) K01609 - indole-3-glycerol phosphate synthase (trpC)Cre13.g602350.t1.2 pacid=30784267 transcript=Cre13.g602350.t1.2 locus=Cre13.g602350 ID=Cre13.g602350.t1.2.v5.5 annot-version=v5.59 9 9 36.902 340

Cre13.g602450.t1.2 NA Cre13.g602450.t1.2 pacid=30784340 transcript=Cre13.g602450.t1.2 locus=Cre13.g602450 ID=Cre13.g602450.t1.2.v5.5 annot-version=v5.59 9 9 23.563 227

Cre13.g602650.t1.2 (1 of 1) PTHR12231:SF150 - RHODANESE-LIKE DOMAIN-CONTAINING PROTEIN 11, CHLOROPLASTICCre13.g602650.t1.2 pacid=30784675 transcript=Cre13.g602650.t1.2 locus=Cre13.g602650 ID=Cre13.g602650.t1.2.v5.5 annot-version=v5.56 6 6 29.106 276

Cre13.g603000.t2.1 3',5'-cyclic-nucleotide phosphodiesteraseCre13.g603000.t2.1 pacid=30784172 transcript=Cre13.g603000.t2.1 locus=Cre13.g603000 ID=Cre13.g603000.t2.1.v5.5 annot-version=v5.5;Cre13.g603000.t1.2 pacid=30784171 transcript=Cre13.g603000.t1.2 locus=Cre13.g603000 ID=Cre13.g603000.t1.2.v5.5 annot-version=v4 4 4 46.881 416

Cre13.g603050.t1.2 NA Cre13.g603050.t1.2 pacid=30784203 transcript=Cre13.g603050.t1.2 locus=Cre13.g603050 ID=Cre13.g603050.t1.2.v5.5 annot-version=v5.51 1 1 95.509 950

Cre13.g603225.t1.1 (1 of 2) K03924 - MoxR-like ATPase (moxR)Cre13.g603225.t1.1 pacid=30784637 transcript=Cre13.g603225.t1.1 locus=Cre13.g603225 ID=Cre13.g603225.t1.1.v5.5 annot-version=v5.54 4 4 45.067 412

Cre13.g603500.t1.2 NA Cre13.g603500.t1.2 pacid=30784490 transcript=Cre13.g603500.t1.2 locus=Cre13.g603500 ID=Cre13.g603500.t1.2.v5.5 annot-version=v5.55 5 5 18.307 173

Cre13.g603550.t1.2 NA Cre13.g603550.t1.2 pacid=30784579 transcript=Cre13.g603550.t1.2 locus=Cre13.g603550 ID=Cre13.g603550.t1.2.v5.5 annot-version=v5.53 3 3 26.513 259

Cre13.g603650.t1.2 NA Cre13.g603650.t1.2 pacid=30784532 transcript=Cre13.g603650.t1.2 locus=Cre13.g603650 ID=Cre13.g603650.t1.2.v5.5 annot-version=v5.51 1 1 9.4679 86

Cre13.g603700.t1.2 Actin Cre13.g603700.t1.2 pacid=30784404 transcript=Cre13.g603700.t1.2 locus=Cre13.g603700 ID=Cre13.g603700.t1.2.v5.5 annot-version=v5.525 25 25 41.836 377

Cre13.g603750.t1.1 (1 of 2) PTHR10027 - CALCIUM-ACTIVATED POTASSIUM CHANNEL ALPHA CHAINCre13.g603750.t1.1 pacid=30784346 transcript=Cre13.g603750.t1.1 locus=Cre13.g603750 ID=Cre13.g603750.t1.1.v5.5 annot-version=v5.51 1 1 189.89 1898

Cre13.g603850.t1.2 NA Cre13.g603850.t1.2 pacid=30784224 transcript=Cre13.g603850.t1.2 locus=Cre13.g603850 ID=Cre13.g603850.t1.2.v5.5 annot-version=v5.51 1 1 34.748 343

Cre13.g603900.t1.2 (1 of 1) K01890 - phenylalanyl-tRNA synthetase beta chain (FARSB, pheT)Cre13.g603900.t1.2 pacid=30783937 transcript=Cre13.g603900.t1.2 locus=Cre13.g603900 ID=Cre13.g603900.t1.2.v5.5 annot-version=v5.58 8 8 68.599 625

Cre13.g604150.t1.2 (1 of 1) KOG0057 - Mitochondrial Fe/S cluster exporter, ABC superfamilyCre13.g604150.t1.2 pacid=30784514 transcript=Cre13.g604150.t1.2 locus=Cre13.g604150 ID=Cre13.g604150.t1.2.v5.5 annot-version=v5.51 1 1 97.98 966

Cre13.g604650.t2.1 (1 of 1) PTHR10804:SF11 - PROLIFERATION-ASSOCIATED PROTEIN 2G4Cre13.g604650.t2.1 pacid=30784626 transcript=Cre13.g604650.t2.1 locus=Cre13.g604650 ID=Cre13.g604650.t2.1.v5.5 annot-version=v5.5;Cre13.g604650.t1.2 pacid=30784625 transcript=Cre13.g604650.t1.2 locus=Cre13.g604650 ID=Cre13.g604650.t1.2.v5.5 annot-version=v18 18 17 41.427 387

Cre13.g605150.t1.2 Mn superoxide dismutaseCre13.g605150.t1.2 pacid=30784701 transcript=Cre13.g605150.t1.2 locus=Cre13.g605150 ID=Cre13.g605150.t1.2.v5.5 annot-version=v5.55 5 5 24.852 223

Cre13.g605200.t2.1 (1 of 37) 3.4.24.38 - Gametolysin / LysinCre13.g605200.t2.1 pacid=30784323 transcript=Cre13.g605200.t2.1 locus=Cre13.g605200 ID=Cre13.g605200.t2.1.v5.5 annot-version=v5.5;Cre13.g605200.t1.1 pacid=30784322 transcript=Cre13.g605200.t1.1 locus=Cre13.g605200 ID=Cre13.g605200.t1.1.v5.5 annot-version=v1 1 1 76.563 712

Cre13.g605650.t1.2 (1 of 1) 1.2.1.8 - Betaine-aldehyde dehydrogenase / Betaine aldehyde oxidaseCre13.g605650.t1.2 pacid=30784412 transcript=Cre13.g605650.t1.2 locus=Cre13.g605650 ID=Cre13.g605650.t1.2.v5.5 annot-version=v5.52 2 2 53.072 504

Cre13.g606050.t1.2 (1 of 1) PTHR11766 - TYROSYL-TRNA SYNTHETASECre13.g606050.t1.2 pacid=30783924 transcript=Cre13.g606050.t1.2 locus=Cre13.g606050 ID=Cre13.g606050.t1.2.v5.5 annot-version=v5.54 4 4 52.806 492

Cre13.g606350.t2.1 (1 of 1) PF12816 - Golgi CORVET complex core vacuolar protein 8 (Vps8)Cre13.g606350.t2.1 pacid=30784367 transcript=Cre13.g606350.t2.1 locus=Cre13.g606350 ID=Cre13.g606350.t2.1.v5.5 annot-version=v5.5;Cre13.g606350.t1.1 pacid=30784366 transcript=Cre13.g606350.t1.1 locus=Cre13.g606350 ID=Cre13.g606350.t1.1.v5.5 annot-version=v1 1 1 535.9 5604

Cre13.g606550.t1.1 NA Cre13.g606550.t1.1 pacid=30784618 transcript=Cre13.g606550.t1.1 locus=Cre13.g606550 ID=Cre13.g606550.t1.1.v5.5 annot-version=v5.51 1 1 41.279 408

Cre13.g607000.t1.2 (1 of 2) 3.4.13.18 - Cytosol nonspecific dipeptidase / Prolylglycine dipeptidaseCre13.g607000.t1.2 pacid=30784537 transcript=Cre13.g607000.t1.2 locus=Cre13.g607000 ID=Cre13.g607000.t1.2.v5.5 annot-version=v5.51 1 1 58.841 570

Cre13.g607050.t1.2 Thiosulfate sulfurtransferaseCre13.g607050.t1.2 pacid=30784387 transcript=Cre13.g607050.t1.2 locus=Cre13.g607050 ID=Cre13.g607050.t1.2.v5.5 annot-version=v5.52 2 2 36.005 342

Cre13.g607450.t1.1 Dihydroxyacetone kinaseCre13.g607450.t1.1 pacid=30783907 transcript=Cre13.g607450.t1.1 locus=Cre13.g607450 ID=Cre13.g607450.t1.1.v5.5 annot-version=v5.51 1 1 62.804 637

Cre13.g607500.t1.2 (1 of 1) K10884 - ATP-dependent DNA helicase 2 subunit 1 (XRCC6, KU70, G22P1)Cre13.g607500.t1.2 pacid=30783931 transcript=Cre13.g607500.t1.2 locus=Cre13.g607500 ID=Cre13.g607500.t1.2.v5.5 annot-version=v5.51 1 1 74.967 694

Cre13.g607750.t1.2 Flagellar Associated ProteinCre13.g607750.t1.2 pacid=30783935 transcript=Cre13.g607750.t1.2 locus=Cre13.g607750 ID=Cre13.g607750.t1.2.v5.5 annot-version=v5.52 2 2 64.884 573

Cre13.g608000.t1.2 Predicted proteinCre13.g608000.t1.2 pacid=30784318 transcript=Cre13.g608000.t1.2 locus=Cre13.g608000 ID=Cre13.g608000.t1.2.v5.5 annot-version=v5.52 2 2 32.971 321

Cre14.g608150.t1.1 (1 of 4) PF13020 - Domain of unknown function (DUF3883) (DUF3883)Cre14.g608150.t1.1 pacid=30776218 transcript=Cre14.g608150.t1.1 locus=Cre14.g608150 ID=Cre14.g608150.t1.1.v5.5 annot-version=v5.51 1 1 463.09 4681

Cre14.g608700.t1.2 (1 of 1) 2.6.1.39 - 2-aminoadipate transaminase / 2-aminoadipate aminotransferaseCre14.g608700.t1.2 pacid=30776609 transcript=Cre14.g608700.t1.2 locus=Cre14.g608700 ID=Cre14.g608700.t1.2.v5.5 annot-version=v5.52 2 2 64.046 619

Cre14.g608800.t1.2 (1 of 1) 1.1.1.294 - Chlorophyll(ide) b reductase / Chlorophyll b reductaseCre14.g608800.t1.2 pacid=30776118 transcript=Cre14.g608800.t1.2 locus=Cre14.g608800 ID=Cre14.g608800.t1.2.v5.5 annot-version=v5.52 2 2 39.775 387

Cre14.g609030.t1.1 (1 of 2) 3.5.5.1 - NitrilaseCre14.g609030.t1.1 pacid=30776170 transcript=Cre14.g609030.t1.1 locus=Cre14.g609030 ID=Cre14.g609030.t1.1.v5.5 annot-version=v5.51 1 1 34.831 330

Cre14.g609950.t1.2 NA Cre14.g609950.t1.2 pacid=30776134 transcript=Cre14.g609950.t1.2 locus=Cre14.g609950 ID=Cre14.g609950.t1.2.v5.5 annot-version=v5.51 1 1 135.57 1423

Cre14.g610501.t1.1 (1 of 1) KOG0725//KOG1205 - Reductases with broad range of substrate specificities // Predicted dehydrogenaseCre14.g610501.t1.1 pacid=30776095 transcript=Cre14.g610501.t1.1 locus=Cre14.g610501 ID=Cre14.g610501.t1.1.v5.5 annot-version=v5.53 3 3 40.271 383

Cre14.g611450.t1.1 Plastid lipid associated proteinCre14.g611450.t1.1 pacid=30776242 transcript=Cre14.g611450.t1.1 locus=Cre14.g611450 ID=Cre14.g611450.t1.1.v5.5 annot-version=v5.51 1 1 241.75 2559

Cre14.g611517.t1.1 (1 of 3) K07393 - putative glutathione S-transferase (ECM4)Cre14.g611517.t1.1 pacid=30776601 transcript=Cre14.g611517.t1.1 locus=Cre14.g611517 ID=Cre14.g611517.t1.1.v5.5 annot-version=v5.51 1 1 48.842 463

Cre14.g611700.t1.1 Plastid lipid associated proteinCre14.g611700.t1.1 pacid=30776490 transcript=Cre14.g611700.t1.1 locus=Cre14.g611700 ID=Cre14.g611700.t1.1.v5.5 annot-version=v5.51 1 1 126.73 1304

Cre14.g611950.t1.1 NA Cre14.g611950.t1.1 pacid=30776532 transcript=Cre14.g611950.t1.1 locus=Cre14.g611950 ID=Cre14.g611950.t1.1.v5.5 annot-version=v5.52 2 2 64.217 628



Cre14.g612000.t1.2 (1 of 1) K17545 - serine/threonine-protein kinase ULK4 [EC:2.7.11.1] (ULK4)Cre14.g612000.t1.2 pacid=30776365 transcript=Cre14.g612000.t1.2 locus=Cre14.g612000 ID=Cre14.g612000.t1.2.v5.5 annot-version=v5.51 1 1 149.33 1406

Cre14.g612250.t1.2 NA Cre14.g612250.t1.2 pacid=30776511 transcript=Cre14.g612250.t1.2 locus=Cre14.g612250 ID=Cre14.g612250.t1.2.v5.5 annot-version=v5.51 1 1 46.18 421

Cre14.g612450.t1.2 Plastid ribosomal protein L15Cre14.g612450.t1.2 pacid=30776298 transcript=Cre14.g612450.t1.2 locus=Cre14.g612450 ID=Cre14.g612450.t1.2.v5.5 annot-version=v5.59 9 9 26.041 246

Cre14.g612633.t1.1 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre14.g612633.t1.1 pacid=30776147 transcript=Cre14.g612633.t1.1 locus=Cre14.g612633 ID=Cre14.g612633.t1.1.v5.5 annot-version=v5.57 7 7 1028.9 10698

Cre14.g612800.t1.2 NA Cre14.g612800.t1.2 pacid=30776140 transcript=Cre14.g612800.t1.2 locus=Cre14.g612800 ID=Cre14.g612800.t1.2.v5.5 annot-version=v5.52 2 2 16.361 149

Cre14.g613134.t1.2 (1 of 8) 2.1.1.259 - [Fructose-bisphosphate aldolase]-lysine N-methyltransferase / (dimerizing)]-lysine 6-N-methyltransferaseCre14.g613134.t1.2 pacid=30776461 transcript=Cre14.g613134.t1.2 locus=Cre14.g613134 ID=Cre14.g613134.t1.2.v5.5 annot-version=v5.52 2 2 67.861 655

Cre14.g613550.t1.2 Flagellar Associated ProteinCre14.g613550.t1.2 pacid=30776510 transcript=Cre14.g613550.t1.2 locus=Cre14.g613550 ID=Cre14.g613550.t1.2.v5.5 annot-version=v5.52 2 2 30.786 288

Cre14.g613600.t2.1 (1 of 2) PTHR19375:SF152 - HEAT SHOCK 70 KDA PROTEIN COGNATE 1-RELATEDCre14.g613600.t2.1 pacid=30776198 transcript=Cre14.g613600.t2.1 locus=Cre14.g613600 ID=Cre14.g613600.t2.1.v5.5 annot-version=v5.5;Cre14.g613600.t1.2 pacid=30776197 transcript=Cre14.g613600.t1.2 locus=Cre14.g613600 ID=Cre14.g613600.t1.2.v5.5 annot-version=v3 3 3 15.954 148

Cre14.g614050.t1.1 (1 of 1) K16732 - protein regulator of cytokinesis 1 (PRC1)Cre14.g614050.t1.1 pacid=30776322 transcript=Cre14.g614050.t1.1 locus=Cre14.g614050 ID=Cre14.g614050.t1.1.v5.5 annot-version=v5.51 1 1 83.834 805

Cre14.g614300.t1.2 (1 of 1) 1.1.1.205 - IMP dehydrogenase / Inosinic acid dehydrogenaseCre14.g614300.t1.2 pacid=30776427 transcript=Cre14.g614300.t1.2 locus=Cre14.g614300 ID=Cre14.g614300.t1.2.v5.5 annot-version=v5.511 11 11 53.637 507

Cre14.g614600.t1.2 (1 of 2) 3.4.24.35 - Gelatinase B / Type V collagenaseCre14.g614600.t1.2 pacid=30776149 transcript=Cre14.g614600.t1.2 locus=Cre14.g614600 ID=Cre14.g614600.t1.2.v5.5 annot-version=v5.55 5 5 21.097 206

Cre14.g614850.t1.1 Flagellar Associated Protein with ankyrin repeatsCre14.g614850.t1.1 pacid=30776426 transcript=Cre14.g614850.t1.1 locus=Cre14.g614850 ID=Cre14.g614850.t1.1.v5.5 annot-version=v5.52 2 2 213.68 2057

Cre14.g614900.t2.1 (1 of 1) 6.1.1.18 - Glutamine--tRNA ligase / Glutaminyl-tRNA synthetaseCre14.g614900.t2.1 pacid=30776598 transcript=Cre14.g614900.t2.1 locus=Cre14.g614900 ID=Cre14.g614900.t2.1.v5.5 annot-version=v5.5;Cre14.g614900.t1.2 pacid=30776597 transcript=Cre14.g614900.t1.2 locus=Cre14.g614900 ID=Cre14.g614900.t1.2.v5.5 annot-version=v11 11 11 89.316 798

Cre14.g615000.t1.1 (1 of 3) K07305 - peptide-methionine (R)-S-oxide reductase (msrB)Cre14.g615000.t1.1 pacid=30776712 transcript=Cre14.g615000.t1.1 locus=Cre14.g615000 ID=Cre14.g615000.t1.1.v5.5 annot-version=v5.58 8 8 18.771 170

Cre14.g615800.t1.2 (1 of 4) PTHR31563:SF1 - ION CHANNEL POLLUX-RELATEDCre14.g615800.t1.2 pacid=30776452 transcript=Cre14.g615800.t1.2 locus=Cre14.g615800 ID=Cre14.g615800.t1.2.v5.5 annot-version=v5.51 1 1 91.636 908

Cre14.g615950.t1.1 (1 of 2) K03235 - elongation factor 3 (EF3, TEF3)Cre14.g615950.t1.1 pacid=30776520 transcript=Cre14.g615950.t1.1 locus=Cre14.g615950 ID=Cre14.g615950.t1.1.v5.5 annot-version=v5.59 8 8 115.54 1073

Cre14.g616100.t1.1 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre14.g616100.t1.1 pacid=30776088 transcript=Cre14.g616100.t1.1 locus=Cre14.g616100 ID=Cre14.g616100.t1.1.v5.5 annot-version=v5.53 3 3 45.728 420

Cre14.g616250.t1.2 Polyketide cyclase/dehydraseCre14.g616250.t1.2 pacid=30776743 transcript=Cre14.g616250.t1.2 locus=Cre14.g616250 ID=Cre14.g616250.t1.2.v5.5 annot-version=v5.53 3 3 24.714 223

Cre14.g616600.t1.2 (1 of 1) PTHR11649:SF36 - FZLCre14.g616600.t1.2 pacid=30776688 transcript=Cre14.g616600.t1.2 locus=Cre14.g616600 ID=Cre14.g616600.t1.2.v5.5 annot-version=v5.513 13 13 107.96 1049

Cre14.g616650.t1.2 NA Cre14.g616650.t1.2 pacid=30776606 transcript=Cre14.g616650.t1.2 locus=Cre14.g616650 ID=Cre14.g616650.t1.2.v5.5 annot-version=v5.54 1 1 104.62 963

Cre14.g616700.t1.1 (1 of 1) 2.6.1.57 - Aromatic-amino-acid transaminaseCre14.g616700.t1.1 pacid=30776509 transcript=Cre14.g616700.t1.1 locus=Cre14.g616700 ID=Cre14.g616700.t1.1.v5.5 annot-version=v5.57 7 4 104.56 964

Cre14.g617550.t1.2 Outer dynein arm-docking complex subunit 3, DC3Cre14.g617550.t1.2 pacid=30776089 transcript=Cre14.g617550.t1.2 locus=Cre14.g617550 ID=Cre14.g617550.t1.2.v5.5 annot-version=v5.52 2 2 21.341 184

Cre14.g617600.t1.2 DegP-type proteaseCre14.g617600.t1.2 pacid=30776594 transcript=Cre14.g617600.t1.2 locus=Cre14.g617600 ID=Cre14.g617600.t1.2.v5.5 annot-version=v5.51 1 1 66.124 619

Cre14.g617826.t1.1 (1 of 2) PTHR14110:SF0 - MITOCHONDRIAL IMPORT INNER MEMBRANE TRANSLOCASE SUBUNIT TIM22Cre14.g617826.t1.1 pacid=30776709 transcript=Cre14.g617826.t1.1 locus=Cre14.g617826 ID=Cre14.g617826.t1.1.v5.5 annot-version=v5.54 4 4 23.367 219

Cre14.g617900.t1.2 Ribosomal protein L35, component of cytosolic 80S ribosome and 60S large subunitCre14.g617900.t1.2 pacid=30776584 transcript=Cre14.g617900.t1.2 locus=Cre14.g617900 ID=Cre14.g617900.t1.2.v5.5 annot-version=v5.58 8 8 14.864 130

Cre14.g618050.t1.2 Plastid lipid associated proteinCre14.g618050.t1.2 pacid=30776404 transcript=Cre14.g618050.t1.2 locus=Cre14.g618050 ID=Cre14.g618050.t1.2.v5.5 annot-version=v5.53 3 3 23.759 227

Cre14.g619100.t1.2 Inactive subunit of chloroplast ClpP complexCre14.g619100.t1.2 pacid=30776241 transcript=Cre14.g619100.t1.2 locus=Cre14.g619100 ID=Cre14.g619100.t1.2.v5.5 annot-version=v5.51 1 1 46.219 411

Cre14.g619133.t1.1 (1 of 1) K00234 - succinate dehydrogenase (ubiquinone) flavoprotein subunit (SDHA, SDH1)Cre14.g619133.t1.1 pacid=30776744 transcript=Cre14.g619133.t1.1 locus=Cre14.g619133 ID=Cre14.g619133.t1.1.v5.5 annot-version=v5.510 10 10 68.879 635

Cre14.g619166.t1.1 (1 of 3) K03097 - casein kinase II subunit alpha (CSNK2A)Cre14.g619166.t1.1 pacid=30776713 transcript=Cre14.g619166.t1.1 locus=Cre14.g619166 ID=Cre14.g619166.t1.1.v5.5 annot-version=v5.55 5 5 36.345 322

Cre14.g619550.t2.1 20S proteasome alpha subunit GCre14.g619550.t2.1 pacid=30776162 transcript=Cre14.g619550.t2.1 locus=Cre14.g619550 ID=Cre14.g619550.t2.1.v5.5 annot-version=v5.5;Cre14.g619550.t1.2 pacid=30776161 transcript=Cre14.g619550.t1.2 locus=Cre14.g619550 ID=Cre14.g619550.t1.2.v5.5 annot-version=v5 5 5 27.083 247

Cre14.g620300.t1.2 Anthranilate synthase, beta subunitCre14.g620300.t1.2 pacid=30776416 transcript=Cre14.g620300.t1.2 locus=Cre14.g620300 ID=Cre14.g620300.t1.2.v5.5 annot-version=v5.53 3 3 25.022 229

Cre14.g620600.t1.2 Cell wall protein pherophorin-C2Cre14.g620600.t1.2 pacid=30776185 transcript=Cre14.g620600.t1.2 locus=Cre14.g620600 ID=Cre14.g620600.t1.2.v5.5 annot-version=v5.5;Cre14.g620702.t1.1 pacid=30776189 transcript=Cre14.g620702.t1.1 locus=Cre14.g620702 ID=Cre14.g620702.t1.1.v5.5 annot-version=v6 6 6 51.691 495

Cre14.g620850.t1.2 (1 of 10) PF00010 - Helix-loop-helix DNA-binding domain (HLH)Cre14.g620850.t1.2 pacid=30776778 transcript=Cre14.g620850.t1.2 locus=Cre14.g620850 ID=Cre14.g620850.t1.2.v5.5 annot-version=v5.52 2 2 53.833 535

Cre14.g621450.t1.2 Ribosomal protein L5, component of cytosolic 80S ribosome and 60S large subunitCre14.g621450.t1.2 pacid=30776682 transcript=Cre14.g621450.t1.2 locus=Cre14.g621450 ID=Cre14.g621450.t1.2.v5.5 annot-version=v5.515 15 15 33.672 293

Cre14.g621650.t1.1 (1 of 2) K00645 - fabDCre14.g621650.t1.1 pacid=30776643 transcript=Cre14.g621650.t1.1 locus=Cre14.g621650 ID=Cre14.g621650.t1.1.v5.5 annot-version=v5.516 16 16 36.593 349

Cre14.g621751.t1.1 (1 of 1) 2.7.7.64 - UTP-monosaccharide-1-phosphate uridylyltransferase / USPCre14.g621751.t1.1 pacid=30776143 transcript=Cre14.g621751.t1.1 locus=Cre14.g621751 ID=Cre14.g621751.t1.1.v5.5 annot-version=v5.52 2 2 89.107 887

Cre14.g623000.t1.1 (1 of 1) PTHR18901//PTHR18901:SF31 - 2-DEOXYGLUCOSE-6-PHOSPHATE PHOSPHATASE 2 // SUBFAMILY NOT NAMEDCre14.g623000.t1.1 pacid=30776618 transcript=Cre14.g623000.t1.1 locus=Cre14.g623000 ID=Cre14.g623000.t1.1.v5.5 annot-version=v5.55 5 5 36.452 336

Cre14.g624201.t1.1 (1 of 1) PTHR10438:SF247 - THIOREDOXIN-LIKE PROTEIN CDSP32, CHLOROPLASTICCre14.g624201.t1.1 pacid=30776375 transcript=Cre14.g624201.t1.1 locus=Cre14.g624201 ID=Cre14.g624201.t1.1.v5.5 annot-version=v5.54 4 4 41.274 380

Cre14.g625000.t1.1 NA Cre14.g625000.t1.1 pacid=30776446 transcript=Cre14.g625000.t1.1 locus=Cre14.g625000 ID=Cre14.g625000.t1.1.v5.5 annot-version=v5.51 1 1 31.039 296

Cre14.g625400.t1.1 26S proteasome regulatory subunitCre14.g625400.t1.1 pacid=30776673 transcript=Cre14.g625400.t1.1 locus=Cre14.g625400 ID=Cre14.g625400.t1.1.v5.5 annot-version=v5.55 5 5 47.665 427

Cre14.g625550.t2.1 (1 of 1) PTHR18849 - LEUCINE RICH REPEAT PROTEINCre14.g625550.t2.1 pacid=30776080 transcript=Cre14.g625550.t2.1 locus=Cre14.g625550 ID=Cre14.g625550.t2.1.v5.5 annot-version=v5.5;Cre14.g625550.t1.2 pacid=30776079 transcript=Cre14.g625550.t1.2 locus=Cre14.g625550 ID=Cre14.g625550.t1.2.v5.5 annot-version=v1 1 1 25.802 246

Cre14.g625750.t2.1 22 kDa translocon at the inner membrane of chloroplastsCre14.g625750.t2.1 pacid=30776244 transcript=Cre14.g625750.t2.1 locus=Cre14.g625750 ID=Cre14.g625750.t2.1.v5.5 annot-version=v5.5;Cre14.g625750.t1.2 pacid=30776243 transcript=Cre14.g625750.t1.2 locus=Cre14.g625750 ID=Cre14.g625750.t1.2.v5.5 annot-version=v4 4 4 36.822 330

Cre14.g626200.t1.1 (1 of 13) K00472 - prolyl 4-hydroxylase (E1.14.11.2)Cre14.g626200.t1.1 pacid=30776763 transcript=Cre14.g626200.t1.1 locus=Cre14.g626200 ID=Cre14.g626200.t1.1.v5.5 annot-version=v5.53 3 3 30.848 277

Cre14.g626700.t1.2 Ferredoxin Cre14.g626700.t1.2 pacid=30776503 transcript=Cre14.g626700.t1.2 locus=Cre14.g626700 ID=Cre14.g626700.t1.2.v5.5 annot-version=v5.54 4 4 13.232 126

Cre14.g626900.t1.2 (1 of 1) K17497 - phosphomannomutase (PMM)Cre14.g626900.t1.2 pacid=30776629 transcript=Cre14.g626900.t1.2 locus=Cre14.g626900 ID=Cre14.g626900.t1.2.v5.5 annot-version=v5.56 6 6 27.652 244

Cre14.g627850.t1.2 (1 of 2) 1.17.1.8 - 4-hydroxy-tetrahydrodipicolinate reductase / Dihydrodipicolinate reductaseCre14.g627850.t1.2 pacid=30776180 transcript=Cre14.g627850.t1.2 locus=Cre14.g627850 ID=Cre14.g627850.t1.2.v5.5 annot-version=v5.55 5 5 33.415 309

Cre14.g628100.t1.2 Putative hnRNP splicing factorCre14.g628100.t1.2 pacid=30776429 transcript=Cre14.g628100.t1.2 locus=Cre14.g628100 ID=Cre14.g628100.t1.2.v5.5 annot-version=v5.53 3 3 55.757 546

Cre14.g629464.t1.1 (1 of 88) PTHR15535 - TRANSMEMBRANE PROTEIN 2-RELATEDCre14.g629464.t1.1 pacid=30776191 transcript=Cre14.g629464.t1.1 locus=Cre14.g629464 ID=Cre14.g629464.t1.1.v5.5 annot-version=v5.51 1 1 98.839 917

Cre14.g629550.t1.2 (1 of 1) K06963 - tRNA acetyltransferase TAN1 (TAN1, THUMPD1)Cre14.g629550.t1.2 pacid=30776350 transcript=Cre14.g629550.t1.2 locus=Cre14.g629550 ID=Cre14.g629550.t1.2.v5.5 annot-version=v5.53 3 3 40.198 388

Cre14.g629700.t1.1 NADP malic enzymeCre14.g629700.t1.1 pacid=30776492 transcript=Cre14.g629700.t1.1 locus=Cre14.g629700 ID=Cre14.g629700.t1.1.v5.5 annot-version=v5.5;Cre14.g628650.t1.2 pacid=30776141 transcript=Cre14.g628650.t1.2 locus=Cre14.g628650 ID=Cre14.g628650.t1.2.v5.5 annot-version=v2 2 2 67.673 623



Cre14.g630100.t1.2 Ribosomal protein L13, component of cytosolic 80S ribosome and 60S large subunitCre14.g630100.t1.2 pacid=30776357 transcript=Cre14.g630100.t1.2 locus=Cre14.g630100 ID=Cre14.g630100.t1.2.v5.5 annot-version=v5.516 16 16 24.483 218

Cre14.g630400.t1.2 (1 of 1) 1.1.1.316 - L-galactose 1-dehydrogenase / L-galDHCre14.g630400.t1.2 pacid=30776224 transcript=Cre14.g630400.t1.2 locus=Cre14.g630400 ID=Cre14.g630400.t1.2.v5.5 annot-version=v5.52 2 2 36.408 353

Cre14.g630550.t1.1 DegP-type proteaseCre14.g630550.t1.1 pacid=30776139 transcript=Cre14.g630550.t1.1 locus=Cre14.g630550 ID=Cre14.g630550.t1.1.v5.5 annot-version=v5.51 1 1 79.133 823

Cre14.g630847.t1.1 (1 of 1) PTHR10683:SF10 - TRANSALDOLASE-LIKE PROTEINCre14.g630847.t1.1 pacid=30776217 transcript=Cre14.g630847.t1.1 locus=Cre14.g630847 ID=Cre14.g630847.t1.1.v5.5 annot-version=v5.519 19 19 41.82 399

Cre14.g631600.t1.2 (1 of 1) 1.5.1.40 - 8-hydroxy-5-deazaflavin:NADPH oxidoreductaseCre14.g631600.t1.2 pacid=30776264 transcript=Cre14.g631600.t1.2 locus=Cre14.g631600 ID=Cre14.g631600.t1.2.v5.5 annot-version=v5.510 10 10 23.971 229

Cre14.g631900.t1.2 (1 of 1) K14648 - poly(U)-specific endoribonuclease (ENDOU, PP11)Cre14.g631900.t1.2 pacid=30776496 transcript=Cre14.g631900.t1.2 locus=Cre14.g631900 ID=Cre14.g631900.t1.2.v5.5 annot-version=v5.52 2 2 33.167 292

Cre14.g632000.t1.1 GrpE nucleotide release factorCre14.g632000.t1.1 pacid=30776247 transcript=Cre14.g632000.t1.1 locus=Cre14.g632000 ID=Cre14.g632000.t1.1.v5.5 annot-version=v5.51 1 1 152.27 1442

Cre14.g632350.t1.1 Flagellar Associated ProteinCre14.g632350.t1.1 pacid=30776163 transcript=Cre14.g632350.t1.1 locus=Cre14.g632350 ID=Cre14.g632350.t1.1.v5.5 annot-version=v5.54 4 4 37.39 394

Cre14.g632450.t1.1 (1 of 2) PTHR21131 - SERINE-TYPE ENDOPEPTIDASE INHIBITORCre14.g632450.t1.1 pacid=30776493 transcript=Cre14.g632450.t1.1 locus=Cre14.g632450 ID=Cre14.g632450.t1.1.v5.5 annot-version=v5.58 8 8 105.34 1054

Cre14.g632775.t1.1 (1 of 1) K03035 - 26S proteasome regulatory subunit N5 (PSMD12, RPN5)Cre14.g632775.t1.1 pacid=30776081 transcript=Cre14.g632775.t1.1 locus=Cre14.g632775 ID=Cre14.g632775.t1.1.v5.5 annot-version=v5.54 4 4 54.122 494

Cre14.g632950.t1.2 Component of CCR4-NOT transcriptional regulator complexCre14.g632950.t1.2 pacid=30776512 transcript=Cre14.g632950.t1.2 locus=Cre14.g632950 ID=Cre14.g632950.t1.2.v5.5 annot-version=v5.52 2 2 242.67 2314

Cre14.g633100.t1.2 (1 of 1) PF12070 - Protein of unknown function (DUF3550/UPF0682) (DUF3550)Cre14.g633100.t1.2 pacid=30776136 transcript=Cre14.g633100.t1.2 locus=Cre14.g633100 ID=Cre14.g633100.t1.2.v5.5 annot-version=v5.51 1 1 83.943 865

Cre14.g633550.t1.2 (1 of 1) 2.3.1.176 - Propanoyl-CoA C-acyltransferase / Sterol carrier protein-XCre14.g633550.t1.2 pacid=30776546 transcript=Cre14.g633550.t1.2 locus=Cre14.g633550 ID=Cre14.g633550.t1.2.v5.5 annot-version=v5.51 1 1 13.661 130

Cre14.g633750.t1.1 Importin beta-3 homologCre14.g633750.t1.1 pacid=30776542 transcript=Cre14.g633750.t1.1 locus=Cre14.g633750 ID=Cre14.g633750.t1.1.v5.5 annot-version=v5.514 14 14 121.66 1129

Cre15.g635067.t1.1 (1 of 3) PTHR30570 - PERIPLASMIC PHOSPHATE BINDING COMPONENT OF PHOSPHATE ABC TRANSPORTERCre15.g635067.t1.1 pacid=30783592 transcript=Cre15.g635067.t1.1 locus=Cre15.g635067 ID=Cre15.g635067.t1.1.v5.5 annot-version=v5.52 2 2 87.09 857

Cre15.g635600.t1.2 (1 of 1) K03626 - nascent polypeptide-associated complex subunit alpha (EGD2, NACA)Cre15.g635600.t1.2 pacid=30783595 transcript=Cre15.g635600.t1.2 locus=Cre15.g635600 ID=Cre15.g635600.t1.2.v5.5 annot-version=v5.56 6 6 21.332 201

Cre15.g635650.t2.1 (1 of 12) PF02037 - SAP domain (SAP)Cre15.g635650.t2.1 pacid=30783673 transcript=Cre15.g635650.t2.1 locus=Cre15.g635650 ID=Cre15.g635650.t2.1.v5.5 annot-version=v5.5;Cre15.g635650.t1.2 pacid=30783672 transcript=Cre15.g635650.t1.2 locus=Cre15.g635650 ID=Cre15.g635650.t1.2.v5.5 annot-version=v25 25 25 280.22 2788

Cre15.g635850.t2.1 Mitochondrial F1F0 ATP synthase, gamma subunitCre15.g635850.t2.1 pacid=30783653 transcript=Cre15.g635850.t2.1 locus=Cre15.g635850 ID=Cre15.g635850.t2.1.v5.5 annot-version=v5.5;Cre15.g635850.t1.2 pacid=30783652 transcript=Cre15.g635850.t1.2 locus=Cre15.g635850 ID=Cre15.g635850.t1.2.v5.5 annot-version=v11 11 11 35.093 324

Cre15.g636050.t1.2 Predicted proteinCre15.g636050.t1.2 pacid=30783504 transcript=Cre15.g636050.t1.2 locus=Cre15.g636050 ID=Cre15.g636050.t1.2.v5.5 annot-version=v5.58 8 8 26.589 246

Cre15.g636300.t1.2 Tubulin folding cofactor BCre15.g636300.t1.2 pacid=30783533 transcript=Cre15.g636300.t1.2 locus=Cre15.g636300 ID=Cre15.g636300.t1.2.v5.5 annot-version=v5.51 1 1 31.803 289

Cre15.g636800.t1.1 (1 of 15) 2.5.1.18 - Glutathione transferase / S-(hydroxyalkyl)glutathione lyaseCre15.g636800.t1.1 pacid=30783699 transcript=Cre15.g636800.t1.1 locus=Cre15.g636800 ID=Cre15.g636800.t1.1.v5.5 annot-version=v5.51 1 1 22.808 208

Cre15.g636950.t1.2 NA Cre15.g636950.t1.2 pacid=30783695 transcript=Cre15.g636950.t1.2 locus=Cre15.g636950 ID=Cre15.g636950.t1.2.v5.5 annot-version=v5.51 1 1 35.216 360

Cre15.g638400.t1.2 NA Cre15.g638400.t1.2 pacid=30783755 transcript=Cre15.g638400.t1.2 locus=Cre15.g638400 ID=Cre15.g638400.t1.2.v5.5 annot-version=v5.56 6 6 18.334 173

Cre15.g638500.t1.2 Ubiquinol:cytochrome c oxidoreductase cytochrome c1Cre15.g638500.t1.2 pacid=30783696 transcript=Cre15.g638500.t1.2 locus=Cre15.g638500 ID=Cre15.g638500.t1.2.v5.5 annot-version=v5.51 1 1 33.834 314

Cre15.g638700.t1.1 RAP-domain containing proteinCre15.g638700.t1.1 pacid=30783598 transcript=Cre15.g638700.t1.1 locus=Cre15.g638700 ID=Cre15.g638700.t1.1.v5.5 annot-version=v5.5;Cre15.g638956.t1.1 pacid=30783547 transcript=Cre15.g638956.t1.1 locus=Cre15.g638956 ID=Cre15.g638956.t1.1.v5.5 annot-version=v1 1 1 99.605 963

Cre15.g639150.t2.1 (1 of 1) K17800 - LETM1 and EF-hand domain-containing protein 1, mitochondrial (LETM1, MDM38)Cre15.g639150.t2.1 pacid=30783715 transcript=Cre15.g639150.t2.1 locus=Cre15.g639150 ID=Cre15.g639150.t2.1.v5.5 annot-version=v5.5;Cre15.g639150.t1.1 pacid=30783714 transcript=Cre15.g639150.t1.1 locus=Cre15.g639150 ID=Cre15.g639150.t1.1.v5.5 annot-version=v3 3 3 98.929 928

Cre15.g639900.t1.1 (1 of 100) PTHR12393:SF6 - SPHINGOMYELIN PHOSPHODIESTERASE 2Cre15.g639900.t1.1 pacid=30783694 transcript=Cre15.g639900.t1.1 locus=Cre15.g639900 ID=Cre15.g639900.t1.1.v5.5 annot-version=v5.5;Cre15.g639950.t1.1 pacid=30783584 transcript=Cre15.g639950.t1.1 locus=Cre15.g639950 ID=Cre15.g639950.t1.1.v5.5 annot-version=v1 1 1 88.988 839

Cre15.g640450.t1.2 (1 of 85) PTHR21228 - FAST LEU-RICH DOMAIN-CONTAININGCre15.g640450.t1.2 pacid=30783775 transcript=Cre15.g640450.t1.2 locus=Cre15.g640450 ID=Cre15.g640450.t1.2.v5.5 annot-version=v5.51 1 1 86.941 832

Cre15.g641000.t2.1 (1 of 1) KOG0864 - Ran-binding protein RANBP1 and related RanBD domain proteinsCre15.g641000.t2.1 pacid=30783606 transcript=Cre15.g641000.t2.1 locus=Cre15.g641000 ID=Cre15.g641000.t2.1.v5.5 annot-version=v5.5;Cre15.g641000.t1.2 pacid=30783605 transcript=Cre15.g641000.t1.2 locus=Cre15.g641000 ID=Cre15.g641000.t1.2.v5.5 annot-version=v3 3 3 46.008 473

Cre15.g641250.t1.2 (1 of 1) PTHR23056//PTHR23056:SF48 - CALCINEURIN B // SUBFAMILY NOT NAMEDCre15.g641250.t1.2 pacid=30783698 transcript=Cre15.g641250.t1.2 locus=Cre15.g641250 ID=Cre15.g641250.t1.2.v5.5 annot-version=v5.52 2 2 19.74 181

Cre15.g643550.t1.2 Pyridoxin biosynthesis proteinCre15.g643550.t1.2 pacid=30783524 transcript=Cre15.g643550.t1.2 locus=Cre15.g643550 ID=Cre15.g643550.t1.2.v5.5 annot-version=v5.515 15 15 31.543 296

Cre15.g643600.t1.2 Iron-sulfur cluster assembly proteinCre15.g643600.t1.2 pacid=30783744 transcript=Cre15.g643600.t1.2 locus=Cre15.g643600 ID=Cre15.g643600.t1.2.v5.5 annot-version=v5.55 5 5 58.771 530

Cre15.g643703.t1.1 (1 of 2) KOG1457 - RNA binding protein (contains RRM repeats)Cre15.g643703.t1.1 pacid=30783693 transcript=Cre15.g643703.t1.1 locus=Cre15.g643703 ID=Cre15.g643703.t1.1.v5.5 annot-version=v5.51 1 1 44.952 453

Cre16.g648050.t1.2 NA Cre16.g648050.t1.2 pacid=30777535 transcript=Cre16.g648050.t1.2 locus=Cre16.g648050 ID=Cre16.g648050.t1.2.v5.5 annot-version=v5.51 1 1 14.375 133

Cre16.g648700.t2.1 (1 of 18) KOG0061 - Transporter, ABC superfamily (Breast cancer resistance protein)Cre16.g648700.t2.1 pacid=30777651 transcript=Cre16.g648700.t2.1 locus=Cre16.g648700 ID=Cre16.g648700.t2.1.v5.5 annot-version=v5.5;Cre16.g648700.t1.1 pacid=30777650 transcript=Cre16.g648700.t1.1 locus=Cre16.g648700 ID=Cre16.g648700.t1.1.v5.5 annot-version=v1 1 1 68.971 632

Cre16.g649350.t1.1 NA Cre16.g649350.t1.1 pacid=30777637 transcript=Cre16.g649350.t1.1 locus=Cre16.g649350 ID=Cre16.g649350.t1.1.v5.5 annot-version=v5.53 3 3 40.71 381

Cre16.g649600.t1.2 Puf protein Cre16.g649600.t1.2 pacid=30776977 transcript=Cre16.g649600.t1.2 locus=Cre16.g649600 ID=Cre16.g649600.t1.2.v5.5 annot-version=v5.51 1 1 86.082 830

Cre16.g649800.t1.1 Cyclin-related pentatrichopeptide repeat proteinCre16.g649800.t1.1 pacid=30777657 transcript=Cre16.g649800.t1.1 locus=Cre16.g649800 ID=Cre16.g649800.t1.1.v5.5 annot-version=v5.51 1 1 128.61 1277

Cre16.g650050.t1.2 (1 of 2) PTHR12231:SF112 - RHODANESE-LIKE DOMAIN-CONTAINING PROTEIN 14, CHLOROPLASTICCre16.g650050.t1.2 pacid=30777211 transcript=Cre16.g650050.t1.2 locus=Cre16.g650050 ID=Cre16.g650050.t1.2.v5.5 annot-version=v5.51 1 1 25.87 237

Cre16.g650550.t2.1 Flagellar Associated Protein, nucleoside diphosphate kinase-likeCre16.g650550.t2.1 pacid=30777846 transcript=Cre16.g650550.t2.1 locus=Cre16.g650550 ID=Cre16.g650550.t2.1.v5.5 annot-version=v5.5;Cre16.g650550.t1.2 pacid=30777847 transcript=Cre16.g650550.t1.2 locus=Cre16.g650550 ID=Cre16.g650550.t1.2.v5.5 annot-version=v11 6 6 16.541 150

Cre16.g650800.t1.1 Mitochondrial inner membrane translocaseCre16.g650800.t1.1 pacid=30777460 transcript=Cre16.g650800.t1.1 locus=Cre16.g650800 ID=Cre16.g650800.t1.1.v5.5 annot-version=v5.51 1 1 9.3496 84

Cre16.g651050.t1.2 Cytochrome c6Cre16.g651050.t1.2 pacid=30778182 transcript=Cre16.g651050.t1.2 locus=Cre16.g651050 ID=Cre16.g651050.t1.2.v5.5 annot-version=v5.51 1 1 15.426 148

Cre16.g651550.t1.2 Mitochondrial transcription termination factorCre16.g651550.t1.2 pacid=30777627 transcript=Cre16.g651550.t1.2 locus=Cre16.g651550 ID=Cre16.g651550.t1.2.v5.5 annot-version=v5.58 8 1 25.719 234

Cre16.g651750.t1.2 (1 of 2) K01870 - isoleucyl-tRNA synthetase (IARS, ileS)Cre16.g651750.t1.2 pacid=30777803 transcript=Cre16.g651750.t1.2 locus=Cre16.g651750 ID=Cre16.g651750.t1.2.v5.5 annot-version=v5.516 16 15 129.98 1177

Cre16.g651923.t1.2 (1 of 1) PTHR10668:SF5 - BIOGENESIS OF LYSOSOME-RELATED ORGANELLES COMPLEX 1 SUBUNIT 2Cre16.g651923.t1.2 pacid=30776797 transcript=Cre16.g651923.t1.2 locus=Cre16.g651923 ID=Cre16.g651923.t1.2.v5.5 annot-version=v5.53 3 3 66.914 614

Cre16.g652100.t1.2 (1 of 1) PTHR10804:SF9 - METHIONINE AMINOPEPTIDASE 2Cre16.g652100.t1.2 pacid=30776836 transcript=Cre16.g652100.t1.2 locus=Cre16.g652100 ID=Cre16.g652100.t1.2.v5.5 annot-version=v5.51 1 1 55.249 510

Cre16.g652550.t1.2 Plastid ribosomal protein L24Cre16.g652550.t1.2 pacid=30778177 transcript=Cre16.g652550.t1.2 locus=Cre16.g652550 ID=Cre16.g652550.t1.2.v5.5 annot-version=v5.58 8 8 18.27 170

Cre16.g652900.t1.1 (1 of 16) KOG0131 - Splicing factor 3b, subunit 4Cre16.g652900.t1.1 pacid=30778130 transcript=Cre16.g652900.t1.1 locus=Cre16.g652900 ID=Cre16.g652900.t1.1.v5.5 annot-version=v5.51 1 1 32.273 320

Cre16.g653350.t1.2 (1 of 1) 3.5.1.108 - UDP-3-O-acyl-N-acetylglucosamine deacetylase / UDP-3-O-acyl-GlcNAc deacetylaseCre16.g653350.t1.2 pacid=30776868 transcript=Cre16.g653350.t1.2 locus=Cre16.g653350 ID=Cre16.g653350.t1.2.v5.5 annot-version=v5.54 4 4 66.185 609

Cre16.g654300.t1.2 Radial spoke protein 23Cre16.g654300.t1.2 pacid=30778202 transcript=Cre16.g654300.t1.2 locus=Cre16.g654300 ID=Cre16.g654300.t1.2.v5.5 annot-version=v5.53 3 3 61.364 586



Cre16.g654500.t1.1 Eukaryotic translation initiation factor 3, subunit FCre16.g654500.t1.1 pacid=30777505 transcript=Cre16.g654500.t1.1 locus=Cre16.g654500 ID=Cre16.g654500.t1.1.v5.5 annot-version=v5.55 5 5 31.982 291

Cre16.g655050.t1.2 NA Cre16.g655050.t1.2 pacid=30777711 transcript=Cre16.g655050.t1.2 locus=Cre16.g655050 ID=Cre16.g655050.t1.2.v5.5 annot-version=v5.51 1 1 52.51 516

Cre16.g655150.t1.2 (1 of 2) PTHR14136:SF11 - THYLAKOID LUMENAL 17.4 KDA PROTEIN, CHLOROPLASTICCre16.g655150.t1.2 pacid=30777204 transcript=Cre16.g655150.t1.2 locus=Cre16.g655150 ID=Cre16.g655150.t1.2.v5.5 annot-version=v5.55 5 5 20.243 192

Cre16.g655750.t1.2 (1 of 1) PTHR19960 - TEKTINCre16.g655750.t1.2 pacid=30777911 transcript=Cre16.g655750.t1.2 locus=Cre16.g655750 ID=Cre16.g655750.t1.2.v5.5 annot-version=v5.58 8 8 52.839 482

Cre16.g656250.t1.1 U1 small nuclear ribonucleoproteinCre16.g656250.t1.1 pacid=30778170 transcript=Cre16.g656250.t1.1 locus=Cre16.g656250 ID=Cre16.g656250.t1.1.v5.5 annot-version=v5.51 1 1 45.511 394

Cre16.g656400.t1.2 UDP-sulfoquinovose synthaseCre16.g656400.t1.2 pacid=30778098 transcript=Cre16.g656400.t1.2 locus=Cre16.g656400 ID=Cre16.g656400.t1.2.v5.5 annot-version=v5.58 8 8 52.873 479

Cre16.g657200.t1.1 (1 of 6) 1.1.3.9 - Galactose oxidase / Beta-galactose oxidaseCre16.g657200.t1.1 pacid=30777228 transcript=Cre16.g657200.t1.1 locus=Cre16.g657200 ID=Cre16.g657200.t1.1.v5.5 annot-version=v5.51 1 1 60.676 561

Cre16.g657350.t1.2 (1 of 4) PTHR24343//PTHR24343:SF167 - SERINE/THREONINE KINASE // SUBFAMILY NOT NAMEDCre16.g657350.t1.2 pacid=30777233 transcript=Cre16.g657350.t1.2 locus=Cre16.g657350 ID=Cre16.g657350.t1.2.v5.5 annot-version=v5.51 1 1 46.381 416

Cre16.g657550.t1.1 (1 of 1) KOG2395 - Protein involved in vacuole import and degradationCre16.g657550.t1.1 pacid=30777544 transcript=Cre16.g657550.t1.1 locus=Cre16.g657550 ID=Cre16.g657550.t1.1.v5.5 annot-version=v5.51 1 1 64.457 588

Cre16.g657650.t1.2 Flagellar Associated ProteinCre16.g657650.t1.2 pacid=30777545 transcript=Cre16.g657650.t1.2 locus=Cre16.g657650 ID=Cre16.g657650.t1.2.v5.5 annot-version=v5.52 2 2 13.086 125

Cre16.g658075.t1.1 (1 of 2) K01515 - ADP-ribose pyrophosphatase (nudF)Cre16.g658075.t1.1 pacid=30777840 transcript=Cre16.g658075.t1.1 locus=Cre16.g658075 ID=Cre16.g658075.t1.1.v5.5 annot-version=v5.51 1 1 24.809 228

Cre16.g658450.t1.2 (1 of 1) K03977 - GTP-binding protein (engA)Cre16.g658450.t1.2 pacid=30777563 transcript=Cre16.g658450.t1.2 locus=Cre16.g658450 ID=Cre16.g658450.t1.2.v5.5 annot-version=v5.51 1 1 33.321 305

Cre16.g659350.t1.2 Cytochrome b5 proteinCre16.g659350.t1.2 pacid=30776790 transcript=Cre16.g659350.t1.2 locus=Cre16.g659350 ID=Cre16.g659350.t1.2.v5.5 annot-version=v5.51 1 1 15.006 139

Cre16.g659600.t1.1 (1 of 1) K14834 - nucleolar complex protein 3 (NOC3)Cre16.g659600.t1.1 pacid=30777240 transcript=Cre16.g659600.t1.1 locus=Cre16.g659600 ID=Cre16.g659600.t1.1.v5.5 annot-version=v5.52 2 2 109.78 1064

Cre16.g659700.t1.2 NA Cre16.g659700.t1.2 pacid=30777562 transcript=Cre16.g659700.t1.2 locus=Cre16.g659700 ID=Cre16.g659700.t1.2.v5.5 annot-version=v5.51 1 1 10.664 102

Cre16.g659850.t1.2 Shikimate kinase-related proteinCre16.g659850.t1.2 pacid=30777680 transcript=Cre16.g659850.t1.2 locus=Cre16.g659850 ID=Cre16.g659850.t1.2.v5.5 annot-version=v5.54 4 4 27.451 246

Cre16.g659950.t1.1 Plastid ribosomal protein S5Cre16.g659950.t1.1 pacid=30778100 transcript=Cre16.g659950.t1.1 locus=Cre16.g659950 ID=Cre16.g659950.t1.1.v5.5 annot-version=v5.528 28 28 72.029 673

Cre16.g660150.t1.2 (1 of 1) K02969 - small subunit ribosomal protein S20e (RP-S20e, RPS20)Cre16.g660150.t1.2 pacid=30777532 transcript=Cre16.g660150.t1.2 locus=Cre16.g660150 ID=Cre16.g660150.t1.2.v5.5 annot-version=v5.58 8 8 13.307 121

Cre16.g660750.t1.1 (1 of 1) K19352 - coiled-coil and C2 domain-containing protein 2A (CC2D2A)Cre16.g660750.t1.1 pacid=30777364 transcript=Cre16.g660750.t1.1 locus=Cre16.g660750 ID=Cre16.g660750.t1.1.v5.5 annot-version=v5.51 1 1 223.38 2093

Cre16.g661050.t1.2 Ribosomal protein, L34e superfamily, component of cytosolic 80S ribosome and 60S large subunitCre16.g661050.t1.2 pacid=30777324 transcript=Cre16.g661050.t1.2 locus=Cre16.g661050 ID=Cre16.g661050.t1.2.v5.5 annot-version=v5.59 9 9 13.576 117

Cre16.g661350.t1.2 Rubisco large subunit N-methyltransferaseCre16.g661350.t1.2 pacid=30777960 transcript=Cre16.g661350.t1.2 locus=Cre16.g661350 ID=Cre16.g661350.t1.2.v5.5 annot-version=v5.54 4 4 51.822 483

Cre16.g661750.t1.2 (1 of 2) PF08332 - Calcium/calmodulin dependent protein kinase II association domain (CaMKII_AD)Cre16.g661750.t1.2 pacid=30778252 transcript=Cre16.g661750.t1.2 locus=Cre16.g661750 ID=Cre16.g661750.t1.2.v5.5 annot-version=v5.5;Cre16.g661850.t1.1 pacid=30776788 transcript=Cre16.g661850.t1.1 locus=Cre16.g661850 ID=Cre16.g661850.t1.1.v5.5 annot-version=v1 1 1 38.467 354

Cre16.g662000.t1.2 (1 of 1) K17679 - ATP-dependent RNA helicase MSS116, mitochondrial [EC:3.6.4.13] (MSS116)Cre16.g662000.t1.2 pacid=30777000 transcript=Cre16.g662000.t1.2 locus=Cre16.g662000 ID=Cre16.g662000.t1.2.v5.5 annot-version=v5.5;Cre16.g661900.t1.1 pacid=30776998 transcript=Cre16.g661900.t1.1 locus=Cre16.g661900 ID=Cre16.g661900.t1.1.v5.5 annot-version=v2 2 2 68.721 652

Cre16.g662300.t1.2 U6 snRNA-associated Sm-like small nuclear riboprotein LSm3Cre16.g662300.t1.2 pacid=30777721 transcript=Cre16.g662300.t1.2 locus=Cre16.g662300 ID=Cre16.g662300.t1.2.v5.5 annot-version=v5.51 1 1 11.194 97

Cre16.g662550.t1.2 Small ubiquitin-like modifier (SUMO)Cre16.g662550.t1.2 pacid=30777496 transcript=Cre16.g662550.t1.2 locus=Cre16.g662550 ID=Cre16.g662550.t1.2.v5.5 annot-version=v5.54 4 4 16.386 153

Cre16.g662702.t1.1 (1 of 2) K14411 - RNA-binding protein Musashi (MSI)Cre16.g662702.t1.1 pacid=30778140 transcript=Cre16.g662702.t1.1 locus=Cre16.g662702 ID=Cre16.g662702.t1.1.v5.5 annot-version=v5.51 1 1 76.742 702

Cre16.g663500.t1.2 26S proteasome regulatory subunitCre16.g663500.t1.2 pacid=30777539 transcript=Cre16.g663500.t1.2 locus=Cre16.g663500 ID=Cre16.g663500.t1.2.v5.5 annot-version=v5.52 2 2 38.388 386

Cre16.g663900.t1.2 Porphobilinogen deaminaseCre16.g663900.t1.2 pacid=30777054 transcript=Cre16.g663900.t1.2 locus=Cre16.g663900 ID=Cre16.g663900.t1.2.v5.5 annot-version=v5.527 27 27 37.372 349

Cre16.g664000.t1.2 (1 of 21) PTHR12197 - SET AND MYND DOMAIN CONTAININGCre16.g664000.t1.2 pacid=30777949 transcript=Cre16.g664000.t1.2 locus=Cre16.g664000 ID=Cre16.g664000.t1.2.v5.5 annot-version=v5.51 1 1 55.754 527

Cre16.g664050.t2.1 (1 of 1) PF02893//PF16016 - GRAM domain (GRAM) // Domain of unknown function (DUF4782) (DUF4782)Cre16.g664050.t2.1 pacid=30777260 transcript=Cre16.g664050.t2.1 locus=Cre16.g664050 ID=Cre16.g664050.t2.1.v5.5 annot-version=v5.5;Cre16.g664050.t1.2 pacid=30777259 transcript=Cre16.g664050.t1.2 locus=Cre16.g664050 ID=Cre16.g664050.t1.2.v5.5 annot-version=v1 1 1 77.66 733

Cre16.g664550.t1.2 Serine hydroxymethyltransferaseCre16.g664550.t1.2 pacid=30776923 transcript=Cre16.g664550.t1.2 locus=Cre16.g664550 ID=Cre16.g664550.t1.2.v5.5 annot-version=v5.523 23 23 57.173 520

Cre16.g665200.t1.2 NA Cre16.g665200.t1.2 pacid=30777842 transcript=Cre16.g665200.t1.2 locus=Cre16.g665200 ID=Cre16.g665200.t1.2.v5.5 annot-version=v5.55 5 5 50 460

Cre16.g665250.t1.2 Thykaloid associated protein required for photosynthetic acclimation to variable light intensityCre16.g665250.t1.2 pacid=30777313 transcript=Cre16.g665250.t1.2 locus=Cre16.g665250 ID=Cre16.g665250.t1.2.v5.5 annot-version=v5.53 3 3 29.63 276

Cre16.g665364.t1.1 (1 of 1) K17530 - doublecortin-like kinase 3 [EC:2.7.11.1] (DCLK3)Cre16.g665364.t1.1 pacid=30778178 transcript=Cre16.g665364.t1.1 locus=Cre16.g665364 ID=Cre16.g665364.t1.1.v5.5 annot-version=v5.52 2 2 49.484 465

Cre16.g665400.t1.2 Small nuclear ribonucleoprotein SmD1Cre16.g665400.t1.2 pacid=30776948 transcript=Cre16.g665400.t1.2 locus=Cre16.g665400 ID=Cre16.g665400.t1.2.v5.5 annot-version=v5.52 2 2 12.644 114

Cre16.g665650.t1.1 (1 of 1) K03665 - GTP-binding protein HflX (hflX)Cre16.g665650.t1.1 pacid=30776979 transcript=Cre16.g665650.t1.1 locus=Cre16.g665650 ID=Cre16.g665650.t1.1.v5.5 annot-version=v5.52 2 2 58.752 534

Cre16.g666050.t1.2 Saccharopine dehydrogenaseCre16.g666050.t1.2 pacid=30777336 transcript=Cre16.g666050.t1.2 locus=Cre16.g666050 ID=Cre16.g666050.t1.2.v5.5 annot-version=v5.55 5 5 48.623 448

Cre16.g666301.t1.2 Ribosomal protein S30, component of cytosolic 80S ribosome and 40S small subunitCre16.g666301.t1.2 pacid=30777782 transcript=Cre16.g666301.t1.2 locus=Cre16.g666301 ID=Cre16.g666301.t1.2.v5.5 annot-version=v5.53 3 3 6.9722 62

Cre16.g668050.t2.1 (1 of 3) PF13650 - Aspartyl protease (Asp_protease_2)Cre16.g668050.t2.1 pacid=30776852 transcript=Cre16.g668050.t2.1 locus=Cre16.g668050 ID=Cre16.g668050.t2.1.v5.5 annot-version=v5.5;Cre16.g668050.t1.1 pacid=30776851 transcript=Cre16.g668050.t1.1 locus=Cre16.g668050 ID=Cre16.g668050.t1.1.v5.5 annot-version=v1 1 1 43.689 402

Cre16.g669550.t1.2 Cystathionine beta-lyaseCre16.g669550.t1.2 pacid=30777478 transcript=Cre16.g669550.t1.2 locus=Cre16.g669550 ID=Cre16.g669550.t1.2.v5.5 annot-version=v5.54 4 4 75.674 721

Cre16.g670300.t2.1 Nuclear pre-mRNA splicing factor and U1 snRNP ComponentCre16.g670300.t2.1 pacid=30778244 transcript=Cre16.g670300.t2.1 locus=Cre16.g670300 ID=Cre16.g670300.t2.1.v5.5 annot-version=v5.5;Cre16.g670300.t1.2 pacid=30778243 transcript=Cre16.g670300.t1.2 locus=Cre16.g670300 ID=Cre16.g670300.t1.2.v5.5 annot-version=v8 8 8 80.702 744

Cre16.g670400.t1.1 (1 of 1) KOG4744 - Uncharacterized conserved proteinCre16.g670400.t1.1 pacid=30777484 transcript=Cre16.g670400.t1.1 locus=Cre16.g670400 ID=Cre16.g670400.t1.1.v5.5 annot-version=v5.51 1 1 54.309 534

Cre16.g670800.t1.2 (1 of 1) K17292 - tubulin-specific chaperone A (TBCA)Cre16.g670800.t1.2 pacid=30777887 transcript=Cre16.g670800.t1.2 locus=Cre16.g670800 ID=Cre16.g670800.t1.2.v5.5 annot-version=v5.54 4 4 12.897 112

Cre16.g670973.t1.1 Glutathione S-transferaseCre16.g670973.t1.1 pacid=30778259 transcript=Cre16.g670973.t1.1 locus=Cre16.g670973 ID=Cre16.g670973.t1.1.v5.5 annot-version=v5.54 4 4 23.427 214

Cre16.g671000.t1.2 Type-II NADH dehydrogenaseCre16.g671000.t1.2 pacid=30777236 transcript=Cre16.g671000.t1.2 locus=Cre16.g671000 ID=Cre16.g671000.t1.2.v5.5 annot-version=v5.54 4 4 54.948 547

Cre16.g671100.t1.2 (1 of 1) K12177 - COP9 signalosome complex subunit 3 (COPS3, CSN3)Cre16.g671100.t1.2 pacid=30777420 transcript=Cre16.g671100.t1.2 locus=Cre16.g671100 ID=Cre16.g671100.t1.2.v5.5 annot-version=v5.51 1 1 48.941 466

Cre16.g671350.t1.2 Periplasmic arylsulfataseCre16.g671350.t1.2 pacid=30777294 transcript=Cre16.g671350.t1.2 locus=Cre16.g671350 ID=Cre16.g671350.t1.2.v5.5 annot-version=v5.515 3 3 72.511 649

Cre16.g671400.t1.2 Periplasmic arylsulfataseCre16.g671400.t1.2 pacid=30776997 transcript=Cre16.g671400.t1.2 locus=Cre16.g671400 ID=Cre16.g671400.t1.2.v5.5 annot-version=v5.516 16 4 72.472 649

Cre16.g671750.t1.1 Prefoldin beta-like proteinCre16.g671750.t1.1 pacid=30777518 transcript=Cre16.g671750.t1.1 locus=Cre16.g671750 ID=Cre16.g671750.t1.1.v5.5 annot-version=v5.53 3 3 14.337 125

Cre16.g671950.t1.1 NA Cre16.g671950.t1.1 pacid=30777590 transcript=Cre16.g671950.t1.1 locus=Cre16.g671950 ID=Cre16.g671950.t1.1.v5.5 annot-version=v5.51 1 1 51.707 473



Cre16.g672150.t1.2 (1 of 1) K13165 - splicing factor, arginine/serine-rich 12 (SFRS12)Cre16.g672150.t1.2 pacid=30778019 transcript=Cre16.g672150.t1.2 locus=Cre16.g672150 ID=Cre16.g672150.t1.2.v5.5 annot-version=v5.53 3 3 77.851 726

Cre16.g672300.t1.2 (1 of 1) PTHR13711//PTHR13711:SF182 - SWI/SNF-RELATED CHROMATIN BINDING PROTEIN // SUBFAMILY NOT NAMEDCre16.g672300.t1.2 pacid=30777735 transcript=Cre16.g672300.t1.2 locus=Cre16.g672300 ID=Cre16.g672300.t1.2.v5.5 annot-version=v5.53 3 3 22.663 206

Cre16.g672385.t1.1 Histidinol phosphate aminotransferaseCre16.g672385.t1.1 pacid=30778051 transcript=Cre16.g672385.t1.1 locus=Cre16.g672385 ID=Cre16.g672385.t1.1.v5.5 annot-version=v5.57 7 7 41.764 373

Cre16.g672650.t1.2 Mitochondrial substrate carrier protein, possible 2-oxoglutarate/malate carrierCre16.g672650.t1.2 pacid=30778052 transcript=Cre16.g672650.t1.2 locus=Cre16.g672650 ID=Cre16.g672650.t1.2.v5.5 annot-version=v5.522 22 22 29.207 275

Cre16.g672750.t1.2 (1 of 2) K14944 - RNA-binding protein Nova (NOVA)Cre16.g672750.t1.2 pacid=30777182 transcript=Cre16.g672750.t1.2 locus=Cre16.g672750 ID=Cre16.g672750.t1.2.v5.5 annot-version=v5.55 5 5 35.396 338

Cre16.g672800.t1.2 GDP-D-mannose pyrophosphorylaseCre16.g672800.t1.2 pacid=30777925 transcript=Cre16.g672800.t1.2 locus=Cre16.g672800 ID=Cre16.g672800.t1.2.v5.5 annot-version=v5.510 10 10 39.561 360

Cre16.g673001.t2.1 (1 of 1) PTHR24067:SF41 - AKT-INTERACTING PROTEINCre16.g673001.t2.1 pacid=30777616 transcript=Cre16.g673001.t2.1 locus=Cre16.g673001 ID=Cre16.g673001.t2.1.v5.5 annot-version=v5.5;Cre16.g673001.t1.1 pacid=30777614 transcript=Cre16.g673001.t1.1 locus=Cre16.g673001 ID=Cre16.g673001.t1.1.v5.5 annot-version=v4 4 4 14.165 131

Cre16.g673109.t1.1 Acyl-carrier protein, mitochondrialCre16.g673109.t1.1 pacid=30778017 transcript=Cre16.g673109.t1.1 locus=Cre16.g673109 ID=Cre16.g673109.t1.1.v5.5 annot-version=v5.53 3 3 13.668 128

Cre16.g673550.t1.1 (1 of 1) 5.3.1.23 - S-methyl-5-thioribose-1-phosphate isomerase / S-methyl-5-thio-D-ribose-1-phosphate aldose-ketose-isomeraseCre16.g673550.t1.1 pacid=30777257 transcript=Cre16.g673550.t1.1 locus=Cre16.g673550 ID=Cre16.g673550.t1.1.v5.5 annot-version=v5.56 6 6 92.267 878

Cre16.g673617.t1.1 Peptide chain release factorCre16.g673617.t1.1 pacid=30777090 transcript=Cre16.g673617.t1.1 locus=Cre16.g673617 ID=Cre16.g673617.t1.1.v5.5 annot-version=v5.51 1 1 40.421 361

Cre16.g673650.t1.1 Minor chlorophyll a/b binding protein of photosystem IICre16.g673650.t1.1 pacid=30777655 transcript=Cre16.g673650.t1.1 locus=Cre16.g673650 ID=Cre16.g673650.t1.1.v5.5 annot-version=v5.515 15 15 30.714 289

Cre16.g673729.t1.1 Chaperonin 11, probably chloroplasticCre16.g673729.t1.1 pacid=30777705 transcript=Cre16.g673729.t1.1 locus=Cre16.g673729 ID=Cre16.g673729.t1.1.v5.5 annot-version=v5.55 5 5 13.555 128

Cre16.g673953.t1.1 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre16.g673953.t1.1 pacid=30777493 transcript=Cre16.g673953.t1.1 locus=Cre16.g673953 ID=Cre16.g673953.t1.1.v5.5 annot-version=v5.51 1 1 19.263 184

Cre16.g674300.t1.1 Flagellar Associated ProteinCre16.g674300.t1.1 pacid=30777930 transcript=Cre16.g674300.t1.1 locus=Cre16.g674300 ID=Cre16.g674300.t1.1.v5.5 annot-version=v5.51 1 1 32.652 309

Cre16.g674700.t1.2 (1 of 1) 3.2.2.24 - ADP-ribosyl-[dinitrogen reductase] hydrolase / Dinitrogenase reductase activating glycohydrolaseCre16.g674700.t1.2 pacid=30778061 transcript=Cre16.g674700.t1.2 locus=Cre16.g674700 ID=Cre16.g674700.t1.2.v5.5 annot-version=v5.51 1 1 39.475 379

Cre16.g674800.t1.2 NA Cre16.g674800.t1.2 pacid=30777751 transcript=Cre16.g674800.t1.2 locus=Cre16.g674800 ID=Cre16.g674800.t1.2.v5.5 annot-version=v5.51 1 1 25.46 237

Cre16.g674950.t1.2 (1 of 3) 5.2.1.13 - Prolycopene isomerase / CRTISOCre16.g674950.t1.2 pacid=30777568 transcript=Cre16.g674950.t1.2 locus=Cre16.g674950 ID=Cre16.g674950.t1.2.v5.5 annot-version=v5.59 9 9 60.169 558

Cre16.g674964.t1.1 (1 of 1) K06911 - uncharacterized protein (K06911)Cre16.g674964.t1.1 pacid=30776821 transcript=Cre16.g674964.t1.1 locus=Cre16.g674964 ID=Cre16.g674964.t1.1.v5.5 annot-version=v5.54 4 4 32.34 301

Cre16.g675350.t1.1 (1 of 1) 3.4.14.10 - Tripeptidyl-peptidase II / Tripeptidyl peptidaseCre16.g675350.t1.1 pacid=30777618 transcript=Cre16.g675350.t1.1 locus=Cre16.g675350 ID=Cre16.g675350.t1.1.v5.5 annot-version=v5.52 2 2 155.19 1492

Cre16.g675450.t3.1 (1 of 1) PTHR24322:SF383 - L-XYLULOSE REDUCTASE-RELATEDCre16.g675450.t3.1 pacid=30778222 transcript=Cre16.g675450.t3.1 locus=Cre16.g675450 ID=Cre16.g675450.t3.1.v5.5 annot-version=v5.5;Cre16.g675450.t2.1 pacid=30778221 transcript=Cre16.g675450.t2.1 locus=Cre16.g675450 ID=Cre16.g675450.t2.1.v5.5 annot-version=v1 1 1 23.88 224

Cre16.g675500.t1.2 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre16.g675500.t1.2 pacid=30777333 transcript=Cre16.g675500.t1.2 locus=Cre16.g675500 ID=Cre16.g675500.t1.2.v5.5 annot-version=v5.54 1 1 18.272 175

Cre16.g675550.t3.1 Peptidyl-prolyl cis-trans isomerase, FKBP-typeCre16.g675550.t3.1 pacid=30777991 transcript=Cre16.g675550.t3.1 locus=Cre16.g675550 ID=Cre16.g675550.t3.1.v5.5 annot-version=v5.5;Cre16.g675550.t2.1 pacid=30777990 transcript=Cre16.g675550.t2.1 locus=Cre16.g675550 ID=Cre16.g675550.t2.1.v5.5 annot-version=v8 8 5 16.564 154

Cre16.g675637.t1.1 (1 of 3) K12160 - small ubiquitin-related modifier (SUMO, SMT3)Cre16.g675637.t1.1 pacid=30776992 transcript=Cre16.g675637.t1.1 locus=Cre16.g675637 ID=Cre16.g675637.t1.1.v5.5 annot-version=v5.52 2 2 10.255 94

Cre16.g675650.t1.2 (1 of 1) 1.2.1.27 - Methylmalonate-semialdehyde dehydrogenase (CoA acylating) / MSDHCre16.g675650.t1.2 pacid=30777413 transcript=Cre16.g675650.t1.2 locus=Cre16.g675650 ID=Cre16.g675650.t1.2.v5.5 annot-version=v5.516 16 16 58.16 553

Cre16.g676197.t1.1 26S proteasome regulatory subunitCre16.g676197.t1.1 pacid=30777418 transcript=Cre16.g676197.t1.1 locus=Cre16.g676197 ID=Cre16.g676197.t1.1.v5.5 annot-version=v5.52 2 2 96.473 900

Cre16.g676314.t1.1 Eukaryotic translation initiation factor 3, subunit HCre16.g676314.t1.1 pacid=30777467 transcript=Cre16.g676314.t1.1 locus=Cre16.g676314 ID=Cre16.g676314.t1.1.v5.5 annot-version=v5.57 7 7 37.31 330

Cre16.g676450.t1.2 Predicted proteinCre16.g676450.t1.2 pacid=30776963 transcript=Cre16.g676450.t1.2 locus=Cre16.g676450 ID=Cre16.g676450.t1.2.v5.5 annot-version=v5.51 1 1 21.294 192

Cre16.g677000.t1.2 Heat shock protein 70ECre16.g677000.t1.2 pacid=30777457 transcript=Cre16.g677000.t1.2 locus=Cre16.g677000 ID=Cre16.g677000.t1.2.v5.5 annot-version=v5.530 30 30 84.151 774

Cre16.g677026.t1.1 Pyruvate dehydrogenase E1 beta subunitCre16.g677026.t1.1 pacid=30778135 transcript=Cre16.g677026.t1.1 locus=Cre16.g677026 ID=Cre16.g677026.t1.1.v5.5 annot-version=v5.54 4 4 38.151 353

Cre16.g677765.t1.1 (1 of 4) PF00207 - Alpha-2-macroglobulin family (A2M)Cre16.g677765.t1.1 pacid=30778041 transcript=Cre16.g677765.t1.1 locus=Cre16.g677765 ID=Cre16.g677765.t1.1.v5.5 annot-version=v5.5;Cre16.g677205.t3.1 pacid=30777452 transcript=Cre16.g677205.t3.1 locus=Cre16.g677205 ID=Cre16.g677205.t3.1.v5.5 annot-version=v4 4 4 227.87 2191

Cre16.g677450.t1.2 (1 of 2) 5.1.3.15 - Glucose-6-phosphate 1-epimeraseCre16.g677450.t1.2 pacid=30777428 transcript=Cre16.g677450.t1.2 locus=Cre16.g677450 ID=Cre16.g677450.t1.2.v5.5 annot-version=v5.55 5 5 35.833 331

Cre16.g677500.t1.2 Adenosine 5'-phosphosulfate kinaseCre16.g677500.t1.2 pacid=30776893 transcript=Cre16.g677500.t1.2 locus=Cre16.g677500 ID=Cre16.g677500.t1.2.v5.5 annot-version=v5.510 10 10 23.958 218

Cre16.g678213.t1.1 (1 of 1) K01074 - palmitoyl-protein thioesterase (PPT)Cre16.g678213.t1.1 pacid=30778055 transcript=Cre16.g678213.t1.1 locus=Cre16.g678213 ID=Cre16.g678213.t1.1.v5.5 annot-version=v5.53 3 3 36.125 331

Cre16.g678851.t1.1 (1 of 1) PTHR31407:SF3 - PSBP DOMAIN-CONTAINING PROTEIN 2, CHLOROPLASTICCre16.g678851.t1.1 pacid=30777061 transcript=Cre16.g678851.t1.1 locus=Cre16.g678851 ID=Cre16.g678851.t1.1.v5.5 annot-version=v5.52 2 2 30.293 285

Cre16.g679150.t1.2 (1 of 1) 3.5.4.32 - 8-oxoguanine deaminaseCre16.g679150.t1.2 pacid=30777152 transcript=Cre16.g679150.t1.2 locus=Cre16.g679150 ID=Cre16.g679150.t1.2.v5.5 annot-version=v5.53 3 3 52.537 492

Cre16.g679164.t1.1 (1 of 1) K15433 - RLL motif containing protein 1 (CGI99, CLE7, RLLM1)Cre16.g679164.t1.1 pacid=30777488 transcript=Cre16.g679164.t1.1 locus=Cre16.g679164 ID=Cre16.g679164.t1.1.v5.5 annot-version=v5.51 1 1 28.736 271

Cre16.g679500.t1.2 NADH:ubiquinone oxidoreductase 11 kDa subunitCre16.g679500.t1.2 pacid=30776940 transcript=Cre16.g679500.t1.2 locus=Cre16.g679500 ID=Cre16.g679500.t1.2.v5.5 annot-version=v5.55 5 5 10.999 101

Cre16.g679550.t1.1 Flagellar Associated Protein, protease inhibitor-likeCre16.g679550.t1.1 pacid=30777016 transcript=Cre16.g679550.t1.1 locus=Cre16.g679550 ID=Cre16.g679550.t1.1.v5.5 annot-version=v5.56 6 6 34.981 332

Cre16.g679600.t1.2 (1 of 1) K11092 - U2 small nuclear ribonucleoprotein A' (SNRPA1)Cre16.g679600.t1.2 pacid=30777798 transcript=Cre16.g679600.t1.2 locus=Cre16.g679600 ID=Cre16.g679600.t1.2.v5.5 annot-version=v5.53 3 3 31.655 295

Cre16.g679669.t1.1 4-diphosphocytidyl-2C-methyl-D-erythritol synthase, chloroplast precursorCre16.g679669.t1.1 pacid=30777907 transcript=Cre16.g679669.t1.1 locus=Cre16.g679669 ID=Cre16.g679669.t1.1.v5.5 annot-version=v5.52 2 2 34.065 319

Cre16.g679781.t1.1 (1 of 5) 2.1.1.127 - [Ribulose-bisphosphate carboxylase]-lysine N-methyltransferase / RuBisCO methyltransferaseCre16.g679781.t1.1 pacid=30777824 transcript=Cre16.g679781.t1.1 locus=Cre16.g679781 ID=Cre16.g679781.t1.1.v5.5 annot-version=v5.52 2 2 49.994 469

Cre16.g679800.t1.2 (1 of 2) PTHR17630//PTHR17630:SF43 - DIENELACTONE HYDROLASE // SUBFAMILY NOT NAMEDCre16.g679800.t1.2 pacid=30778213 transcript=Cre16.g679800.t1.2 locus=Cre16.g679800 ID=Cre16.g679800.t1.2.v5.5 annot-version=v5.53 3 3 26.126 246

Cre16.g680000.t1.2 Mitochondrial ATP synthase subunit 5, OSCP subunitCre16.g680000.t1.2 pacid=30777101 transcript=Cre16.g680000.t1.2 locus=Cre16.g680000 ID=Cre16.g680000.t1.2.v5.5 annot-version=v5.512 12 12 25.879 233

Cre16.g680230.t1.1 SEC61-gamma subunit or ER transloconCre16.g680230.t1.1 pacid=30777546 transcript=Cre16.g680230.t1.1 locus=Cre16.g680230 ID=Cre16.g680230.t1.1.v5.5 annot-version=v5.51 1 1 7.6683 68

Cre16.g680700.t1.2 (1 of 4) 6.3.5.4 - Asparagine synthase (glutamine-hydrolyzing) / Glutamine-dependent asparagine synthetaseCre16.g680700.t1.2 pacid=30778229 transcript=Cre16.g680700.t1.2 locus=Cre16.g680700 ID=Cre16.g680700.t1.2.v5.5 annot-version=v5.59 9 9 31.049 288

Cre16.g680944.t1.1 (1 of 1) K14539 - large subunit GTPase 1 (LSG1)Cre16.g680944.t1.1 pacid=30777393 transcript=Cre16.g680944.t1.1 locus=Cre16.g680944 ID=Cre16.g680944.t1.1.v5.5 annot-version=v5.51 1 1 72.836 684

Cre16.g681238.t1.1 (1 of 1) K03650 - tRNA modification GTPase [EC:3.6.-.-] (mnmE, trmE, MSS1)Cre16.g681238.t1.1 pacid=30776932 transcript=Cre16.g681238.t1.1 locus=Cre16.g681238 ID=Cre16.g681238.t1.1.v5.5 annot-version=v5.52 2 2 68.271 669

Cre16.g681850.t1.2 (1 of 2) 2.4.2.9//2.7.1.48 - Uracil phosphoribosyltransferase / UMP pyrophosphorylase // Uridine kinase / Uridine monophosphokinaseCre16.g681850.t1.2 pacid=30777573 transcript=Cre16.g681850.t1.2 locus=Cre16.g681850 ID=Cre16.g681850.t1.2.v5.5 annot-version=v5.56 6 6 51.569 455

Cre16.g682100.t1.2 (1 of 1) 1.1.1.206 - Tropinone reductase I / Tropinone reductaseCre16.g682100.t1.2 pacid=30777642 transcript=Cre16.g682100.t1.2 locus=Cre16.g682100 ID=Cre16.g682100.t1.2.v5.5 annot-version=v5.53 3 3 28.481 269

Cre16.g682300.t1.2 Ribosomal protein S26, component of cytosolic 80S ribosome and 40S small subunitCre16.g682300.t1.2 pacid=30776938 transcript=Cre16.g682300.t1.2 locus=Cre16.g682300 ID=Cre16.g682300.t1.2.v5.5 annot-version=v5.54 4 4 13.216 112



Cre16.g682725.t1.1 Glutathione S-transferaseCre16.g682725.t1.1 pacid=30776946 transcript=Cre16.g682725.t1.1 locus=Cre16.g682725 ID=Cre16.g682725.t1.1.v5.5 annot-version=v5.56 6 6 23.937 217

Cre16.g682800.t1.2 NA Cre16.g682800.t1.2 pacid=30777175 transcript=Cre16.g682800.t1.2 locus=Cre16.g682800 ID=Cre16.g682800.t1.2.v5.5 annot-version=v5.51 1 1 45.071 443

Cre16.g682900.t2.1 Non-catalytic subunit of chloroplast ClpP complexCre16.g682900.t2.1 pacid=30778139 transcript=Cre16.g682900.t2.1 locus=Cre16.g682900 ID=Cre16.g682900.t2.1.v5.5 annot-version=v5.5;Cre16.g682900.t1.2 pacid=30778138 transcript=Cre16.g682900.t1.2 locus=Cre16.g682900 ID=Cre16.g682900.t1.2.v5.5 annot-version=v2 2 2 29.896 267

Cre16.g683050.t1.1 RNase J-like proteinCre16.g683050.t1.1 pacid=30777554 transcript=Cre16.g683050.t1.1 locus=Cre16.g683050 ID=Cre16.g683050.t1.1.v5.5 annot-version=v5.54 4 4 98.3 920

Cre16.g683081.t1.1 (1 of 3) K09858 - SEC-C motif domain protein (K09858)Cre16.g683081.t1.1 pacid=30777762 transcript=Cre16.g683081.t1.1 locus=Cre16.g683081 ID=Cre16.g683081.t1.1.v5.5 annot-version=v5.52 2 2 19.07 171

Cre16.g683200.t1.2 NA Cre16.g683200.t1.2 pacid=30777430 transcript=Cre16.g683200.t1.2 locus=Cre16.g683200 ID=Cre16.g683200.t1.2.v5.5 annot-version=v5.53 3 3 23.513 218

Cre16.g683793.t1.1 (1 of 1) K14843 - pescadillo (PES1, NOP7)Cre16.g683793.t1.1 pacid=30777184 transcript=Cre16.g683793.t1.1 locus=Cre16.g683793 ID=Cre16.g683793.t1.1.v5.5 annot-version=v5.54 4 4 89.702 838

Cre16.g683950.t1.2 Alpha Subunit of the SRP ReceptorCre16.g683950.t1.2 pacid=30777232 transcript=Cre16.g683950.t1.2 locus=Cre16.g683950 ID=Cre16.g683950.t1.2.v5.5 annot-version=v5.52 2 2 72.36 687

Cre16.g683953.t1.1 (1 of 24) PF03110 - SBP domain (SBP)Cre16.g683953.t1.1 pacid=30777197 transcript=Cre16.g683953.t1.1 locus=Cre16.g683953 ID=Cre16.g683953.t1.1.v5.5 annot-version=v5.51 1 1 249 2537

Cre16.g684150.t1.2 NA Cre16.g684150.t1.2 pacid=30778081 transcript=Cre16.g684150.t1.2 locus=Cre16.g684150 ID=Cre16.g684150.t1.2.v5.5 annot-version=v5.56 6 6 28.426 273

Cre16.g684350.t1.2 (1 of 6) PTHR22981 - 3-HYDROXYISOBUTYRATE DEHYDROGENASE-RELATEDCre16.g684350.t1.2 pacid=30777009 transcript=Cre16.g684350.t1.2 locus=Cre16.g684350 ID=Cre16.g684350.t1.2.v5.5 annot-version=v5.5;Cre16.g684550.t1.1 pacid=30777877 transcript=Cre16.g684550.t1.1 locus=Cre16.g684550 ID=Cre16.g684550.t1.1.v5.5 annot-version=v3 3 3 30.744 295

Cre16.g684715.t1.1 Dicer-like proteinCre16.g684715.t1.1 pacid=30777952 transcript=Cre16.g684715.t1.1 locus=Cre16.g684715 ID=Cre16.g684715.t1.1.v5.5 annot-version=v5.52 2 2 391.4 3902

Cre16.g684750.t1.2 (1 of 1) 1.1.1.307 - D-xylose reductaseCre16.g684750.t1.2 pacid=30777426 transcript=Cre16.g684750.t1.2 locus=Cre16.g684750 ID=Cre16.g684750.t1.2.v5.5 annot-version=v5.55 5 5 39.142 361

Cre16.g684900.t1.1 NA Cre16.g684900.t1.1 pacid=30777866 transcript=Cre16.g684900.t1.1 locus=Cre16.g684900 ID=Cre16.g684900.t1.1.v5.5 annot-version=v5.51 1 1 70.669 673

Cre16.g685050.t1.1 PRLI-interacting factor LCre16.g685050.t1.1 pacid=30777972 transcript=Cre16.g685050.t1.1 locus=Cre16.g685050 ID=Cre16.g685050.t1.1.v5.5 annot-version=v5.51 1 1 34.329 316

Cre16.g685450.t1.1 Flagellar inner arm dynein heavy chain, dynein e (monomeric)Cre16.g685450.t1.1 pacid=30777555 transcript=Cre16.g685450.t1.1 locus=Cre16.g685450 ID=Cre16.g685450.t1.1.v5.5 annot-version=v5.51 1 1 470.22 4209

Cre16.g685500.t2.1 (1 of 3) KOG4693 - Uncharacterized conserved protein, contains kelch repeatCre16.g685500.t2.1 pacid=30776953 transcript=Cre16.g685500.t2.1 locus=Cre16.g685500 ID=Cre16.g685500.t2.1.v5.5 annot-version=v5.5;Cre16.g685500.t1.2 pacid=30776952 transcript=Cre16.g685500.t1.2 locus=Cre16.g685500 ID=Cre16.g685500.t1.2.v5.5 annot-version=v3 3 3 37.91 365

Cre16.g685550.t1.2 O-acetylserine (Thiol)-lyase/cysteine synthaseCre16.g685550.t1.2 pacid=30777564 transcript=Cre16.g685550.t1.2 locus=Cre16.g685550 ID=Cre16.g685550.t1.2.v5.5 annot-version=v5.516 16 15 37.927 359

Cre16.g685573.t1.1 Flagellar Associated ProteinCre16.g685573.t1.1 pacid=30777552 transcript=Cre16.g685573.t1.1 locus=Cre16.g685573 ID=Cre16.g685573.t1.1.v5.5 annot-version=v5.55 5 5 45.625 403

Cre16.g685900.t1.2 Protein-/Histone-arginine N-methyltransferaseCre16.g685900.t1.2 pacid=30777942 transcript=Cre16.g685900.t1.2 locus=Cre16.g685900 ID=Cre16.g685900.t1.2.v5.5 annot-version=v5.51 1 1 68.035 658

Cre16.g686650.t1.2 (1 of 1) PTHR31057:SF0 - E3 UFM1-PROTEIN LIGASE 1Cre16.g686650.t1.2 pacid=30776898 transcript=Cre16.g686650.t1.2 locus=Cre16.g686650 ID=Cre16.g686650.t1.2.v5.5 annot-version=v5.51 1 1 87.362 886

Cre16.g687182.t1.1 NA Cre16.g687182.t1.1 pacid=30777686 transcript=Cre16.g687182.t1.1 locus=Cre16.g687182 ID=Cre16.g687182.t1.1.v5.5 annot-version=v5.59 9 9 63.246 586

Cre16.g687200.t1.1 NA Cre16.g687200.t1.1 pacid=30777916 transcript=Cre16.g687200.t1.1 locus=Cre16.g687200 ID=Cre16.g687200.t1.1.v5.5 annot-version=v5.51 1 1 16.768 161

Cre16.g687294.t1.1 (1 of 1) PTHR10949//PTHR10949:SF11 - LIPOYL SYNTHASE // SUBFAMILY NOT NAMEDCre16.g687294.t1.1 pacid=30777082 transcript=Cre16.g687294.t1.1 locus=Cre16.g687294 ID=Cre16.g687294.t1.1.v5.5 annot-version=v5.51 1 1 12.339 113

Cre16.g687300.t1.2 (1 of 3) PF13599 - Pentapeptide repeats (9 copies) (Pentapeptide_4)Cre16.g687300.t1.2 pacid=30777804 transcript=Cre16.g687300.t1.2 locus=Cre16.g687300 ID=Cre16.g687300.t1.2.v5.5 annot-version=v5.58 8 8 21.036 205

Cre16.g687301.t1.1 (1 of 1) K15192 - TATA-binding protein-associated factor [EC:3.6.4.-] (BTAF1, MOT1)Cre16.g687301.t1.1 pacid=30777125 transcript=Cre16.g687301.t1.1 locus=Cre16.g687301 ID=Cre16.g687301.t1.1.v5.5 annot-version=v5.51 1 1 186.55 1826

Cre16.g687350.t1.2 (1 of 1) PTHR10909:SF11 - ACYL-COENZYME A OXIDASE-LIKE PROTEINCre16.g687350.t1.2 pacid=30776885 transcript=Cre16.g687350.t1.2 locus=Cre16.g687350 ID=Cre16.g687350.t1.2.v5.5 annot-version=v5.55 5 5 67.577 632

Cre16.g687518.t1.1 Eukaryotic initiation factor 2B subunit 1, eIF-2B alpha subunitCre16.g687518.t1.1 pacid=30778246 transcript=Cre16.g687518.t1.1 locus=Cre16.g687518 ID=Cre16.g687518.t1.1.v5.5 annot-version=v5.51 1 1 36.338 335

Cre16.g687900.t1.2 Light-harvesting protein of photosystem ICre16.g687900.t1.2 pacid=30778224 transcript=Cre16.g687900.t1.2 locus=Cre16.g687900 ID=Cre16.g687900.t1.2.v5.5 annot-version=v5.59 9 9 26.222 241

Cre16.g687950.t1.2 Electron transfer flavoprotein alpha subunitCre16.g687950.t1.2 pacid=30777465 transcript=Cre16.g687950.t1.2 locus=Cre16.g687950 ID=Cre16.g687950.t1.2.v5.5 annot-version=v5.57 7 7 37.081 363

Cre16.g688050.t1.1 (1 of 1) PTHR32091:SF0 - EUKARYOTIC INITIATION FACTOR 4B-RELATEDCre16.g688050.t1.1 pacid=30777898 transcript=Cre16.g688050.t1.1 locus=Cre16.g688050 ID=Cre16.g688050.t1.1.v5.5 annot-version=v5.58 8 8 53.282 503

Cre16.g688526.t1.1 (1 of 1) PF00069//PF01846 - Protein kinase domain (Pkinase) // FF domain (FF)Cre16.g688526.t1.1 pacid=30778080 transcript=Cre16.g688526.t1.1 locus=Cre16.g688526 ID=Cre16.g688526.t1.1.v5.5 annot-version=v5.51 1 1 157.52 1518

Cre16.g688550.t1.2 Glutathione S-transferaseCre16.g688550.t1.2 pacid=30777277 transcript=Cre16.g688550.t1.2 locus=Cre16.g688550 ID=Cre16.g688550.t1.2.v5.5 annot-version=v5.56 6 6 23.958 218

Cre16.g688800.t1.2 NA Cre16.g688800.t1.2 pacid=30777987 transcript=Cre16.g688800.t1.2 locus=Cre16.g688800 ID=Cre16.g688800.t1.2.v5.5 annot-version=v5.51 1 1 20.64 193

Cre16.g689050.t1.1 (1 of 1) PTHR10909:SF250 - PEROXISOMAL ACYL-COENZYME A OXIDASE 2Cre16.g689050.t1.1 pacid=30777517 transcript=Cre16.g689050.t1.1 locus=Cre16.g689050 ID=Cre16.g689050.t1.1.v5.5 annot-version=v5.52 2 2 78.41 735

Cre16.g689087.t1.1 (1 of 1) PTHR10994:SF71 - RETICULON-LIKE PROTEIN B3Cre16.g689087.t1.1 pacid=30777722 transcript=Cre16.g689087.t1.1 locus=Cre16.g689087 ID=Cre16.g689087.t1.1.v5.5 annot-version=v5.52 2 2 38.208 353

Cre16.g689600.t1.2 Flagellar Associated ProteinCre16.g689600.t1.2 pacid=30778060 transcript=Cre16.g689600.t1.2 locus=Cre16.g689600 ID=Cre16.g689600.t1.2.v5.5 annot-version=v5.52 2 2 35.614 308

Cre16.g689647.t1.1 Argonaute-like proteinCre16.g689647.t1.1 pacid=30777587 transcript=Cre16.g689647.t1.1 locus=Cre16.g689647 ID=Cre16.g689647.t1.1.v5.5 annot-version=v5.5;Cre04.g214250.t2.1 pacid=30791571 transcript=Cre04.g214250.t2.1 locus=Cre04.g214250 ID=Cre04.g214250.t2.1.v5.5 annot-version=v6 6 6 108.34 1053

Cre16.g689650.t1.2 Autophagy-related proteinCre16.g689650.t1.2 pacid=30777220 transcript=Cre16.g689650.t1.2 locus=Cre16.g689650 ID=Cre16.g689650.t1.2.v5.5 annot-version=v5.51 1 1 15.266 134

Cre16.g689700.t1.1 (1 of 1) 1.1.1.272 - D-2-hydroxyacid dehydrogenase (NADP(+))Cre16.g689700.t1.1 pacid=30777730 transcript=Cre16.g689700.t1.1 locus=Cre16.g689700 ID=Cre16.g689700.t1.1.v5.5 annot-version=v5.52 2 2 41.68 385

Cre16.g689871.t1.1 (1 of 1) PTHR11946:SF82 - ISOLEUCINE--TRNA LIGASE, MITOCHONDRIALCre16.g689871.t1.1 pacid=30777522 transcript=Cre16.g689871.t1.1 locus=Cre16.g689871 ID=Cre16.g689871.t1.1.v5.5 annot-version=v5.55 5 5 115.13 1080

Cre16.g690431.t2.1 (1 of 1) 1.3.99.34 - Transferred entry: 1.3.7.11Cre16.g690431.t2.1 pacid=30777303 transcript=Cre16.g690431.t2.1 locus=Cre16.g690431 ID=Cre16.g690431.t2.1.v5.5 annot-version=v5.5;Cre16.g690431.t1.1 pacid=30777302 transcript=Cre16.g690431.t1.1 locus=Cre16.g690431 ID=Cre16.g690431.t1.1.v5.5 annot-version=v5 5 5 53.362 494

Cre16.g690500.t1.2 Nucleolar protein, Small subunit of H/ACA snoRNPsCre16.g690500.t1.2 pacid=30777138 transcript=Cre16.g690500.t1.2 locus=Cre16.g690500 ID=Cre16.g690500.t1.2.v5.5 annot-version=v5.58 8 8 17.664 162

Cre16.g690767.t1.1 (1 of 2) PF02737 - 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain (3HCDH_N)Cre16.g690767.t1.1 pacid=30776862 transcript=Cre16.g690767.t1.1 locus=Cre16.g690767 ID=Cre16.g690767.t1.1.v5.5 annot-version=v5.51 1 1 42.138 400

Cre16.g691000.t1.2 Organellar elongation factor PCre16.g691000.t1.2 pacid=30777419 transcript=Cre16.g691000.t1.2 locus=Cre16.g691000 ID=Cre16.g691000.t1.2.v5.5 annot-version=v5.58 8 8 23.877 216

Cre16.g691800.t1.1 (1 of 2) 1.5.3.22 - Coenzyme F420H(2) oxidaseCre16.g691800.t1.1 pacid=30776980 transcript=Cre16.g691800.t1.1 locus=Cre16.g691800 ID=Cre16.g691800.t1.1.v5.5 annot-version=v5.510 10 10 69.108 635

Cre16.g691850.t1.2 Cytochrome c oxidase subunitCre16.g691850.t1.2 pacid=30777786 transcript=Cre16.g691850.t1.2 locus=Cre16.g691850 ID=Cre16.g691850.t1.2.v5.5 annot-version=v5.55 5 5 11.682 105

Cre16.g692751.t1.1 (1 of 1) K13984 - thioredoxin domain-containing protein 5 (TXNDC5, ERP46)Cre16.g692751.t1.1 pacid=30777894 transcript=Cre16.g692751.t1.1 locus=Cre16.g692751 ID=Cre16.g692751.t1.1.v5.5 annot-version=v5.57 7 7 15.269 139

Cre16.g692800.t1.1 (1 of 2) 1.1.1.188 - Prostaglandin-F synthase / Prostaglandin-F synthetaseCre16.g692800.t1.1 pacid=30778093 transcript=Cre16.g692800.t1.1 locus=Cre16.g692800 ID=Cre16.g692800.t1.1.v5.5 annot-version=v5.52 2 2 29.608 274

Cre16.g692901.t1.1 (1 of 3) PTHR13748//PTHR13748:SF43 - COBW-RELATED // SUBFAMILY NOT NAMEDCre16.g692901.t1.1 pacid=30778072 transcript=Cre16.g692901.t1.1 locus=Cre16.g692901 ID=Cre16.g692901.t1.1.v5.5 annot-version=v5.58 8 8 57.147 518



Cre16.g693202.t1.1 (1 of 1) K00392 - sulfite reductase (ferredoxin) (sir)Cre16.g693202.t1.1 pacid=30777017 transcript=Cre16.g693202.t1.1 locus=Cre16.g693202 ID=Cre16.g693202.t1.1.v5.5 annot-version=v5.53 2 2 68.598 621

Cre16.g693500.t1.1 Hydroxyproline-rich cell wall proteinCre16.g693500.t1.1 pacid=30777098 transcript=Cre16.g693500.t1.1 locus=Cre16.g693500 ID=Cre16.g693500.t1.1.v5.5 annot-version=v5.52 2 2 42.194 421

Cre16.g693601.t1.1 (1 of 5) PTHR16631:SF9 - GLUCAN 1,3-BETA-GLUCOSIDASECre16.g693601.t1.1 pacid=30777188 transcript=Cre16.g693601.t1.1 locus=Cre16.g693601 ID=Cre16.g693601.t1.1.v5.5 annot-version=v5.51 1 1 39.648 393

Cre16.g693700.t1.2 Ubiquitin-conjugating enzyme E2Cre16.g693700.t1.2 pacid=30777449 transcript=Cre16.g693700.t1.2 locus=Cre16.g693700 ID=Cre16.g693700.t1.2.v5.5 annot-version=v5.51 1 1 16.701 148

Cre16.g694202.t1.1 (1 of 39) PTHR12298 - PCDC2 PROGRAMMED CELL DEATH PROTEIN 2 -RELATEDCre16.g694202.t1.1 pacid=30777720 transcript=Cre16.g694202.t1.1 locus=Cre16.g694202 ID=Cre16.g694202.t1.1.v5.5 annot-version=v5.52 2 2 26.689 241

Cre16.g694400.t1.2 Permease-like component of an ABC transporterCre16.g694400.t1.2 pacid=30777375 transcript=Cre16.g694400.t1.2 locus=Cre16.g694400 ID=Cre16.g694400.t1.2.v5.5 annot-version=v5.51 1 1 34.61 328

Cre16.g694450.t1.2 DnaJ-like proteinCre16.g694450.t1.2 pacid=30777921 transcript=Cre16.g694450.t1.2 locus=Cre16.g694450 ID=Cre16.g694450.t1.2.v5.5 annot-version=v5.51 1 1 100.99 1012

Cre16.g694850.t1.2 N-acetylglutamate synthaseCre16.g694850.t1.2 pacid=30777140 transcript=Cre16.g694850.t1.2 locus=Cre16.g694850 ID=Cre16.g694850.t1.2.v5.5 annot-version=v5.55 5 5 47.357 464

Cre16.g694950.t1.1 (1 of 543) 2.7.11.1 - Non-specific serine/threonine protein kinase / Threonine-specific protein kinaseCre16.g694950.t1.1 pacid=30778247 transcript=Cre16.g694950.t1.1 locus=Cre16.g694950 ID=Cre16.g694950.t1.1.v5.5 annot-version=v5.51 1 1 44.255 410

Cre16.g695050.t1.2 (1 of 1) 1.1.1.35 - 3-hydroxyacyl-CoA dehydrogenase / Beta-keto-reductaseCre16.g695050.t1.2 pacid=30777673 transcript=Cre16.g695050.t1.2 locus=Cre16.g695050 ID=Cre16.g695050.t1.2.v5.5 annot-version=v5.54 4 4 76.539 734

Cre16.g695450.t3.1 (1 of 1) PTHR23139:SF68 - ZINC FINGER CCHC-TYPE AND RNA-BINDING MOTIF-CONTAINING PROTEIN 1Cre16.g695450.t3.1 pacid=30778210 transcript=Cre16.g695450.t3.1 locus=Cre16.g695450 ID=Cre16.g695450.t3.1.v5.5 annot-version=v5.5;Cre16.g695450.t2.1 pacid=30778209 transcript=Cre16.g695450.t2.1 locus=Cre16.g695450 ID=Cre16.g695450.t2.1.v5.5 annot-version=v1 1 1 60.501 560

Cre16.g695900.t1.1 NA Cre16.g695900.t1.1 pacid=30778010 transcript=Cre16.g695900.t1.1 locus=Cre16.g695900 ID=Cre16.g695900.t1.1.v5.5 annot-version=v5.54 4 4 25.095 230

Cre16.g696000.t1.2 (1 of 2) 2.7.7.23 - UDP-N-acetylglucosamine diphosphorylase / UDP-N-acetylglucosamine pyrophosphorylaseCre16.g696000.t1.2 pacid=30777161 transcript=Cre16.g696000.t1.2 locus=Cre16.g696000 ID=Cre16.g696000.t1.2.v5.5 annot-version=v5.528 28 28 156.04 1493

Cre17.g696250.t1.1 (1 of 2) K03260 - translation initiation factor 4G (EIF4G)Cre17.g696250.t1.1 pacid=30782553 transcript=Cre17.g696250.t1.1 locus=Cre17.g696250 ID=Cre17.g696250.t1.1.v5.5 annot-version=v5.5;Cre17.g696250.t2.1 pacid=30782554 transcript=Cre17.g696250.t2.1 locus=Cre17.g696250 ID=Cre17.g696250.t2.1.v5.5 annot-version=v10 10 10 182.69 1774

Cre17.g696850.t1.2 (1 of 2) K17279 - receptor expression-enhancing protein 5/6 (REEP5_6)Cre17.g696850.t1.2 pacid=30782333 transcript=Cre17.g696850.t1.2 locus=Cre17.g696850 ID=Cre17.g696850.t1.2.v5.5 annot-version=v5.51 1 1 23.706 222

Cre17.g697300.t1.1 (1 of 1) 3.4.22.67 - Zingipain / ZingibainCre17.g697300.t1.1 pacid=30781714 transcript=Cre17.g697300.t1.1 locus=Cre17.g697300 ID=Cre17.g697300.t1.1.v5.5 annot-version=v5.51 1 1 223.5 2118

Cre17.g697334.t1.2 (1 of 10) PF13519 - von Willebrand factor type A domain (VWA_2)Cre17.g697334.t1.2 pacid=30782179 transcript=Cre17.g697334.t1.2 locus=Cre17.g697334 ID=Cre17.g697334.t1.2.v5.5 annot-version=v5.51 1 1 80.69 734

Cre17.g697350.t1.2 (1 of 1) K12861 - pre-mRNA-splicing factor SPF27 (BCAS2)Cre17.g697350.t1.2 pacid=30782323 transcript=Cre17.g697350.t1.2 locus=Cre17.g697350 ID=Cre17.g697350.t1.2.v5.5 annot-version=v5.53 3 3 32.516 303

Cre17.g697450.t1.2 (1 of 1) K15029 - translation initiation factor 3 subunit L (EIF3L)Cre17.g697450.t1.2 pacid=30782733 transcript=Cre17.g697450.t1.2 locus=Cre17.g697450 ID=Cre17.g697450.t1.2.v5.5 annot-version=v5.54 4 4 60.55 530

Cre17.g697624.t1.2 (1 of 1) K12587 - exosome complex component MTR3 (MTR3, EXOSC6)Cre17.g697624.t1.2 pacid=30781907 transcript=Cre17.g697624.t1.2 locus=Cre17.g697624 ID=Cre17.g697624.t1.2.v5.5 annot-version=v5.51 1 1 19.668 193

Cre17.g697650.t1.1 (1 of 1) K01354 - oligopeptidase B (ptrB)Cre17.g697650.t1.1 pacid=30782863 transcript=Cre17.g697650.t1.1 locus=Cre17.g697650 ID=Cre17.g697650.t1.1.v5.5 annot-version=v5.53 3 3 91.95 839

Cre17.g698000.t1.2 Mitochondrial F1F0 ATP synthase, beta subunitCre17.g698000.t1.2 pacid=30782086 transcript=Cre17.g698000.t1.2 locus=Cre17.g698000 ID=Cre17.g698000.t1.2.v5.5 annot-version=v5.533 33 33 61.821 574

Cre17.g698450.t1.2 (1 of 3) 1.5.1.5 - Methylenetetrahydrofolate dehydrogenase (NADP(+))Cre17.g698450.t1.2 pacid=30782842 transcript=Cre17.g698450.t1.2 locus=Cre17.g698450 ID=Cre17.g698450.t1.2.v5.5 annot-version=v5.56 6 6 38.1 369

Cre17.g699000.t2.1 Phosphate acetyltransferaseCre17.g699000.t2.1 pacid=30781762 transcript=Cre17.g699000.t2.1 locus=Cre17.g699000 ID=Cre17.g699000.t2.1.v5.5 annot-version=v5.5;Cre17.g699000.t1.2 pacid=30781761 transcript=Cre17.g699000.t1.2 locus=Cre17.g699000 ID=Cre17.g699000.t1.2.v5.5 annot-version=v5 5 5 84.987 809

Cre17.g699600.t1.2 Sugar bisphosphataseCre17.g699600.t1.2 pacid=30782761 transcript=Cre17.g699600.t1.2 locus=Cre17.g699600 ID=Cre17.g699600.t1.2.v5.5 annot-version=v5.51 1 1 37.009 360

Cre17.g699650.t1.1 NA Cre17.g699650.t1.1 pacid=30782196 transcript=Cre17.g699650.t1.1 locus=Cre17.g699650 ID=Cre17.g699650.t1.1.v5.5 annot-version=v5.51 1 1 28.834 284

Cre17.g700250.t1.2 NA Cre17.g700250.t1.2 pacid=30782795 transcript=Cre17.g700250.t1.2 locus=Cre17.g700250 ID=Cre17.g700250.t1.2.v5.5 annot-version=v5.51 1 1 105.75 1053

Cre17.g701200.t2.1 Ribosomal protein L14, component of cytosolic 80S ribosome and 60S large subunitCre17.g701200.t2.1 pacid=30782127 transcript=Cre17.g701200.t2.1 locus=Cre17.g701200 ID=Cre17.g701200.t2.1.v5.5 annot-version=v5.5;Cre17.g701200.t1.2 pacid=30782128 transcript=Cre17.g701200.t1.2 locus=Cre17.g701200 ID=Cre17.g701200.t1.2.v5.5 annot-version=v9 9 9 15.341 137

Cre17.g701250.t1.2 Flagellar Associated ProteinCre17.g701250.t1.2 pacid=30782607 transcript=Cre17.g701250.t1.2 locus=Cre17.g701250 ID=Cre17.g701250.t1.2.v5.5 annot-version=v5.52 2 2 105.33 925

Cre17.g701500.t1.2 DnaJ-like proteinCre17.g701500.t1.2 pacid=30782290 transcript=Cre17.g701500.t1.2 locus=Cre17.g701500 ID=Cre17.g701500.t1.2.v5.5 annot-version=v5.58 8 8 48.354 450

Cre17.g701650.t1.2 Ribosomal protein L27, component of cytosolic 80S ribosome and 60S large subunitCre17.g701650.t1.2 pacid=30782062 transcript=Cre17.g701650.t1.2 locus=Cre17.g701650 ID=Cre17.g701650.t1.2.v5.5 annot-version=v5.511 11 11 15.265 135

Cre17.g701700.t2.1 Plastid acyl-ACP desaturaseCre17.g701700.t2.1 pacid=30782625 transcript=Cre17.g701700.t2.1 locus=Cre17.g701700 ID=Cre17.g701700.t2.1.v5.5 annot-version=v5.5;Cre17.g701700.t1.2 pacid=30782624 transcript=Cre17.g701700.t1.2 locus=Cre17.g701700 ID=Cre17.g701700.t1.2.v5.5 annot-version=v13 13 13 44.71 401

Cre17.g702200.t1.2 Predicted protein with ankyrin repeatsCre17.g702200.t1.2 pacid=30782338 transcript=Cre17.g702200.t1.2 locus=Cre17.g702200 ID=Cre17.g702200.t1.2.v5.5 annot-version=v5.53 3 3 31.24 290

Cre17.g702650.t1.1 (1 of 10) PF00505 - HMG (high mobility group) box (HMG_box)Cre17.g702650.t1.1 pacid=30782503 transcript=Cre17.g702650.t1.1 locus=Cre17.g702650 ID=Cre17.g702650.t1.1.v5.5 annot-version=v5.53 3 3 43.164 403

Cre17.g703700.t1.1 Succinate-CoA ligase beta chainCre17.g703700.t1.1 pacid=30781597 transcript=Cre17.g703700.t1.1 locus=Cre17.g703700 ID=Cre17.g703700.t1.1.v5.5 annot-version=v5.58 8 8 44.476 421

Cre17.g703850.t1.2 Outer dynein arm-docking complex subunit 1Cre17.g703850.t1.2 pacid=30782792 transcript=Cre17.g703850.t1.2 locus=Cre17.g703850 ID=Cre17.g703850.t1.2.v5.5 annot-version=v5.54 4 4 83.38 749

Cre17.g704350.t1.2 (1 of 1) PTHR10374:SF20 - GLYOXALASE DOMAIN-CONTAINING PROTEIN 4Cre17.g704350.t1.2 pacid=30782262 transcript=Cre17.g704350.t1.2 locus=Cre17.g704350 ID=Cre17.g704350.t1.2.v5.5 annot-version=v5.51 1 1 33.496 307

Cre17.g704850.t1.2 (1 of 1) K00759 - adenine phosphoribosyltransferase (APRT, apt)Cre17.g704850.t1.2 pacid=30782580 transcript=Cre17.g704850.t1.2 locus=Cre17.g704850 ID=Cre17.g704850.t1.2.v5.5 annot-version=v5.52 2 2 19.676 181

Cre17.g705000.t1.2 Calcium-dependent protein kinaseCre17.g705000.t1.2 pacid=30782154 transcript=Cre17.g705000.t1.2 locus=Cre17.g705000 ID=Cre17.g705000.t1.2.v5.5 annot-version=v5.512 12 12 67.447 613

Cre17.g705400.t1.2 20S proteasome alpha subunit ACre17.g705400.t1.2 pacid=30782060 transcript=Cre17.g705400.t1.2 locus=Cre17.g705400 ID=Cre17.g705400.t1.2.v5.5 annot-version=v5.58 8 8 27.504 249

Cre17.g705550.t1.2 (1 of 1) K13174 - THO complex subunit 5 (THOC5)Cre17.g705550.t1.2 pacid=30782312 transcript=Cre17.g705550.t1.2 locus=Cre17.g705550 ID=Cre17.g705550.t1.2.v5.5 annot-version=v5.51 1 1 89.994 858

Cre17.g706600.t1.2 NA Cre17.g706600.t1.2 pacid=30782684 transcript=Cre17.g706600.t1.2 locus=Cre17.g706600 ID=Cre17.g706600.t1.2.v5.5 annot-version=v5.53 3 3 18.37 166

Cre17.g706800.t1.2 (1 of 1) PTHR11080//PTHR11080:SF34 - PYRAZINAMIDASE/NICOTINAMIDASE // SUBFAMILY NOT NAMEDCre17.g706800.t1.2 pacid=30781906 transcript=Cre17.g706800.t1.2 locus=Cre17.g706800 ID=Cre17.g706800.t1.2.v5.5 annot-version=v5.55 5 5 22.001 205

Cre17.g707900.t1.2 NA Cre17.g707900.t1.2 pacid=30782343 transcript=Cre17.g707900.t1.2 locus=Cre17.g707900 ID=Cre17.g707900.t1.2.v5.5 annot-version=v5.53 3 3 37.029 355

Cre17.g708100.t1.2 (1 of 3) 2.4.2.8 - Hypoxanthine phosphoribosyltransferase / TransphosphoribosidaseCre17.g708100.t1.2 pacid=30782091 transcript=Cre17.g708100.t1.2 locus=Cre17.g708100 ID=Cre17.g708100.t1.2.v5.5 annot-version=v5.52 2 2 24.871 228

Cre17.g708300.t1.2 26S proteasome regulatory subunitCre17.g708300.t1.2 pacid=30782753 transcript=Cre17.g708300.t1.2 locus=Cre17.g708300 ID=Cre17.g708300.t1.2.v5.5 annot-version=v5.57 7 7 29.165 265

Cre17.g708450.t1.1 (1 of 37) 3.4.24.38 - Gametolysin / LysinCre17.g708450.t1.1 pacid=30781671 transcript=Cre17.g708450.t1.1 locus=Cre17.g708450 ID=Cre17.g708450.t1.1.v5.5 annot-version=v5.51 1 1 85.392 798

Cre17.g708750.t1.2 NA Cre17.g708750.t1.2 pacid=30782281 transcript=Cre17.g708750.t1.2 locus=Cre17.g708750 ID=Cre17.g708750.t1.2.v5.5 annot-version=v5.58 8 8 34.457 314

Cre17.g708800.t1.1 Glutathione synthetaseCre17.g708800.t1.1 pacid=30781647 transcript=Cre17.g708800.t1.1 locus=Cre17.g708800 ID=Cre17.g708800.t1.1.v5.5 annot-version=v5.58 8 8 52.903 494

Cre17.g709850.t1.2 Acetate kinaseCre17.g709850.t1.2 pacid=30782038 transcript=Cre17.g709850.t1.2 locus=Cre17.g709850 ID=Cre17.g709850.t1.2.v5.5 annot-version=v5.52 2 2 43.499 414



Cre17.g709950.t1.2 (1 of 1) K08272 - calcium binding protein 39 (CAB39, MO25)Cre17.g709950.t1.2 pacid=30782557 transcript=Cre17.g709950.t1.2 locus=Cre17.g709950 ID=Cre17.g709950.t1.2.v5.5 annot-version=v5.52 2 2 41.978 382

Cre17.g710050.t1.1 (1 of 6) PF03547 - Membrane transport protein (Mem_trans)Cre17.g710050.t1.1 pacid=30782353 transcript=Cre17.g710050.t1.1 locus=Cre17.g710050 ID=Cre17.g710050.t1.1.v5.5 annot-version=v5.51 1 1 119.27 1171

Cre17.g710100.t1.1 (1 of 1) K14863 - ribosome biogenesis protein YTM1 (YTM1, WDR12)Cre17.g710100.t1.1 pacid=30782724 transcript=Cre17.g710100.t1.1 locus=Cre17.g710100 ID=Cre17.g710100.t1.1.v5.5 annot-version=v5.51 1 1 48.101 458

Cre17.g710150.t1.2 26S proteasome regulatory subunitCre17.g710150.t1.2 pacid=30782016 transcript=Cre17.g710150.t1.2 locus=Cre17.g710150 ID=Cre17.g710150.t1.2.v5.5 annot-version=v5.57 7 6 44.764 399

Cre17.g710300.t1.1 (1 of 70) PF12499 - Pherophorin (DUF3707)Cre17.g710300.t1.1 pacid=30782254 transcript=Cre17.g710300.t1.1 locus=Cre17.g710300 ID=Cre17.g710300.t1.1.v5.5 annot-version=v5.51 1 1 80.087 763

Cre17.g710800.t2.1 Iron-sulfur cluster assembly proteinCre17.g710800.t2.1 pacid=30782233 transcript=Cre17.g710800.t2.1 locus=Cre17.g710800 ID=Cre17.g710800.t2.1.v5.5 annot-version=v5.5;Cre17.g710800.t1.2 pacid=30782232 transcript=Cre17.g710800.t1.2 locus=Cre17.g710800 ID=Cre17.g710800.t1.2.v5.5 annot-version=v1 1 1 51.042 484

Cre17.g712000.t1.1 Serine/arginine-rich pre-mRNA splicing factorCre17.g712000.t1.1 pacid=30781643 transcript=Cre17.g712000.t1.1 locus=Cre17.g712000 ID=Cre17.g712000.t1.1.v5.5 annot-version=v5.53 3 3 25.538 224

Cre17.g712100.t1.2 Pyridine nucleotide-disulphide oxidoreductaseCre17.g712100.t1.2 pacid=30782487 transcript=Cre17.g712100.t1.2 locus=Cre17.g712100 ID=Cre17.g712100.t1.2.v5.5 annot-version=v5.59 9 9 45.493 445

Cre17.g712300.t1.1 NA Cre17.g712300.t1.1 pacid=30781755 transcript=Cre17.g712300.t1.1 locus=Cre17.g712300 ID=Cre17.g712300.t1.1.v5.5 annot-version=v5.55 5 5 100.35 995

Cre17.g712600.t1.2 NA Cre17.g712600.t1.2 pacid=30782622 transcript=Cre17.g712600.t1.2 locus=Cre17.g712600 ID=Cre17.g712600.t1.2.v5.5 annot-version=v5.52 2 2 78.148 731

Cre17.g713200.t1.1 Chloroplast oxoglutarate-malate translocatorCre17.g713200.t1.1 pacid=30782466 transcript=Cre17.g713200.t1.1 locus=Cre17.g713200 ID=Cre17.g713200.t1.1.v5.5 annot-version=v5.5;Cre17.g713350.t1.2 pacid=30782567 transcript=Cre17.g713350.t1.2 locus=Cre17.g713350 ID=Cre17.g713350.t1.2.v5.5 annot-version=v2 2 2 53.715 519

Cre17.g714700.t1.1 (1 of 20) PTHR13140 - MYOSINCre17.g714700.t1.1 pacid=30781870 transcript=Cre17.g714700.t1.1 locus=Cre17.g714700 ID=Cre17.g714700.t1.1.v5.5 annot-version=v5.51 1 1 160.74 1609

Cre17.g715250.t1.2 Acetyl-CoA biotin carboxyl carrierCre17.g715250.t1.2 pacid=30782126 transcript=Cre17.g715250.t1.2 locus=Cre17.g715250 ID=Cre17.g715250.t1.2.v5.5 annot-version=v5.55 5 5 23.576 228

Cre17.g715350.t2.1 (1 of 1) K12493 - ADP-ribosylation factor GTPase-activating protein 2/3 (ARFGAP2_3)Cre17.g715350.t2.1 pacid=30781594 transcript=Cre17.g715350.t2.1 locus=Cre17.g715350 ID=Cre17.g715350.t2.1.v5.5 annot-version=v5.5;Cre17.g715350.t1.2 pacid=30781593 transcript=Cre17.g715350.t1.2 locus=Cre17.g715350 ID=Cre17.g715350.t1.2.v5.5 annot-version=v5 5 5 46.192 442

Cre17.g715500.t1.2 (1 of 1) PTHR10681//PTHR10681:SF91 - THIOREDOXIN PEROXIDASE // SUBFAMILY NOT NAMEDCre17.g715500.t1.2 pacid=30782483 transcript=Cre17.g715500.t1.2 locus=Cre17.g715500 ID=Cre17.g715500.t1.2.v5.5 annot-version=v5.515 15 15 25.364 232

Cre17.g715750.t1.2 COP-II coat subunitCre17.g715750.t1.2 pacid=30782499 transcript=Cre17.g715750.t1.2 locus=Cre17.g715750 ID=Cre17.g715750.t1.2.v5.5 annot-version=v5.51 1 1 32.596 299

Cre17.g717100.t2.1 (1 of 66) KOG0198 - MEKK and related serine/threonine protein kinasesCre17.g717100.t2.1 pacid=30782535 transcript=Cre17.g717100.t2.1 locus=Cre17.g717100 ID=Cre17.g717100.t2.1.v5.5 annot-version=v5.5;Cre17.g717100.t1.2 pacid=30782534 transcript=Cre17.g717100.t1.2 locus=Cre17.g717100 ID=Cre17.g717100.t1.2.v5.5 annot-version=v2 2 2 74.05 688

Cre17.g717350.t1.2 (1 of 1) 2.5.1.75 - tRNA dimethylallyltransferase / tRNA prenyltransferaseCre17.g717350.t1.2 pacid=30781631 transcript=Cre17.g717350.t1.2 locus=Cre17.g717350 ID=Cre17.g717350.t1.2.v5.5 annot-version=v5.51 1 1 65.84 644

Cre17.g717750.t1.2 (1 of 1) PTHR21148:SF25 - PHOSDUCIN-LIKE PROTEIN 1Cre17.g717750.t1.2 pacid=30782473 transcript=Cre17.g717750.t1.2 locus=Cre17.g717750 ID=Cre17.g717750.t1.2.v5.5 annot-version=v5.51 1 1 27.236 240

Cre17.g717800.t1.2 (1 of 1) K14309 - nuclear pore complex protein Nup93 (NUP93, NIC96)Cre17.g717800.t1.2 pacid=30782058 transcript=Cre17.g717800.t1.2 locus=Cre17.g717800 ID=Cre17.g717800.t1.2.v5.5 annot-version=v5.53 3 3 97.797 952

Cre17.g718468.t1.2 (1 of 37) 3.4.24.38 - Gametolysin / LysinCre17.g718468.t1.2 pacid=30781680 transcript=Cre17.g718468.t1.2 locus=Cre17.g718468 ID=Cre17.g718468.t1.2.v5.5 annot-version=v5.52 1 1 67.655 636

Cre17.g718500.t1.1 Matrix metalloproteinase, gamete lytic enzyme (G-lysin)Cre17.g718500.t1.1 pacid=30781664 transcript=Cre17.g718500.t1.1 locus=Cre17.g718500 ID=Cre17.g718500.t1.1.v5.5 annot-version=v5.516 16 15 74.084 677

Cre17.g719000.t1.2 Exon junction complex component, UAP56 DEAD/DEAH box helicase homologCre17.g719000.t1.2 pacid=30782166 transcript=Cre17.g719000.t1.2 locus=Cre17.g719000 ID=Cre17.g719000.t1.2.v5.5 annot-version=v5.510 10 10 48.784 435

Cre17.g719900.t1.2 Phosphoglucan water dikinaseCre17.g719900.t1.2 pacid=30782781 transcript=Cre17.g719900.t1.2 locus=Cre17.g719900 ID=Cre17.g719900.t1.2.v5.5 annot-version=v5.56 6 6 130.61 1244

Cre17.g720050.t1.2 FtsH-like membrane ATPase/metalloproteaseCre17.g720050.t1.2 pacid=30782442 transcript=Cre17.g720050.t1.2 locus=Cre17.g720050 ID=Cre17.g720050.t1.2.v5.5 annot-version=v5.523 23 22 74.384 689

Cre17.g720250.t1.2 Chlorophyll a/b binding protein of photosystem IICre17.g720250.t1.2 pacid=30782643 transcript=Cre17.g720250.t1.2 locus=Cre17.g720250 ID=Cre17.g720250.t1.2.v5.5 annot-version=v5.524 24 24 29.938 280

Cre17.g720450.t1.1 (1 of 36) PTHR18937 - STRUCTURAL MAINTENANCE OF CHROMOSOMES SMC FAMILY MEMBERCre17.g720450.t1.1 pacid=30781970 transcript=Cre17.g720450.t1.1 locus=Cre17.g720450 ID=Cre17.g720450.t1.1.v5.5 annot-version=v5.54 4 4 107.11 996

Cre17.g721250.t1.2 Flagellar Associated Protein, qilin-likeCre17.g721250.t1.2 pacid=30782335 transcript=Cre17.g721250.t1.2 locus=Cre17.g721250 ID=Cre17.g721250.t1.2.v5.5 annot-version=v5.53 3 3 49.673 443

Cre17.g721300.t1.2 Mitochondrial F1F0 ATP synthase associated 14.3 kDa proteinCre17.g721300.t1.2 pacid=30781659 transcript=Cre17.g721300.t1.2 locus=Cre17.g721300 ID=Cre17.g721300.t1.2.v5.5 annot-version=v5.54 4 4 14.324 123

Cre17.g721500.t1.2 Granule-bound starch synthase ICre17.g721500.t1.2 pacid=30782074 transcript=Cre17.g721500.t1.2 locus=Cre17.g721500 ID=Cre17.g721500.t1.2.v5.5 annot-version=v5.518 18 18 76.617 726

Cre17.g721553.t1.2 NA Cre17.g721553.t1.2 pacid=30782671 transcript=Cre17.g721553.t1.2 locus=Cre17.g721553 ID=Cre17.g721553.t1.2.v5.5 annot-version=v5.51 1 1 8.1514 74

Cre17.g721600.t1.1 (1 of 1) K12847 - U4/U6.U5 tri-snRNP-associated protein 2 (USP39, SAD1)Cre17.g721600.t1.1 pacid=30781711 transcript=Cre17.g721600.t1.1 locus=Cre17.g721600 ID=Cre17.g721600.t1.1.v5.5 annot-version=v5.51 1 1 49.221 455

Cre17.g721700.t1.2 Thylakoid lumenal proteinCre17.g721700.t1.2 pacid=30782709 transcript=Cre17.g721700.t1.2 locus=Cre17.g721700 ID=Cre17.g721700.t1.2.v5.5 annot-version=v5.53 3 3 25.676 239

Cre17.g722350.t1.2 Small Rab-related GTPaseCre17.g722350.t1.2 pacid=30782283 transcript=Cre17.g722350.t1.2 locus=Cre17.g722350 ID=Cre17.g722350.t1.2.v5.5 annot-version=v5.51 1 1 25.896 229

Cre17.g722650.t1.2 NA Cre17.g722650.t1.2 pacid=30782021 transcript=Cre17.g722650.t1.2 locus=Cre17.g722650 ID=Cre17.g722650.t1.2.v5.5 annot-version=v5.52 2 2 16.097 156

Cre17.g722750.t1.2 NA Cre17.g722750.t1.2 pacid=30782324 transcript=Cre17.g722750.t1.2 locus=Cre17.g722750 ID=Cre17.g722750.t1.2.v5.5 annot-version=v5.55 5 5 38.977 363

Cre17.g723250.t1.2 Chloroplast processing proteaseCre17.g723250.t1.2 pacid=30782461 transcript=Cre17.g723250.t1.2 locus=Cre17.g723250 ID=Cre17.g723250.t1.2.v5.5 annot-version=v5.51 1 1 143.06 1319

Cre17.g723600.t1.2 Intraflagellar transport protein 81Cre17.g723600.t1.2 pacid=30781829 transcript=Cre17.g723600.t1.2 locus=Cre17.g723600 ID=Cre17.g723600.t1.2.v5.5 annot-version=v5.52 2 2 77.073 683

Cre17.g723650.t1.2 Acetyl-CoA acyltransferaseCre17.g723650.t1.2 pacid=30782115 transcript=Cre17.g723650.t1.2 locus=Cre17.g723650 ID=Cre17.g723650.t1.2.v5.5 annot-version=v5.59 9 9 47.358 461

Cre17.g723900.t1.2 Flagellar Associated ProteinCre17.g723900.t1.2 pacid=30781872 transcript=Cre17.g723900.t1.2 locus=Cre17.g723900 ID=Cre17.g723900.t1.2.v5.5 annot-version=v5.51 1 1 39.098 354

Cre17.g724200.t1.2 La protein Cre17.g724200.t1.2 pacid=30781820 transcript=Cre17.g724200.t1.2 locus=Cre17.g724200 ID=Cre17.g724200.t1.2.v5.5 annot-version=v5.511 11 11 50.121 468

Cre17.g724300.t1.2 Photosystem I reaction center subunit psaKCre17.g724300.t1.2 pacid=30781885 transcript=Cre17.g724300.t1.2 locus=Cre17.g724300 ID=Cre17.g724300.t1.2.v5.5 annot-version=v5.55 5 5 11.201 113

Cre17.g724350.t1.2 20S proteasome alpha subunit ECre17.g724350.t1.2 pacid=30782319 transcript=Cre17.g724350.t1.2 locus=Cre17.g724350 ID=Cre17.g724350.t1.2.v5.5 annot-version=v5.58 8 8 26.199 241

Cre17.g724550.t1.2 Deflagellation inducible proteinCre17.g724550.t1.2 pacid=30782360 transcript=Cre17.g724550.t1.2 locus=Cre17.g724550 ID=Cre17.g724550.t1.2.v5.5 annot-version=v5.53 3 3 12.71 111

Cre17.g724850.t1.2 (1 of 1) K14848 - ribosome assembly protein RRB1 (RRB1, GRWD1)Cre17.g724850.t1.2 pacid=30782603 transcript=Cre17.g724850.t1.2 locus=Cre17.g724850 ID=Cre17.g724850.t1.2.v5.5 annot-version=v5.51 1 1 53.241 495

Cre17.g725301.t1.1 (1 of 3) PTHR23003 - RNA RECOGNITION MOTIF RRM  DOMAIN CONTAINING PROTEINCre17.g725301.t1.1 pacid=30781957 transcript=Cre17.g725301.t1.1 locus=Cre17.g725301 ID=Cre17.g725301.t1.1.v5.5 annot-version=v5.52 2 2 60.234 596

Cre17.g725350.t2.1 (1 of 1) PTHR12630 - N-LINKED OLIGOSACCHARIDE PROCESSINGCre17.g725350.t2.1 pacid=30782681 transcript=Cre17.g725350.t2.1 locus=Cre17.g725350 ID=Cre17.g725350.t2.1.v5.5 annot-version=v5.5;Cre17.g725350.t1.1 pacid=30782680 transcript=Cre17.g725350.t1.1 locus=Cre17.g725350 ID=Cre17.g725350.t1.1.v5.5 annot-version=v11 11 11 52.897 486

Cre17.g725400.t1.2 NA Cre17.g725400.t1.2 pacid=30782887 transcript=Cre17.g725400.t1.2 locus=Cre17.g725400 ID=Cre17.g725400.t1.2.v5.5 annot-version=v5.51 1 1 13.827 124

Cre17.g725550.t1.2 Glucose-6-phosphate-1-dehydrogenaseCre17.g725550.t1.2 pacid=30782439 transcript=Cre17.g725550.t1.2 locus=Cre17.g725550 ID=Cre17.g725550.t1.2.v5.5 annot-version=v5.52 2 2 54.95 499

Cre17.g726050.t1.2 (1 of 1) K11843 - ubiquitin carboxyl-terminal hydrolase 14 [EC:3.4.19.12] (USP14, UBP6)Cre17.g726050.t1.2 pacid=30781855 transcript=Cre17.g726050.t1.2 locus=Cre17.g726050 ID=Cre17.g726050.t1.2.v5.5 annot-version=v5.52 2 2 56.036 515



Cre17.g726100.t1.2 (1 of 3) 2.7.7.72 - CCA tRNA nucleotidyltransferase / tRNA-nucleotidyltransferaseCre17.g726100.t1.2 pacid=30782308 transcript=Cre17.g726100.t1.2 locus=Cre17.g726100 ID=Cre17.g726100.t1.2.v5.5 annot-version=v5.53 3 3 34.672 327

Cre17.g726750.t1.2 3-deoxy-D-arabino-heptulosonate 7-phosphate synthetaseCre17.g726750.t1.2 pacid=30782626 transcript=Cre17.g726750.t1.2 locus=Cre17.g726750 ID=Cre17.g726750.t1.2.v5.5 annot-version=v5.511 11 11 55.747 502

Cre17.g726850.t1.2 (1 of 3) K11089 - 60 kDa SS-A/Ro ribonucleoprotein (TROVE2, SSA2)Cre17.g726850.t1.2 pacid=30782445 transcript=Cre17.g726850.t1.2 locus=Cre17.g726850 ID=Cre17.g726850.t1.2.v5.5 annot-version=v5.510 10 10 83.398 805

Cre17.g727300.t1.2 (1 of 3) 1.3.1.42 - 12-oxophytodienoate reductaseCre17.g727300.t1.2 pacid=30781808 transcript=Cre17.g727300.t1.2 locus=Cre17.g727300 ID=Cre17.g727300.t1.2.v5.5 annot-version=v5.51 1 1 41.59 391

Cre17.g727700.t1.1 (1 of 1) PTHR24031:SF155 - DEAD-BOX ATP-DEPENDENT RNA HELICASE 3, CHLOROPLASTICCre17.g727700.t1.1 pacid=30782559 transcript=Cre17.g727700.t1.1 locus=Cre17.g727700 ID=Cre17.g727700.t1.1.v5.5 annot-version=v5.56 6 5 86.791 826

Cre17.g727950.t1.1 26S proteasome regulatory subunitCre17.g727950.t1.1 pacid=30782172 transcript=Cre17.g727950.t1.1 locus=Cre17.g727950 ID=Cre17.g727950.t1.1.v5.5 annot-version=v5.55 5 5 108.43 1034

Cre17.g728100.t1.2 (1 of 2) K14664 - IAA-amino acid hydrolase [EC:3.5.1.-] (ILR1)Cre17.g728100.t1.2 pacid=30782582 transcript=Cre17.g728100.t1.2 locus=Cre17.g728100 ID=Cre17.g728100.t1.2.v5.5 annot-version=v5.55 5 5 50.187 477

Cre17.g728800.t1.2 Isocitrate dehydrogenase, NAD-dependentCre17.g728800.t1.2 pacid=30781932 transcript=Cre17.g728800.t1.2 locus=Cre17.g728800 ID=Cre17.g728800.t1.2.v5.5 annot-version=v5.53 3 3 41.083 384

Cre17.g729150.t1.2 (1 of 90) PF00076 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1)Cre17.g729150.t1.2 pacid=30782801 transcript=Cre17.g729150.t1.2 locus=Cre17.g729150 ID=Cre17.g729150.t1.2.v5.5 annot-version=v5.57 7 7 31.371 293

Cre17.g730250.t1.1 (1 of 1) PTHR12175//PTHR12175:SF2 - AD039 HT014   THIOREDOXIN FAMILY TRP26 // SUBFAMILY NOT NAMEDCre17.g730250.t1.1 pacid=30782772 transcript=Cre17.g730250.t1.1 locus=Cre17.g730250 ID=Cre17.g730250.t1.1.v5.5 annot-version=v5.51 1 1 18.542 168

Cre17.g731100.t1.2 (1 of 1) KOG4457 - Uncharacterized conserved proteinCre17.g731100.t1.2 pacid=30782258 transcript=Cre17.g731100.t1.2 locus=Cre17.g731100 ID=Cre17.g731100.t1.2.v5.5 annot-version=v5.51 1 1 40.648 372

Cre17.g731350.t1.1 (1 of 1) 1.1.1.189 - Prostaglandin-E(2) 9-reductase / Prostaglandin-E2 9-reductaseCre17.g731350.t1.1 pacid=30782031 transcript=Cre17.g731350.t1.1 locus=Cre17.g731350 ID=Cre17.g731350.t1.1.v5.5 annot-version=v5.52 2 2 34.409 323

Cre17.g731850.t1.2 (1 of 1) 1.3.1.34 - 2,4-dienoyl-CoA reductase (NADPH) / 4-enoyl-CoA reductase (NADPH)Cre17.g731850.t1.2 pacid=30781740 transcript=Cre17.g731850.t1.2 locus=Cre17.g731850 ID=Cre17.g731850.t1.2.v5.5 annot-version=v5.51 1 1 31.271 301

Cre17.g732300.t1.2 Galactose kinaseCre17.g732300.t1.2 pacid=30782502 transcript=Cre17.g732300.t1.2 locus=Cre17.g732300 ID=Cre17.g732300.t1.2.v5.5 annot-version=v5.59 9 9 54.883 518

Cre17.g732350.t2.1 Glyoxal or galactose oxidaseCre17.g732350.t2.1 pacid=30781916 transcript=Cre17.g732350.t2.1 locus=Cre17.g732350 ID=Cre17.g732350.t2.1.v5.5 annot-version=v5.5;Cre17.g732350.t1.1 pacid=30781917 transcript=Cre17.g732350.t1.1 locus=Cre17.g732350 ID=Cre17.g732350.t1.1.v5.5 annot-version=v3 3 3 116.93 1109

Cre17.g734100.t1.2 (1 of 1) 6.3.4.4 - Adenylosuccinate synthase / Succinoadenylic kinosynthetaseCre17.g734100.t1.2 pacid=30782432 transcript=Cre17.g734100.t1.2 locus=Cre17.g734100 ID=Cre17.g734100.t1.2.v5.5 annot-version=v5.527 27 27 50.051 463

Cre17.g734200.t1.2 L,L-diaminopimelate aminotransferaseCre17.g734200.t1.2 pacid=30782833 transcript=Cre17.g734200.t1.2 locus=Cre17.g734200 ID=Cre17.g734200.t1.2.v5.5 annot-version=v5.523 23 23 47.849 441

Cre17.g734300.t2.1 (1 of 2) PTHR10903:SF47 - TRANSLOCASE OF CHLOROPLAST 120, CHLOROPLASTIC-RELATEDCre17.g734300.t2.1 pacid=30782407 transcript=Cre17.g734300.t2.1 locus=Cre17.g734300 ID=Cre17.g734300.t2.1.v5.5 annot-version=v5.5;Cre17.g734300.t1.1 pacid=30782406 transcript=Cre17.g734300.t1.1 locus=Cre17.g734300 ID=Cre17.g734300.t1.1.v5.5 annot-version=v4 4 4 102.3 967

Cre17.g734400.t1.1 Ubiquitin ligase SCF complex subunit CullinCre17.g734400.t1.1 pacid=30781960 transcript=Cre17.g734400.t1.1 locus=Cre17.g734400 ID=Cre17.g734400.t1.1.v5.5 annot-version=v5.53 3 3 87.622 747

Cre17.g734450.t1.2 Plastid ribosomal protein L19Cre17.g734450.t1.2 pacid=30782167 transcript=Cre17.g734450.t1.2 locus=Cre17.g734450 ID=Cre17.g734450.t1.2.v5.5 annot-version=v5.54 4 4 16.596 153

Cre17.g734500.t1.2 Vacuolar ATP synthase subunit ECre17.g734500.t1.2 pacid=30782782 transcript=Cre17.g734500.t1.2 locus=Cre17.g734500 ID=Cre17.g734500.t1.2.v5.5 annot-version=v5.510 10 10 26.244 232

Cre17.g734516.t1.1 26S proteasome regulatory subunitCre17.g734516.t1.1 pacid=30782173 transcript=Cre17.g734516.t1.1 locus=Cre17.g734516 ID=Cre17.g734516.t1.1.v5.5 annot-version=v5.52 2 2 43.701 402

Cre17.g734548.t1.1 Pyruvate phosphate dikinase, chloroplasticCre17.g734548.t1.1 pacid=30781955 transcript=Cre17.g734548.t1.1 locus=Cre17.g734548 ID=Cre17.g734548.t1.1.v5.5 annot-version=v5.513 13 13 104.45 967

Cre17.g734644.t1.1 (1 of 1) 1.14.13.132 - Squalene monooxygenase / Squalene epoxidaseCre17.g734644.t1.1 pacid=30782285 transcript=Cre17.g734644.t1.1 locus=Cre17.g734644 ID=Cre17.g734644.t1.1.v5.5 annot-version=v5.51 1 1 55.864 523

Cre17.g734900.t2.1 (1 of 1) 3.4.17.19 - Carboxypeptidase Taq / Carboxypeptidase 1Cre17.g734900.t2.1 pacid=30782227 transcript=Cre17.g734900.t2.1 locus=Cre17.g734900 ID=Cre17.g734900.t2.1.v5.5 annot-version=v5.5;Cre17.g734900.t1.2 pacid=30782226 transcript=Cre17.g734900.t1.2 locus=Cre17.g734900 ID=Cre17.g734900.t1.2.v5.5 annot-version=v6 6 6 58.08 531

Cre17.g737050.t1.2 (1 of 1) PTHR22957//PTHR22957:SF287 - TBC1 DOMAIN FAMILY MEMBER GTPASE-ACTIVATING PROTEIN // SUBFAMILY NOT NAMEDCre17.g737050.t1.2 pacid=30781825 transcript=Cre17.g737050.t1.2 locus=Cre17.g737050 ID=Cre17.g737050.t1.2.v5.5 annot-version=v5.55 5 5 43.347 404

Cre17.g737100.t1.2 Flagellar Associated ProteinCre17.g737100.t1.2 pacid=30782033 transcript=Cre17.g737100.t1.2 locus=Cre17.g737100 ID=Cre17.g737100.t1.2.v5.5 annot-version=v5.55 5 5 59.908 505

Cre17.g737250.t1.2 Elongation factor EF-Tu-like proteinCre17.g737250.t1.2 pacid=30781623 transcript=Cre17.g737250.t1.2 locus=Cre17.g737250 ID=Cre17.g737250.t1.2.v5.5 annot-version=v5.57 6 6 109.24 989

Cre17.g738300.t1.2 Acidic ribosomal protein P1Cre17.g738300.t1.2 pacid=30782509 transcript=Cre17.g738300.t1.2 locus=Cre17.g738300 ID=Cre17.g738300.t1.2.v5.5 annot-version=v5.54 4 4 10.875 107

Cre17.g738600.t1.1 RegA/RlsA-like proteinCre17.g738600.t1.1 pacid=30782034 transcript=Cre17.g738600.t1.1 locus=Cre17.g738600 ID=Cre17.g738600.t1.1.v5.5 annot-version=v5.51 1 1 149.32 1514

Cre17.g739450.t1.1 DR1-like proteinCre17.g739450.t1.1 pacid=30782065 transcript=Cre17.g739450.t1.1 locus=Cre17.g739450 ID=Cre17.g739450.t1.1.v5.5 annot-version=v5.51 1 1 19.561 189

Cre17.g741000.t1.2 (1 of 1) K13249 - translocon-associated protein subunit alpha (SSR1)Cre17.g741000.t1.2 pacid=30782450 transcript=Cre17.g741000.t1.2 locus=Cre17.g741000 ID=Cre17.g741000.t1.2.v5.5 annot-version=v5.51 1 1 27.067 244

Cre17.g741200.t1.2 Microtubule plus-end binding proteinCre17.g741200.t1.2 pacid=30781908 transcript=Cre17.g741200.t1.2 locus=Cre17.g741200 ID=Cre17.g741200.t1.2.v5.5 annot-version=v5.54 4 4 30.817 280

Cre17.g741450.t1.2 Chaperonin 60B1Cre17.g741450.t1.2 pacid=30782155 transcript=Cre17.g741450.t1.2 locus=Cre17.g741450 ID=Cre17.g741450.t1.2.v5.5 annot-version=v5.522 18 18 62.072 581

Cre17.g741850.t1.2 Heterogeneous nuclear ribonucleoproteinCre17.g741850.t1.2 pacid=30782510 transcript=Cre17.g741850.t1.2 locus=Cre17.g741850 ID=Cre17.g741850.t1.2.v5.5 annot-version=v5.513 13 13 31.299 295

Cre17.g742200.t1.1 (1 of 1) PTHR22870:SF220 - RCC1 AND BTB DOMAIN-CONTAINING PROTEIN 2Cre17.g742200.t1.1 pacid=30782802 transcript=Cre17.g742200.t1.1 locus=Cre17.g742200 ID=Cre17.g742200.t1.1.v5.5 annot-version=v5.54 4 4 48.672 463

Cre17.g742300.t1.1 Glutathione S-transferaseCre17.g742300.t1.1 pacid=30781862 transcript=Cre17.g742300.t1.1 locus=Cre17.g742300 ID=Cre17.g742300.t1.1.v5.5 annot-version=v5.54 4 4 24.779 219

Cre17.g742450.t1.1 (1 of 6) K00799 - glutathione S-transferase (GST, gst)Cre17.g742450.t1.1 pacid=30782726 transcript=Cre17.g742450.t1.1 locus=Cre17.g742450 ID=Cre17.g742450.t1.1.v5.5 annot-version=v5.53 3 3 23 205

Cre17.g743847.t1.1 (1 of 2) PF00076//PF04564 - RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain) (RRM_1) // U-box domain (U-box)Cre17.g743847.t1.1 pacid=30782211 transcript=Cre17.g743847.t1.1 locus=Cre17.g743847 ID=Cre17.g743847.t1.1.v5.5 annot-version=v5.51 1 1 59.281 560

Cre17.g743897.t1.1 PeroxiredoxinCre17.g743897.t1.1 pacid=30782754 transcript=Cre17.g743897.t1.1 locus=Cre17.g743897 ID=Cre17.g743897.t1.1.v5.5 annot-version=v5.510 10 10 42.386 387

Cre17.g743947.t1.1 NA Cre17.g743947.t1.1 pacid=30782019 transcript=Cre17.g743947.t1.1 locus=Cre17.g743947 ID=Cre17.g743947.t1.1.v5.5 annot-version=v5.51 1 1 156.3 1619

Cre17.g744147.t1.1 (1 of 1) K12854 - pre-mRNA-splicing helicase BRR2 (SNRNP200, BRR2)Cre17.g744147.t1.1 pacid=30781910 transcript=Cre17.g744147.t1.1 locus=Cre17.g744147 ID=Cre17.g744147.t1.1.v5.5 annot-version=v5.54 4 4 240.36 2168

Cre17.g744897.t1.1 (1 of 8) PTHR13068 - CGI-12 PROTEIN-RELATEDCre17.g744897.t1.1 pacid=30782020 transcript=Cre17.g744897.t1.1 locus=Cre17.g744897 ID=Cre17.g744897.t1.1.v5.5 annot-version=v5.52 2 2 45.66 453

Cre17.g745297.t1.1 NA Cre17.g745297.t1.1 pacid=30782888 transcript=Cre17.g745297.t1.1 locus=Cre17.g745297 ID=Cre17.g745297.t1.1.v5.5 annot-version=v5.51 1 1 43.812 410

Cre17.g745697.t1.1 (1 of 3) PTHR12136 - STEROIDOGENIC ACUTE REGULATORY PROTEIN STARCre17.g745697.t1.1 pacid=30781835 transcript=Cre17.g745697.t1.1 locus=Cre17.g745697 ID=Cre17.g745697.t1.1.v5.5 annot-version=v5.51 1 1 97.21 925

Cre17.g746047.t1.1 NA Cre17.g746047.t1.1 pacid=30782381 transcript=Cre17.g746047.t1.1 locus=Cre17.g746047 ID=Cre17.g746047.t1.1.v5.5 annot-version=v5.52 2 2 405.88 4190

Cre17.g746997.t1.1 Dual function alcohol/acetaldehyde dehydrogenaseCre17.g746997.t1.1 pacid=30781848 transcript=Cre17.g746997.t1.1 locus=Cre17.g746997 ID=Cre17.g746997.t1.1.v5.5 annot-version=v5.539 39 39 102.23 954

Cre17.g747247.t1.1 (1 of 3) PTHR19959:SF128 - KINESIN LIGHT CHAIN 2Cre17.g747247.t1.1 pacid=30782275 transcript=Cre17.g747247.t1.1 locus=Cre17.g747247 ID=Cre17.g747247.t1.1.v5.5 annot-version=v5.52 2 2 185.58 1846

Cre18.g749447.t2.1 Bifunctional aspartate kinase/homoserine dehydrogenaseCre18.g749447.t2.1 pacid=30783853 transcript=Cre18.g749447.t2.1 locus=Cre18.g749447 ID=Cre18.g749447.t2.1.v5.5 annot-version=v5.5;Cre18.g749447.t1.1 pacid=30783852 transcript=Cre18.g749447.t1.1 locus=Cre18.g749447 ID=Cre18.g749447.t1.1.v5.5 annot-version=v18 18 18 99.038 923

Cre18.g749497.t1.1 (1 of 1) K01945 - phosphoribosylamine--glycine ligase (purD)Cre18.g749497.t1.1 pacid=30783810 transcript=Cre18.g749497.t1.1 locus=Cre18.g749497 ID=Cre18.g749497.t1.1.v5.5 annot-version=v5.515 15 15 48.433 461



Cre18.g749847.t2.1 Dihydrolipoyl dehydrogenaseCre18.g749847.t2.1 pacid=30783824 transcript=Cre18.g749847.t2.1 locus=Cre18.g749847 ID=Cre18.g749847.t2.1.v5.5 annot-version=v5.5;Cre18.g749847.t1.1 pacid=30783823 transcript=Cre18.g749847.t1.1 locus=Cre18.g749847 ID=Cre18.g749847.t1.1.v5.5 annot-version=v20 20 20 52.482 502

Cre18.g749947.t1.1 Flagellar Associated ProteinCre18.g749947.t1.1 pacid=30783835 transcript=Cre18.g749947.t1.1 locus=Cre18.g749947 ID=Cre18.g749947.t1.1.v5.5 annot-version=v5.52 2 2 47.706 442

Cre18.g750047.t1.1 Flagella membrane glycoprotein, minor formCre18.g750047.t1.1 pacid=30783825 transcript=Cre18.g750047.t1.1 locus=Cre18.g750047 ID=Cre18.g750047.t1.1.v5.5 annot-version=v5.537 37 33 447.5 4534

Cre19.g750147.t1.1 NA Cre19.g750147.t1.1 pacid=30778342 transcript=Cre19.g750147.t1.1 locus=Cre19.g750147 ID=Cre19.g750147.t1.1.v5.5 annot-version=v5.51 1 1 67.841 708

Cre19.g750547.t4.1 Type-II calcium-dependent NADH dehydrogenaseCre19.g750547.t4.1 pacid=30778330 transcript=Cre19.g750547.t4.1 locus=Cre19.g750547 ID=Cre19.g750547.t4.1.v5.5 annot-version=v5.5;Cre19.g750547.t2.1 pacid=30778328 transcript=Cre19.g750547.t2.1 locus=Cre19.g750547 ID=Cre19.g750547.t2.1.v5.5 annot-version=v15 15 15 67.314 618

Cre19.g751197.t2.1 (1 of 1) K14794 - ribosomal RNA-processing protein 12 (RRP12)Cre19.g751197.t2.1 pacid=30778317 transcript=Cre19.g751197.t2.1 locus=Cre19.g751197 ID=Cre19.g751197.t2.1.v5.5 annot-version=v5.5;Cre19.g751197.t1.1 pacid=30778316 transcript=Cre19.g751197.t1.1 locus=Cre19.g751197 ID=Cre19.g751197.t1.1.v5.5 annot-version=v7 7 7 148.92 1478

Cre19.g751247.t2.1 (1 of 1) K16742 - ADP-ribosylation factor-like protein 2-binding protein (ARL2BP, BART)Cre19.g751247.t2.1 pacid=30778322 transcript=Cre19.g751247.t2.1 locus=Cre19.g751247 ID=Cre19.g751247.t2.1.v5.5 annot-version=v5.5;Cre19.g751247.t1.1 pacid=30778321 transcript=Cre19.g751247.t1.1 locus=Cre19.g751247 ID=Cre19.g751247.t1.1.v5.5 annot-version=v2 2 2 22.396 199

Cre24.g755197.t1.1 Putative rubredoxin-like proteinCre24.g755197.t1.1 pacid=30782896 transcript=Cre24.g755197.t1.1 locus=Cre24.g755197 ID=Cre24.g755197.t1.1.v5.5 annot-version=v5.53 3 3 15.475 142

Cre26.g756797.t1.1 (1 of 1) K02732 - 20S proteasome subunit beta 6 (PSMB1)Cre26.g756797.t1.1 pacid=30778304 transcript=Cre26.g756797.t1.1 locus=Cre26.g756797 ID=Cre26.g756797.t1.1.v5.5 annot-version=v5.52 2 2 26.881 246

Cre36.g759647.t1.1 (1 of 3) 3.1.3.24 - Sucrose-phosphate phosphatase / Sucrose-6-phosphate phosphataseCre36.g759647.t1.1 pacid=30778298 transcript=Cre36.g759647.t1.1 locus=Cre36.g759647 ID=Cre36.g759647.t1.1.v5.5 annot-version=v5.51 1 1 44.715 427

Cre43.g760497.t1.1 (1 of 1) PTHR11638//PTHR11638:SF96 - ATP-DEPENDENT CLP PROTEASE // SUBFAMILY NOT NAMEDCre43.g760497.t1.1 pacid=30783788 transcript=Cre43.g760497.t1.1 locus=Cre43.g760497 ID=Cre43.g760497.t1.1.v5.5 annot-version=v5.512 12 12 28.953 271

Cre48.g761147.t1.1 NA Cre48.g761147.t1.1 pacid=30778370 transcript=Cre48.g761147.t1.1 locus=Cre48.g761147 ID=Cre48.g761147.t1.1.v5.5 annot-version=v5.51 1 1 13.669 131

Cre48.g761197.t1.1 (1 of 2) K02906 - large subunit ribosomal protein L3 (RP-L3, MRPL3, rplC)Cre48.g761197.t1.1 pacid=30778371 transcript=Cre48.g761197.t1.1 locus=Cre48.g761197 ID=Cre48.g761197.t1.1.v5.5 annot-version=v5.513 13 13 27.831 259

Cre50.g761397.t1.1 (1 of 1) K07575 - PUA domain protein (K07575)Cre50.g761397.t1.1 pacid=30778301 transcript=Cre50.g761397.t1.1 locus=Cre50.g761397 ID=Cre50.g761397.t1.1.v5.5 annot-version=v5.52 2 2 14.631 130



Q-value Score Intensity 1 Intensity 2 Intensity 3 Intensity 4 Intensity 5 Intensity 6

0 58.172 4.25E+08 4.63E+08 4.93E+08 3.29E+08 7.43E+08 2.09E+09

0 174.9 2.86E+08 2.44E+08 2.04E+08 75354000 3.15E+08 5.12E+08

0 85.401 1.33E+08 2.15E+08 1.52E+08 1.11E+08 1.83E+08 4.19E+08

0 8.0559 28633000 26253000 22346000 5351900 11560000 1.01E+08

0 79.074 2.12E+08 2.89E+08 2.42E+08 1.47E+08 5.36E+08 1.2E+09

0 190.46 1.26E+09 9.5E+08 1.36E+09 8.12E+08 1.45E+09 4.25E+09

0 3.7175 51163000 8667000 0 0 41060000 63317000

0 17.4 4888100 46860000 55199000 10062000 4604000 1.71E+08

0 128.01 9.07E+08 1.28E+09 8.48E+08 2.77E+08 1.75E+09 2.58E+09

0 4.8013 10019000 0 0 0 0 74129000

0.014712 0.22276 0 0 4533100 0 13234000 35793000

0.019298 0.12408 0 0 0 0 0 0

0 1.9531 0 6235300 779410 0 0 9737300

0 255 1.03E+09 8.43E+08 1.05E+09 4.38E+08 1.42E+09 3.25E+09

0.001 1.2468 1.36E+08 1.29E+08 2.7E+08 1.51E+08 1.98E+08 1.63E+08

0 23.488 1.7E+08 1.81E+08 1.2E+08 64978000 3.7E+08 4.18E+08

0 146.62 2.68E+08 4.01E+08 4.06E+08 2.97E+08 9.81E+08 2.23E+09

0 323.31 7.61E+08 2.78E+08 3.58E+08 1.78E+08 1.82E+09 3.44E+09

0 60.139 3.99E+08 3.65E+08 3.99E+08 1.75E+08 9.1E+08 7.52E+08

0 6.6625 0 36002000 56457000 28410000 25077000 1.01E+08

0 176.39 9.01E+08 5.35E+08 4.85E+08 1.78E+08 1.37E+09 2.7E+09

0.036897 -0.15894 0 0 0 0 0 37288000

0 2.6481 15094000 6156300 13059000 8610300 23707000 36350000

0 35.223 0 76471000 76853000 45645000 1.23E+08 3.51E+08

0 68.483 3.78E+08 3.5E+08 2.39E+08 1.72E+08 4.06E+08 7.29E+08

0.009897 0.30097 86891000 13179000 16167000 0 96942000 0

0 55.286 87321000 66914000 19860000 49266000 60954000 3.98E+08

0 100.76 0 72312000 15976000 54338000 2.04E+08 3.63E+08

0 10.736 6029900 29445000 0 24530000 0 71774000

0 4.0829 60367000 40424000 85347000 22817000 1.17E+08 66893000

0 14.31 1.66E+08 1.58E+08 3.43E+08 1.39E+08 1.07E+08 3.2E+08

0 4.8602 0 0 0 0 36370000 35936000

0.0087 0.4631 21078000 14326000 0 0 43429000 95691000

0 6.8811 0 0 0 0 0 47175000

0 323.31 1.01E+10 8.58E+09 7.86E+09 3.27E+09 1.5E+10 3.03E+10

0 155.22 1.73E+09 1.77E+09 1.81E+09 7.31E+08 2.21E+09 3.67E+09

0 6.5261 68493000 31880000 24901000 10506000 1.14E+08 1.84E+08

0 7.8838 0 8666600 0 0 31317000 1.33E+08

0 132.57 3.86E+08 2.98E+08 4.62E+08 1.97E+08 5.88E+08 1.44E+09

0 31.402 13386000 15278000 7408400 5926400 5734600 55714000

0 7.1806 10223000 3617300 6000000 2439400 20466000 51476000

0 39.954 12398000 3560700 11240000 0 8608100 27718000

0 6.1237 6249100 8429700 0 28170000 38418000 1.29E+08

0 93.058 1.06E+09 9.71E+08 1E+09 4.61E+08 1.3E+09 2.82E+09

0 23.478 0 0 0 0 0 0

0 30.031 1.02E+08 1.9E+08 2.61E+08 1.12E+08 2.72E+08 5.27E+08

0 23.834 3.96E+08 5.22E+08 4.84E+08 2.76E+08 7.72E+08 1.7E+09

0.021286 0.060276 45512000 19699000 0 0 53326000 0

Table 2: List of proteins identified after LCMS/MS analysis



0 64.271 1.71E+08 1.29E+08 49134000 23733000 3.86E+08 8.9E+08

0 193.91 1.15E+09 1.98E+09 1.62E+09 7.14E+08 1.97E+09 2.12E+09

0 18.035 40447000 77548000 63531000 3104100 49244000 38495000

0 3.0794 3815500 19660000 28364000 0 0 66872000

0 28.819 2.59E+08 3.08E+08 2.44E+08 1.24E+08 5.72E+08 1.22E+09

0 6.8782 1464000 0 0 0 0 8506600

0 163.43 1.26E+09 1.03E+09 7.73E+08 4.02E+08 1.07E+09 5.28E+09

0.036913 -0.15758 26800000 3294900 11616000 0 30439000 0

0 6.4713 0 24971000 32405000 12508000 0 61956000

0.043657 -0.218 31632000 0 0 0 0 1.4E+08

0 11.998 24632000 20633000 0 17012000 33389000 0

0.00387 0.96831 14888000 0 0 0 23594000 29922000

0 9.0088 1.31E+08 1.08E+08 1.17E+08 53822000 2.22E+08 3.76E+08

0.005226 0.78605 0 0 0 0 0 0

0 102.07 6.69E+08 4.74E+08 4.91E+08 1.96E+08 9.34E+08 1.51E+09

0.004771 0.82275 0 0 25458000 0 0 0

0 212.34 7.3E+08 6.44E+08 6.12E+08 1.72E+08 1.28E+09 2.84E+09

0 5.811 58941000 79850000 67265000 46416000 1.11E+08 1.05E+08

0 116.18 6.38E+08 3.64E+08 3.84E+08 1.33E+08 6.94E+08 2.29E+09

0 17.009 70869000 60870000 51336000 41672000 74868000 2.83E+08

0 1.4864 977810 0 0 4623000 2468500 0

0 22.341 55660000 51978000 18649000 30044000 28057000 2.99E+08

0 29.28 0 25201000 46806000 13131000 9237000 73735000

0 18.069 1612500 17343000 15719000 7074900 28861000 61881000

0 129.81 4.46E+08 3.94E+08 2.83E+08 1.67E+08 5.92E+08 1.97E+09

0.001489 1.195 0 0 0 0 0 32708000

0 8.8298 0 34143000 3283500 25271000 23411000 0

0.025344 -0.01944 3954200 0 0 0 35765000 58213000

0.003855 0.93906 58776000 17375000 42766000 7232700 1.05E+08 2.14E+08

0 2.6228 0 9959000 6195300 22426000 1890100 43615000

0.000505 1.366 73712000 47623000 33318000 29523000 54840000 1.45E+08

0.000511 1.4519 24663000 0 0 0 0 15930000

0 31.809 73359000 2.7E+08 2.56E+08 1.57E+08 6.02E+08 1.32E+09

0 16.953 1.19E+08 75112000 51513000 21605000 1.77E+08 1.63E+08

0 34.111 77732000 1.75E+08 1.56E+08 56831000 2.71E+08 5.18E+08

0 71.274 7.63E+08 5.45E+08 3.99E+08 1.67E+08 1.06E+09 1.68E+09

0 1.9173 0 2116700 3797700 0 12401000 43419000

0 3.1737 950160 0 3714300 0 0 5409100

0.008295 0.49672 0 2123500 0 0 0 0

0 123.46 97354000 1.45E+08 90379000 45684000 3.3E+08 6.76E+08

0 17.708 13379000 22358000 25012000 9290800 90101000 2.59E+08

0 65.155 6150800 10101000 3606000 11033000 34292000 1.4E+08

0.00051 1.4376 0 0 20471000 5595900 0 0

0 6.4492 68159000 44555000 29363000 16130000 83543000 2.03E+08

0.002453 1.086 38445000 0 0 0 56226000 1.42E+08

1 -2 2417000 0 0 0 0 35011000

0 18.318 14122000 62169000 27998000 19928000 21711000 0

0 205.72 6.85E+08 4.65E+08 2.32E+08 1.04E+08 1.31E+09 2.54E+09

0 9.0688 8007500 0 0 0 27832000 26200000

0 41.322 1.84E+08 2.98E+08 3.28E+08 1.36E+08 3.66E+08 9.66E+08



0.023326 0.015264 0 14578000 0 0 34098000 1.7E+08

0 2.7121 21701000 20322000 0 0 69090000 0

0.002458 1.1087 0 0 27346000 0 0 78406000

0 7.9602 14064000 0 0 6193700 9526000 22431000

0 7.9655 6265800 0 615800 0 3459500 28570000

0 1.7253 0 10884000 20829000 5598200 0 0

0 216.19 7.08E+08 8.99E+08 9.72E+08 5.53E+08 1.44E+09 3.03E+09

0 9.2039 1928000 0 0 0 0 10831000

0.026575 -0.02594 27970000 26470000 43500000 16042000 56665000 1.56E+08

0.039452 -0.19448 7814300 2116100 0 0 0 0

0 323.31 1.99E+09 2.24E+09 1.95E+09 1.18E+09 3.06E+09 6.45E+09

0.034483 -0.14378 2.74E+08 1.31E+08 1.18E+08 52108000 1.46E+08 1.91E+08

0.033009 -0.11508 13433000 11073000 0 6008300 37486000 0

0 25.251 80744000 69226000 69409000 32624000 4426200 1.67E+08

0 11.896 9336700 19589000 0 0 59408000 58676000

0 41.322 4.51E+08 5.15E+08 5.52E+08 2.2E+08 9.35E+08 1.37E+09

0 87.078 79201000 64991000 1.3E+08 44217000 1.46E+08 4.57E+08

0 3.5693 66369000 17907000 41607000 8951800 4345200 1.31E+08

0 87.932 5.18E+08 7.13E+08 4.75E+08 2.6E+08 8.56E+08 2.56E+09

0 4.149 0 0 0 0 0 0

0 2.9263 0 0 0 6452800 0 30710000

0 55.052 1.87E+08 2.22E+08 2.77E+08 1.75E+08 4.07E+08 7.33E+08

0.009914 0.32326 0 0 0 0 0 28694000

0.027719 -0.05734 0 0 0 5398300 0 0

0 79.393 5.42E+08 6.45E+08 3.31E+08 2.59E+08 5.44E+08 2.63E+09

0 303.28 1.02E+09 9.27E+08 9.08E+08 5.04E+08 2.22E+09 4.73E+09

0 8.612 17195000 39308000 23507000 31023000 18901000 72010000

0 88.925 9.52E+08 1.18E+09 1.1E+09 4.05E+08 8.52E+08 2.54E+09

0 323.31 1.62E+09 1.37E+09 1.36E+09 4.59E+08 1.95E+09 3.69E+09

0 20.329 8.61E+08 7.41E+08 8.43E+08 4.78E+08 7.03E+08 8.98E+08

0.002449 1.0761 0 14062000 0 0 0 0

0 5.7341 1.66E+08 66777000 43676000 34691000 2.24E+08 0

0 233.41 1.89E+09 1.62E+09 1.96E+09 9.39E+08 2.61E+09 5.05E+09

0 99.414 1.44E+08 1.24E+08 2032700 21680000 97144000 4E+08

0 115.34 48964000 1.62E+08 2.58E+08 1.55E+08 24012000 2.15E+08

0.026935 -0.03352 72913000 29648000 19990000 8184900 1.03E+08 1.85E+08

0 13.268 22391000 0 7695300 0 11451000 49481000

0.004315 0.90245 0 0 2447300 2592000 0 26673000

0 323.31 4.45E+09 3.71E+09 3.74E+09 1.67E+09 6.07E+09 1.25E+10

0 4.0246 67442000 26227000 0 6947500 50599000 39201000

0.014706 0.22218 7990200 30063000 0 9558800 15320000 0

0 11.99 16275000 10122000 9590000 0 29437000 90128000

0 2.0153 0 27094000 31869000 17762000 0 65165000

0 83.837 79638000 1.41E+08 1.8E+08 1.33E+08 1.43E+08 5.15E+08

0 2.7948 21123000 25106000 23725000 0 38019000 96862000

0 50.146 1.11E+09 9.04E+08 8.64E+08 2.62E+08 1.26E+09 1.87E+09

0 6.3894 0 0 0 0 72551000 2.95E+08

0.000508 1.4126 51583000 12226000 14018000 9139500 58053000 1.13E+08

0 3.9968 0 26117000 57686000 0 34934000 49922000

0 19.206 1.94E+08 1.43E+08 1.22E+08 92817000 3.05E+08 9.54E+08



0 27.041 81494000 71372000 32323000 20198000 2.08E+08 5.23E+08

0 35.826 4.5E+08 4.11E+08 2.41E+08 83004000 4.39E+08 1.5E+09

0.002457 1.1062 63372000 24828000 19765000 0 86305000 1.67E+08

0 32.408 1.95E+08 2.9E+08 2.1E+08 49977000 4.62E+08 6.57E+08

0 16.504 16634000 14144000 2073900 4245700 23175000 63667000

0 182.46 8.45E+08 7.82E+08 9.4E+08 4.61E+08 1.43E+09 2.6E+09

0 5.4886 26372000 8692500 0 0 39530000 1.13E+08

0 323.31 2.81E+09 2.27E+09 2.26E+09 1.38E+09 3.1E+09 4.67E+09

0 2.7462 26432000 16439000 14744000 3700900 48389000 6.56E+08

0.044709 -0.22976 0 0 9015400 5575000 22249000 36415000

0 141.68 2.99E+09 2.76E+09 3.07E+09 1.68E+09 3.14E+09 5.38E+09

0 6.8056 83189000 1.66E+08 1.81E+08 1.02E+08 1.27E+08 1.95E+08

0 8.3062 25601000 11674000 7355500 999500 51232000 37344000

0 38.417 1.58E+08 57352000 19382000 3917700 1.59E+08 2.61E+08

0 43.197 1.02E+08 3.73E+08 2.3E+08 1.4E+08 4.64E+08 1.07E+09

0 5.5077 0 0 0 0 0 0

0 21.556 2.29E+08 66415000 19916000 14543000 2.29E+08 4.36E+08

0 5.9179 72595000 1.12E+08 1.36E+08 65173000 2.47E+08 2.37E+08

0 6.7336 14429000 0 0 6595600 0 63246000

0 23.496 4619600 70038000 50948000 34343000 55501000 1.22E+08

0.016372 0.18195 0 0 0 12101000 0 0

0 5.5815 16877000 31326000 45622000 10311000 37594000 0

0 133.36 1.13E+08 1.67E+08 10685000 81047000 2.08E+08 7.74E+08

0.008704 0.46388 31024000 16782000 8942600 0 49495000 0

0 28.501 2.34E+08 2.04E+08 1.79E+08 91767000 2.67E+08 6.45E+08

0.023377 0.026379 0 0 0 7719000 0 0

0.020488 0.078724 0 22858000 27681000 0 0 0

0 41.262 1.65E+08 1.99E+08 1.56E+08 33125000 1.67E+08 3.98E+08

0.016364 0.18194 0 40267000 97127000 45530000 0 0

0 8.5493 43235000 18161000 15812000 9791000 55031000 1.89E+08

0 154.71 5.41E+08 3.56E+08 1.21E+08 42360000 8.37E+08 2.27E+09

0 4.2391 3486200 22864000 0 0 1211700 3636900

0 4.3474 0 7366300 1094100 4014900 0 5264000

0 3.1968 20967000 45903000 26338000 20401000 70194000 1.79E+08

0 108.83 3.37E+08 3.86E+08 1.63E+08 1.64E+08 3.24E+08 1.57E+09

0 20.83 20035000 19233000 24048000 6121300 81563000 1.38E+08

0 5.5959 30619000 17412000 15327000 5055000 37700000 1.03E+08

0 144.93 4.6E+08 4.65E+08 4.18E+08 2.23E+08 9.97E+08 2.08E+09

0 22.177 98360000 77799000 1.18E+08 46393000 1.9E+08 2.99E+08

0 25.771 1.1E+08 63522000 95654000 77407000 1.29E+08 2.5E+08

0 10.485 13389000 17480000 21500000 3157200 9924200 6555500

0 11.191 16415000 38802000 16035000 38204000 0 7006600

0.002464 1.1211 32012000 19462000 0 0 54993000 0

0.003882 0.9975 0 37119000 49556000 36692000 20006000 0

0 13.651 9792500 24378000 0 5632700 14997000 21394000

0 75.89 1.01E+09 9.5E+08 1.39E+09 7.28E+08 1.29E+09 2.14E+09

0 2.2843 0 938050 0 1290200 0 0

0 323.31 1.88E+09 1.6E+09 2.09E+09 1.13E+09 2.81E+09 7.62E+09

0 17.554 58387000 36593000 40402000 29116000 1.08E+08 2.01E+08

0 323.31 1.68E+09 1.78E+09 1.48E+09 7.57E+08 1.8E+09 4.78E+09



0 7.8873 15544000 27523000 22817000 0 28297000 1.23E+08

0 51.325 1.35E+08 92236000 1.27E+08 57327000 1.29E+08 2.12E+08

0 128.14 1.4E+09 1.25E+09 1.19E+09 6.48E+08 1.98E+09 2.78E+09

0 220.35 6.26E+08 4.29E+08 5.92E+08 1.76E+08 5.87E+08 9.42E+08

0 7.8268 7942500 8639400 5219700 3855800 51052000 88342000

0.005223 0.78504 0 10775000 9977300 0 0 0

0 5.425 11391000 9446300 19534000 0 14343000 0

0 7.9664 1.01E+08 1.08E+08 64352000 22191000 1.06E+08 4.54E+08

0 13.341 2.69E+08 1.15E+08 34500000 42149000 4.29E+08 4.09E+08

0.000503 1.3168 13740000 13147000 0 5519700 587850 82533000

0.037932 -0.17756 34011000 46047000 63555000 21734000 0 0

0 25.414 48143000 44660000 69694000 66370000 1.43E+08 1.89E+08

0 11.852 0 20409000 88498000 27995000 0 50960000

0 21.975 0 0 0 0 0 31808000

0 9.9414 6091900 0 0 456730 0 72965000

0 1.738 6615800 0 0 0 2747100 25684000

0.006944 0.57309 0 0 0 0 18456000 31313000

0 8.4758 0 0 0 0 25702000 72246000

0 37.695 59857000 20495000 16144000 19802000 0 1.06E+08

0 167.76 2.56E+08 2.55E+08 1.65E+08 1.07E+08 4.62E+08 1.09E+09

0 4.6064 16656000 24862000 15571000 3887200 84955000 1.03E+08

0 31.173 1.44E+08 83793000 1.42E+08 73691000 1.09E+08 2.6E+08

0 323.31 3.98E+09 3.51E+09 3.04E+09 1.73E+09 5.66E+09 1.12E+10

0 17.746 88212000 38154000 70550000 26516000 1.75E+08 2.1E+08

0 319.5 7.08E+08 7.36E+08 6.84E+08 3.33E+08 1.03E+09 2.3E+09

0 212.33 1.95E+09 1.69E+09 2.19E+09 9.33E+08 2.63E+09 5.5E+09

0.001978 1.1535 0 0 0 0 0 64470000

0 88.991 3.92E+08 5.7E+08 1.44E+08 83897000 4.34E+08 7.55E+08

0 212.08 2.4E+09 2.55E+09 2.46E+09 2.49E+09 2.94E+09 3.27E+09

0.014647 0.20288 0 0 0 0 16932000 23384000

0.000997 1.2172 0 0 0 0 32190000 76648000

0 161.3 2.11E+08 93149000 96421000 78444000 3.71E+08 7.58E+08

0 212.85 1.96E+09 5.86E+09 5.46E+09 3E+09 3.88E+09 8.03E+09

0.006521 0.6181 2219000 15052000 0 0 0 0

0 1.524 68119000 25447000 47898000 13405000 63341000 61574000

0 1.67 0 0 0 15250000 0 62658000

0.048453 -0.25217 0 0 1487300 0 7874700 0

0 41.374 1.3E+08 1.63E+08 1.22E+08 49054000 1.44E+08 3.93E+08

0 16.051 1.37E+08 1.03E+08 0 1277800 1.89E+08 3.05E+08

0.028474 -0.07923 0 0 0 0 0 8799800

0 323.31 9.38E+08 1.04E+09 4.83E+08 3.28E+08 1.4E+09 5.08E+09

0 23.443 61033000 1.28E+08 1.22E+08 1.31E+08 1.8E+08 3.23E+08

0.003884 1.0007 0 0 13636000 9745000 16887000 37615000

0.004302 0.86467 0 0 0 0 0 0

0 2.952 0 0 0 8649500 0 20038000

0 128.69 5.96E+08 5.11E+08 7.16E+08 4.44E+08 1.02E+09 2.53E+09

0 48.885 1.28E+08 91308000 68165000 27365000 2.1E+08 5.75E+08

0 9.0605 70785000 36696000 42903000 14683000 68014000 0

0 28.136 74718000 95582000 75101000 75985000 1.7E+08 2.98E+08

0 12.713 8127500 2450300 0 2958200 6312800 54174000



0.000504 1.3402 0 0 0 0 0 0

0 25.317 49535000 71769000 96851000 37533000 1.35E+08 3.11E+08

0 121.51 1.1E+09 7.35E+08 1.01E+09 4.02E+08 1.84E+09 3.98E+09

0 97.931 1.74E+08 1.71E+08 1.95E+08 56683000 1.66E+08 5.66E+08

0 3.3357 45323000 45629000 32910000 27990000 71066000 76835000

0 315.92 4.04E+09 3.68E+09 3.34E+09 2.32E+09 5.94E+09 8.88E+09

0 2.308 47789000 88316000 48230000 24357000 34553000 3.88E+08

0 10.519 26610000 0 0 12928000 85633000 1.97E+08

0 32.223 1.72E+08 1.03E+08 25822000 15563000 1.7E+08 9.42E+08

0 112.24 1.64E+09 1.4E+09 1.5E+09 7.13E+08 2.09E+09 2.46E+09

0 10.458 26632000 43414000 46023000 27906000 1.17E+08 3.35E+08

0 1.5035 0 57067000 62566000 7622900 0 85584000

0 3.5518 0 9700900 17668000 23826000 37195000 62361000

0 54.758 0 7776200 0 1272000 14080000 14995000

0 29.722 56160000 50461000 60186000 54437000 97819000 1.64E+08

0 203.3 7.88E+08 6.61E+08 5.7E+08 3.14E+08 1.27E+09 2.73E+09

0 87.949 2.16E+08 2.3E+08 1.99E+08 93833000 2.99E+08 7.17E+08

0 14.195 7.57E+08 6.26E+08 7.21E+08 2.69E+08 1.01E+09 1.89E+09

0 23.367 1.62E+08 2.45E+08 1.55E+08 57018000 3.05E+08 1.01E+09

0 55.909 1.4E+08 1.19E+08 1.27E+08 95328000 2.65E+08 5.21E+08

0 2.6984 5436400 25306000 1670200 1383600 13190000 41122000

0.024537 -0.00645 0 0 0 0 0 20858000

0 7.2325 3911000 16692000 9237900 5495900 9828800 92913000

0 2.8984 0 0 18727000 11805000 0 0

0 56.774 5.45E+08 4.45E+08 3.33E+08 78191000 4.16E+08 1.37E+09

0 6.1359 10398000 2896100 2253100 6154700 14508000 6526000

0.029287 -0.0845 0 8954400 4250000 0 8150100 0

0 44.076 1.9E+08 1.74E+08 1.49E+08 69186000 1.67E+08 1.96E+08

0 74.529 1.69E+09 1.42E+09 1.48E+09 4.15E+08 3.59E+09 3.75E+09

0 42.734 74307000 81246000 78979000 89820000 68072000 2E+08

0 15.011 78425000 52172000 1.07E+08 30436000 1.02E+08 1.89E+08

0.008265 0.47438 22130000 27706000 26892000 9921400 35048000 93952000

0 5.9951 31213000 0 5267000 7941600 62941000 2.57E+08

0 6.4017 30435000 11934000 22139000 5803000 32581000 85385000

0 14.713 18890000 41647000 67915000 39992000 57444000 1.75E+08

0 6.7056 34743000 58756000 35508000 8268600 65629000 2.92E+08

0 17.59 1.13E+08 1.1E+08 1.13E+08 1.04E+08 1.2E+08 1.72E+08

0 2.0697 0 0 0 6180700 0 0

0 10.649 0 8953600 3253900 0 8122100 62814000

0.005221 0.77856 0 0 20957000 0 0 29867000

0 9.5763 11908000 24374000 47594000 19065000 1764200 23388000

0 22.386 5.01E+08 2.99E+08 2.18E+08 1.24E+08 5.21E+08 7.71E+08

0.046141 -0.24219 60465000 12971000 14227000 5517700 61557000 12648000

0 1.9159 0 0 0 979180 0 67412000

0 323.31 3.42E+08 5.88E+08 7.09E+08 5.24E+08 6.84E+08 1.51E+09

0 2.0959 0 50843000 44143000 15595000 17379000 0

0 4.0773 34644000 53212000 40886000 0 80947000 2.28E+08

0 197.82 8.33E+08 1.04E+09 8.05E+08 3.15E+08 1.86E+09 4.96E+09

0 7.4879 93414000 1.12E+08 84161000 47051000 2.05E+08 4.69E+08

0 44.398 1.14E+08 1.41E+08 84759000 27020000 1.63E+08 5.4E+08



0.009932 0.33118 0 81320000 74614000 96695000 0 0

0 5.0182 65580000 54760000 24465000 37173000 88551000 1.62E+08

0.044426 -0.22253 18426000 3112900 0 0 8015300 0

0 83.264 1.13E+09 8.86E+08 7.87E+08 5.41E+08 2.78E+09 3.28E+09

0.023367 0.024807 8304200 8840000 0 10054000 24191000 40463000

0 9.1318 66743000 56870000 66301000 33432000 1.29E+08 35513000

0 137.32 1.45E+09 1.58E+09 2.29E+09 9.81E+08 1.9E+09 3.48E+09

0 107.96 2.5E+08 3.89E+08 2.36E+08 1.03E+08 3.08E+08 1.13E+09

0 14.633 19328000 27655000 35655000 29187000 0 68238000

0 98.579 2.38E+09 2.18E+09 2.59E+09 1.9E+09 3.7E+09 5.06E+09

0 7.9945 3126100 0 21155000 10059000 22916000 25088000

0 10.271 532640 0 0 0 0 24606000

0 56.485 59263000 70727000 1.04E+08 27564000 72753000 1.68E+08

0 3.053 0 0 0 0 0 2985700

0 7.6093 0 11287000 19976000 5547300 49617000 73138000

0 114.33 8.36E+08 6.69E+08 6.23E+08 2.23E+08 8.78E+08 1.97E+09

0 33.323 70677000 70079000 1.58E+08 69174000 89580000 4.52E+08

0.000508 1.4081 24809000 14743000 19065000 13862000 75922000 1.9E+08

0 13.075 0 0 0 815600 0 14777000

0 90.189 1.04E+09 6.16E+08 5.78E+08 1.87E+08 1.26E+09 2.53E+09

0 14.146 33843000 26161000 29004000 53839000 39085000 1.86E+08

0 182.8 2.72E+08 2.6E+08 4.03E+08 1.63E+08 4.59E+08 9.98E+08

0 1.9357 66215000 28198000 39552000 15203000 87669000 1.57E+08

0 16.068 2.83E+08 1.1E+08 1.63E+08 83753000 2.94E+08 3.46E+08

0 4.3931 7645200 0 0 0 0 1471200

0 47.871 37917000 88058000 57975000 25975000 76587000 2.8E+08

0 11.13 0 3933800 9769800 0 0 1766900

0.044672 -0.23108 0 0 0 0 0 34871000

0 25.209 1.03E+08 95847000 1.46E+08 51882000 64736000 2.86E+08

0 20.43 2.29E+08 2.16E+08 2.11E+08 1.09E+08 3.49E+08 8.37E+08

0.020524 0.090936 8709400 0 0 0 50471000 83169000

0.027683 -0.06257 7238400 4446800 0 0 5467900 0

0 16.309 8243100 36141000 16450000 30087000 50069000 2.01E+08

0 58.351 2.14E+08 1.05E+08 80376000 43119000 2.08E+08 4.5E+08

0.041874 -0.20335 25522000 0 0 0 44086000 0

0.027695 -0.06195 0 0 0 15155000 10815000 0

0 116.21 2.96E+08 6.77E+08 6.26E+08 5.19E+08 1.37E+09 2.36E+09

0 136.34 42902000 31130000 32363000 34317000 46122000 3.6E+08

0 53.558 36982000 22863000 67289000 40414000 1.42E+08 3.6E+08

0.029299 -0.08403 0 15327000 40580000 6081100 123370 0

0 5.692 0 0 11279000 0 0 0

0.000504 1.3328 9518600 11852000 11797000 0 0 0

0 149.68 8.82E+08 9.18E+08 1.21E+09 6.6E+08 2.18E+09 4.38E+09

0 19.925 887970 14627000 19716000 6924000 16021000 96554000

0.000508 1.4028 0 0 0 0 16688000 33188000

0 7.9296 0 3782500 0 708680 4624500 28303000

0 7.4477 0 0 0 0 0 29625000

0 14.183 65495000 96873000 1.27E+08 63328000 1.33E+08 3.34E+08

0 323.31 3.97E+09 4.8E+09 5.04E+09 3.38E+09 5.35E+09 1.39E+10

0.005213 0.76721 0 0 0 1565300 0 2676300



0 132.89 1.13E+09 8.93E+08 8.3E+08 3.11E+08 1.33E+09 3.12E+09

0 6.485 4288300 56174000 70705000 31949000 0 0

0 4.0957 0 0 1315600 0 0 6063200

0 15.379 85718000 0 15363000 7877600 56827000 1.78E+08

0 195.73 4.92E+09 4.46E+09 4.59E+09 2.15E+09 5.26E+09 8.93E+09

0 3.1448 13301000 8623200 0 5661800 19539000 44600000

0 23.628 1.03E+08 1.43E+08 58725000 80616000 51495000 3.1E+08

0 1.9554 13278000 6919600 26671000 7467000 41458000 43663000

0 29.4 3.15E+08 84307000 12139000 0 4.07E+08 3.71E+08

0 29.563 1.02E+08 70962000 65012000 51684000 86279000 2.36E+08

0 2.0468 1.5E+08 2.26E+08 2.11E+08 99865000 35327000 3.9E+08

0.005634 0.70749 0 2907800 0 1901500 4693100 0

0 68.448 8.27E+08 5.94E+08 5.93E+08 2.96E+08 2.02E+09 2.79E+09

0.014654 0.20348 66615000 45397000 1.36E+08 213320 1.42E+09 20514000

0 22.171 1.68E+09 7.12E+08 4.75E+08 4.28E+08 3.84E+09 4.75E+09

0.006069 0.65466 3909000 28280000 41931000 9684600 58070000 1.16E+08

0.045864 -0.23329 1.1E+08 1.05E+08 1.73E+08 28053000 65313000 2.32E+08

0 7.3588 76239000 84057000 1.46E+08 40320000 59625000 3.11E+08

0 178.24 7.44E+08 6.45E+08 9.36E+08 4.49E+08 8.7E+08 2.93E+09

0.009137 0.43191 13598000 0 0 19030000 0 0

0.041822 -0.20622 0 0 0 0 0 0

0 6.5297 0 51920000 61761000 25017000 79620000 1.12E+08

0 69.364 4.57E+08 2.36E+08 1.88E+08 1.01E+08 4.04E+08 6.27E+08

0 38.084 17256000 11915000 0 8292100 22618000 35564000

0 49.832 5.15E+08 6.1E+08 3.31E+08 2.76E+08 6.28E+08 2.21E+09

0 5.7875 13104000 16117000 22756000 3568700 0 0

0 15.089 10050000 4079600 3153700 0 26443000 1.6E+08

0.010777 0.27537 57824000 46128000 48615000 20558000 38194000 77517000

0 35.371 13214000 29210000 21446000 27336000 1.08E+08 3.29E+08

0 13.403 1.04E+08 2.68E+08 20791000 1.5E+08 1.08E+08 1.09E+09

0 7.0974 19832000 32263000 12551000 0 52960000 85831000

0 18.804 0 52315000 60167000 16514000 37060000 93401000

0 111.99 1.65E+09 7.25E+08 6.44E+08 2.5E+08 2.92E+09 7.32E+09

0 178.93 6.18E+08 5.86E+08 4.41E+08 3.35E+08 1.19E+09 3.61E+09

0 118.44 9.66E+08 6.68E+08 4.89E+08 2.51E+08 8.69E+08 2.19E+09

0 7.3618 87704000 1.21E+08 1.16E+08 50792000 110710 62272000

0.005203 0.75896 14105000 0 0 0 32007000 47679000

0 34.443 2.11E+08 86955000 65573000 20998000 2.86E+08 8.29E+08

0 8.1008 38580000 43294000 0 0 1.1E+08 1.25E+08

0 3.718 0 48698000 96809000 35670000 59020000 1.88E+08

0.034192 -0.12567 0 0 15282000 7207200 24770000 42097000

0.008291 0.49622 23452000 44508000 38748000 35975000 52419000 86834000

0.002445 1.0673 11160000 0 4072600 0 0 0

0.002459 1.1107 35706000 0 68444000 46035000 0 55369000

0 38.463 1.66E+08 2.62E+08 2.45E+08 82740000 3.26E+08 7.14E+08

0.0253 -0.02222 0 0 0 0 0 0

0 35.34 9720400 13765000 9498000 6575100 0 22133000

0 1.9093 0 13814000 23487000 11039000 53787000 64036000

0 1.7937 0 0 0 0 5476100 29053000

0 46.139 69643000 40331000 30561000 27914000 1.02E+08 2.85E+08



0 215.37 7.6E+08 5.91E+08 4.24E+08 2.38E+08 8E+08 3.76E+09

0 4.2514 63819000 29583000 0 15157000 85486000 1.97E+08

0.002452 1.0853 2.18E+08 1.37E+08 15686000 0 0 0

0 78.221 4.33E+08 4.32E+08 4.13E+08 2.23E+08 5.14E+08 1.39E+09

0 3.1275 68879000 63544000 0 0 1E+08 1.53E+08

0.003869 0.96749 0 0 0 0 0 0

0.018445 0.1356 53095000 20248000 45388000 12388000 37034000 35469000

0 15.407 6816600 28604000 16900000 19890000 57715000 1.77E+08

0 123.23 4.47E+08 4.86E+08 2.8E+08 90491000 7.56E+08 2.11E+09

0 4.7018 1.25E+08 1.06E+08 1.03E+08 46886000 2.68E+08 3.29E+08

0 15.003 10121000 42252000 15498000 3196000 7127900 10168000

0 7.1653 0 0 20219000 1658200 0 84512000

0.000999 1.2462 21051000 10549000 0 6609600 17310000 0

0 13.246 18593000 52732000 90338000 12473000 50616000 1.31E+08

0 18.957 683300 0 0 0 665230 36292000

0.003889 1.0074 10678000 9255700 0 0 6913200 0

0 17.507 12994000 49221000 42583000 17281000 39292000 1.94E+08

0.020114 0.098796 0 0 0 0 0 0

0 80.43 2.98E+08 3.33E+08 2.28E+08 66984000 4.17E+08 1.35E+09

0 58.005 1.88E+08 1.23E+08 1.34E+08 67545000 4.42E+08 9.58E+08

0 93.978 3.11E+08 1.95E+08 2.5E+08 64097000 5.32E+08 8.36E+08

0.023316 0.01009 0 0 30681000 0 46801000 0

0 40.16 3.34E+08 2.36E+08 4.16E+08 1.67E+08 4.76E+08 4.78E+08

0 54.581 2.52E+08 1.17E+08 66536000 76751000 1.43E+08 1.07E+09

0 287.49 7.76E+08 7.51E+08 5.64E+08 4.18E+08 1.29E+09 3.02E+09

0 35.715 2.5E+08 2.29E+08 2.59E+08 2.04E+08 5.28E+08 8.45E+08

0.028486 -0.07693 13207000 11097000 3588700 15581000 33867000 49329000

0.006092 0.68966 11319000 10220000 0 0 0 45093000

0 49.107 91408000 55084000 37715000 37756000 72887000 1.77E+08

0 7.5534 48909000 24461000 0 4915400 27723000 1.3E+08

0 209.7 2.31E+08 2.69E+08 2.91E+08 1.63E+08 4.43E+08 1.24E+09

0 63.558 2.99E+08 1.2E+08 54566000 83890000 2.31E+08 7.33E+08

0 7.2478 13441000 78772000 0 0 27522000 1.99E+08

0 2.0188 34843000 29660000 0 8621600 45853000 66639000

0 66.436 1.31E+08 3.16E+08 1.34E+08 2.12E+08 1.65E+08 2.52E+08

0.001493 1.1996 0 0 0 0 14046000 0

0 17.245 82547000 1.27E+08 1.64E+08 89703000 2.86E+08 3.06E+08

0.006518 0.61799 20528000 11156000 0 9861400 0 0

0 4.9535 12810000 7001400 3946900 3358300 12752000 42917000

0.009905 0.30687 0 12217000 15677000 6998500 0 49274000

0 4.5864 4352300 13613000 0 11981000 5305300 51334000

0.008688 0.4404 34490000 0 0 0 0 1.11E+08

0.010772 0.27454 0 16132000 0 0 12462000 17748000

0 2.0595 0 0 0 0 12598000 0

0 119.69 78848000 2.07E+08 2.43E+08 1.71E+08 1.7E+08 7.3E+08

0.001491 1.1983 0 0 20185000 5166300 0 51176000

0 9.1147 13347000 3906200 5191700 0 4968600 3448100

0 29.862 78204000 86807000 1.17E+08 39342000 2.27E+08 5.31E+08

0 55.758 3.86E+08 2.93E+08 2.11E+08 1.47E+08 4.79E+08 7.41E+08

0 122.76 2.62E+08 8.71E+08 2.64E+08 1.35E+08 2.71E+08 8.62E+08



0 39.85 32044000 71760000 2845400 16125000 1.23E+08 2.44E+08

0.005639 0.71338 46398000 76784000 85147000 59677000 56313000 1.3E+08

1 -2 19112000 0 0 0 39851000 39833000

0 323.31 1.81E+09 1.82E+09 2.31E+09 1E+09 2.98E+09 7.45E+09

0 40.785 1.72E+08 1.66E+08 1.4E+08 72653000 4.31E+08 7.63E+08

0 78.195 1.26E+08 80385000 65357000 32243000 1.42E+08 3.83E+08

0 238.27 3.43E+09 3.02E+09 3.58E+09 1.73E+09 3.89E+09 1.11E+10

0 4.4908 0 0 0 8286500 25625000 59055000

0 323.31 4.76E+08 4.05E+08 6.2E+08 4.75E+08 8E+08 1.92E+09

0.009923 0.32695 0 0 13871000 5972300 0 0

0 3.8437 0 3934100 3140900 453560 3895800 0

0 3.2898 33014000 0 0 0 19679000 5484700

0.000998 1.2332 18287000 0 0 6756300 26288000 0

0 29.632 2075900 1155400 5269800 490870 7128500 51262000

0 25.485 5.04E+08 4.41E+08 4.98E+08 2.45E+08 9.79E+08 2.2E+09

0.005199 0.75405 6375100 2733800 2021300 2290800 6834800 0

0.01929 0.12289 0 0 0 76242000 15693000 24000000

0.006083 0.67359 91747000 90304000 90012000 37713000 93500000 0

0 6.3034 72198000 78135000 76682000 24327000 1E+08 2.13E+08

0 8.6609 38003000 10965000 0 5965900 9013300 2.28E+08

0.00991 0.31202 31005000 21066000 37961000 17449000 0 88138000

0 4.5001 0 5389600 0 0 11303000 15365000

0 245.7 2.12E+09 1.61E+09 1.86E+09 7.47E+08 2.74E+09 6.06E+09

0 24.601 7075300 21786000 3162700 4921800 15865000 1.4E+08

0 4.2019 0 31839000 24294000 0 0 67413000

0.03827 -0.18453 0 0 0 0 2905800 20252000

0.002927 1.0395 0 0 0 0 0 10216000

0 61.079 3.12E+08 1.64E+08 1.64E+08 52460000 5.66E+08 1.42E+09

0 1.6687 22919000 23523000 17072000 7216300 29370000 88641000

0 3.2069 1.14E+08 49884000 41607000 28563000 2.36E+08 4.46E+08

0.009537 0.38201 0 0 0 0 0 0

0 25.878 2.7E+08 3.6E+08 3.98E+08 2.2E+08 4.96E+08 1.09E+09

0 3.1665 21485000 14701000 0 32187000 22543000 0

0 8.4309 6036800 30150000 14068000 30670000 40817000 2.37E+08

0.000506 1.369 0 0 0 0 5954300 1794200

0.04878 -0.25642 17278000 0 0 41389000 0 1.11E+08

0 20.904 40524000 17565000 18340000 16276000 30646000 1.06E+08

0.005652 0.72914 42086000 63719000 42896000 17001000 40913000 0

0 13.354 9915000 11176000 0 0 41515000 1.13E+08

0 8.2059 629900 0 580830 0 0 12898000

0.00828 0.48495 0 30727000 27121000 0 50035000 1.22E+08

0 11.86 1.8E+08 99319000 53629000 9317400 1.45E+08 2.04E+08

0 29.353 2.15E+08 2.21E+08 1.31E+08 1.43E+08 4.36E+08 1.11E+09

0.019315 0.12826 1.45E+08 1.42E+08 80296000 29206000 2.31E+08 30671000

0 29.746 32085000 36144000 9606400 0 55646000 1.84E+08

0.006515 0.61141 12160000 0 0 0 20152000 42630000

0 20.135 1.58E+08 1.74E+08 2.77E+08 1.46E+08 2.04E+08 4.34E+08

0 42.783 60974000 1.62E+08 40887000 34057000 2.17E+08 4.67E+08

0 107.4 1.24E+08 1.09E+08 1.49E+08 86238000 2.29E+08 6.55E+08

0 4.3946 0 11197000 13299000 4878900 0 30322000



0 76.136 2.28E+08 2.1E+08 1.74E+08 1.24E+08 3.48E+08 5.94E+08

0.014279 0.2275 0 0 2394800 3933600 8189400 4759500

0.014719 0.22318 209400 25044000 17906000 8132500 26524000 42507000

0 323.31 2.34E+09 1.56E+09 9.52E+08 5.36E+08 3.06E+09 9.9E+09

0 19.139 92340000 1.26E+08 1.1E+08 70967000 2.07E+08 2.24E+08

0 7.0149 31870000 22451000 17932000 0 37676000 1.97E+08

0 2.4052 0 0 0 0 0 0

0 1.4696 0 0 0 0 0 21182000

0.009524 0.37743 0 0 0 0 0 0

0.02253 0.043898 0 0 0 0 0 0

0 43.136 43082000 1.19E+08 1.21E+08 20697000 1.41E+08 3.23E+08

0 30.307 3.98E+08 2.98E+08 3.75E+08 2.19E+08 4.8E+08 7.49E+08

0 2.1227 21188000 22270000 0 1451800 31035000 93804000

0.004325 0.91856 0 37349000 34479000 0 0 31671000

0.027742 -0.05268 0 0 18593000 0 0 0

0 46.275 22238000 9075900 0 0 0 8421000

0 10.024 49009000 1.41E+08 3.08E+08 1.84E+08 2.6E+08 4.3E+08

0 10.096 2.16E+08 1.06E+08 87284000 1.23E+08 4.56E+08 5.68E+08

0 1.5558 7020400 0 0 0 13430000 54142000

0 37.409 42117000 26610000 45426000 31717000 50322000 2.2E+08

0 4.8727 0 12113000 10676000 5503700 4793100 27349000

0 323.31 7E+09 6.42E+09 5.99E+09 3.48E+09 8.91E+09 2.03E+10

0 8.7267 27852000 2785200 2070000 0 6458200 44926000

0 189.49 1.19E+08 54008000 42766000 32441000 3.3E+08 4.06E+08

0 24.663 26523000 60606000 27787000 23910000 0 65218000

0 2.2841 0 0 12348000 9920900 0 34446000

0 44.014 3.4E+08 2.34E+08 2.08E+08 1.24E+08 3.93E+08 9.1E+08

0 20.338 1.12E+08 1.44E+08 1.67E+08 1.05E+08 1.79E+08 3.03E+08

0 23.696 91427000 66655000 59262000 51313000 1.34E+08 4.25E+08

0 55.737 1.3E+08 3.67E+08 4.24E+08 2.15E+08 5.67E+08 1.3E+09

0 22.13 3.21E+08 1.57E+08 2.71E+08 1.18E+08 2.5E+08 8.44E+08

0 4.2188 19071000 0 0 10537000 3795000 28846000

0 297.47 1.31E+10 1.1E+10 1.57E+10 9.44E+09 1.68E+10 2.63E+10

0 19.994 0 21778000 10663000 557780 71908000 1.26E+08

0.000507 1.3897 0 0 0 10023000 0 0

0.008318 0.54684 0 0 0 0 57955000 1.26E+08

0.023276 0.003881 0 8338400 8590200 0 17607000 19781000

0.009128 0.4286 0 19570000 20145000 8541300 0 0

0 23.162 20597000 48662000 7069300 33841000 53373000 1.27E+08

0.009928 0.32861 11670000 9913200 7050000 2881700 9036400 0

0 12.354 32171000 0 9315700 0 30207000 11926000

0.006098 0.69346 20058000 7457700 9207200 4908000 20252000 0

0 81.329 76888000 92732000 89582000 18365000 1.43E+08 6.78E+08

0.033812 -0.12216 6161900 10702000 0 0 0 0

0 3.7805 5095000 13852000 0 0 0 31117000

0 139.06 6.29E+09 4.42E+09 3.18E+09 1.29E+09 6.58E+09 1.54E+10

0 5.6874 0 0 0 0 3086500 20482000

0 11.816 14822000 52425000 29170000 17397000 67117000 1.37E+08

1 -2 3521000 0 0 6407300 19464000 0

0 10.666 0 0 695640 1026900 0 9213200



0 207.6 4.24E+08 8.28E+08 6.03E+08 3.17E+08 1.51E+09 3.36E+09

0.037547 -0.1734 5522100 12904000 12236000 1254500 0 0

0.006089 0.68593 88546000 8435000 15401000 0 87676000 0

0 174.01 1.61E+09 9.9E+08 9.41E+08 4.34E+08 2.75E+09 3.15E+09

0 4.1618 0 0 0 0 35404000 94995000

0 18.919 48092000 97405000 1.02E+08 32778000 98139000 2.08E+08

0.045808 -0.23829 0 0 19471000 8621800 0 0

0 50.767 17132000 20447000 2309800 9093000 12862000 93672000

0 1.9646 0 0 22801000 0 3258100 9826400

0 26.704 5.15E+08 2.73E+08 2.43E+08 1.69E+08 5.85E+08 1.41E+09

0 2.3896 0 22513000 19320000 0 33877000 59300000

0 13.651 7557200 48523000 25083000 0 49047000 99730000

0 323.31 3.91E+09 2.88E+09 3.41E+09 2.18E+09 5.52E+09 9.78E+09

0 20.611 1.11E+08 1.09E+08 1.49E+08 76068000 2.19E+08 4.86E+08

0 31.508 1.43E+08 1.77E+08 2.17E+08 80440000 3E+08 5.03E+08

0 22.013 2.14E+08 1.5E+08 85987000 23104000 2.93E+08 6.64E+08

0.008716 0.46854 0 0 0 3731200 30948000 0

0 323.31 8.88E+09 8.12E+09 7.35E+09 3.42E+09 1.25E+10 2.55E+10

0 59.325 1.24E+09 1.12E+09 1.27E+09 6.28E+08 2E+09 3.55E+09

0.020879 0.065446 0 0 0 0 0 0

0 4.7345 20709000 16730000 16377000 0 33741000 0

0 257.33 1.37E+09 8.08E+08 6.53E+08 2.39E+08 1.88E+09 3.7E+09

0 78.602 7.17E+08 5.36E+08 2.92E+08 91520000 1.21E+09 1.56E+09

0 18.668 88220000 99139000 1.44E+08 38566000 2.05E+08 3.11E+08

0 87.875 1.87E+08 69870000 56535000 18425000 3.96E+08 8.74E+08

0 75.426 3.13E+08 1.95E+08 1.16E+08 31988000 4.63E+08 7.62E+08

0 16.663 46601000 39844000 37515000 25464000 62232000 1.15E+08

0 24.055 33988000 8209700 13256000 50693000 33753000 83849000

0 12.656 1.3E+08 1.19E+08 1.4E+08 56508000 2.64E+08 4.79E+08

0 323.31 4.66E+09 3.77E+09 3.33E+09 1.81E+09 7.22E+09 1.65E+10

0.04294 -0.21237 44991000 49340000 32534000 23174000 49956000 0

0 32.848 9948100 24867000 34029000 16608000 20272000 58164000

0 1.473 995060 1797600 0 1547600 0 0

0.005208 0.76198 0 0 0 0 0 44294000

0 79.867 3.23E+08 1.98E+08 3.08E+08 1.57E+08 8.03E+08 8.43E+08

0 96.795 1.92E+08 1.66E+08 1.56E+08 51043000 3.57E+08 6.96E+08

0 306.01 1.86E+09 1.25E+09 1.87E+09 1.08E+09 2.57E+09 5.8E+09

0 33.89 50339000 94600000 99637000 65316000 1.37E+08 3.97E+08

0 66.074 2.38E+08 3.58E+08 2.37E+08 1.68E+08 4.95E+08 1.19E+09

0.037625 -0.17063 0 0 0 0 0 15171000

0 48.442 78446000 1.74E+08 98535000 1.21E+08 7389300 3.21E+08

0.005236 0.80518 77007000 65405000 62641000 26026000 1.07E+08 1.77E+08

0 15.803 5.92E+08 1.47E+09 1.11E+09 47024000 1.34E+08 2.02E+09

0 5.6286 0 30383000 42119000 26470000 66049000 1.34E+08

0 103.99 2.79E+08 1.83E+08 1.48E+08 62555000 4.24E+08 4.63E+08

0 4.0446 0 1055900 0 0 0 53540000

0 55.807 6.54E+08 6.34E+08 7.32E+08 3.88E+08 1.02E+09 2.13E+09

0 1.629 0 0 0 0 0 0

0 1.8991 29694000 19976000 26156000 0 22933000 1.35E+08

0.009937 0.33438 3250900 0 0 0 0 0



0.002925 1.0376 3E+08 1.81E+08 1.12E+08 64442000 4.35E+08 1.04E+09

0.001981 1.1662 0 33132000 0 18899000 0 0

0 60.745 29778000 88360000 1.23E+08 25651000 91090000 1.21E+08

0 15.86 60390000 57658000 56632000 7631500 79307000 2.61E+08

0.023306 0.009383 0 0 0 0 0 50893000

0.031766 -0.0997 0 0 0 0 0 0

0.026958 -0.03124 41632000 0 15288000 4900100 30931000 0

0 15.046 3.12E+08 2.43E+08 2.95E+08 1.64E+08 5.38E+08 4.46E+08

0 65.724 3.04E+08 1.46E+08 2.54E+08 1.41E+08 1.15E+08 8.1E+08

0 4.6302 0 30564000 30482000 29245000 42683000 71878000

0 192.3 6.72E+08 4.54E+08 2.68E+08 2.36E+08 9.25E+08 1.86E+09

0 323.31 1.36E+10 1.21E+10 9.87E+09 5.01E+09 1.78E+10 2.8E+10

0 22.059 1.2E+08 1.06E+08 65448000 62791000 77064000 2.35E+08

0 77.757 3.94E+08 3.27E+08 2.77E+08 1.83E+08 6.56E+08 1.01E+09

0.034134 -0.13409 0 0 0 11589000 0 0

0.000512 1.4544 22260000 0 0 0 0 32007000

0 2.3485 2082800 3403200 3044600 2204200 0 24868000

0.008299 0.52171 0 0 0 0 0 0

0 2.7611 29775000 10837000 13611000 8346400 18113000 0

0 2.2108 0 0 0 0 10457000 71467000

0 236.67 2.13E+09 1.93E+09 1.79E+09 1E+09 3.9E+09 6.92E+09

0 2.1899 0 0 0 0 0 8116800

0 3.5213 26001000 5071800 0 6465900 32408000 1.05E+08

0.006072 0.65616 0 0 0 0 0 0

0.00912 0.42159 17331000 37452000 24964000 15346000 11096000 69120000

0 3.0402 72003000 0 0 0 64597000 2.4E+08

0 3.5944 11385000 12933000 13636000 0 25747000 38464000

0 2.2754 0 7335300 13499000 0 0 89817000

0.034497 -0.14294 26483000 22084000 0 0 2854500 53953000

0 5.6329 0 0 0 0 40986000 54766000

0 14.161 60714000 51077000 43724000 14346000 69030000 1.27E+08

0 113.12 2.92E+08 6.09E+08 2.88E+08 1.05E+08 3.64E+08 3.46E+09

0 46.579 7.32E+08 4.64E+08 5.93E+08 3E+08 6.74E+08 7.6E+08

0 4.232 17277000 0 0 0 0 28996000

0.021258 0.05617 35775000 0 0 4523800 22710000 0

0 5.5454 31425000 43524000 50111000 21850000 72632000 2.33E+08

0 2.134 23183000 8998600 0 0 44334000 0

0 4.0476 10974000 2917700 0 0 3136600 14393000

0 91.407 5.4E+08 3.89E+08 2.49E+08 3.32E+08 1.99E+08 1.26E+09

0 135.54 2.64E+08 3.15E+08 3.44E+08 1.81E+08 3.04E+08 1.05E+09

0 8.7961 3590000 4109500 0 0 40688000 1.54E+08

0 21.9 1.36E+08 1.37E+08 1.12E+08 88380000 3.02E+08 7.89E+08

0 323.31 1.01E+09 5.78E+08 5.89E+08 4.5E+08 1.78E+09 3.04E+09

0 4.4163 0 0 0 0 25797000 1.15E+08

0.014641 0.2015 2.18E+08 0 0 78636000 0 0

0 17.933 1.05E+08 1.06E+08 58775000 33152000 1.15E+08 1.61E+08

0 43.196 57263000 63285000 1.11E+08 37945000 1.1E+08 1.95E+08

0 46.574 31834000 93238000 79143000 48759000 1.77E+08 4.37E+08

0 4.9014 10330000 5732000 0 0 8766700 60848000

0 9.9716 0 0 0 1422200 28650000 78645000



0 30.276 40575000 55375000 54931000 25003000 49915000 2.78E+08

0 116.17 2.07E+08 2.28E+08 1.26E+08 79529000 3.64E+08 1.1E+09

0 11.891 36268000 51538000 47873000 10918000 1.21E+08 2.83E+08

0 16.296 2.38E+08 1.55E+08 96280000 8004300 1.43E+08 4.81E+08

0 7.0739 24201000 0 60770000 0 0 73327000

0 3.8972 0 1.33E+08 1.7E+08 95083000 1.67E+08 2.54E+08

0 10.948 0 37277000 5641400 20196000 14996000 58117000

0.006075 0.66495 50387000 6994200 9504400 0 19241000 69293000

0 23.261 2.57E+08 2.13E+08 2.35E+08 92396000 3.5E+08 4.92E+08

0 4.3221 25057000 40661000 34665000 0 85057000 1.63E+08

0 195.42 2.99E+08 3.28E+08 1.64E+08 1.08E+08 3.64E+08 1.39E+09

0 2.9574 0 6682200 17981000 6141900 0 0

0 1.8087 0 0 0 0 35709000 48696000

0 26.839 1.3E+08 2.11E+08 64612000 1.57E+08 1.08E+08 7.26E+08

0.016379 0.18237 0 0 0 0 22128000 46568000

0 13.327 0 9010100 1600400 3542800 5516600 39157000

0 11.206 0 54596000 78050000 39591000 33154000 1.07E+08

0 10.012 1.99E+08 2.26E+08 2.2E+08 90545000 5.19E+08 1.06E+09

0 29.909 1371000 36013000 0 4913400 0 98587000

0 11.41 499440 8522600 1444000 14021000 0 31183000

0.014673 0.21224 0 12550000 8516400 0 0 0

0.04258 -0.20914 15904000 0 16264000 7503900 0 64226000

0 323.31 2.37E+09 2.31E+09 2.13E+09 9.64E+08 4.43E+09 9.82E+09

0 15.138 50952000 24109000 1.1E+08 68084000 1.35E+08 2.61E+08

0 323.31 3.79E+09 4.49E+09 4.78E+09 2.45E+09 8.09E+09 1.89E+10

0.036944 -0.15495 3.25E+08 24841000 24805000 12156000 1.55E+08 4.74E+08

0 19.418 66412000 61130000 56941000 17885000 1.1E+08 1.46E+08

0 24.774 2.27E+08 67906000 44142000 47146000 3.88E+08 7.95E+08

0 9.1955 6778700 5561800 0 0 0 31199000

0 5.1903 0 25345000 24647000 7775700 18312000 1.27E+08

0 22.254 14803000 2271800 0 3038700 11336000 65968000

0 9.2781 13733000 11654000 2387600 0 15519000 37659000

0 4.3289 0 0 0 0 5770500 19347000

0 323.31 1.57E+09 2.6E+09 1.91E+09 1.64E+09 2.94E+09 6.84E+09

0.008268 0.47509 0 0 2207600 2776600 0 21208000

0 35.753 94652000 78386000 65738000 37779000 1.28E+08 2.88E+08

0 12.015 30245000 47352000 34059000 0 48647000 2.9E+08

0 16.69 1018700 0 0 0 13896000 33623000

0 323.31 2.13E+09 1.99E+09 2.05E+09 1.06E+09 3.25E+09 7.4E+09

0 16.975 1.7E+09 4.42E+09 4.66E+09 1.91E+09 2.58E+09 4.06E+09

0 31.823 0 21765000 42203000 32549000 96577000 1.79E+08

0 88.743 2.15E+08 2.61E+08 1.47E+08 85395000 4.84E+08 1.37E+09

0.004329 0.93022 0 0 0 0 0 53160000

0.024558 -0.00302 0 10023000 0 0 0 0

0 170.89 2.57E+09 2.52E+09 3.36E+09 1.52E+09 4.69E+09 8.5E+09

0 5.378 0 0 0 0 0 48951000

0 14.402 5366600 1155100 491850 0 5010400 5.2E+08

0 14.611 7237600 52701000 29391000 28904000 54862000 2.17E+08

0 323.31 1.61E+09 1.12E+09 1.28E+09 6.12E+08 2.31E+09 5.49E+09

0 159.46 6.92E+08 5.86E+08 7.44E+08 4.87E+08 8.14E+08 1.77E+09



0 116.58 1.33E+08 79639000 31025000 53903000 1.18E+08 4.21E+08

0 3.3788 0 0 7009200 1740700 4145400 18325000

0 323.31 2.06E+10 1.26E+10 1.12E+10 6.05E+09 2.54E+10 3.55E+10

0 9.3 5.04E+08 5.11E+08 3.11E+08 1.59E+08 7.63E+08 6.64E+08

0 40.97 57540000 90513000 79133000 57329000 61987000 4.38E+08

0 25.021 1.87E+08 51715000 21041000 22045000 2.38E+08 5.95E+08

0 16.711 0 32151000 31496000 36137000 44046000 1.53E+08

0.006506 0.60483 0 2320200 2826200 1490200 0 19121000

0 2.1318 0 0 0 0 18157000 0

0 2.4596 0 1676300 4460500 0 57774000 0

0.042922 -0.21285 0 0 0 0 0 20599000

0.013399 0.23518 1.31E+08 14597000 1.75E+08 13030000 28891000 1.24E+08

0 1.728 0 0 17268000 0 18378000 41965000

0 209.62 4.98E+08 2.97E+08 1.69E+08 97367000 6.33E+08 1.17E+09

0 129.63 7.48E+08 1.01E+09 6.3E+08 3.18E+08 1.04E+09 2.73E+09

0.005216 0.77009 4819500 0 0 15589000 0 0

0.004773 0.82669 0 18397000 34390000 25347000 0 0

0 321.29 6.22E+09 3.32E+09 2.57E+09 1.55E+09 6.87E+09 1.4E+10

0 4.8353 1.22E+08 1.07E+08 1.2E+08 45298000 1.57E+08 2.83E+08

0.006948 0.57818 0 6132600 5278900 1739200 0 11642000

0 4.438 47067000 1.81E+08 2.78E+08 1.66E+08 54053000 52445000

0 18.27 29179000 41061000 1.05E+08 39399000 1.08E+08 75460000

0 7.8391 0 28322000 53408000 20107000 28863000 59573000

0 4.9083 19661000 0 0 0 0 66133000

0 4.3526 5023400 0 2827700 3021300 6934300 1.01E+08

0 6.3293 17666000 21279000 17984000 0 51957000 1E+08

0.000503 1.3309 10723000 24896000 25663000 8395300 25055000 0

0 11.503 1382600 0 8358500 14567000 0 0

0.009946 0.33862 0 0 0 0 0 79101000

0 42.975 44381000 38828000 52811000 26099000 1.07E+08 1.56E+08

0 105.51 1.59E+09 1.25E+09 1.28E+09 5.79E+08 1.79E+09 4.01E+09

0 14.947 59053000 51371000 53806000 31470000 1.87E+08 3.41E+08

0 58.067 1.49E+08 2.2E+08 2.28E+08 1.08E+08 1.97E+08 8.1E+08

0 9.2133 4160800 30332000 5834900 7971100 0 0

0 46.278 6.39E+08 5.7E+08 5.81E+08 1.94E+08 5.55E+08 1.84E+09

0 15.306 67139000 54024000 42058000 21003000 1.4E+08 2.77E+08

0 22.739 9074800 34915000 23399000 19057000 1.12E+08 17607000

0 23.08 16978000 3770700 5176300 16680000 1.07E+08 1.4E+08

0 19.732 2.42E+08 3.87E+08 4.67E+08 3.77E+08 7.8E+08 1.27E+09

0 62.994 35780000 65224000 42457000 24607000 96828000 1.46E+08

0 1.5314 0 10741000 0 0 18656000 57680000

0 100.92 3.04E+09 2.44E+09 2.66E+09 1.45E+09 3.66E+09 8E+09

0 42.326 20350000 31507000 63812000 4779800 82353000 2.83E+08

0 2.3336 24666000 8727500 9691100 0 31027000 0

0 82.761 1.27E+08 1.77E+08 1.52E+08 1.12E+08 2.57E+08 7.35E+08

0 172.75 7.36E+08 5.75E+08 6.39E+08 3.69E+08 1.09E+09 2.1E+09

0 59.95 82268000 1.25E+08 1.51E+08 79561000 1.38E+08 6.6E+08

0 10.098 0 0 0 0 0 5392300

0 19.427 1.07E+08 1.02E+08 1.24E+08 42739000 2.68E+08 8.15E+08

0 31.763 6296500 33064000 46373000 64766000 57260000 74153000



0.005642 0.71883 23912000 18594000 17741000 9887200 30951000 53788000

0 21.846 22718000 30957000 78709000 27160000 4417300 1.15E+08

0 56.036 1.26E+08 2.98E+08 2.17E+08 1.28E+08 4.21E+08 1.17E+09

0 1.7165 2186500 4366100 1441500 0 16045000 0

0 3.4174 18467000 14045000 6153500 14859000 5164000 94317000

0 323.31 5.25E+09 5.62E+09 4.19E+09 3.19E+09 7.78E+09 1.18E+10

0.041857 -0.20401 4332500 7222000 7753300 6832700 0 53127000

0.034105 -0.13774 8623600 0 0 0 9987800 0

0.000504 1.3534 15789000 0 0 0 0 40142000

0 136.1 4.54E+08 2.42E+08 7.88E+08 1.82E+08 4.46E+08 2.4E+09

0.017637 0.16205 0 0 0 0 0 0

0 323.31 6.14E+09 6.29E+09 6.08E+09 3.55E+09 9.77E+09 1.4E+10

0 323.31 1.17E+10 1.22E+10 1.37E+10 6.06E+09 2.48E+10 4.26E+10

0 32.238 77777000 46381000 97126000 39865000 1.64E+08 2.99E+08

0 5.2088 0 13416000 0 0 7279700 33243000

0 24.444 1.24E+08 1.29E+08 90247000 68159000 2.53E+08 5.36E+08

0 6.8895 1.09E+08 83426000 97308000 30392000 80915000 2.03E+08

0 7.4793 17080000 15750000 0 0 0 85540000

0 2.4058 0 14787000 29526000 0 33975000 56331000

0 30.989 0 44178000 32177000 32659000 70075000 85508000

0.006086 0.68564 0 0 638870 11418000 0 0

0 1.5331 0 34301000 68710000 6912100 71605000 93166000

0 37.385 98924000 66050000 85538000 30028000 2.01E+08 4.78E+08

0 14.351 9945900 36883000 51585000 11281000 37000000 34960000

0 60.057 2.09E+08 1.21E+08 92336000 60035000 3.16E+08 1.05E+09

0 17.763 0 0 0 0 0 44858000

0 7.9892 57104000 79233000 95846000 27899000 79006000 2.05E+08

0.001002 1.2871 32395000 13324000 23661000 5006400 0 57184000

0 23.527 15392000 17698000 9748800 11303000 77405000 1.8E+08

0 323.31 5.29E+08 6.42E+08 5.95E+08 4.96E+08 9.85E+08 1.77E+09

0 23.635 33335000 15747000 7748300 10556000 46626000 1.02E+08

0 68.608 2.97E+08 1.71E+08 2.42E+08 1.56E+08 6.88E+08 1.46E+09

0.04616 -0.2417 45374000 75686000 89159000 0 1.02E+08 0

0 6.8229 0 17367000 3554900 12822000 0 0

0 25.989 64019000 32164000 0 15088000 42970000 1.94E+08

0 234.1 2.93E+08 3.24E+08 3.72E+08 2.32E+08 3.54E+08 1.32E+09

0 18.91 5445900 36269000 20613000 1995100 60300000 1.95E+08

0 323.31 1.7E+09 1.62E+09 1.88E+09 9.8E+08 2.28E+09 4.82E+09

0 10.581 9799800 35951000 12298000 8191900 25153000 1.86E+08

0.008314 0.54324 2.02E+08 1.34E+08 64240000 24431000 2.85E+08 0

0 323.31 1.92E+09 1.29E+09 1.38E+09 7.56E+08 2.78E+09 4.16E+09

0 246.2 2.69E+09 2.67E+09 3.57E+09 2.53E+09 3.68E+09 7.16E+09

0.020131 0.10287 24713000 41518000 2.06E+08 2.98E+08 83192000 1.5E+08

0 82.644 0 35017000 42104000 22941000 42832000 1.41E+08

0 174.64 6.62E+08 6.26E+08 4.06E+08 2.17E+08 8.26E+08 2.67E+09

0 105.11 5.94E+08 3.83E+08 4.21E+08 2.7E+08 4.37E+08 1.22E+09

0 323.31 4.89E+09 5.58E+09 6.84E+09 4.13E+09 8.18E+09 1.56E+10

0 66.082 16361000 1.18E+08 1.3E+08 58108000 1.5E+08 3.43E+08

0 27.945 7.39E+08 6.77E+08 5.85E+08 3.71E+08 1.59E+09 2.8E+08

0 79.801 14818000 1.45E+08 2.16E+08 1.3E+08 76819000 2.62E+08



0.00247 1.1403 1.55E+08 0 57949000 2.05E+08 2.61E+09 1.34E+09

0 26.319 6.42E+08 6.38E+08 1.38E+09 5.86E+08 7.24E+08 4.13E+08

0 323.31 4.61E+09 2.96E+09 2.61E+09 1.12E+09 5.43E+09 1.04E+10

0 3.8217 0 0 0 0 28685000 38817000

0 3.3981 9029600 6404300 2515100 1594100 7288400 5981100

0 84.705 90529000 4.44E+08 2.83E+08 1.62E+08 1.9E+08 8.12E+08

0 124.67 4.39E+08 4.33E+08 5.43E+08 2.66E+08 7.75E+08 1.3E+09

0 14.051 49983000 57159000 12422000 31547000 42241000 1.28E+08

0 25.754 83006000 28468000 9934800 2673300 51494000 2.64E+08

0 4.6802 33407000 48528000 97470000 35197000 86986000 2.95E+08

0 154.97 5.31E+08 4.17E+08 3.49E+08 2.32E+08 4.85E+08 1.6E+09

0 14.532 1.41E+08 1.02E+08 98269000 34234000 2.13E+08 4.92E+08

0 19.321 0 0 1864100 0 1725900 14987000

0 86.14 4.74E+08 4.59E+08 6.2E+08 2.4E+08 5.76E+08 7.98E+08

0.002466 1.1286 0 0 0 0 0 0

0 15.509 1.75E+08 1.18E+08 71066000 50577000 1.04E+08 1.76E+08

0 2.6825 0 18940000 58559000 0 13889000 39261000

0 268.8 1.72E+09 8.18E+08 8.32E+08 5.12E+08 1.59E+09 3.13E+09

0 323.31 2.59E+10 2.13E+10 1.96E+10 1.15E+10 3.62E+10 6.34E+10

0 9.4569 36441000 8124000 49208000 14128000 90607000 80348000

0.006954 0.58085 12540000 20145000 8644000 0 77587000 72220000

0 38.794 4.69E+08 3.46E+08 3.4E+08 1.76E+08 7.85E+08 1.45E+09

0 23.516 3.18E+08 2.27E+08 2.13E+08 1.02E+08 4.5E+08 4.8E+08

0 24.546 2.26E+09 1.14E+09 1.2E+09 4.07E+08 3.06E+09 6.64E+09

0 69.129 1.81E+09 1.51E+09 1.13E+09 7.02E+08 1.95E+09 3.74E+09

0 4.1373 64068000 54022000 67937000 22111000 1.54E+08 1.65E+08

0 116.85 6.88E+08 1.55E+09 1.6E+09 7.24E+08 1.15E+09 1.98E+09

0 74.299 6.03E+08 5.23E+08 5.46E+08 2.96E+08 9.49E+08 1.24E+09

0 4.5136 0 0 0 0 0 5307000

0 7.7302 75377000 17747000 29238000 0 1.02E+08 1.86E+08

0.03412 -0.13611 0 0 0 0 0 42363000

0.002931 1.0504 0 0 7162400 0 0 62614000

0 278.21 7.2E+08 9.4E+08 8.74E+08 4.2E+08 9.58E+08 1.65E+09

0 323.31 5.29E+09 4.37E+09 5.37E+09 3.45E+09 6.64E+09 1.19E+10

0 73.081 2.83E+08 2.02E+08 1.07E+08 1.13E+08 3.4E+08 1.18E+09

0 287.83 1.67E+09 1.3E+09 1.45E+09 7.65E+08 2.08E+09 5.18E+09

0 59.614 1.66E+08 1.14E+08 1.52E+08 1.08E+08 3.37E+08 7.08E+08

0 7.3363 21368000 15490000 20423000 12402000 35425000 98365000

0 6.4656 76330000 52524000 71188000 18883000 1.3E+08 2.45E+08

0.034163 -0.13001 0 1775400 2464600 0 0 0

0 124.73 3.16E+08 4.67E+08 3.28E+08 1.79E+08 5.85E+08 1.69E+09

0 4.8136 0 0 0 0 0 0

0 169.48 2.95E+09 1.79E+09 8.91E+08 3.73E+08 2.27E+09 5.52E+09

0 86.768 1.48E+09 9.59E+08 1.04E+09 2.76E+08 1.53E+09 2.41E+09

0 50.661 5.5E+08 5.94E+08 6.64E+08 4.04E+08 7.81E+08 1.45E+09

0 37.734 1.79E+08 1.9E+08 1.36E+08 56601000 2.39E+08 6.56E+08

0 133.74 1.68E+09 1.22E+09 1.33E+09 4.64E+08 2.25E+09 4.95E+09

0 68.841 2.58E+08 4.5E+08 6.35E+08 3.77E+08 4.82E+08 1.32E+09

0.01677 0.17495 0 0 0 0 0 0

0 25.406 75466000 99666000 89182000 59226000 1.69E+08 6.37E+08



0 27.482 35894000 32057000 47387000 26128000 68488000 1.56E+08

0 4.7556 10850000 6149600 0 0 0 0

0 42.125 4.02E+08 2.98E+08 3.51E+08 2.26E+08 3.54E+08 3.28E+08

0 323.31 1.37E+09 1.12E+09 1.14E+09 6.2E+08 1.5E+09 3.39E+09

0 33.246 1.54E+08 94036000 20486000 4104000 1.26E+08 5.33E+08

0 47.474 0 0 0 0 0 55447000

0 1.7613 65158000 28401000 32940000 26491000 85410000 1.13E+08

0 14.787 36279000 51624000 43260000 20611000 77704000 2.61E+08

0 323.31 1.34E+09 1.11E+09 1.29E+09 6.79E+08 1.97E+09 1.91E+09

0.020542 0.09703 0 0 0 0 16882000 0

0 18.154 30299000 21041000 45331000 28500000 78103000 93406000

0 9.2176 52849000 1.24E+08 51222000 71226000 35780000 45227000

0.00149 1.1982 0 14183000 2051400 0 0 0

0 3.3382 23275000 0 0 32957000 0 12530000

0 31.096 5609400 22450000 22690000 678150 83605000 1.06E+08

0 3.3781 0 0 0 0 0 32642000

0 8.7811 0 41765000 28345000 11431000 54589000 1.7E+08

0.023286 0.006659 0 9072100 23570000 11260000 0 0

0 13.541 2039400 31998000 59621000 13722000 94281000 1.48E+08

0 26.818 31463000 66786000 38238000 11848000 31264000 3.83E+08

0 6.6571 2.5E+08 5.82E+08 4.14E+08 1.52E+08 5.3E+08 1.07E+08

0.009546 0.39356 19544000 11817000 12971000 7271200 25103000 81603000

0.02047 0.073557 0 0 0 0 0 0

0 201.06 1.01E+08 1.52E+08 1.52E+08 1.42E+08 1.33E+08 5.57E+08

0.019307 0.12684 0 0 0 0 0 0

0.003876 0.97626 0 3216700 17340000 6624100 16842000 1.12E+08

0 3.5629 11718000 31104000 0 0 1.24E+08 2.04E+08

0 55.54 1.1E+08 74880000 1.18E+08 10952000 93474000 2.17E+08

0 2.0073 26193000 7128100 0 0 42960000 61287000

0 19.346 0 0 13494000 0 8690800 1.41E+08

0.025355 -0.0182 12925000 16345000 17231000 10984000 0 27771000

0 57.867 4.18E+08 3.45E+08 2.34E+08 1.13E+08 5.42E+08 1E+09

0.009099 0.40607 0 0 0 0 0 0

0 225.31 4.64E+08 3.88E+08 2.53E+08 2.06E+08 3.61E+08 1.58E+09

0 1.5742 34027000 27894000 65395000 34998000 0 58839000

0 16.129 1.31E+08 1.23E+08 1.37E+08 61490000 2.61E+08 5.97E+08

0.002456 1.0947 4185600 5454700 0 0 0 19834000

0 280.43 1.81E+09 1.34E+09 1.12E+09 3.72E+08 2.6E+09 4.05E+09

0 6.5346 22476000 13677000 22430000 0 42720000 3.25E+08

0 44.009 2.21E+09 3.92E+09 3.43E+09 1.55E+09 1.93E+09 4.63E+09

0 3.8659 768450 0 0 0 7835300 62205000

0 20.207 54530000 19611000 8285200 2337500 45068000 3.12E+08

0 245.87 1.76E+09 1.59E+09 9.69E+08 6.23E+08 3.79E+09 8.73E+09

0 1.8104 536850 4693800 0 1313500 0 24356000

0 7.3024 24394000 20084000 29128000 28187000 66325000 1.68E+08

0 37.286 29385000 1.85E+08 2.68E+08 1.41E+08 6.27E+08 1.02E+09

0 143.54 2.36E+08 3.8E+08 4.19E+08 2.12E+08 6.75E+08 1.08E+09

0 23.387 14560000 63290000 47202000 23746000 1.22E+08 3.01E+08

0 7.6353 1.4E+08 43795000 22257000 39917000 79282000 1.24E+08

0 76.908 2.97E+08 4.57E+08 4.01E+08 2.7E+08 4.91E+08 1.14E+09



0 2.2666 0 3512300 1760800 0 0 47808000

0 17.128 74531000 38119000 43713000 90796000 2.22E+08 3.38E+08

0 6.7531 45651000 41237000 1.02E+08 51379000 1.46E+08 3.8E+08

0 5.8119 9800300 41053000 71463000 10889000 59836000 1.31E+08

0 2.4328 17771000 29148000 0 0 21311000 28441000

0 2.8192 0 2635300 10974000 0 0 0

0 43.649 1.37E+08 46924000 30397000 24984000 46714000 4.32E+08

0 17.8 2974900 30041000 31929000 16530000 28399000 2.66E+08

0 5.4876 0 0 0 0 1077900 84934000

0 5.85 46056000 41492000 68876000 34265000 44869000 1.22E+08

0 3.1715 0 0 0 0 0 0

0 182.33 9.48E+08 1.59E+09 1.77E+09 8.29E+08 1.73E+09 2.69E+09

0 37.386 1.01E+08 1.64E+08 1.12E+08 39833000 1.8E+08 6.36E+08

0 7.8189 0 0 0 0 126980 81628000

0 44.505 1.63E+09 1.67E+09 1.17E+09 3.99E+08 6.45E+08 2.63E+09

0 2.4221 0 0 0 0 0 18658000

0 6.1015 0 37832000 28311000 19237000 65764000 1.74E+08

0 17.665 0 0 32737000 0 32292000 1.61E+08

0 9.0563 3160300 0 3415400 746190 0 10464000

0 4.6808 1.15E+08 27065000 14368000 12605000 23705000 3.4E+08

0 235.3 4.83E+08 2.54E+09 4E+08 5.9E+08 3.85E+08 2.91E+09

0 7.4824 1E+09 1.63E+09 1.73E+09 5.95E+08 1.04E+09 2.14E+09

0 49.438 1.12E+08 38994000 95281000 34423000 92947000 3.02E+08

0 9.0793 2.7E+08 3.56E+08 4.43E+08 5.06E+08 2.56E+08 0

0 13.98 21788000 30944000 11108000 0 58196000 1.35E+08

0 132.84 2.62E+08 2.87E+08 1.47E+08 69099000 2.55E+08 1.07E+09

0 15.025 2.81E+08 3.28E+08 4.01E+08 1.8E+08 3.7E+08 5.71E+08

0 323.31 3.15E+10 3.62E+10 2.17E+10 7.06E+09 2.34E+10 2.35E+10

0 50.174 3.23E+08 6.74E+08 8.94E+08 4.32E+08 5.09E+08 1.27E+09

0.013405 0.23901 2709100 1937400 0 0 0 60440000

0 2.8101 0 0 0 0 0 0

0 14.069 2.35E+08 1.8E+08 90343000 46312000 1.33E+08 3.35E+08

0.026912 -0.03673 0 0 0 0 0 0

0.000502 1.297 861940 12490000 5275000 1154400 5997600 29707000

0 20.902 9.31E+08 5.38E+08 7.55E+08 3.35E+08 1.22E+09 1.74E+09

0 15.181 0 6269400 3857600 6868200 3073400 0

0 23.673 12282000 21197000 17424000 24621000 28260000 66528000

0 7.4477 28519000 21619000 0 2687600 0 0

0 117.86 1.62E+09 1.56E+09 1.17E+09 6.05E+08 1.96E+09 2.73E+09

0 15.237 10142000 0 0 0 947920 54831000

0.048433 -0.25222 3746600 0 0 755280 0 25194000

0 2.7895 22176000 0 0 0 26956000 2E+08

0.00952 0.36831 11511000 0 0 0 23158000 18331000

0 101.24 41649000 67946000 30536000 41246000 66444000 5.74E+08

0 8.9636 2.15E+08 2.59E+08 2.43E+08 1.7E+08 3.96E+08 7.57E+08

0 11.61 1.18E+08 1.09E+08 1.51E+08 84406000 1.71E+08 5.93E+08

0 27.318 2.65E+08 2.46E+08 2.98E+08 1.49E+08 3.29E+08 6.44E+08

0 274.74 9.8E+08 1.39E+09 1.23E+09 5.72E+08 2.3E+09 6.22E+09

0 4.0889 26963000 0 4284000 0 26284000 1.29E+08

0 2.2256 0 49633000 0 5859000 1.29E+08 2.27E+08



0 323.31 4.31E+08 2.87E+08 87078000 99046000 6.83E+08 1.44E+09

0 232.41 2.76E+09 2.02E+09 2.01E+09 9.63E+08 3.44E+09 6.29E+09

0.03761 -0.17103 32582000 22342000 16957000 0 25529000 56376000

0 173.5 1.09E+09 8.19E+08 1.04E+09 4.24E+08 1.22E+09 2.67E+09

0 4.8775 0 0 0 0 0 17890000

0.005241 0.81105 63252000 63442000 33863000 8576400 43968000 1.66E+08

0 44.493 0 26492000 18726000 0 0 1.16E+08

0.006095 0.68973 0 3279200 8491300 0 0 0

0 2.6081 0 0 0 10636000 6304200 84870000

0 1.7593 2999300 0 0 0 0 39482000

0 13.256 0 0 20875000 14014000 0 1.77E+08

0 13.374 0 12561000 2432400 10060000 12589000 44106000

0 44.224 1.32E+08 1.71E+08 2.63E+08 1.02E+08 3.67E+08 3.93E+08

0 191.54 1.59E+09 1.52E+09 1.62E+09 7.83E+08 2.02E+09 4.14E+09

0 10.959 19002000 1.02E+08 1.07E+08 51661000 0 4.21E+08

0 115.55 50297000 40080000 12365000 22699000 1.03E+08 4.54E+08

0 21.126 47286000 28728000 16858000 2603200 28221000 56070000

0.01803 0.14721 0 0 0 3117500 0 24434000

0 26.139 1.6E+08 1.26E+08 51141000 1.52E+08 2.19E+08 3.28E+08

0 66.591 5.52E+08 3.12E+08 2.47E+08 1.82E+08 1.07E+09 1.92E+09

0 4.4731 2.04E+08 1.77E+08 2.03E+08 1.05E+08 2.95E+08 0

0 3.8267 0 5988500 0 9679600 0 52002000

0 2.8777 0 0 9293100 0 0 0

0 18.825 1.23E+08 67974000 37441000 11074000 1.47E+08 2.28E+08

0 6.6885 0 0 0 0 0 22248000

0 9.9323 8909100 0 0 0 0 1.86E+08

0 316.06 8.21E+08 7.44E+08 7.67E+08 5.91E+08 5.44E+08 2.35E+09

0 69.678 2.68E+08 3E+08 3.36E+08 2.79E+08 6E+08 9.63E+08

0.000504 1.3568 0 4757400 0 1482600 0 0

0 269.77 1.03E+09 1.35E+09 1.47E+09 8.25E+08 3.09E+09 5.59E+09

0.006961 0.58541 0 0 0 2265800 0 0

0 90.87 1.86E+08 1.24E+08 1.92E+08 81725000 3.23E+08 6.21E+08

0 18.656 3342200 0 4186200 4208900 17669000 50281000

0 27.018 54101000 85851000 1.09E+08 42199000 1.4E+08 1.6E+08

0.011201 0.26576 0 0 0 0 12239000 19263000

0 3.9887 10137000 41793000 10734000 22763000 31818000 2.06E+08

0 254.9 4.3E+09 3.12E+09 4.08E+09 1.87E+09 4.79E+09 1.22E+10

0 1.8089 1.11E+08 79055000 89338000 41917000 1.18E+08 2.21E+08

0.005194 0.74599 16493000 19713000 0 0 24920000 0

0 5.803 9117200 0 11591000 1882700 14422000 49966000

0.023356 0.022234 24774000 0 0 0 11025000 0

0 126.07 1.68E+09 9.59E+08 5.19E+08 2.59E+08 1.8E+09 3.37E+09

0 8.9032 0 0 2659100 3222800 2301100 0

0 60.244 63960000 43341000 40382000 17384000 1.13E+08 3.76E+08

0 98.835 4.25E+08 2.33E+08 1.66E+08 60898000 6.21E+08 1.2E+09

0 106.87 64918000 2.65E+08 4.3E+08 1.73E+08 83488000 1.44E+09

0 1.8688 0 11763000 1897800 3683100 0 28914000

0 158.55 1.21E+09 1.11E+09 1.13E+09 5.1E+08 2.08E+09 4.02E+09

0 1.9194 13687000 10135000 45917000 27498000 65707000 0

0 28.104 1.75E+08 1.91E+08 2.45E+08 1.49E+08 1.66E+08 5.84E+08



0 28.051 69214000 77471000 24937000 30026000 78990000 1.3E+08

0 2.4528 16950000 0 0 0 11077000 24622000

0.015514 0.19303 0 0 0 0 0 0

0 3.6207 0 0 0 0 0 54705000

0 9.0539 9096900 0 0 0 0 75649000

0 11.9 2700100 15973000 20032000 11531000 20931000 69916000

0 3.5589 1560000 0 0 0 787490 17960000

0 17.855 66946000 57889000 35515000 33085000 18016000 1.42E+08

0 18.033 55823000 1.47E+08 1.3E+08 77159000 74351000 4.23E+08

0.026923 -0.03482 888300 0 429940 2881100 0 16409000

0.036866 -0.15961 13647000 27212000 22314000 0 20029000 26357000

0 4.1258 0 8604100 25578000 21932000 3474300 21871000

0 6.0763 0 27953000 28066000 14540000 53624000 78079000

0.001487 1.1871 27294000 22986000 0 0 67827000 1.02E+08

0 13.938 30777000 82420000 96292000 77373000 1.12E+08 1.56E+08

0 53.311 2.39E+08 1.56E+08 1.38E+08 72417000 2.27E+08 5.48E+08

0 21.627 35911000 33316000 15563000 0 64551000 1.52E+08

0 3.952 14687000 18949000 0 15514000 17538000 0

0 62.73 5.25E+08 2.68E+08 2.33E+08 1.16E+08 4.66E+08 1.65E+09

0 7.7753 0 0 0 0 0 44613000

0 17.742 58945000 23580000 86500000 33265000 26395000 1.54E+08

0 2.0408 0 48329000 28419000 8966300 54485000 1.18E+08

0.042904 -0.21286 83261000 72617000 83581000 31106000 75227000 1.42E+08

0 17.403 21826000 16844000 4216100 18614000 0 43649000

0 155.58 2.88E+08 2.68E+08 2.64E+08 1.84E+08 6.76E+08 1.15E+09

0 10.385 13166000 0 2148000 6229500 13421000 1.24E+08

0 1.9 0 0 17651000 0 19963000 25813000

0.033827 -0.12197 0 0 0 0 15068000 0

0.037641 -0.16963 0 0 0 0 0 0

0 3.4878 0 0 0 11205000 0 67123000

0 126.59 9.84E+08 4.09E+08 2.96E+08 1.43E+08 8.81E+08 2.23E+09

0 19.278 83474000 1.45E+08 1.07E+08 8025800 1.55E+08 4.56E+08

0.001979 1.1573 0 0 0 0 12394000 0

0.005228 0.78646 5043700 25137000 0 1331800 10726000 50138000

0 103.38 1.67E+09 1.12E+09 9.71E+08 4.51E+08 2.48E+09 5.18E+09

0 289.83 2.89E+09 2.58E+09 2.8E+09 1.83E+09 3.05E+09 3.56E+09

0 41.755 5.72E+08 2.87E+08 2.4E+08 1.87E+08 4.88E+08 1.09E+09

0.001 1.2598 12279000 44794000 28254000 29488000 4807600 88158000

0.005231 0.79018 44227000 53198000 12905000 0 1E+08 2.33E+08

0 1.7093 19165000 6610600 0 0 8994800 66308000

0 3.6846 0 3374300 2519000 0 0 0

0 3.9211 0 0 6211000 0 0 0

0 10.446 0 36711000 3759900 3503300 24463000 68111000

0 56.745 2.7E+08 1.58E+08 1.44E+08 62819000 3.2E+08 6.12E+08

0 12.275 75038000 0 43672000 18742000 1.25E+08 2.8E+08

0 24.098 65189000 34117000 20739000 25081000 84822000 1.33E+08

0 7.0982 8466900 8539100 27767000 23116000 78021000 89500000

0 25.615 3.24E+08 2.47E+08 1.6E+08 69399000 4.62E+08 5.77E+08

0 8.9843 0 0 0 0 0 0

0.002924 1.0297 0 18370000 0 2291000 11015000 34216000



0 21.344 51804000 1.43E+08 95477000 69234000 2.56E+08 8.04E+08

0 7.2973 99754000 58031000 95612000 45078000 79400000 1.54E+08

0 4.2088 2639800 24249000 0 2391800 0 74980000

0 11.943 0 1.22E+08 1.57E+08 1.15E+08 2.48E+08 3.48E+08

0 323.31 1.05E+09 2.04E+09 1.2E+09 1E+09 2.48E+09 4.94E+09

0 13.859 67000000 0 0 0 70419000 2.7E+08

0 1.5018 0 0 0 0 0 0

0.004321 0.91578 4486000 0 0 0 3889400 14014000

0 49.414 71395000 88438000 1.06E+08 1.01E+08 1.42E+08 4.28E+08

0 165.04 8.11E+08 8.82E+08 5.72E+08 2.93E+08 1.52E+09 3.73E+09

0.016784 0.17696 17424000 6260400 0 0 30254000 50141000

0 3.4312 0 0 0 0 807930 4185200

0 39.819 8.35E+08 6.8E+08 6.28E+08 2.67E+08 9.46E+08 2.19E+09

0 13.433 43956000 59919000 28482000 33260000 30624000 2.14E+08

0 15.212 60772000 52150000 45940000 15287000 1.16E+08 4.19E+08

0 3.7196 47753000 22954000 23208000 21588000 56688000 1.45E+08

0 11.471 30874000 23664000 26581000 12174000 45013000 40954000

0 18.788 2.08E+08 1.43E+08 1.62E+08 37014000 1.28E+08 3.68E+08

0.000999 1.2386 0 0 0 0 0 0

0 8.3115 10379000 3444100 5556200 6434400 7634700 51732000

0.026946 -0.03124 2.03E+08 2.3E+08 2.89E+08 2.02E+08 1.41E+08 1.89E+08

0.00872 0.47334 0 0 0 14569000 28555000 48486000

0 108.64 3.19E+08 4.29E+08 4.92E+08 2.1E+08 4.95E+08 1.67E+09

0 12.168 5438700 6796700 9378000 4737000 31801000 55947000

0 79.56 1.18E+08 1.42E+08 84114000 0 1.81E+08 6.46E+08

0 7.0332 36377000 25710000 22677000 0 35651000 90810000

0 3.7804 4638200 0 0 2310500 33017000 62044000

0 3.5283 0 0 0 0 0 10279000

0 1.7752 0 1880700 5462500 6662200 40704000 0

0.009528 0.37878 0 0 2178900 0 0 55593000

0.000503 1.3027 8153400 33163000 44666000 30496000 42786000 55246000

0 323.31 1.52E+09 9.14E+08 8.41E+08 4.11E+08 2.16E+09 4.87E+09

0 37.573 1.72E+08 1.78E+08 2.96E+08 1.87E+08 1.26E+08 3.73E+08

0 120.76 6.1E+08 3.04E+08 2.26E+08 1.02E+08 5.5E+08 1.8E+09

0 37.903 43485000 41417000 53469000 2462300 1.28E+08 2.41E+08

0 14.265 0 0 25303000 21212000 34079000 65325000

0 323.31 1.96E+09 2.19E+09 2.28E+09 1.06E+09 3.47E+09 7.56E+09

0 6.232 0 17988000 0 5838300 0 0

0 63.945 1.6E+08 2.96E+08 3.21E+08 81391000 4.64E+08 1.2E+09

0 45.855 5.23E+08 5.25E+08 4.72E+08 3.94E+08 6.61E+08 1.21E+09

0 202.34 1.83E+09 1.58E+09 1.98E+09 1.47E+09 2.95E+09 6.89E+09

0 18.793 15034000 38872000 22581000 8100900 1.07E+08 1.28E+08

0 3.1768 2.49E+08 1.74E+08 2.11E+08 59363000 4.43E+08 6.01E+08

0 323.31 1.47E+09 1.08E+09 1.48E+09 6.6E+08 1.49E+09 5.85E+09

0 11.24 12439000 14973000 11676000 15590000 50491000 68404000

0 10.242 66341000 53523000 9097100 39609000 28899000 1.54E+08

0 5.2418 50136000 47691000 19443000 30381000 67869000 68669000

0 46.038 0 0 5037100 2290100 7312900 15460000

0 15.152 2.52E+08 2.14E+08 1.94E+08 1.06E+08 4.47E+08 6.86E+08

0 8.1916 0 18900000 13994000 4534800 0 0



0.004776 0.8333 1452400 0 0 0 0 11061000

0 323.31 5.75E+09 4.93E+09 4.64E+09 3.4E+09 4.98E+09 1.34E+10

0 296.15 6.49E+08 5.26E+08 6.98E+08 6.22E+08 5.87E+08 2.51E+09

0 1.8484 9852400 0 0 0 0 23017000

0 2.1458 0 8945700 53502000 27821000 0 28070000

0 208.55 2.06E+09 1.41E+09 8.65E+08 1.53E+08 2.2E+09 5.71E+09

0 3.4481 1605400 1804500 0 0 2577700 21832000

0 44.485 40976000 21615000 5874200 28227000 53107000 62494000

0.024527 -0.00736 1.18E+08 1.08E+08 1.65E+08 1.71E+08 1.23E+08 2.45E+08

0 2.2957 0 0 0 0 0 0

0.048761 -0.25664 0 30791000 50921000 13553000 0 0

0 8.9546 0 0 23813000 0 26329000 86500000

0 21.922 20983000 30436000 31122000 8811300 55883000 98102000

0 19.77 1.02E+08 1.18E+08 1.4E+08 38863000 96996000 2.91E+08

0 3.3161 0 0 0 0 0 56507000

0 3.219 17358000 15477000 18219000 10304000 35661000 0

0 2.0685 0 0 0 0 20057000 56563000

0 92.312 2.18E+08 6.11E+08 3.18E+08 3.65E+08 6.66E+08 2.42E+08

0 15.533 46663000 77085000 52284000 11655000 23827000 2.74E+08

0 11.004 0 2688400 1480900 2485500 10619000 13419000

0 16.68 20603000 31136000 61104000 29439000 2.12E+08 1.47E+08

0 1.466 17612000 0 0 0 40055000 60598000

0.044033 -0.22103 6444000 4803000 6192600 0 0 0

0 11.412 9039800 53475000 61962000 19675000 1.01E+08 1.77E+08

0.014699 0.21965 9350700 9992300 21022000 4722700 15275000 0

0 13.714 0 0 13405000 3952700 18460000 52492000

0 6.9571 2359400 4257000 0 1695500 0 28373000

0 59.03 5.24E+08 5.97E+08 9.36E+08 4.49E+08 1.1E+09 2.49E+09

0 2.7962 57210000 20827000 11513000 13160000 1.64E+08 2.6E+08

0 72.716 87823000 65715000 1.37E+08 70688000 1.43E+08 3.75E+08

0 101.68 73589000 3.91E+08 3.5E+08 2.47E+08 1.19E+08 78908000

0 7.1976 0 0 0 0 0 4846400

0 36.724 1.17E+08 2.01E+08 1.09E+08 77378000 4.11E+08 8.87E+08

0 8.9193 45730000 17977000 25288000 10907000 51861000 31349000

0.041062 -0.20068 0 0 0 4937900 0 0

0 22.6 1.08E+08 73036000 95894000 60238000 1.94E+08 4E+08

0 54.171 5.67E+08 3.35E+08 3.23E+08 1.54E+08 7.16E+08 1.46E+09

0 32.907 46970000 33292000 12283000 1330000 41946000 1.53E+08

0 15.155 61426000 46420000 9737400 12004000 97797000 2E+08

0 19.702 2244600 0 0 0 0 61116000

0 22.402 3.19E+08 2.62E+08 1.25E+08 68401000 7.66E+08 1.64E+09

0 34.299 8.97E+08 3.06E+08 1.65E+08 2.23E+08 9.86E+08 4.89E+08

0 4.6201 78768000 20694000 75990000 32707000 49709000 44438000

0 29.165 1.62E+08 6.71E+08 2.46E+08 84118000 2.87E+08 6.85E+08

0.009502 0.35002 0 7325700 6412100 1214400 0 3492000

0 145.93 2.7E+08 3.35E+08 3.9E+08 1.63E+08 4.62E+08 7.34E+08

0 4.5067 36404000 40226000 16623000 18080000 63424000 60761000

0 9.1085 4.19E+08 3.73E+08 5.2E+08 1.77E+08 4.55E+08 2.87E+08

0 272.45 1.78E+09 1.27E+09 1.16E+09 5.76E+08 3.17E+09 6.22E+09

0 323.31 3.55E+09 3.35E+09 3.38E+09 1.89E+09 4.45E+09 1.32E+10



0 157.65 1.13E+09 9.48E+08 1.15E+09 5.93E+08 2.13E+09 3.63E+09

0 34.29 4.61E+08 5.52E+08 4.65E+08 2.02E+08 5.31E+08 1.45E+09

0 29.161 3.06E+08 4.12E+08 3.13E+08 1.97E+08 74758000 8.7E+08

0 17.143 12491000 25840000 25061000 0 53500000 1.05E+08

0 96.85 2.34E+08 2.11E+08 2.14E+08 88620000 4.55E+08 7.56E+08

0 155.04 2.59E+08 2.93E+08 2.86E+08 1.36E+08 5.38E+08 1.76E+09

0 3.1082 0 3567800 0 3785300 0 0

0 34.999 1.31E+08 97752000 71725000 62129000 2.17E+08 3.33E+08

0 8.2719 12292000 0 46766000 33204000 1.07E+08 1.26E+08

0.000507 1.3869 63440000 35038000 43448000 0 1.06E+08 1.82E+08

0 205.22 7.52E+08 4.59E+08 5.03E+08 2.31E+08 9.12E+08 2.26E+09

0 159.63 4.53E+08 7.83E+08 6.32E+08 5.06E+08 1.12E+09 2.99E+09

0.010342 0.2997 5221500 0 0 0 0 65404000

0 32.854 1.16E+08 94623000 54607000 64307000 1.32E+08 5.1E+08

0 13.525 2.23E+08 2.42E+08 1.44E+08 68725000 5.69E+08 1.2E+09

0 3.9309 48212000 16910000 0 0 0 96972000

0 8.3332 69848000 32155000 15607000 8490900 2.35E+08 4.43E+08

0.025333 -0.01976 0 0 0 0 0 0

0 2.3339 0 0 34385000 21323000 0 66532000

0.024946 -0.01151 0 0 0 0 5627300 0

0 4.1319 35347000 41835000 34785000 10409000 49884000 1.05E+08

0 182.68 9.03E+08 6.73E+08 5.85E+08 3.44E+08 5.16E+08 2.02E+09

0 17.346 4027700 33708000 37254000 29703000 1.75E+08 2.48E+08

0.000996 1.2012 0 0 0 0 0 27468000

0.003867 0.96676 38445000 22771000 21542000 15135000 49461000 68415000

0 16.916 1.58E+08 30883000 18249000 12974000 11569000 65884000

0 51.722 50736000 24209000 4545200 22966000 96529000 4.02E+08

0 19.684 0 1.02E+08 1.14E+08 40103000 2.01E+08 3.2E+08

0 15.546 4106900 5060700 7404100 6148100 12421000 91735000

0.00051 1.4428 17710000 0 32816000 15729000 22979000 83743000

0 15.861 1.31E+08 1.98E+08 1.77E+08 50756000 2.43E+08 6.42E+08

0 23.661 91931000 1.17E+08 1.65E+08 91360000 1.58E+08 4.95E+08

0 5.6853 27586000 30273000 58137000 42072000 42023000 0

0 9.8274 56760000 31563000 86917000 46806000 22602000 1.03E+08

0 323.31 5.54E+09 5.18E+09 4.92E+09 2.34E+09 8.63E+09 1.46E+10

0 323.31 3.21E+10 4.07E+10 4.57E+10 2.92E+10 4.19E+10 7.64E+10

0 5.2468 20464000 96593000 1.05E+08 0 1.24E+08 2.01E+08

0 51.276 1.55E+08 66966000 1.62E+08 81534000 4.06E+08 8.29E+08

0 155.13 1.16E+08 1.24E+08 56920000 17491000 2.33E+08 7.03E+08

0 1.8803 72448000 31867000 32564000 5446700 97390000 1.82E+08

0 2.9117 0 34568000 42104000 22593000 26341000 78540000

0.043639 -0.22021 0 0 0 7354700 0 0

0 3.5212 0 0 0 0 5353500 32166000

0 2.6068 0 0 0 0 24425000 1.06E+08

0 11.812 21656000 52404000 0 0 43032000 2.57E+08

0.00245 1.0832 17711000 41116000 47511000 29745000 54661000 1.41E+08

0.035699 -0.15443 75421000 14296000 35716000 13786000 0 0

0 5.733 4540500 10139000 3866100 0 21940000 74570000

0 5.0167 14418000 78819000 97719000 37955000 70090000 0

0 14.959 1.77E+08 1.94E+08 1.98E+08 97689000 1.85E+08 3.47E+08



0 2.4707 12743000 0 19626000 4233400 0 8405500

0 10.486 7205500 11087000 0 10001000 0 41953000

0 12.272 33359000 37162000 77660000 48831000 1.17E+08 3.33E+08

0.021267 0.057806 1.29E+08 1.75E+08 0 1.84E+08 2.61E+08 0

0 7.6069 0 0 20081000 10155000 16397000 0

0 31.588 1.32E+08 1.07E+08 89953000 60440000 1.04E+08 2.79E+08

0 21.434 7099300 0 0 0 6712200 46152000

0 2.2837 0 0 16666000 0 0 0

0 2.0021 0 0 0 0 0 0

0 17.523 42093000 1.05E+08 77568000 32035000 1.48E+08 4.82E+08

0 286.56 2.22E+09 1.08E+09 1.12E+09 8.95E+08 2.77E+08 3.37E+09

0 35.181 28781000 32678000 23782000 4818000 0 1.16E+08

0 6.681 1597600 0 0 0 0 4040600

0 4.4935 7432500 0 3780500 1738500 2397400 21913000

0 6.7868 0 0 0 19283000 37791000 85579000

0 22.787 6.23E+08 4.83E+08 5.49E+08 2.15E+08 6.94E+08 8.92E+08

0.04577 -0.24105 0 10944000 33493000 0 21060000 0

0 27.104 1.13E+08 81840000 1.03E+08 34284000 1.74E+08 4.39E+08

0 3.8124 0 0 0 0 40424000 93571000

0 98.512 14894000 31753000 63317000 12015000 43946000 1.84E+08

0.02086 0.064242 2.03E+08 87410000 97858000 23385000 54320000 0

0.009116 0.42004 0 0 0 0 0 14334000

0 1.8839 91219000 47496000 38099000 0 97529000 1.88E+08

0 3.7748 5967600 9881600 0 0 8035800 7216500

0 1.6225 2315400 0 0 0 2191500 1936700

0 5.4178 20481000 42294000 17276000 23896000 54507000 1.16E+08

0 140.24 6.41E+08 5.07E+08 8.19E+08 3.97E+08 1.04E+09 2.42E+09

0 2.011 0 6544500 11727000 13805000 9508000 20166000

0 140.1 1.45E+09 1.94E+09 1.03E+09 4.15E+08 1.39E+09 3.47E+09

0 2.9031 0 18129000 18147000 11225000 18695000 75922000

0 144.11 1.13E+08 95746000 1.35E+08 96432000 2.23E+08 7.68E+08

0 9.2209 0 0 0 1611400 9006200 31400000

0 323.31 2.26E+09 1.36E+09 1.39E+09 5.37E+08 3.2E+09 6.1E+09

0 85.444 1.78E+08 2.68E+08 1.89E+08 1.29E+08 5.35E+08 9.78E+08

0.023387 0.028583 51857000 23512000 9200600 12241000 58575000 1.08E+08

0 69.714 1.35E+08 1.79E+08 2.94E+08 93066000 3.04E+08 6.34E+08

0 10.191 0 25313000 2701600 3805200 69289000 98959000

0.011206 0.26773 2.11E+09 2.04E+09 2.65E+09 1.27E+09 2.88E+09 0

0 12.343 10230000 62250000 37096000 55662000 52804000 81814000

0 10.995 38578000 37205000 69884000 21713000 77472000 0

0 52.302 1.69E+08 2.3E+08 2.31E+08 1.08E+08 8.21E+08 1.53E+09

0 8.0263 1452700 1760800 0 3648700 28071000 33442000

0 98.846 1.41E+09 1.16E+09 8.91E+08 6.03E+08 2.16E+09 3.55E+09

0.008272 0.478 94646000 25812000 70899000 51123000 26948000 0

0.005196 0.74773 22761000 33641000 29960000 0 30921000 52118000

0 86.406 4.17E+08 4.19E+08 4.7E+08 3.31E+08 6.09E+08 1.59E+09

0 13.855 7516800 10966000 6289400 1362500 28407000 1.46E+08

0 60.485 1.06E+08 2.42E+08 2.72E+08 78661000 4.94E+08 1.05E+09

0 9.313 2526700 27376000 0 41946000 0 49567000

0 15.547 15854000 7361500 0 0 30503000 1.42E+08



0 93.692 1.26E+08 63809000 67336000 31415000 1.19E+08 6.24E+08

0 323.31 3.6E+09 2.25E+09 2.51E+09 1.5E+09 3.79E+09 6.31E+09

0 17.132 31526000 26230000 5513100 1058900 22615000 1.98E+08

0 5.2799 47165000 0 0 11167000 30779000 8506300

0 90.545 3.18E+08 3.33E+08 2.84E+08 1.22E+08 5.16E+08 8.3E+08

0 3.6414 0 0 0 0 45314000 56353000

0.000509 1.4147 0 23315000 14907000 0 21171000 80742000

0 26.08 84010000 64474000 51444000 36040000 1.58E+08 2.39E+08

0 9.5203 1.16E+09 8.92E+08 1.03E+09 6.32E+08 1.25E+09 2.27E+09

0 14.928 34286000 11920000 17531000 23105000 52324000 1.99E+08

0 26.529 6.18E+08 2.79E+08 3.59E+08 1.8E+08 6.35E+08 3.77E+08

0 9.429 12129000 19271000 27915000 21276000 39025000 1.18E+08

0 2.0498 0 962340 2998800 0 0 16262000

0 265.17 1.77E+09 1.89E+09 1.18E+09 1.16E+09 2.74E+09 5.59E+09

0 1.603 14020000 16261000 10029000 23324000 31290000 53279000

0 20.584 1.02E+08 96338000 1.12E+08 46919000 1.93E+08 2.96E+08

0 2.3765 11703000 9157700 14562000 0 16607000 58097000

0 33.192 1.31E+08 1.32E+08 1.18E+08 71470000 1.31E+08 2.7E+08

0 10.191 0 0 1370500 796830 0 11622000

0 14.83 52605000 38263000 0 7513400 1.43E+08 3.46E+08

0.000507 1.3994 13782000 4274800 0 0 975990 0

0 1.6584 40858000 0 0 0 45583000 85788000

0 297.14 1.35E+09 2.5E+09 9.09E+08 4.5E+08 1.43E+09 2.26E+09

0 2.4166 0 0 11770000 11234000 0 0

0 233.93 1.13E+09 1.12E+09 1.51E+09 9.34E+08 1.64E+09 2.28E+09

0 3.9908 0 54916000 51316000 36918000 51005000 1.71E+08

0 4.8063 0 0 0 0 0 17734000

0 67.94 3.27E+08 3.55E+08 3.42E+08 2.2E+08 6.92E+08 1.85E+09

0 31.272 2.07E+08 2.52E+08 2.74E+08 78072000 2.4E+08 4.96E+08

0 4.8685 33646000 17744000 38386000 0 48133000 75986000

0.004319 0.90735 59227000 64448000 66895000 36822000 1.04E+08 2.08E+08

0.005233 0.80375 0 0 0 0 8518800 0

0 1.5714 19555000 12989000 0 0 20275000 0

0 9.9277 2862300 0 30791000 21609000 0 44625000

0 323.31 3.02E+09 2.97E+09 2.64E+09 1.38E+09 4.76E+09 9.66E+09

0 54.265 43333000 57235000 0 19404000 1.06E+08 2.77E+08

0 8.6232 24048000 27651000 0 4745000 24098000 56621000

0 120.6 2.47E+08 3.57E+08 2.24E+08 74674000 3.08E+08 4.07E+08

0 103.49 4.41E+08 5.14E+08 7.09E+08 3.66E+08 6.4E+08 1.63E+09

0 2.459 0 15541000 29427000 9647600 0 40410000

0 2.7166 0 0 0 1412000 6152500 43819000

0 68.389 3.44E+08 1.84E+08 95442000 63669000 4.98E+08 1.43E+09

0 32.883 28347000 6140800 0 11350000 14892000 1.21E+08

0 74.398 6.22E+08 5.23E+08 7.03E+08 4.22E+08 1.52E+09 3.08E+09

0 12.416 0 0 0 0 22279000 61514000

0 1.7033 64497000 49839000 35424000 19138000 43161000 1.81E+08

0 3.0025 0 5004800 0 1633300 0 39159000

0 2.7009 0 0 0 22458000 0 1.03E+08

0 34.196 1.74E+08 1.01E+08 65565000 23464000 2.1E+08 4.31E+08

0 323.31 5.8E+10 4.14E+10 4.01E+10 2.31E+10 7.08E+10 1.26E+11



0 74.808 1.45E+08 1.89E+08 2.04E+08 60101000 2.31E+08 1.07E+09

0 118.87 5.97E+08 4.92E+08 7.22E+08 5.11E+08 7.82E+08 1.98E+09

0 18.083 0 9746800 13802000 547130 3499600 43135000

0 63.163 1.42E+09 1.14E+09 8.62E+08 3.51E+08 2.05E+09 3.39E+09

0 21.857 1.69E+08 1.69E+08 2.3E+08 1.08E+08 2.83E+08 4.58E+08

0 8.121 7017100 21641000 63230000 36304000 16728000 77165000

0 8.6137 0 0 0 0 9048700 1.47E+08

0 2.2705 18868000 27126000 19096000 10356000 0 31464000

0 55.472 52177000 89746000 84573000 38957000 1.52E+08 2.63E+08

0 4.5655 0 1827800 7449100 0 4701700 0

0 7.2318 27101000 22902000 0 24107000 47939000 59832000

0.001492 1.1986 59839000 0 23360000 32678000 1.09E+08 1.79E+08

0 323.31 2.72E+09 2.5E+09 2.91E+09 1.45E+09 2.39E+09 7.61E+09

0 5.9627 33446000 38713000 33788000 24470000 55475000 66150000

0 56.255 5.63E+08 6.5E+08 7.85E+08 5.37E+08 8.59E+08 1.48E+09

0 13.253 50151000 70137000 1.18E+08 44590000 1.97E+08 5.2E+08

0 3.6401 29359000 0 3501700 10314000 44156000 1.44E+08

0 10.067 20907000 0 0 0 0 96163000

0 41.244 24245000 89507000 1.11E+08 2.12E+08 1.53E+08 2.09E+08

0 91.889 1.02E+09 1.28E+09 1.67E+09 7.41E+08 1.21E+09 1.74E+09

0.009541 0.39134 66906000 1.4E+08 55479000 84198000 1.46E+08 2.97E+08

0 1.6543 14547000 21656000 0 0 31351000 52751000

0 4.2618 0 0 0 25119000 0 0

0.003863 0.95112 61854000 49973000 91821000 86067000 90022000 1.38E+08

0.031356 -0.0983 90257000 38638000 61588000 17721000 1.12E+08 0

0 3.2396 6301100 0 7644800 6938500 9231500 44031000

0 209.59 1.62E+08 1.3E+08 85216000 40668000 2.74E+08 3.99E+08

0 40.011 2.79E+08 1.61E+08 1.17E+08 55899000 3.71E+08 9.78E+08

0.012086 0.25937 14443000 2937800 0 0 18567000 0

0 2.8808 0 0 0 17716000 0 0

0 9.4431 7.67E+08 8.74E+08 2.28E+08 8.01E+08 7.14E+08 57389000

0 37.276 38013000 1.18E+08 1.38E+08 52042000 86294000 3.54E+08

0 2.3128 26693000 33632000 17098000 8786100 30111000 1.28E+08

0.033798 -0.12253 0 11441000 0 0 0 3030200

0 2.0597 0 2813300 969610 0 0 2696500

0.00198 1.1599 0 0 10195000 0 47837000 75090000

0 17.865 4055200 25631000 28023000 11954000 64592000 2.44E+08

0 6.7212 63673000 18842000 34637000 8309200 8288900 1.29E+08

0 192.67 4.7E+08 4.74E+08 3.62E+08 3.04E+08 8.55E+08 2.78E+09

0.020479 0.073963 2.63E+08 0 9176400 0 1.1E+08 3.39E+08

0 6.9781 0 1607100 1830400 7631600 2242000 66861000

0 28.653 1.09E+08 74959000 35197000 25657000 2.21E+08 4.25E+08

0 5.8517 0 12918000 19977000 0 50198000 97180000

0.000509 1.4289 0 0 0 0 31224000 71132000

0 7.8874 7301000 29230000 51429000 24760000 0 0

0 84.329 2.76E+08 2.46E+08 2.21E+08 95076000 4.99E+08 1.32E+09

0 17.082 57145000 47298000 88087000 33377000 1.11E+08 0

0 99.741 1.93E+08 70978000 62339000 33529000 5.55E+08 8.26E+08

0 47.058 0 0 0 0 20089000 80585000

0 16.165 7110200 11621000 12497000 6318300 6679100 1.14E+08



0 2.8837 44954000 27619000 18267000 14275000 56241000 1.25E+08

0 5.268 38445000 14915000 38675000 8235500 14762000 93768000

0 203.8 9.92E+08 8.76E+08 1.13E+09 5.97E+08 1.42E+09 2.01E+09

0 6.0695 37470000 32812000 45983000 14629000 51237000 1.43E+08

0 20.86 88779000 3.28E+08 2.68E+08 2.58E+08 6.56E+08 1.47E+09

0 4.7954 1.09E+08 33322000 64908000 34449000 1.18E+08 2.68E+08

0.03727 -0.16383 0 0 0 0 0 48658000

0 25.509 18286000 5164800 8207100 6740100 17226000 1.29E+08

0 3.9362 0 14513000 22156000 15769000 7080800 31239000

0 45.186 2.61E+08 1.28E+08 79918000 19241000 1.72E+08 4.03E+08

0 3.8098 13040000 14009000 15147000 0 11719000 0

0 1.9517 20635000 6382000 0 0 27531000 60277000

0 7.5576 39181000 38571000 22792000 33891000 63803000 1053700

0 7.5646 0 12237000 24450000 16755000 69224000 1.53E+08

0 19.868 2.96E+08 1.4E+08 2.66E+08 1.44E+08 1.12E+08 3.75E+08

0 323.31 2.37E+09 2.29E+09 2.16E+09 1.24E+09 1.78E+09 6.74E+09

0 22.183 1.86E+08 1.57E+08 1.86E+08 75990000 3.15E+08 8.43E+08

0 3.6943 2E+08 34574000 29089000 16430000 91873000 1.69E+08

0 106.43 5.92E+08 6.55E+08 6.58E+08 4.22E+08 1.3E+09 3.25E+09

0 252.23 1.23E+10 1.18E+10 1.29E+10 6.5E+09 1.34E+10 2.78E+10

0 3.2346 861400 790680 0 233470 1303000 21680000

0 2.2756 30172000 3202300 0 0 24788000 50380000

0 1.8198 0 52783000 26412000 27609000 85209000 1.58E+08

0 8.8338 8151800 16957000 0 14886000 0 1.12E+08

0 3.1221 1415400 729720 2409800 1498800 0 7255000

0 223.49 1.13E+09 1.27E+09 1.17E+09 6.16E+08 1.7E+09 2.8E+09

0 18.361 2.98E+08 1.6E+08 2.31E+08 1.16E+08 2.67E+08 5.84E+08

0 103.28 2.76E+08 2.45E+08 2.26E+08 1.7E+08 4.34E+08 1.23E+09

0 109.94 4.19E+08 2.79E+08 2.98E+08 1.14E+08 6.19E+08 1.9E+09

0 48.913 9.25E+08 4.82E+08 3.9E+08 1.3E+08 7.96E+08 1.51E+09

0 298.25 1.83E+09 1.3E+09 1.09E+09 5.25E+08 2.03E+09 5.36E+09

0.044801 -0.22492 0 0 0 8371300 0 0

0 87.132 4.63E+08 4.27E+08 5.01E+08 1.1E+08 7.45E+08 1.66E+09

0.00431 0.89726 0 0 0 0 0 0

0 258.6 1.3E+09 8.46E+08 1.05E+09 7.05E+08 1.92E+09 3.84E+09

0 37.976 2.48E+08 2.51E+08 1.35E+08 57763000 4.08E+08 6.29E+08

0 5.0429 0 36881000 10700000 1451100 0 65753000

0 3.7519 0 7251100 28750000 4391700 16950000 35298000

0 14.772 1.96E+08 1.12E+08 71411000 27423000 4.86E+08 7.92E+08

0 107.63 1.59E+08 1.22E+08 89380000 59473000 1.51E+08 3.18E+08

0 2.1087 0 0 0 2559800 0 29000000

0 118 1.89E+09 1.07E+09 9.36E+08 3.26E+08 1.54E+09 3.01E+09

0.002444 1.0619 0 41831000 0 11535000 52073000 1.11E+08

0 23.633 98522000 25705000 12797000 2672100 36414000 3.02E+08

0.02254 0.04471 29871000 0 0 0 31335000 80927000

0 47.264 94353000 74315000 1.25E+08 66277000 2.45E+08 90329000

0 19.941 1.32E+08 1.16E+08 85028000 66667000 2.09E+08 7.03E+08

0 20.324 0 0 29522000 0 0 0

0 71.299 37354000 1.06E+08 1.35E+08 61844000 1.1E+08 3.6E+08

0 5.835 66876000 63396000 83884000 3840100 60159000 3.57E+08



0 116.75 9.97E+08 6.22E+08 5.37E+08 3.62E+08 1.32E+09 2.75E+09

0.0065 0.58817 0 14283000 0 0 31402000 0

0 2.5922 33786000 85264000 1.02E+08 45572000 54787000 25304000

0 18.498 2.34E+08 2.43E+08 1.53E+08 92810000 2.33E+08 5.41E+08

0 5.104 0 0 13657000 0 32879000 88878000

0 57.724 1.32E+08 1.04E+08 88133000 18467000 2.02E+08 4.5E+08

0 2.1612 21720000 27227000 32228000 22080000 70204000 63033000

0 3.3661 32903000 20178000 45454000 3369700 0 70181000

0 56.753 0 11912000 0 13226000 0 68551000

0 39.417 3.76E+08 2.96E+08 1.84E+08 78223000 3.11E+08 1.2E+09

0 38.403 1.14E+08 1.93E+08 1.5E+08 65210000 1.91E+08 5.11E+08

0 4.645 15960000 26500000 0 0 56969000 0

0 5.3 58059000 39188000 37835000 10533000 53445000 1.5E+08

0 18.696 1.35E+08 55085000 1.13E+08 44075000 2.21E+08 3.47E+08

0 44.341 0 4354700 4060200 6173800 19647000 18588000

0 37.256 2.53E+08 2.1E+08 4.14E+08 1.31E+08 4.7E+08 9.26E+08

0 305.19 2.34E+09 1.49E+09 1.55E+09 8.09E+08 5.13E+09 1.02E+10

0.009095 0.40495 0 0 14503000 9889900 0 0

0 2.8776 58812000 21714000 0 4698100 57909000 64962000

0.014693 0.21562 21558000 0 0 0 14422000 55077000

0 1.9728 0 0 1766100 0 0 22653000

0 1.9943 0 3000600 6503900 4128900 0 0

0 4.8363 3912300 1975800 2173000 2060100 12228000 39789000

0 256.92 1.22E+09 2.6E+09 1.65E+09 6.72E+08 1.31E+09 6.52E+09

0 2.0653 51352000 13440000 46665000 26966000 1.01E+08 43143000

0 8.3423 0 38833000 76246000 59816000 46708000 65257000

0.006063 0.63635 0 16539000 0 0 46427000 35386000

0 50.672 75164000 37913000 46798000 33153000 93105000 3.65E+08

0 151.11 5.15E+08 5.25E+08 4.56E+08 1.78E+08 5.6E+08 1.13E+09

0.012517 0.25105 10361000 5735800 0 0 15421000 32534000

0 9.4201 4163800 88227000 93619000 50793000 1.05E+08 2.54E+08

0 7.275 28334000 48111000 71222000 25395000 15073000 1.11E+08

0 250.87 6.81E+08 5.89E+08 7.14E+08 3.05E+08 1.08E+09 2.1E+09

0 3.3413 0 22315000 67372000 25652000 43575000 1.36E+08

0.023346 0.019513 0 0 0 0 0 0

0 17.245 16330000 19674000 75691000 32615000 19590000 48109000

0 5.9082 0 42161000 53025000 8903100 0 0

0 4.3457 2402100 7680900 0 0 0 3523900

0 23.684 31243000 23949000 48380000 26183000 72518000 2.23E+08

0 7.6678 47392000 59356000 43752000 62407000 1.02E+08 0

0 104.09 1.38E+08 2.41E+08 3.16E+08 1.18E+08 5.49E+08 1.04E+09

0.026981 -0.03027 0 0 0 0 0 0

0 13.599 28463000 14026000 21912000 0 0 47785000

0 11.612 0 0 0 0 844140 1887000

0 84.634 6.76E+08 6.13E+08 3.19E+08 2.27E+08 1.13E+09 1.32E+09

0.02087 0.064776 0 4338400 0 0 0 15325000

0.005647 0.72043 61992000 41328000 24489000 13344000 39791000 62055000

0 14.47 67493000 87239000 55658000 26181000 78160000 3.51E+08

0 169.41 1.75E+09 1.23E+09 1.1E+09 7.23E+08 2.46E+09 6.25E+09

0 37.913 1.89E+08 6.88E+08 8.87E+08 5.14E+08 1.29E+08 0



0 18.333 65252000 1.74E+08 1.68E+08 49061000 2.07E+08 2.59E+08

0.045789 -0.24059 0 1824500 4638700 0 0 18756000

0 77.47 1.63E+08 2.36E+08 1.18E+08 28726000 4.18E+08 8.22E+08

0.028085 -0.06823 0 0 0 0 0 40919000

0 162.77 2.76E+09 1.31E+09 1.33E+09 6.48E+08 3.96E+09 7.48E+09

0 7.8388 0 0 0 0 13171000 6956600

0 16.773 26369000 31483000 13591000 13418000 59061000 1.31E+08

0 1.5669 0 0 0 0 16711000 20752000

0 13.947 1.73E+08 1.71E+08 2.1E+08 57821000 2.95E+08 6.34E+08

0 6.9509 12416000 8810300 27310000 5579200 14349000 51638000

0 188.01 5.67E+09 2.28E+09 1.88E+09 8.02E+08 8.96E+09 1.49E+10

0 17.976 51086000 56391000 33053000 5388100 2.17E+08 4.04E+08

0 171.65 6.69E+09 6.65E+09 9.71E+09 7.59E+09 1.03E+10 1.27E+10

0 76.964 16270000 11035000 24572000 9593500 0 23194000

0 10.795 6505300 0 5139500 0 47503000 1.09E+08

0 137.3 1.86E+08 1.5E+08 2.37E+08 1.32E+08 2.68E+08 7.34E+08

0 12.602 0 0 37309000 0 59426000 1.75E+08

0 2.2994 0 0 0 0 0 41579000

0 6.6314 0 0 0 2566600 4405400 22647000

0 4.0535 49343000 78312000 0 22035000 86144000 91304000

0 65.697 73455000 89540000 21688000 34560000 1.1E+08 2.11E+08

0 22.689 32977000 45726000 89597000 18159000 62579000 1.89E+08

0 10.489 3910400 18204000 2960900 12423000 5994900 88558000

0 15.022 13405000 19888000 42760000 0 47250000 1.56E+08

0 59.295 3.56E+08 3.92E+08 3.7E+08 1.13E+08 3.75E+08 7.32E+08

0 9.4794 3.23E+08 3.59E+08 4.09E+08 1.42E+08 6.09E+08 9.4E+08

0.009141 0.43489 4.59E+08 2.61E+08 2.1E+08 83533000 6.49E+08 1.41E+09

0 30.257 1.56E+08 1.38E+08 1.96E+08 1.27E+08 46767000 2.98E+08

0 1.4746 0 0 0 0 0 3058600

0 130.73 4.22E+08 2.94E+08 1.08E+08 43249000 8.34E+08 1.04E+09

0.003854 0.9379 0 0 0 7565500 0 23720000

0.016357 0.17975 43842000 38673000 43587000 13366000 27642000 43706000

0 2.068 0 0 0 0 0 2364800

0.005191 0.74549 7377800 3855900 4251400 0 0 0

0 33.403 1.26E+08 1.67E+08 1.02E+08 62294000 2.48E+08 2.72E+08

0.036882 -0.15903 1437200 1433700 0 0 0 6787200

0 10.299 44954000 39741000 54083000 9943800 2.07E+08 4.21E+08

0.009533 0.38089 0 15085000 0 0 35120000 0

0 2.0589 0 3136500 0 0 0 10197000

0 8.7676 0 0 0 0 0 0

0.006078 0.66977 0 0 0 0 33108000 0

0 12.132 40745000 21043000 0 12137000 31588000 1.56E+08

0 39.919 2.18E+08 1.63E+08 1.26E+08 63991000 8.79E+08 1.06E+09

0 3.7304 0 0 0 0 25397000 96754000

0.008712 0.46717 0 0 0 0 0 29886000

0.000505 1.3582 0 0 0 0 26978000 66615000

0 17.528 63430000 87442000 17878000 37003000 1.55E+08 4.59E+08

0.031753 -0.10017 0 0 0 0 22006000 51924000

0 10.567 1.75E+08 81752000 91428000 34311000 1.9E+08 4.54E+08

0 11.471 9239400 7466300 5194800 13409000 16453000 1.08E+08



0 3.2519 13101000 0 0 0 31093000 88552000

0 8.7223 4706200 6877200 0 0 9172500 28315000

0 273.05 1.67E+09 1.36E+09 1.73E+09 8.64E+08 2.16E+09 4.1E+09

0 88.39 4.03E+08 4.26E+08 2.18E+08 81321000 8.54E+08 1.87E+09

0 221.18 13170000 5.97E+08 2.97E+08 1.32E+08 29410000 4.15E+08

0 70.633 1.65E+08 1.54E+08 1.69E+08 1.29E+08 2.24E+08 1.87E+08

0 68.976 3.85E+08 3.38E+08 2.74E+08 1.52E+08 4.88E+08 1.22E+09

0.044782 -0.22568 8214900 0 637040 35632000 14243000 0

0 323.31 2.59E+09 3E+09 3.08E+09 1.6E+09 3.24E+09 1.16E+10

0 8.5661 43591000 0 43957000 18999000 69779000 1.27E+08

0 15.713 89601000 40437000 1.71E+08 81711000 60733000 3.36E+08

0 20.438 9248000 0 0 0 0 86533000

0.047658 -0.25128 0 9382400 7687400 0 0 0

0.009507 0.35039 25153000 0 9342200 5272600 30404000 92068000

0 5.0199 2476300 1462600 0 0 2727400 10989000

0.005655 0.73661 0 15770000 21551000 7303200 0 0

0 100.73 4.74E+08 4.62E+08 4.63E+08 3.11E+08 4.56E+08 2.06E+09

0 41.802 73952000 1.06E+08 90553000 36498000 61091000 6.57E+08

0 20.743 6.57E+08 4.1E+08 3.73E+08 2.22E+08 5.57E+08 1.19E+09

0 19.758 0 0 28765000 85975000 1.11E+08 2.08E+08

0 21.697 99743000 80508000 64403000 38402000 1.47E+08 5.85E+08

0.001002 1.2769 0 0 13280000 0 0 0

0 42.424 28787000 44255000 65296000 33252000 1.06E+08 2.31E+08

0 78.473 4.89E+08 2.75E+08 1.18E+08 1.01E+08 5.99E+08 7.78E+08

0 15.801 19179000 55537000 83178000 23222000 68928000 2.71E+08

0 40.916 6.49E+08 47324000 4.25E+08 2.04E+08 4.01E+08 1.02E+09

0.037885 -0.18079 0 0 0 0 0 0

0 9.4198 35908000 75341000 19185000 19818000 21467000 23118000

0 4.0852 2.96E+08 2.87E+08 2.19E+08 79607000 5.9E+08 5.69E+08

0.00149 1.1954 17517000 13362000 671420 2162900 14961000 70554000

0 9.3525 74639000 21371000 0 0 68580000 1.82E+08

0.003874 0.97456 18822000 6718400 0 0 0 25657000

0 271.38 1.07E+09 1.37E+09 1.2E+09 7.23E+08 1.92E+09 5.47E+09

0 6.6551 0 6975800 1994300 0 4641900 6349000

0 19.017 50187000 47553000 61295000 22031000 45556000 1.27E+08

0 3.4046 15675000 48119000 31486000 32317000 18329000 42370000

0 1.7238 11538000 13035000 0 0 83148000 2.29E+08

0 3.4428 2890400 25822000 52990000 28309000 55038000 89193000

0 9.9346 51077000 33461000 45216000 33439000 68857000 1.01E+08

0 138.29 4.32E+08 3.14E+08 5.91E+08 3.61E+08 4.5E+08 1E+09

0 8.7431 1.49E+08 1.87E+08 2.23E+08 1.55E+08 3.06E+08 2.89E+08

0 7.1881 26674000 29312000 38512000 8936700 0 1.14E+08

0.002923 1.0281 0 0 0 0 0 1.1E+08

0.005186 0.74118 0 0 1521900 0 0 0

0.020515 0.089964 0 5260200 0 0 8495200 0

0 20.192 0 31141000 1.31E+08 10715000 0 99964000

0 23.402 1.21E+08 1.25E+08 1.11E+08 55956000 1.63E+08 3.28E+08

0 7.7236 7895600 2976800 13526000 7482000 22004000 35709000

0 3.7394 40806000 62661000 39798000 20172000 1.23E+08 1.76E+08

0 13.246 43969000 1.33E+08 1.14E+08 63681000 2.03E+08 1.45E+08



0 2.7569 13721000 4282000 26215000 20166000 21432000 71980000

0 71.945 1.46E+08 1.5E+08 1.15E+08 64792000 1.78E+08 2.97E+08

0 7.1495 1.2E+08 1.15E+08 62779000 24645000 76868000 1.52E+08

0 15.916 0 4405900 4853200 0 2462400 82975000

0.018022 0.14413 3406800 0 0 0 2555200 32872000

0 16.47 1.4E+08 12397000 43634000 25569000 54916000 4.05E+08

0 45.092 99865000 1.19E+08 1.2E+08 38669000 1.52E+08 3.52E+08

0.037254 -0.1671 0 0 0 0 0 22693000

0.020149 0.10949 0 9459400 0 0 0 0

0 251.4 3.1E+09 2.32E+09 2.54E+09 1.11E+09 5.08E+09 1.36E+10

0 50.542 2.12E+08 70021000 54834000 0 2.26E+08 3.78E+08

0 65.786 1.09E+09 1.06E+09 1.01E+09 2.88E+08 9.36E+08 1.5E+09

0 10.954 6561500 8461600 0 3695400 0 0

0.033784 -0.12363 36815000 30234000 0 5172600 43963000 1.02E+08

0 2.834 18563000 61526000 81551000 30255000 38004000 1.73E+08

0 59.328 0 18447000 2553600 11787000 0 25176000

0.044764 -0.22715 0 0 0 0 0 0

0 43.649 2.65E+08 2.51E+08 3.09E+08 1.15E+08 4.47E+08 5.16E+08

0 207.8 6.16E+08 6.44E+08 1.15E+09 6.73E+08 9.19E+08 1.22E+09

0 157.9 4.8E+08 4.12E+08 5.05E+08 1.43E+08 3.99E+08 1.34E+09

0 284.82 1.3E+08 1.45E+08 1.13E+08 58051000 1.38E+08 2.63E+08

0.026969 -0.03085 0 10817000 0 0 0 0

0 323.31 1.47E+09 1.36E+09 1.16E+09 4.88E+08 1.63E+09 6.19E+09

0 31.468 84299000 30169000 14747000 6575700 1.54E+08 1.64E+08

0 13.41 11840000 10741000 16022000 3981500 13089000 0

0 51.196 0 28978000 58379000 20771000 81895000 1.61E+08

0 323.31 1.8E+10 2.58E+10 3.03E+10 1.51E+10 3.45E+10 4.55E+10

0.014634 0.19575 0 0 32361000 11998000 0 0

0.010782 0.28306 48270000 54366000 48690000 19678000 81687000 1.96E+08

0.017621 0.15686 40120000 19039000 0 5496400 26214000 0

0 30.598 1.58E+08 63531000 31275000 0 2.64E+08 4.71E+08

0 15.386 32570000 39655000 52766000 24945000 1.32E+08 2.8E+08

0 8.0466 32404000 20702000 9540400 0 68007000 3E+08

0 115.09 18710000 1.47E+08 1.01E+08 56996000 20978000 5.37E+08

0 91.96 1.53E+08 2.63E+08 3.17E+08 1.75E+08 2.62E+08 2.05E+08

0 28.577 3.91E+08 4.08E+08 4.91E+08 2.07E+08 7.29E+08 3.06E+08

0.018038 0.14936 2.21E+08 1.62E+08 43620000 7999700 2.49E+08 3.77E+08

0 1.6986 1.05E+08 64216000 97001000 48912000 62397000 1.58E+08

0 5.8453 23775000 21600000 7895800 0 32917000 78342000

0 1.4681 11791000 2645500 0 0 18766000 70111000

0 95.179 79518000 1.11E+08 81857000 56705000 3.76E+08 3.81E+08

0 6.3613 2487200 11248000 1685000 7745200 1161300 69418000

0 1.9685 41451000 15306000 44247000 0 92061000 1.19E+08

0.000509 1.436 0 12770000 0 0 4123400 58571000

0 9.169 11964000 15631000 9549600 4046600 15405000 71303000

0 122.72 3.69E+08 3.08E+08 2.69E+08 1.36E+08 5.43E+08 1.19E+09

0 1.9157 27515000 8572800 28540000 12095000 29212000 37219000

0 323.31 1.03E+10 1.17E+10 1.15E+10 5.69E+09 1.4E+10 2.53E+10

0.006066 0.64008 0 0 0 0 0 19985000

0 7.5905 7763100 0 0 18454000 0 65144000



0 166.53 4.24E+08 3.33E+08 3.65E+08 1.35E+08 3.34E+08 1.61E+09

0 1.9705 8195100 2652200 8581900 3192100 24761000 28397000

0 15.859 74713000 99449000 90958000 56702000 93431000 2.24E+08

0 323.31 7.67E+08 3.68E+08 3.18E+08 1.25E+08 4.35E+08 1.47E+09

0 129.12 3.07E+08 1.84E+08 1.79E+08 72393000 3.25E+08 8.77E+08

0 19.119 47019000 33547000 33641000 13473000 45490000 91230000

0 5.8798 0 0 0 0 0 9068400

0 23.844 3.7E+08 1.65E+08 1.8E+08 47565000 3.29E+08 3.69E+08

0 56.995 2.36E+08 1.48E+08 2.28E+08 1.36E+08 5.62E+08 5.61E+08

0 1.6659 2252700 17421000 21211000 12406000 8506800 45480000

0 9.1524 0 0 21545000 0 21804000 1.59E+08

0 21.327 14248000 30140000 19034000 24698000 95308000 1.83E+08

0 72.143 8.91E+08 4.86E+08 6.13E+08 3.7E+08 1E+09 1.93E+09

0 11.915 10356000 9605600 1380400 10345000 46556000 1.99E+08

0 45.209 1.45E+09 8.58E+08 9.03E+08 6.1E+08 1.11E+09 1.9E+09

0.037917 -0.17859 19535000 0 10955000 0 0 46731000

0 3.8333 5547400 0 2997100 15601000 33856000 1.64E+08

0 9.4453 1.78E+08 1.26E+08 1E+08 74187000 2.1E+08 3.22E+08

0.020461 0.071824 73323000 20581000 5410000 0 54324000 0

0 299.37 2.27E+09 2.97E+09 3.65E+09 1.74E+09 2.99E+09 7.54E+09

0 84.456 2.34E+08 2.05E+08 1.47E+08 1.61E+08 4.01E+08 7.41E+08

0.002468 1.1369 42653000 0 24333000 0 50781000 1.12E+08

0 10.419 76834000 63346000 47191000 28160000 56377000 17715000

0.034091 -0.14056 2.06E+08 1.14E+08 91346000 30804000 1.9E+08 0

0.00565 0.72422 68787000 38347000 54202000 44618000 60558000 87200000

0.039085 -0.18975 30922000 0 0 0 0 0

0 279.41 2.82E+09 1.95E+09 3.15E+09 1.89E+09 3.17E+09 8.52E+09

0 323.31 8.76E+09 6.7E+09 7.39E+09 3.7E+09 1.15E+10 3.11E+10

0 207.85 2.97E+08 2.97E+08 4.21E+08 1.79E+08 3.54E+08 2.01E+09

0 21.521 1.62E+09 1.31E+09 1.23E+09 6.53E+08 1.48E+09 1.65E+09

0.000507 1.3972 25968000 18055000 48017000 21071000 30105000 33605000

0 3.2976 2700600 2481000 2705700 3219800 3710300 48647000

0 43.801 2.25E+08 2.3E+08 1.39E+08 89327000 2.43E+08 5.54E+08

0.044408 -0.22289 0 12350000 4410300 1596600 12856000 20176000

0 14.414 0 14287000 6661900 5688200 20000000 90502000

0 9.7579 72445000 2.18E+08 3.9E+08 84896000 91631000 4.27E+08

0 2.4004 4.06E+08 3.49E+08 5.67E+08 1.07E+08 6.98E+08 1.79E+09

0 210.04 1.02E+09 1.05E+09 6.79E+08 3.39E+08 7.81E+08 2.34E+09

0 56.283 33050000 11771000 15378000 10703000 1.57E+08 3.76E+08

0 67.586 2.05E+08 4.14E+08 1.12E+08 46003000 1.16E+08 2.83E+08

0 39.926 70862000 60207000 61315000 28880000 98209000 2E+08

0 4.4884 8719000 2607700 0 0 0 3823900

0 19.134 48071000 33138000 26185000 7742100 77651000 1.91E+08

0.01972 0.11685 0 0 0 0 0 43921000

0.00995 0.34121 3.76E+08 3.16E+08 3.21E+08 1.19E+08 3.83E+08 0

0 22.593 1.28E+08 1.14E+08 2.76E+08 1.29E+08 1.9E+08 2.81E+08

0 61.633 21029000 65811000 50817000 32354000 98630000 4.6E+08

0 68.295 1.06E+08 84986000 1.35E+08 18843000 1.05E+08 2.65E+08

0 7.9309 1.29E+08 69381000 60284000 9094400 1.35E+08 5.5E+08

0 202.89 1.23E+09 8.95E+08 7.17E+08 4.26E+08 7.89E+08 3.34E+09



0 61.51 4.34E+08 2.74E+08 2.49E+08 2E+08 5.63E+08 2.19E+09

0 7.1221 4214700 17450000 0 0 28530000 1.04E+08

0.000506 1.3758 25526000 13259000 20071000 10705000 49040000 79055000

0 4.8416 0 18165000 36068000 30620000 68978000 86835000

0 14.624 65823000 44916000 41133000 15573000 6164400 1.41E+08

0 13.004 50612000 51240000 37776000 33310000 89630000 2.89E+08

0.000508 1.4091 0 18176000 19040000 0 60272000 94112000

0 14.11 26771000 7072500 12200000 15075000 8580100 52580000

0 6.7702 14514000 26022000 16015000 29863000 1.3E+08 2.2E+08

0 6.3333 2.72E+08 1.94E+08 2.2E+08 73001000 4.42E+08 7.92E+08

0 208.05 1.59E+09 1.22E+09 9.39E+08 4.93E+08 1.94E+09 3.31E+09

0.010767 0.27234 0 19468000 13815000 12950000 34645000 64672000

0 2.2271 47773000 3629900 9110700 0 0 1.77E+08

0 38.618 5.57E+08 4.27E+08 8.87E+08 4.16E+08 1.02E+09 1.57E+09

0 3.5392 33060000 21738000 45315000 41089000 0 63520000

0 42.047 2.8E+08 2.17E+08 1.51E+08 42139000 6.15E+08 1.42E+09

0 13.845 39110000 16039000 0 11293000 72131000 2.7E+08

0 320.79 1.27E+09 1.61E+09 2.07E+09 1.13E+09 2.13E+09 5.36E+09

0 28.861 47212000 1.06E+08 1.61E+08 20965000 1.07E+08 3.76E+08

0.045845 -0.23376 22303000 5364900 8649600 3938000 26392000 0

0 8.838 79214000 72959000 0 3521900 81417000 1.34E+08

0 73.819 5.77E+08 3.01E+08 1.99E+08 1.28E+08 8.68E+08 1.89E+09

0 95.219 4.71E+08 6.82E+08 5.1E+08 1.87E+08 4.83E+08 1.44E+09

0 58.655 1.14E+08 1.8E+08 1.53E+08 1.11E+08 1.89E+08 5.62E+08

0 25.416 1.92E+08 1.97E+08 2.23E+08 1.21E+08 4.48E+08 5.18E+08

0 161.53 2.47E+09 3.15E+09 3.7E+09 1.63E+09 4.13E+09 6.63E+09

0 25.941 5737000 55857000 97232000 44018000 39323000 1.7E+08

0 10.74 4195200 4339000 9305600 7136900 14793000 79103000

0 7.9764 0 0 0 17530000 36680000 52764000

0.034889 -0.14508 23492000 35706000 34583000 18988000 0 0

0 14.624 41960000 14171000 0 6831100 0 29584000

0 58.57 6.58E+08 6.16E+08 6.03E+08 2.54E+08 6.87E+08 1.6E+09

0 323.31 1.44E+09 1.99E+09 1.52E+09 1.11E+09 2.93E+09 6.46E+09

0 44.422 1.02E+08 70673000 70820000 24470000 1.26E+08 96887000

0 323.31 1.62E+09 1.64E+09 7.94E+08 7.75E+08 1.15E+09 4.09E+09

0 20.581 1.12E+08 58166000 99922000 54900000 1.06E+08 2.3E+08

0.000511 1.45 64934000 54761000 29723000 13554000 39394000 84910000

0 22.019 2.59E+08 1.25E+08 3.37E+08 1.74E+08 5.17E+08 8.59E+08

0 105.52 4.35E+08 6.25E+08 6.8E+08 3.12E+08 6.64E+08 1.28E+09

0 1.5334 0 11120000 0 0 16005000 0

0 40.749 0 0 0 0 0 10386000

0 144.74 1.95E+08 1.95E+08 2.77E+08 1.24E+08 3.03E+08 9.31E+08

0 4.5082 0 22050000 3168600 0 0 1619400

0 85.102 83413000 1.48E+08 1.36E+08 53686000 2.12E+08 3.67E+08

0 1.5109 2.08E+08 1.14E+08 75897000 22325000 2.4E+08 0

0.016777 0.17682 23019000 11815000 14465000 8699200 35000000 1.08E+08

0 25.303 1.16E+08 1.61E+08 1.81E+08 85616000 1.1E+08 4.25E+08

0 16.574 1.3E+08 1.15E+08 66127000 53511000 92195000 5.61E+08

0 2.6602 27388000 0 11532000 507900 0 1.6E+08

0 3.1736 0 27667000 20474000 13497000 60364000 1.17E+08



0 42.857 2.07E+08 2.35E+08 2.56E+08 1.08E+08 2.42E+08 7.39E+08

0.001001 1.2606 5076500 15475000 3132000 0 0 0

0 8.4608 2.41E+08 1.6E+08 1.93E+08 64133000 2.44E+08 0

0.000506 1.3805 0 0 2351700 0 0 0

0 137.42 7.97E+08 4.94E+08 5.8E+08 5.08E+08 1.28E+09 2E+09

0.009124 0.42523 17258000 0 0 0 55083000 1.23E+08

0 9.8379 12541000 90698000 31429000 88374000 26216000 70897000

0.034177 -0.12729 0 0 0 0 0 0

0.003885 1.0072 3421600 20266000 0 0 17717000 39686000

0 154.08 4.94E+08 3.79E+08 4.39E+08 1.44E+08 5.94E+08 8.33E+08

0.042544 -0.20993 0 25885000 54665000 23966000 0 0

0 25.116 47747000 52456000 0 83809000 38153000 69326000

0.047328 -0.24558 0 0 0 0 28139000 27062000

0 2.1329 15142000 23204000 3825000 0 0 51073000

0.044745 -0.22861 0 0 0 0 0 1.81E+08

0 17.064 2894300 19918000 1758000 1911700 0 89739000

0 55.557 8.51E+08 1.06E+09 2.83E+08 2.66E+08 2.43E+08 2.33E+09

0 12.018 1.03E+08 50316000 50272000 13159000 2.18E+08 5.35E+08

0 182.59 8.79E+08 7.27E+08 5.65E+08 3.51E+08 7.96E+08 3.35E+09

0 19.436 1.17E+08 2.02E+08 1.4E+08 51493000 3.52E+08 5.64E+08

0 323.31 1.45E+09 7.34E+08 4.22E+08 2.13E+08 2.42E+09 6.68E+09

0 3.9487 0 15413000 0 0 47493000 71872000

0.033841 -0.12121 35500000 25096000 0 0 23703000 0

0 60.506 1.23E+08 2.5E+08 92281000 24690000 1.62E+08 2.13E+08

0 34.567 3.76E+08 4.66E+08 8.35E+08 6.08E+08 2.76E+08 7.95E+08

0 2.126 0 4344800 0 0 0 0

0 323.31 3.49E+09 3.48E+09 3.37E+09 1.52E+09 5.41E+09 1.04E+10

0 20.693 1.22E+08 75197000 1.06E+08 13275000 2.61E+08 6.22E+08

0.037869 -0.18124 0 0 0 0 0 3413700

0 1.7232 342790 0 3126400 7024600 0 0

0.037563 -0.17326 7.5E+08 3.55E+08 2.91E+08 45669000 1.99E+08 0

0 69.242 7142400 7404100 17700000 7478900 23885000 1.11E+08

0 39.313 1.79E+08 1.72E+08 2.65E+08 1.32E+08 2.26E+08 4.61E+08

0 20.354 60817000 1.63E+08 2.24E+08 88265000 1.23E+08 3.09E+08

0 197.74 9.89E+08 1.83E+09 1.54E+09 9.38E+08 1.77E+09 3.69E+09

0 56.028 29663000 77039000 46970000 20985000 83945000 2.35E+08

0 23.624 6.69E+08 5.31E+08 8.05E+08 4.27E+08 8.71E+08 4.27E+08

0 39.825 73932000 0 1.1E+08 62937000 81922000 1.28E+08

0 323.31 6.83E+09 6.84E+09 8.26E+09 4.43E+09 8.44E+09 1.77E+10

0.047308 -0.24593 0 0 0 0 0 0

0 142.63 1.12E+08 2.14E+08 1.29E+09 2.51E+08 47240000 6.47E+08

0 31.715 1.93E+08 1.55E+08 2.23E+08 1.15E+08 2.32E+08 5.6E+08

0 323.31 2.73E+09 1.97E+09 1.69E+09 9.02E+08 4.62E+09 9.4E+09

0 123.64 2.17E+08 3.96E+08 3.41E+08 1.9E+08 6.75E+08 1.77E+09

0 27.076 1.46E+09 1.08E+09 1.2E+09 6.07E+08 1.51E+09 2.1E+09

0 14.907 2.47E+08 2.42E+08 1.87E+08 62019000 2.25E+08 2.49E+08

0 147.15 3.78E+08 2.85E+08 3.06E+08 2.47E+08 7.05E+08 1.27E+09

0.008708 0.4642 0 0 0 0 0 0

0 65.692 1.63E+08 76639000 71794000 77339000 1.29E+08 7.41E+08

0.02773 -0.05362 13231000 0 0 0 0 57380000



0 1.8405 0 0 0 0 32190000 73634000

0 3.065 0 0 0 0 0 10270000

0 323.31 8.42E+09 8.87E+09 8.72E+09 4.84E+09 1.09E+10 2.16E+10

0.011211 0.26808 2.42E+08 12594000 40357000 25241000 2.05E+08 0

0 57.102 1.58E+08 2.03E+08 88228000 42875000 1.89E+08 6.6E+08

0 323.31 2.81E+09 2.77E+09 2.35E+09 1.04E+09 3.5E+09 8.86E+09

0 71.045 61439000 15810000 2021600 0 24594000 2.44E+08

0 2.7571 0 0 0 11631000 25377000 45565000

0.040664 -0.20018 0 0 0 0 12572000 0

0 17.192 40212000 36187000 33754000 3752500 15411000 40361000

0 19.856 0 31088000 19346000 15644000 4450200 1.33E+08

0 51.797 4.29E+08 3.58E+08 3.64E+08 1.32E+08 4.17E+08 1.22E+09

0 323.31 1.33E+09 1.24E+09 1.39E+09 7.32E+08 2.1E+09 4.8E+09

0 2.0791 55154000 52625000 0 33982000 43892000 61742000

0 46.257 81109000 1.21E+08 1.02E+08 57664000 1.44E+08 3.93E+08

0 9.5251 1.99E+08 1.33E+08 1.03E+08 10674000 35894000 2.59E+08

0.043693 -0.21633 17328000 0 0 0 0 66681000

0 1.9295 38645000 61895000 28738000 13548000 82175000 1.07E+08

0.00608 0.67049 0 14977000 8742600 0 17430000 0

0 162.71 1.21E+09 1.26E+09 1.25E+09 5.43E+08 3.16E+09 5.25E+09

0.007401 0.56695 0 0 4257700 2213600 0 1470700

0 30.897 99101000 1.19E+08 1.59E+08 76579000 1.95E+08 3.3E+08

0.015507 0.19218 19551000 19210000 25387000 10527000 24500000 69744000

0.002462 1.1169 14629000 0 0 4937700 13143000 94338000

0 3.392 0 1691700 0 0 0 0

0 9.2054 0 0 0 1393700 8881600 7160700

0.043675 -0.21736 0 0 0 0 0 28225000

0 15.777 0 0 0 0 0 7346500

0 8.6147 60504000 12511000 20556000 4171100 1.55E+08 2.56E+08

0 17.836 0 0 0 0 11594000 36821000

0 17.148 8.29E+08 8.8E+08 1.17E+09 6.93E+08 1.79E+09 2.32E+09

0 45.209 31666000 45046000 49056000 4926100 72574000 0

0 248.26 1.87E+09 1.56E+09 1.69E+09 8.07E+08 2.64E+09 5.83E+09

0 10.144 1.07E+08 56505000 53736000 39019000 1.14E+08 54543000

0 18.575 16471000 7667200 13435000 4727600 39998000 1.74E+08

0 110.79 2.99E+08 2.64E+08 3.06E+08 47376000 3.34E+08 8.66E+08

0 1.6504 16807000 19942000 0 17449000 0 36761000

0 72.52 2.14E+08 87525000 34300000 27691000 3.05E+08 7.2E+08

0.047677 -0.24991 14603000 0 19121000 6435300 0 0

0 5.1457 533960 0 2632700 0 0 20898000

0 8.4737 0 54538000 82359000 34943000 86700000 2.97E+08

0 23.867 0 6193800 4306500 8820600 21118000 9823500

0 190.43 2.82E+09 1.82E+09 1.67E+09 9.37E+08 4.66E+09 8.03E+09

0 70.301 1.56E+08 1.69E+08 1.22E+08 1.56E+08 2.14E+08 5.67E+08

0 138.62 2.08E+09 1.7E+09 2.04E+09 8.57E+08 3.2E+09 6.7E+09

0 2.1835 0 11811000 0 0 13151000 25114000

0 8.1912 0 7878700 0 4347000 0 3314400

0 26.105 1.69E+08 3.45E+08 3.76E+08 2.3E+08 2.86E+08 4.87E+08

0.018014 0.13742 0 2215200 0 0 0 1922400

0 100.41 9.76E+08 1E+09 7.98E+08 2.17E+08 1.02E+09 1.32E+09



0.037901 -0.18037 0 0 2.75E+08 1.06E+08 0 1.13E+09

0 88.022 1.09E+08 1.6E+08 1.51E+08 1.64E+08 1.63E+08 6.73E+08

0 69.278 8.11E+08 1.02E+09 1.38E+09 8.49E+08 1.68E+09 3.45E+09

0 323.31 4.09E+09 2.45E+09 2.41E+09 1.23E+09 4.97E+09 8.28E+09

0 14.488 18559000 3097500 10955000 0 11886000 17052000

0.025311 -0.02157 0 0 0 1445400 0 0

0 80.819 45463000 1.4E+08 87441000 67705000 1.99E+08 4.7E+08

0 1.7925 51521000 39847000 27054000 11769000 83436000 97839000

0 35.872 6244100 48905000 76125000 36463000 1.84E+08 2.75E+08

0 25.768 8.69E+08 7.28E+08 7.51E+08 3.81E+08 1.05E+09 2.08E+09

0 2.8516 4707600 12059000 0 1934500 18633000 42778000

0 29.691 55449000 37769000 77074000 36060000 76702000 1.98E+08

0 2.1483 27584000 50412000 45767000 19254000 98188000 94452000

0.009901 0.30678 1427300 2867200 8385900 25024000 9243200 0

0 117.53 1.2E+09 9.74E+08 8.91E+08 5.19E+08 1.38E+09 3.42E+09

0 29.65 3.82E+08 2.51E+08 57674000 1.11E+08 32012000 26235000

0 2.3717 30050000 46463000 19473000 16315000 47007000 1.65E+08

0 8.9392 51813000 43972000 0 29738000 38186000 1.17E+08

0 83.614 6.78E+08 3.73E+08 3.61E+08 2.45E+08 1.27E+09 3.13E+09

0 45.762 2.37E+08 3.15E+08 4.15E+08 2.26E+08 5.61E+08 8.46E+08

0 211.47 1.41E+09 8.25E+08 8.03E+08 4.36E+08 1.36E+09 2.93E+09

0 169.27 1.78E+09 1.93E+09 2.78E+09 1.7E+09 3.01E+09 5.51E+09

0 113.18 3.16E+08 2.64E+08 1.21E+08 1.11E+08 2.91E+08 8.59E+08

0 3.7419 0 2.06E+08 1.05E+08 0 90579000 1.69E+08

0 78.426 1.03E+08 2.66E+08 97508000 1.41E+08 61210000 9.7E+08

0 2.2301 0 31076000 27351000 4858200 0 0

0 102.67 3.06E+08 3.22E+08 2.06E+08 89226000 3.47E+08 1.27E+09

0 5.1541 59907000 26721000 0 0 41320000 50102000

0 6.0678 9540700 22157000 23092000 11249000 0 22982000

0 51.831 4.95E+08 4.11E+08 6.48E+08 6.68E+08 8.98E+08 1.7E+09

0 2.9807 20621000 24810000 0 8649800 7112800 64681000

0 29.389 1.12E+08 1.07E+08 46111000 53756000 2.51E+08 5.09E+08

0 78.264 9.21E+08 1.14E+09 1.57E+09 5.77E+08 9.2E+08 2.13E+09

0.004323 0.91821 47268000 20379000 16003000 14392000 76283000 1.42E+08

0.004306 0.89034 0 0 0 0 0 0

0 2.3495 43497000 61808000 51575000 31012000 72442000 78155000

0 3.7203 0 0 0 0 0 37034000

0.003861 0.94707 0 0 0 0 0 21646000

0 3.1625 0 4228500 0 2497900 8479300 2527000

0.003872 0.97 0 0 0 0 0 0

0.029275 -0.08688 13288000 5784400 5555600 2725900 22032000 0

0 7.3586 24990000 21140000 40950000 16610000 10042000 1.75E+08

0 323.31 9.5E+09 1.14E+10 9.17E+09 5.46E+09 1.39E+10 3.54E+10

0 14.073 46388000 50892000 82478000 28164000 58875000 68030000

0 92.968 5.28E+08 5.69E+08 7.1E+08 3.69E+08 7.71E+08 1.38E+09

0.042201 -0.20848 55668000 0 26194000 29910000 73117000 0

0.024548 -0.00381 0 12530000 23215000 0 0 0

0 19.636 3.29E+08 2.45E+08 3.19E+08 1.65E+08 6.13E+08 8.45E+08

0 1.687 14534000 15135000 17402000 8701000 40506000 98504000

0 9.4969 31100000 38471000 33665000 18236000 30177000 1.47E+08



0 19.987 2.26E+08 2.57E+08 3.04E+08 1.76E+08 3.56E+08 9.97E+08

0 2.8929 0 4125700 39768000 18095000 0 4053300

0.004769 0.81832 0 0 0 0 38286000 0

0.002461 1.1155 0 9789400 14659000 0 0 0

0 7.5762 8505400 0 5899500 2644900 1953600 29216000

0 32.28 1.28E+08 72050000 84818000 35659000 1.57E+08 5.6E+08

0 2.2278 0 0 0 0 0 79282000

0 48.036 1.93E+08 1.59E+08 62304000 69203000 3.43E+08 5.06E+08

0 11.916 1.09E+08 95157000 1.39E+08 24259000 1.3E+08 2.39E+08

0 11.118 12393000 0 0 2109300 51075000 1.73E+08

0 1.553 0 0 1297300 0 0 4760700

0.018054 0.15219 7.01E+08 3.44E+08 56840000 34683000 5.29E+08 0

0 2.3001 0 7015500 0 9017500 8365100 27610000

0.000502 1.2972 13733000 0 0 13433000 0 43408000

0 157.85 3.42E+09 1.01E+10 6.19E+09 1.3E+09 2.67E+09 1.37E+10

0 2.3276 12494000 22195000 24907000 4938700 39286000 0

0.002928 1.04 10823000 0 0 22793000 31032000 70523000

0 9.5576 24140000 60026000 0 14518000 65320000 1.32E+08

0 38.154 15453000 26082000 50711000 0 1.17E+08 2.98E+08

0 3.1529 40863000 16084000 35791000 19695000 61842000 1.36E+08

0 7.3436 14021000 4626000 26022000 18912000 19705000 0

0.006941 0.57043 0 0 0 16779000 0 0

0 22.451 31244000 59071000 36388000 15591000 79841000 2.09E+08

0 4.5479 35233000 71668000 62549000 23689000 56470000 83282000

0 323.31 1.87E+10 1.78E+10 7.76E+09 5.34E+09 2.66E+10 5.28E+10

0 11.943 1.65E+08 1.36E+08 1.73E+08 39510000 2E+08 4.12E+08

0 88.519 1.57E+08 1.16E+08 96542000 50084000 1.89E+08 5.16E+08

0 7.0213 53197000 19025000 10765000 16107000 76546000 1.48E+08

0 9.6967 1.72E+08 1.35E+08 1.92E+08 82795000 1.79E+08 4.08E+08

0 53.907 3.46E+08 2.05E+08 2.44E+08 63246000 4.19E+08 9.94E+08

0 8.3314 9394300 0 0 0 10966000 1.7E+08

0 1.5867 0 0 0 0 0 22443000

0 10.126 0 0 0 0 0 38199000

0.009103 0.40655 0 5267200 0 0 3421600 0

0.048413 -0.25564 0 10739000 0 0 16831000 0

0 5.22 0 77932000 1.39E+08 55965000 0 1.09E+08

0.000505 1.3612 63752000 34823000 34668000 23592000 80259000 1.86E+08

0.020122 0.099817 30391000 0 25662000 24558000 20254000 66001000

0 323.31 6.02E+09 5.36E+09 5.87E+09 2.53E+09 6.87E+09 1.28E+10

0.0061 0.70034 0 0 0 0 0 22006000

0 5.773 26832000 28970000 18433000 10140000 55014000 1.7E+08

0 4.4154 92089000 44220000 68548000 23664000 52883000 51676000

0 17.8 82842000 52321000 33697000 7576400 1.2E+08 2.11E+08

0 14.677 21345000 43799000 57003000 18753000 40279000 1.7E+08

0 16.98 50512000 39694000 1615500 0 64873000 1.44E+08

0 23.611 4.72E+08 7.83E+08 8.16E+08 5.03E+08 9.57E+08 1.57E+09

0 39.291 2.3E+08 1.46E+08 1.44E+08 82270000 2.78E+08 7.46E+08

0.030945 -0.09528 23906000 0 0 0 0 0

0 86.438 2.82E+08 3.8E+08 3.93E+08 2.26E+08 4.95E+08 9.39E+08

0 2.2278 26034000 15732000 0 0 0 60399000



0 23.598 32363000 63659000 51633000 35277000 91387000 2.39E+08

0.000503 1.3194 9616600 0 0 0 23177000 34677000

0 23.042 78947000 1.52E+08 86292000 62045000 3.8E+08 6.93E+08

0.027671 -0.06325 23184000 21857000 15897000 6633900 18042000 41606000

0 219.84 5.55E+09 5.1E+09 6.98E+09 4.38E+09 6.68E+09 8.23E+09

0 323.31 5.94E+09 3.54E+09 5.24E+09 1.88E+09 8.86E+09 1.3E+10

0.041805 -0.2073 10548000 0 0 8495300 0 57306000

0 57.669 1.08E+08 75645000 1.05E+08 61784000 1.25E+08 6.23E+08

0 75.142 5.17E+08 2.9E+08 1.57E+08 1.01E+08 4.96E+08 1.27E+09

0 5.4098 3.99E+09 3.24E+09 2.71E+09 1.94E+09 4.69E+09 6.5E+09

0 3.4633 45168000 43677000 40013000 65271000 45351000 1.36E+08

0.023296 0.006858 0 12241000 6270300 0 11241000 0

0.01468 0.21236 47194000 0 8706600 0 42269000 80474000

0 6.5134 0 37754000 1.11E+08 33713000 75629000 1.31E+08

0.009112 0.41841 1.4E+08 14720000 30832000 3849200 0 4.18E+08

0 20.687 0 40397000 27808000 15791000 24504000 56914000

0 10.638 42206000 86841000 54664000 21295000 71152000 3.04E+08

0 10.36 43608000 22390000 15672000 19915000 53996000 1.26E+08

0 38.173 72296000 51206000 50279000 24395000 34410000 3.15E+08

0 6.112 1.01E+08 62057000 38168000 15645000 46953000 1.94E+08

0 58.256 4.2E+08 4.07E+08 2.66E+08 2.41E+08 7.71E+08 1.41E+09

0.00293 1.0478 0 0 0 0 0 8496800

0.00051 1.4378 3175000 10399000 5825700 1802200 0 7573900

0 21.509 0 35541000 53390000 16675000 44994000 1.19E+08

0 26.116 91479000 97502000 49836000 57714000 1.9E+08 4.38E+08

0 100.6 64096000 1.94E+08 2.15E+08 1.18E+08 2.33E+08 8.07E+08

0 24.027 1049500 20204000 5577000 10677000 0 55232000

0 263.85 1.44E+09 1.42E+09 1.43E+09 5.05E+08 3.39E+09 6.63E+09

0 40.079 1.85E+08 1.04E+08 97674000 25924000 1.77E+08 4.97E+08

0 133.33 2.77E+08 3.59E+08 2.54E+08 1.7E+08 5.13E+08 1.4E+09

0.009108 0.40921 0 0 0 0 8492900 0

0.001487 1.1737 22475000 29672000 25812000 11518000 21967000 63963000

0 28.83 1.67E+08 1.39E+08 83788000 46425000 2.71E+08 7.14E+08

0.004304 0.87527 30460000 16207000 19365000 7577300 57499000 1.38E+08

0 8.6921 40584000 45050000 42857000 27480000 77720000 61226000

0 146.25 4.07E+08 4.15E+08 7.86E+08 4.88E+08 3.47E+08 8.94E+08

0 73.436 6.82E+08 5.14E+08 4.72E+08 3.1E+08 9.42E+08 2.02E+09

0 2.5765 5.86E+08 4.88E+08 5.09E+08 2.83E+08 1.12E+09 5.83E+08

0 24.206 2749800 53709000 34808000 50399000 33270000 2E+08

0 323.31 2.17E+09 1.48E+09 1.6E+09 9.99E+08 2.57E+09 4.81E+09

0 194.15 2.55E+09 2.6E+09 2.39E+09 1.3E+09 2.7E+09 6.6E+09

0 43.772 1.46E+08 2.67E+08 3.47E+08 1.49E+08 3.39E+08 6.38E+08

0 178.15 9.12E+08 1.09E+09 6.76E+08 3.66E+08 9.1E+08 1.54E+09

0.005243 0.81304 889720 0 1111300 0 1669700 8136400

0 24.873 46873000 19488000 15424000 5841500 83806000 39985000

0 10.039 3244000 4378800 0 0 9337800 20205000

0.00831 0.54222 55414000 32189000 26431000 7013900 57524000 46649000

0.039485 -0.19364 12774000 0 0 0 0 0

0 44.434 16964000 14163000 0 0 0 15330000

0.001977 1.1471 35718000 31110000 22721000 0 0 0



0 1.7458 0 0 0 0 0 20995000

0 18.952 0 41813000 14584000 15823000 1.53E+08 2.87E+08

0 1.7229 0 11717000 0 1563800 0 44935000

0 174.87 1.62E+08 2.65E+08 2.12E+08 78257000 2.86E+08 2.57E+08

0 23.884 5.99E+08 3.34E+08 1.69E+08 69473000 8.43E+08 1.14E+09

0 119 4.18E+08 3.66E+08 4.33E+08 4.28E+08 2.9E+08 1.15E+09

0.016792 0.1782 51515000 49553000 60273000 11887000 67398000 1.04E+08

0.008276 0.48138 0 0 2368900 0 0 3627600

0.002451 1.0844 73717000 50589000 44651000 34462000 1.1E+08 0

0 21.752 0 2087400 26864000 7048100 38902000 66882000

0 3.3858 49448000 62539000 1.17E+08 51093000 1.28E+08 2.04E+08

0 163.94 5.15E+09 3.63E+09 5.23E+09 4.61E+09 4.02E+09 9.09E+09

0.023336 0.015385 55432000 75222000 53277000 0 1.07E+08 0

0 8.9873 40059000 22867000 0 0 1.23E+08 1.15E+08

0 49.903 65541000 49253000 1.23E+08 99369000 83945000 2.61E+08

0 5.5588 0 11976000 30448000 3718700 0 22690000

0 2.9311 0 0 0 0 0 65238000

0.000505 1.3588 9587600 11290000 2576800 0 20722000 25086000

0 36.166 64776000 75083000 41088000 19443000 74737000 3.37E+08

0 22.232 96884000 1.73E+08 1.98E+08 93636000 2.68E+08 4.34E+08

0 24.248 1.81E+08 1.45E+08 1.71E+08 52017000 2.35E+08 7.79E+08

0.020888 0.068538 12637000 0 8819100 4603200 0 20626000

0 15.778 0 35704000 37548000 7073000 2738000 47627000

0 4.2126 15794000 6716800 0 4350700 0 30152000

0.0043 0.85658 18884000 0 13050000 0 0 41051000

0.026564 -0.02611 0 0 0 0 0 28750000

0 1.7851 0 0 0 0 2079300 25019000

0 43.815 46124000 2.41E+08 2.38E+08 93794000 3.7E+08 2.94E+08

0 10.974 96760000 1.39E+08 0 6913700 43393000 1.31E+08

0 185.95 1E+09 6.72E+08 5.42E+08 2.64E+08 1.3E+09 3.62E+09

0 78.607 7.55E+09 3.58E+09 3.31E+09 1.39E+09 1.05E+10 1.76E+10

0 2.8941 9075700 0 0 0 4905400 59254000

0.002921 1.0189 0 0 15199000 0 0 27225000

0.000502 1.2991 0 0 0 0 0 58448000

0 47.461 20048000 7161800 25379000 0 25594000 1.19E+08

0 52.492 2160900 15847000 8496300 7374900 46836000 1.83E+08

0 323.31 1.2E+09 1.3E+09 2.06E+09 1.27E+09 2.22E+09 4.51E+09

0 3.869 0 17691000 17886000 11410000 0 0

0 4.1868 16372000 7852800 0 0 0 8100100

0.00292 1.0173 0 0 0 0 0 53746000

0 11.357 0 30409000 0 7084300 0 90864000

0 32.443 11349000 4559300 68548000 25029000 54354000 94228000

0 111.75 1.06E+08 1.09E+08 1.32E+08 46108000 2.66E+08 1.01E+09

0 4.5129 0 9439800 8690800 2609900 60964000 19537000

0 2.3893 0 0 0 0 0 48999000

0 9.5711 1.39E+08 50697000 1.19E+08 13072000 1.89E+08 1.79E+08

0 2.6109 10019000 20546000 0 2940900 7911200 12510000

0.045827 -0.23526 0 9268900 0 5217100 0 0

0 19.336 18202000 24274000 20572000 5902700 11156000 86616000

0.003857 0.94005 0 0 0 0 0 0



0 34.254 3.13E+08 4.89E+08 3.71E+08 88968000 6.84E+08 7.92E+08

0.008287 0.49307 4139600 20620000 7354300 0 0 1.14E+08

0 1.5664 0 39162000 29250000 15465000 31738000 80235000

0 18.014 90407000 67627000 61773000 21878000 1.63E+08 3.21E+08

0 13.525 5029600 0 0 0 5466500 13592000

0 43.656 34055000 1.38E+08 89467000 0 1.26E+08 1.75E+08

0.006957 0.58164 0 1739300 6751400 0 0 0

0 41.639 0 26966000 3846000 4781000 31971000 1.01E+08

0 36.239 1760500 22046000 5853200 0 25692000 1.31E+08

0 6.9341 44090000 83981000 52890000 44946000 10774000 0

0 7.7738 0 0 0 1934400 44380000 57673000

0 61.728 73897000 49245000 22677000 25193000 1.16E+08 2.14E+08

0 19.828 45016000 31410000 27463000 26121000 41116000 1.84E+08

0 16.795 3.2E+08 1.83E+08 1.94E+08 61843000 4.96E+08 9.3E+08

0 240.25 1.37E+08 4.84E+08 4.21E+08 2.77E+08 4.01E+08 1.07E+09

0 25.852 61283000 87722000 82791000 27066000 51639000 3.32E+08

0 11.769 83096000 43269000 74321000 20775000 1.74E+08 1.29E+08

0.020506 0.08633 82559000 0 0 27138000 31856000 1.72E+08

0 2.5915 6682900 24309000 8189600 5757700 23658000 70172000

0 94.736 3.57E+08 3.16E+08 3.65E+08 3.67E+08 6.5E+08 1.35E+09

0 25.371 38646000 52278000 78828000 31136000 6741100 1.74E+08

0 2.4827 79340000 42305000 44824000 21963000 1.25E+08 3.79E+08

0 323.31 1.63E+09 1.19E+09 1.25E+09 7.54E+08 1.81E+09 5.66E+09
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0 2.0924 2409000 0 0 0 2266500 13507000
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0 115.39 2.83E+08 4.16E+08 4.22E+08 2.66E+08 3.42E+08 3.42E+08

0 72.167 4.36E+08 7.12E+08 2.25E+08 2.37E+08 4.84E+08 2.45E+09
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0 2.9248 946640 11646000 0 3614100 25460000 33418000

0.005201 0.75847 0 0 0 24637000 0 0

0 5.8052 3126100 42024000 31045000 0 0 77539000
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0 88.147 4.11E+08 2.8E+08 2.95E+08 1.6E+08 5.46E+08 1.25E+09
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0 323.31 2.38E+09 2.1E+09 2.72E+09 1.76E+09 3.56E+09 7.35E+09
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0 7.5122 28618000 31182000 0 17576000 0 1.04E+08

0.003865 0.96407 0 6995300 0 0 8955700 0

0 17.391 68892000 96314000 65240000 36541000 1.07E+08 3.14E+08

0 7.8907 29084000 40262000 34159000 17492000 51610000 2.1E+08
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0 127.83 3.54E+09 2.93E+09 2.68E+09 1.33E+09 3.9E+09 6.44E+09
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0 199.74 1.4E+09 9.28E+08 6.45E+08 4.37E+08 1.07E+09 4.1E+09
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0 106.76 1.39E+09 8.94E+08 8.84E+08 7.61E+08 1.73E+09 1.09E+09
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0 8.3503 61064000 38720000 6978000 15229000 1.1E+08 40169000
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0 40.239 78787000 1.19E+08 1.78E+08 87258000 1.67E+08 3.87E+08
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0 2.3901 40420000 29430000 32528000 0 0 7837900
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0 30.36 2E+08 1.65E+08 87152000 24202000 3.83E+08 1.05E+09

0.009941 0.33712 0 0 0 0 0 0

0 14.2 31389000 30608000 22387000 13012000 26165000 1.76E+08

0 1.854 0 0 27179000 13738000 0 0

0 4.5816 8536200 11146000 16334000 19708000 0 11515000

0 244.59 3.87E+08 5E+08 2.97E+08 1.84E+08 6.96E+08 1.66E+09

0 45.687 33398000 94638000 39980000 74771000 31815000 1.36E+08

0 2.8164 0 0 652640 0 0 13073000

0.0155 0.1918 3495800 0 0 0 0 46697000

0 6.7364 0 0 0 0 120190 37601000

0.000996 1.2154 23715000 22178000 16308000 2156600 72239000 98096000

0 6.2741 14063000 45475000 38831000 20139000 16730000 1.33E+08

0 7.3609 7046600 3321600 0 0 3886900 34881000

0 9.7209 16664000 4855700 0 5807300 29962000 41592000

0 323.31 4.86E+09 4.32E+09 4.18E+09 2.18E+09 6.79E+09 1.48E+10

0 60.614 59225000 93336000 1.08E+08 94430000 55027000 4.75E+08

0 11.548 86697000 30602000 50066000 0 52406000 1.17E+08

0 15.584 11838000 7794300 0 0 24170000 43441000

0.005644 0.71999 93206000 58209000 29765000 50558000 41770000 0

0 3.9346 0 0 0 0 3810000 6249000

0 34.514 9.35E+08 9.49E+08 4.42E+08 2.82E+08 1.35E+09 9.45E+08

0 2.2915 0 10582000 0 0 17603000 10126000

0 26.409 1.26E+08 2.02E+08 2.13E+08 57639000 1.55E+08 9.56E+08

0 21.974 1.46E+09 9.21E+08 1.42E+09 5.46E+08 1.54E+09 3.64E+09

0 113.96 3.66E+08 4.15E+08 3.51E+08 1.23E+08 4.28E+08 1.13E+09

0 6.0693 93172000 72996000 45104000 22542000 40376000 1.85E+08

0 5.8587 10484000 17261000 63372000 15562000 0 74724000

0 45.122 43613000 98802000 79667000 5443700 2.52E+08 6.25E+08

0 3.09 24782000 22638000 25515000 23727000 70379000 2.5E+08

0.042562 -0.20975 0 0 0 0 0 0

0 6.4227 10361000 9793900 21443000 5380200 4015100 29975000

0 131.64 2.73E+08 2.73E+08 2.43E+08 1.21E+08 3.65E+08 1.54E+09

0 35.183 79823000 43035000 5842200 20506000 1.41E+08 2.16E+08

0 2.6865 971480 0 3172400 0 728100 5121900

0 87.185 81948000 1.46E+08 1.18E+08 82785000 40716000 80137000

0 45.786 9207400 88034000 20774000 17711000 99396000 2.08E+08

0 9.8385 24529000 41680000 46581000 17390000 27867000 82979000

0.008692 0.44254 0 10026000 0 5528300 0 53789000

0 20.895 1.2E+08 84602000 58957000 42617000 37659000 2.52E+08

0.043711 -0.21597 0 0 0 0 0 0

0 95.399 1.44E+08 2.13E+08 1.62E+08 2.35E+08 1.25E+08 1.43E+09

0 16.893 64159000 95990000 1.41E+08 38690000 1.01E+08 4.82E+08

0 5.954 0 13942000 22608000 9813700 41870000 71817000



0.000502 1.296 3303200 0 0 1199400 0 72676000

0.012081 0.25597 0 0 0 95550000 1.49E+09 1.55E+09

0 1.6669 12432000 0 9387200 0 0 0

0 62.116 1.71E+08 87814000 53833000 38606000 1.14E+08 1.8E+08

0 2.3599 0 0 0 2978900 1414600 19646000

0 3.2876 0 0 0 0 0 0

0 3.9863 21158000 33821000 0 44473000 74479000 0

0 38.484 3.07E+08 2.1E+08 1.67E+08 62217000 3.66E+08 4.67E+08

0 4.0945 4051100 66621000 30820000 30942000 9918900 1.22E+08

0.00786 0.54975 0 0 0 5633100 5849200 20782000

0 4.7835 39355000 70244000 16670000 4347200 50153000 28959000

0.020533 0.095843 9015000 0 0 0 4621100 56580000

0 24.821 3.85E+08 5.29E+08 8.35E+08 5.3E+08 9.14E+08 1.1E+09

0 14.19 29876000 27748000 18651000 32275000 47803000 1.21E+08

0 94.016 1.13E+09 9.35E+08 1.22E+09 4.43E+08 1.37E+09 2.94E+09

0.003852 0.93578 0 0 0 0 10975000 43317000

0.002467 1.1295 8691700 22076000 32699000 20734000 18619000 0

0 4.0812 4605900 0 0 0 9363900 10822000

0 1.7383 0 0 0 0 0 55154000

0.005206 0.76046 50796000 30813000 57161000 26677000 13556000 87549000

1 -2 0 0 0 28710000 0 0

0 119.21 7.53E+08 5.32E+08 8.19E+08 4.02E+08 1.51E+09 2.89E+09

0 31.441 3.08E+08 4.26E+08 5.16E+08 1.44E+08 6.69E+08 1.42E+09

0.004308 0.89593 8901700 4.94E+08 37863000 96950000 1.37E+08 4.95E+08

0 323.31 1.69E+09 1.31E+09 9.16E+08 4.23E+08 1.33E+09 4.04E+09

0 323.31 4.28E+09 7.81E+09 5.6E+09 1.78E+09 3.89E+09 1.1E+10

0 3.8165 6698800 13298000 17828000 14220000 33229000 1.03E+08

0 14.548 4068700 0 2148800 1844200 27759000 74245000

0 43.67 80809000 45139000 64897000 20336000 1.8E+08 0

0 139.31 9.03E+08 6.11E+08 4.75E+08 2.78E+08 1.2E+09 2.58E+09

0.037657 -0.16887 24750000 0 0 0 22332000 52863000

0 12.397 0 0 0 0 2569200 32671000

0 14.251 26225000 44057000 43760000 41598000 69959000 31036000

0 2.8329 0 0 0 0 4819600 20597000

0 23.807 34889000 50993000 46737000 23183000 0 1.63E+08

0 10.41 29372000 77720000 12825000 0 1.13E+08 2.51E+08

0.014686 0.2142 0 14108000 0 2861500 12081000 0

0 2.9259 26568000 24481000 0 0 30445000 69214000

0 42.971 1.36E+08 1.12E+08 1.21E+08 65909000 2.17E+08 5.2E+08

0.034148 -0.13066 0 80776000 98414000 44426000 0 0

0 32.478 1.73E+08 2.38E+08 3.02E+08 1.52E+08 2.16E+08 5.48E+08

0 2.652 3.89E+08 3.07E+08 2.6E+08 83141000 3.88E+08 3.36E+08

0 44.07 86268000 77408000 46130000 26052000 1.17E+08 2.99E+08

0 17.44 82569000 26760000 0 0 1.07E+08 1.79E+08

0.00388 0.9914 0 0 0 9477200 0 0

0 3.0096 27215000 19810000 29316000 15462000 45763000 1.29E+08

0 60.301 1.54E+08 54285000 56040000 40870000 1.53E+08 4.53E+08

0 1.6543 36073000 31313000 0 0 53480000 1.39E+08

0 14.607 37601000 7076200 0 0 0 66301000

0 3.189 0 16489000 0 11577000 22805000 88080000



0 16.478 25363000 5545800 20298000 12495000 22806000 1.19E+08

0 89.732 3.32E+08 3.29E+08 2.57E+08 1.44E+08 5.72E+08 1.06E+09

0 54.499 1.91E+08 1.43E+08 61445000 25863000 2.43E+08 6.12E+08

0 7.3305 0 18994000 0 8886000 13244000 22378000

0 39.415 35442000 1.29E+08 1.09E+08 63675000 75727000 1.77E+08

0 8.3853 17104000 10219000 15748000 17163000 23352000 75871000

0 23.614 82942000 22429000 0 0 1.32E+08 2.7E+08

0.005189 0.74522 13690000 18821000 29789000 25747000 36721000 72145000

0 17.853 1.15E+08 1.4E+08 1.75E+08 1.3E+08 2.36E+08 7E+08

0 67.226 20801000 0 0 0 0 1.66E+08

0 3.2509 0 0 0 0 0 33330000

0 37.079 0 0 3458800 0 23422000 18810000

0.008696 0.45188 85372000 39021000 31496000 16367000 1.14E+08 0

0 98.172 59432000 87094000 63238000 67126000 2.96E+08 6.04E+08

0 2.2873 51255000 15643000 20480000 0 55410000 1.23E+08

0 323.31 1.09E+09 1.2E+09 7.73E+08 4.26E+08 2.37E+09 4.92E+09

0 165.52 1.25E+09 7.98E+08 6.95E+08 4.33E+08 1.52E+09 2.3E+09

0 7.8251 29617000 60054000 17017000 0 0 0

0 2.4845 94634000 25537000 63147000 3544100 0 1.08E+08

0 45.426 3.61E+08 2.5E+08 1.46E+08 96591000 4.82E+08 7.82E+08

0 140.57 4.57E+08 4.32E+08 3.77E+08 3.55E+08 6.92E+08 1.46E+09

0 13.744 12296000 3725700 0 1526800 1628000 78165000

0 99.495 2.02E+08 1.85E+08 1.33E+08 64970000 2.98E+08 8.3E+08

0.002455 1.0934 5202100 12050000 2683100 5365000 0 20898000

0 62.481 1.71E+08 1.15E+08 1.09E+08 69581000 1.18E+08 4.23E+08

0 30.984 1.51E+08 1.53E+08 1.9E+08 75047000 3.02E+08 6.67E+08

0 119.31 0 2693900 36204000 24514000 50637000 1.32E+08

0 3.4467 74920000 36526000 49039000 15448000 1.06E+08 2.41E+08

0 33.588 81021000 2.39E+08 1.3E+08 93652000 31254000 5.27E+08

0.013839 0.23307 9669700 0 0 0 0 40234000

0 2.0748 0 0 0 633140 0 3569500

0 3.1295 7432300 29192000 2642200 7148100 15923000 57654000

0 8.7975 1.03E+08 36469000 86100000 36658000 1.67E+08 2.82E+08

0 146.82 3.28E+08 4.41E+08 4.88E+08 2.45E+08 5.45E+08 1.29E+09

0 249.49 5.31E+08 4.92E+08 6.36E+08 3.72E+08 7.9E+08 2.44E+09

0 25.904 1.56E+08 1.44E+08 1.13E+08 68267000 1.18E+08 4.08E+08

0 9.7845 60740000 27273000 10195000 33111000 60003000 1.19E+08

0 8.0675 75017000 31140000 42058000 18138000 1.38E+08 1.48E+08

0.011644 0.26516 47678000 44977000 1.11E+08 44206000 89695000 1.57E+08

0 29.42 1.17E+08 2.36E+08 2.75E+08 1.09E+08 1.97E+08 3.91E+08

0 4.0112 0 2205900 0 0 6182000 0

0 2.653 5400400 32068000 8699300 26746000 30614000 74732000

0 2.4548 0 15839000 0 9517400 5115500 55688000

0 3.5376 0 14668000 0 0 0 31588000

0.009515 0.36269 27755000 15167000 7541200 6950600 17598000 0

0.008303 0.52703 5088300 32868000 76922000 49237000 73482000 1.91E+08

0 323.31 1.54E+09 1.3E+09 1.15E+09 5.4E+08 2.3E+09 4.59E+09

0.004327 0.92813 1011600 26138000 6901300 21945000 0 1073400

0 106.53 4.87E+08 3.83E+08 3.02E+08 1.16E+08 7.01E+08 1.27E+09

0 61.859 4.29E+08 2.43E+08 2.29E+08 74981000 2.87E+08 4.82E+08



0 256.85 6.85E+08 5.32E+08 3.13E+08 1.52E+08 1.06E+09 1.9E+09

0 1.484 0 21286000 19011000 0 0 48196000

0 323.31 1.97E+09 1.53E+09 1.07E+09 5.06E+08 2.98E+09 6.91E+09

0.021277 0.059273 0 34943000 0 1.29E+08 0 0

0 70.74 8.83E+08 2.52E+08 2.13E+08 1.39E+08 5.11E+08 9.49E+08

0 3.0225 1.15E+09 5.82E+08 5.74E+08 2.46E+08 9.39E+08 1.88E+09

0 41.95 77820000 14196000 16968000 13356000 86508000 97431000

0 139.39 95097000 49022000 0 0 1.1E+08 48928000

0 4.0058 44102000 24958000 0 14744000 55571000 1.62E+08

0 2.0619 12440000 11018000 1591300 3502400 6046000 55928000

0 151.18 4.29E+08 6.31E+08 6.22E+08 2.44E+08 5.45E+08 2.27E+09

0 10.441 0 2342200 0 1832900 7839500 31929000

0 71.407 1.94E+08 3.27E+08 2.64E+08 70676000 2.22E+08 8.15E+08

0 5.143 20500000 0 0 2771300 37491000 47851000



Material list 

Material Company Catalog Number Comments

Reagents and standards
1,2-diheptadecanoyl-sn-glycero-3-phosphocholine (17:0 PC) Avanti Polar Lipids 850360P Internal standard for lipids

13C Sorbitol Sigma Aldrich 605514 Internal standard for metabolites, ISOTEC® Stable Isotopes

Ampicillin Sigma Aldrich A9393-5G Internal standard for metabolites

Corticosterone Sigma Aldrich 27840-500MG Internal standard for metabolites, HPLC grade

Methanol (MeOH) Biosolve Chemicals 13684102 ULC-MS grade

Methyl tert-butyl ether (MTBE) Biosolve Chemicals 13890602 HPLC grade

Trypsin/Lys-C mix Promega V5072 Enzymatic digestion of proteins

Water Biosolve Chemicals 23214102 ULC-MS grade

Equipment

1.5 ml Safe-lock microcentrifuge tubes Eppendorf 30120086 Used for fractions

2 ml Safe-lock microcentrifuge tubes Eppendorf 30120094 Used for sample extarction

Balance Sartorius Corporation 14 557 572

Fermenter system Glasbläserei Müller, Berlin, Germany custom made fermenter of 800ml capacity

Q-exactive HF Orbitrap Mass Spectrometer Thermo Scientific IQLAAEGAAPFALGMBFZ

Refrigerated microcentrifuge Eppendorf, model 5427R 22620701

Reversed Phase (RP) Bridged Ethyl Hybrid (BEH) C8 column (100 mm×2.1 mm containing 1.7 μm diameter particles)Waters, Machester, UK 186002878 Analysis of lipids

RP Charged Surface Hybrid (CSH) column (Waters) with an inner diameter of 75 μm and a particle size of 1.7 μmWaters, Machester, UK 186007477 Analysis of proteins
RP High Strength Silica (HSS) T3 column (100 mm×2.1 mm containing 1.8 μm diameter particles) Waters, Machester, UK 186003539 Analysis of metabolites

Shaker Eppendorf Thermomixer 5436 2050-100-05

Sonicator USC 300 TH 142-0084 standard preset sonication power at 45kHz

UPLC system Waters Acquity UPLC system (Waters, Machester, UK)

Vacuum concentrator Scan Speed Maxi Vac Alpha Evaporators 7.008.500.002

Vortex mixer Vortex-Genie 2, Model G560 SI-0236

Z2 Coulter Particle Count and Size Analyzer Beckman Coulter 6605700  particle (cells) volume and number analyser

Click here to access/download;Table of Materials;materials table.xlsx

https://www.beckman.com/cell-counters-and-analyzers/z-series-coulter-counter/6605700
https://www.editorialmanager.com/jove/download.aspx?id=998796&guid=ddcc6fed-d3b3-4564-84b6-e0627ebfe42e&scheme=1
https://www.editorialmanager.com/jove/download.aspx?id=998796&guid=ddcc6fed-d3b3-4564-84b6-e0627ebfe42e&scheme=1


Author License Agreement (ALA) Click here to access/download;Author License Agreement
(ALA);ALA.pdf

https://www.editorialmanager.com/jove/download.aspx?id=999062&guid=39ddf185-876b-44a4-98bc-0f63226b38c4&scheme=1
https://www.editorialmanager.com/jove/download.aspx?id=999062&guid=39ddf185-876b-44a4-98bc-0f63226b38c4&scheme=1






Dear Dr. Mubeen, 

 

Your manuscript, JoVE59547 "A Multi-omics extraction method for the in-depth analysis of 

synchronized cultures of the green alga Chlamydomonas reinhardtii ," has been editorially 

and peer reviewed, and the following comments need to be addressed. Note that editorial 

comments address both requirements for video production and formatting of the article for 

publication. Please track the changes within the manuscript to identify all of the edits. 

 

After revising and uploading your submission, please also upload a separate rebuttal 

document that addresses each of the editorial and peer review comments individually. Please 

submit each figure as a vector image file to ensure high resolution throughout production: 

(.svg, .eps, .ai). If submitting as a .tif or .psd, please ensure that the image is 1920 x 1080 

pixels or 300 dpi. 

 

Your revision is due by Jan 29, 2019. 

 

To submit a revision, go to the JoVE submission site and log in as an author. You will find 

your submission under the heading "Submission Needing Revision". 

 

Best, 

 

Bing Wu, Ph.D. 

Review Editor 

JoVE 

 

Follow us: Facebook | Twitter | LinkedIn 

About JoVE 

____________________________________ 

 

Editorial comments: 
Changes to be made by the author(s) regarding the manuscript: 

1. Please take this opportunity to thoroughly proofread the manuscript to ensure that there are 

no spelling or grammar issues. The JoVE editor will not copy-edit your manuscript and any 

errors in the submitted revision may be present in the published version. 

Thank you very much for pointing out, we have proof read and incorporated the suggestions, 

which improved the quality of the manuscript. 

 

2. Please revise lines 49-51, 198-200, 441-447, and 450-456 to avoid previously published 

text. 

The suggested lines have been rephrased/re-written accordingly. 

 

3. Summary: Please revise to clearly describe the protocol and its applications in complete 

sentences between 10-50 words. 

The summary has been updated. 

Rebuttal Letter Click here to access/download;Rebuttal Letter;Rebuttal
Letter.docx

http://www.editorialmanager.com/jove
http://www.jove.com/
https://www.facebook.com/JOVEjournal
https://twitter.com/jovejournal
https://www.linkedin.com/company/312490
http://www.jove.com/about
https://www.editorialmanager.com/jove/download.aspx?id=998784&guid=d1636428-a5f8-4ec0-9bba-7230507261b4&scheme=1
https://www.editorialmanager.com/jove/download.aspx?id=998784&guid=d1636428-a5f8-4ec0-9bba-7230507261b4&scheme=1


 

4. Line 86: Please convert Harris, 2009 to a superscripted numbered reference. 

Done as suggested in the revised version 

 

5. Please abbreviate liters to L (L, mL, µL) to avoid confusion. 

Corrected in the revised version 

 

6. Please include a space between all numerical values and their corresponding units: 15 mL, 

37 °C, 60 s; etc. 

Corrected in the revised version 

 

7. JoVE cannot publish manuscripts containing commercial language. This includes 

trademark symbols (™), registered symbols (®), and company names before an instrument or 

reagent. Please remove all commercial language from your manuscript and use generic terms 

instead. All commercial products should be sufficiently referenced in the Table of Materials 

and Reagents. You may use the generic term followed by “(see Table of Materials)” to draw 

the readers’ attention to specific commercial names. Examples of commercial sounding 

language in your manuscript are: SpeedVac, Biosolve, Waters, Promega, etc. 

Thank you for the comment, all such examples have been modified accordingly, while the 

reference to “table of materials” is made as required. 

 

8. Please revise the protocol text to avoid the use of any personal pronouns (e.g., "we", "you", 

"our" etc.). 

We went through the text and removed personal pronouns in the revised version 

 

9. Please add more details to your protocol steps. There should be enough detail in each step 

to supplement the actions seen in the video so that viewers can easily replicate the protocol. 

Please ensure you answer the “how” question, i.e., how is the step performed? Alternatively, 

add references to published material specifying how to perform the protocol action. See 

examples below. 

We thank the editors for emphasizing the clarity and details required to reproduce the 

protocol. And also taking the effort to indicate the ambiguous steps. We have made the 

modifications wherever possible to make the text clear.  

 

10. 3.1: Please specify the capacity of the tubes. 

Indicated in the revised version. 

 

11. 3.3: Please specify the size of the syringe. 



Added in the revised version.  

 

12. Line 132: Please describe how to measure the cell density and cell size. How many time 

points? 

The cell density and size were measured using commercial equipment Z2 Coulter Counter as 

per vender’s instructions. We have added the parameters used for measurement while also 

referred to the “table of materials” for equipment specifications. Moreover, the detail about 

time points has also been clarified. 

 

13. 5.5: Please specify the sonication power if you are able. 

We thank the editors and all the reviewers to point it out. However, sonication power for this 

equipment (sonication bath) cannot be controlled, the equipment comes with the constant 

preset sonication power for the model indicated in the “table of materials”. 

 

14. 7.3: Please describe how this is done. 

The derivatization procedure for GCMS samples has been previously described in detail in 

(1), the reference is now added and properly cited in the manuscript. However, we avoided 

adding details for this step since it has been already described and cited in literature 

numerous (1122) times.  

 

15. 8.2, 11.9: Please specify centrifugation parameters. 

Specification added in the revised version 

 

16. 10.2: Extraction buffer 1 or 2? 

We are grateful to the editors for pointing out, since the description in text was indeed vague. 

In this case neither buffer 1 nor 2 was used rather a protein resuspension buffer was used that 

is not required for the extraction but only to solubilize the extracted proteins. In the revised 

version, we have clearly indicated “protein resuspension buffer” and referred to the specific 

step number describing buffer composition. 

 

17. 10.7: Please describe how digestion is done. 

The details of the digestion protocol have been added. 

 

18. Lines 302-314: The Protocol should be made up almost entirely of discrete steps without 

large paragraphs of text between sections. Please break into steps (in the imperative tense and 

with no more than 4 sentences for each step). 

Thank you for the suggestion. We have gone through the whole manuscript again to take this 

point into consideration. 



 

19. Lines 318-319: Please provide a reference. 

Citation added in the revised version 

 

20. Please combine some of the shorter Protocol steps so that individual steps contain 2-3 

actions and maximum of 4 sentences per step. 

Please see the response to comment 18. 

 

21. After you have made all the recommended changes to your protocol (listed above), please 

highlight 2.75 pages or less of the Protocol (including headings and spacing) that identifies 

the essential steps of the protocol for the video, i.e., the steps that should be visualized to tell 

the most cohesive story of the Protocol. 

Suggestion followed accordingly 

 

22. Please highlight complete sentences (not parts of sentences). Please ensure that the 

highlighted part of the step includes at least one action that is written in imperative tense. 

Notes cannot usually be filmed and should be excluded from the highlighting. 

Correction made in the revised version 

 

23. Please include all relevant details that are required to perform the step in the highlighting. 

For example: If step 2.5 is highlighted for filming and the details of how to perform the step 

are given in steps 2.5.1 and 2.5.2, then the sub-steps where the details are provided must be 

highlighted. 

Highlighted accordingly in the revised version 

 

24. Please obtain explicit copyright permission to reuse any figures from a previous 

publication. Explicit permission can be expressed in the form of a letter from the editor or a 

link to the editorial policy that allows re-prints. Please upload this information as a .doc or 

.docx file to your Editorial Manager account. The Figure must be cited appropriately in the 

Figure Legend, i.e. “This figure has been modified from [citation].” 

The link to the editorial policy has been added along with the printable copyrights license. 

Also the citations in the figure legends have been rechecked.  

 

25. Figure 1: Please apply superscript formatting the number “3” in the unit “µm3”. 

Corrected in the revised version 

 

26. Figure 2: Please change the unit µl to µL. Please also fix the text that is cut off in the 

bottom row (i.e., Glucose concentration measurement). 



Corrected in the revised version 

 

27. Figure 4B: Please change the unit ug to µg. 

Corrected in the revised version 

 

28. Figure S1: Please change the unit ml to mL. 

Corrected in the revised version 

 

29. Table of Materials: Please sort the items in alphabetical order according to the name of 

material/equipment. 

Sorted in the revised version 

 

30. References: Please do not abbreviate journal titles. 

 

Reference library updated accordingly  

 

Reviewers' comments: 
 

we are grateful to all the reviewers for their effort to critically evaluate the manuscript and 

helpful comments. Below we address the comments one by one. 

 

Reviewer #1: 

 

Manuscript Summary: 

The protocol presents a detailed instructions for analysis of different cell components such as 

lipids, chlorophyll, proteins, starch and other metabolites from a single sample of cells of 

unicellular green alga Chlamydomonas reinhardtii. The protocol is properly introduced and 

discussed and it will be of use to other people in the field either specifically dealing with 

Chlamydomonas reinhardtii or with other algae. 

 

Major Concerns: 

I have no major concerns. 

 

Minor Concerns: 

p. 6 l. 185 Are the conditions of sonication crucial?, e. g. number of cycles, their duration? 

The sonication power for this equipment (sonication bath) cannot be controlled, the 

equipment comes with the constant preset sonication power for the model indicated in the 

“table of materials”. 

 

p. 6 l. 207 Is there a difference in the storage method or are they equivalent? 



Actually, it is difficult to conclusively suggest without a comparative assessment of these 

storage conditions on the stability of lipids and metabolites. However, both storage conditions 

had been used in our lab without any noticeable impact on the quality of the data. 

Nevertheless, it can be argued that most metabolites and lipids would have lower risk of 

being oxidized in absence of water. Therefore, to avoid confusion we have now changed the 

recommended storage setting to only “dry under vacuum followed by storage at -80°C ….”. 

 

p. 7 l. 250 Is this correct? The figure 2 states 900 ul. 

We thank the reviewer for pointing out the mistake, we have corrected the volume. 

 

p. 9 l. 323 (steps 11.1 and 11.2) This step (11.2) and the previous one are not obivous. Is the 

volume of 80% ethanol washing important? What was the volume used? Was some 

centrifugation step involved? Is the incubation step with the ethanol still on the pellet? 

We have rephrased and clearly stated these steps in the protocol now. 

 

p. 10 l. 353 Unclear, please re-phrase. 

We have removed these equations and explained the principle instead. 

 

Reviewer #2: 

 

Manuscript Summary: 

The manuscript titled "A Multi-omics extraction method for the in-depth analysis of 

synchronized cultures of the green alga Chlamydomonas reinhardtii" is an extensive protocol 

for simultaneous extraction of chlorophyll, lipids, metabolites, proteins, and starch from a 

single sample. As the authors mention, the ability to perform all of these analyses from a 

single sample is important for improving our understanding of molecular functions without 

requiring independent samples and protocols, potentially adding time and variability. This 

endeavor, in addition to the synchronized cultures, result in an extraction method capable of 

great potential impact upon addressing the following concerns, with specific emphasis on 

improving the proteomic aspect of this method. 

 

Major Concerns: 

 

1. At the end of the introduction, the authors mention the addition of data on proteomic 

samples that would build on the metabolomic and lipidomic data disseminated in reference 

10. While figure 4A highlights molecular functional enrichment from proteins identified, the 

addition of a supplemental table similar to tables S1 and S2 (from ref 10) would greatly 

improve the understanding of the proteomics performed through this multi-omic extraction 

protocol. 

a. For example, the representative results mention identification of 2500 proteins with 

functional enrichment information but clarification on data analysis pipeline used to get this 

number would be helpful (eg only proteins with >2 peptides, score conditions etc…) 

potentially in the format of a table similar to table 1. 

We have taken this into account and added the table listing the identified proteins. 



 

2. In the protocol, step 10.1, the protein buffer used contains 5M urea, 2mM thiourea, 2% 

CHAPs, and 15 mM DTT. Is this correct? Typically, when added to protein extraction buffer, 

2M thiourea is used however it was unclear when looking back to ref. 14 which one you 

meant ("30% w/w of thiourea were added to the homogenate under continued stirring and left 

for incubation for an additional 45 min at room temperature"). Additionally, a 2% CHAPs 

amount is very high for in- solution protocols with common detergent removal from peptides 

protocols highlighting a maximum 1% CHAPs 

(https://www.thermofisher.com/us/en/home/life-science/protein-biology/protein-mass-

spectrometry-analysis/sample-prep-mass-spectrometry/detergent-removal-peptides.html). 

Was there significant CHAPs peaks in your runs? The addition of a note on detergent 

contamination and compatibility for nanoESI mass spectrometry might be useful to readers 

following this protocol. 

We are extremely grateful to the reviewer to point this out. We apologize for the mistakes in 

the description of protein resuspension buffer composition. We have carefully rechecked the 

buffer used for this protocol and updated the buffer conditions as well as the other steps in the 

protein digestion protocol. 

 

3. In step 10.10, the gradient for using the nano-UPLC is explained extensively however the 

type of mass spectrometer and parameters used for detection is not highlighted and should be 

included in the text. 

We have added the detail for MS analysis in the text and referred to the type of mass 

spectrometer in the “table of materials”. 

 

Minor Concerns: 

 

4. Step 9.2 mentions use of UV-VIS spectrometer, should say spectrophotometer. 

Corrected in the revised version 

 

5. Step 10.10 states that the UPLC gradient is in Table 1 but the parameters on page 24-25 

mis-name this Table 3. 

 

Thank you, corrected 

 

Reviewer #3: 

 

Manuscript Summary: 

The authors provide a step by step protocol that enables the generation of multi omics data 

(proteomics, metabolomics, lipids, starch and chlorophyll) from a single sample. Application 

was shown using Chlamydomonas samples taken from synchronous grown cells. 

 

Major Concerns: 

While it is intriguing that one can measure multiple layers from a single sample, it would be 

very valuable to know more about potential trade-offs. The main question is, how does 

obtained data relate in terms of quality to data that would have been generated using the 

whole sample and a respective standard protocol. Can the authors comment on this, please? 

https://www.thermofisher.com/us/en/home/life-science/protein-biology/protein-mass-spectrometry-analysis/sample-prep-mass-spectrometry/detergent-removal-peptides.html
https://www.thermofisher.com/us/en/home/life-science/protein-biology/protein-mass-spectrometry-analysis/sample-prep-mass-spectrometry/detergent-removal-peptides.html


We are thankful for the comment. Indeed the protocol is only useful if it does not 

compromise the recovery of individual molecular species. A systematic comparison of the 

extraction efficiency has been previously described (2), where extraction of metabolites was 

carried out using 90% Methanol (MeOH) and compared with the biphasic buffer used in the 

protocol (2). As far as proteins and starch are concerned, one would need to get rid of the 

unwanted molecules (i.e. lipids, metabolites) to start the digestion of a cleaner pellet. The 

presented protocol offers the precipitation of a solid pellet of proteins and starch while 

simultaneously offering efficient recovery of the lipids and metabolites.  

 

Minor Concerns: 

Page 4, line 85. Please specify sonication conditions. 

Figure 1: It would be helpful if timing and potential break points would be indicated in this 

Figure. 

We apologise for the ambiguity, figure 1 depicts changes in the cell size across 24 h cell 

cycle, while the time points are indicated next to each plot. 

 

Page 7, line 321. Since step 11.1 starts with the solid pellet from the protein extraction, I 

found it confusing to call it frozen cell pellet here. Solid pellet might be a better choice. 

Correction made in the revised version. 

 
In compliance with data protection regulations, please contact the publication office if you would like 

to have your personal information removed from the database. 
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