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A.  Microscopy: Does your protocol involve video microscopy, such as filming a complex dissection or microinjection technique? (Y/N)___N______  

Can you record movies/images using your own microscope camera? (Y/N)___Y______  

If no, JoVE will need to record the microscope images using our scope kit (through a camera port or one of the oculars). Please list the make and model of your microscope: _____________________________________________

B.   Software Usage: Does your protocol include detailed, step-by-step, descriptions of software usage? (Y/N)____Y____ 

C.  Which steps of your protocol will viewers benefit most from having filmed? Please list 4-6 individual steps using the step numbers listed in this document. (Please do not list entire sections.) ___________________________________________
2.4, 2.5, 3.10, 3.11, 3.12, 3.14, 4.2
D.  What is the single most difficult aspect of this procedure and what do you do to ensure success?  Please list 1-2 individual steps using the step numbers listed in this document. (Please do not list entire sections.) ___________________________
3.14       Thread the etched end of the separation capillary to the electrospray emitter slowly.  
E.  Will the filming need to take place in multiple locations? (Y/N) Location: Will the filming need to take place in multiple locations? (Y/N) ___Y____ If yes, how far apart are the locations? _____10 meters_____

1. Introduction (Experimental Goal and Author Interviews) – As the beginning of your video, the introduction should clearly present the goal of your method to the viewer and its significance.  Other information can be provided according to the various statements below, but the total introduction should not exceed 150 words. 
A.  Required Interview Statements: (Said by you on camera. Don’t forget to smile!)  
1.1. Elijah N. McCool: This method can help improve large-scale and high-resolution characterization of protein isoforms and protein post-translational modifications in cells [1-MED].
1.1.1. Elijah speaks towards the camera (looking slightly off-camera), interview style. 
1.2. Rachele A. Lubeckyj: The main advantage of this technique is that capillary zone electrophoresis-mass spectrometry offers highly efficient separation and highly sensitive detection of intact proteins [1-MED].
1.2.1. Rachele speaks towards the camera (looking slightly off-camera), interview style. 

Protocol: (read by voice talent at JoVE)
2. Etching of the Capillary with Hydrofluoric Acid
2.1. To pretreat the capillary, dry it with nitrogen gas at 10 psi for at least 12 hours [1-MED-over the shoulder].  Then, fill the capillary with 50% volume/volume 3-(trimethoxysilyl)propyl methacrylate (pronounced as “three trahy-muh-thok-see-sil-il proh-pil meth-ak-ruh-leyt”) in methanol using a syringe pump [2-CU].
2.1.1. Talent dries the capillary with nitrogen gas at 10 psi for 12 hours.
2.1.2. Capillary as talent fills with 50% volume/volume 3-(trimethoxysilyl)propyl methacrylate in methanol using a syringe pump.
2.2. Seal both ends of the capillary with silica rubber [1-MED-over the shoulder].  After incubating at room temperature for at least 24 hours, continue with the linear polyacrylamide coating on the inner wall of the separation capillary as described in the text protocol [2-MED].
2.2.1. Talent seals both ends of the capillary with silica rubber.
2.2.2. Talent leaves the capillary to incubate at room temperature.
2.3. Burn a portion of the capillary using a gentle flame to remove the polyimide outer-coating around 4 centimeters away from one end of the capillary [1-CU].  Gently clean the burnt portion of the capillary by wiping to remove the polyimide coating completely [2-MED-over the shoulder].
2.3.1. Capillary as talent burns a portion using a gentle flame to remove the polyimide outer-coating around 4 centimeters away from one end of the capillary.
2.3.2. Talent gently cleans the burnt portion of the capillary by wiping to remove the polyimide coating completely.
2.4. Drill a small hole at the end of a 200 microliter tube around the same size as the capillary outer diameter to sufficiently hold the capillary in place once it is threaded through this hole [1-CU].  Thread the end of the capillary that is close to the burnt portion through the hole until the burnt portion is in the tube [2-ECU].
2.4.1. 200 microliter tube as talent drills a small hole at the end of the tube around the same size as the capillary outer diameter.
2.4.2. Capillary as talent threads the end through that is close to the burnt portion until the burnt portion is in the tube.  If possible, film down into the tube so that you see the capillary on the outside and as it goes into the tube. 
2.5. Then, add approximately 150 microliters of HF to the 200-microliter tube so that the HF solution is about halfway up the burnt portion on the capillary [1-MED-over the shoulder-TXT].  Incubate the capillary in the HF solution at room temperature for 90 to 100 minutes [2-MED]. 
2.5.1. Talent adds approximately 150 microliters of HF to the 200-microliter tube so that the HF solution is about halfway up the burnt portion on the capillary.  TEXT Overlay: 48% - 51% hydrofluoric acid solution in water
2.5.2. Talent leaves the capillary to incubate in the HF solution at room temperature.  Use labeled containers.
2.6. Prepare the standard protein mixture and the E. Coli sample as described in the text protocol [1-MED].
2.6.1. Samples as talent aliquots or labels them.  
3. Set-up of the CZE-MS/MS System and Analysis of the Samples 
Video editors, please use a zoom bubble to highlight the action being performed in the SCREEN capture movies.
3.1. To set-up of the capillary zone electrophoresis, or CZE, system, load the sample, the background electrolyte, and the separation capillary into the CZE autosampler [1-MED].
3.1.1. Scan the CZE autosampler, with the sample, BGE and separation capillary near-by.
3.2. Select Sample load in the manual control page of the CZE autosampler [1-MED-over the shoulder].  
3.2.1. 58644_Sun_SCREEN_3.2.1 Talent selects Sample load in the manual control page of the CZE autosampler.
Author Note: To control the CZE autosampler, we use a computer. We decided that doing a screen capture film would be best to illustrate how to control the CZE autosampler. 
3.3. Load the background electrolyte vial into the buffer tray of the autosampler, noting its position in the buffer tray [1-CU].  Then, load the sample vial into the sample tray of the autosampler, noting its position in the sample tray [2-MED-over the shoulder]. 
3.3.1. Buffer tray as talent loads the BGE vial there.
3.3.2. Talent loads the sample vial in the sample tray and notes its position.
3.4. Put the autosampler to the Alignment position using manual control [2-MED-over the shoulder]. Now, load the separation capillary into the CZE autosampler, using the non-etched end of the capillary [1-CU].
3.4.2. 58644_Sun_SCREEN_3.4.2 Talent puts the autosampler to the Alignment position using manual control.  
3.4.1. CZE autosampler as talent loads the separation capillary there, using the non-etched end of the capillary.
3.4.2. 58644_Sun_SCREEN_3.4.2 Talent puts the autosampler to the Alignment position using manual control.  
Author Note: 3.4.2 should go before 3.4.1. You need to put the CZE autosampler into alignment mode BEFORE you can load the separation capillary into the CZE autosampler
3.5. Thread the non-etched end of the capillary into a hole that is used to hold the separation capillary until it cannot be physically threaded further [1-CU]. 
3.5.1. Capillary as talent threads the non-etched end of the capillary into a hole that is used to hold the separation capillary until it cannot be physically threaded further.
3.6. Adjust the height of the injection end of the capillary if the sample volume is lower than 50 microliters [1-MED-over the shoulder].  
3.6.1. Talent adjusts the height of the injection end of the capillary.
3.7. Switch the autosampler to Standby using manual control.  Type the sample position in the system and move the capillary to the sample [1-SCREEN].  Push the injection end of the capillary further down to reach the bottom of the sample vial [2-MED or CU].
3.7.1. 58644_Sun_SCREEN_3.7.1: Screen capture movie as talent switches it to Standby using manual control. 
3.7.2. Talent pushes down the capillary if necessary.
3.8. Continuing to use the manual control, flush the capillary with the background electrolyte for 20 minutes, using a pressure of 20 psi [1-SCREEN].
3.8.1. 58644_Sun_SCREEN_3.8.1: Screen capture movie as talent uses manual control to flush the capillary with BGE at 20 psi. 
3.9. Now, mount a commercial electro-kinetically pumped sheath flow interface to the front of the mass spectrometer [1-CU].  Fill the sheath buffer reservoir with a buffer containing 10% volume-volume methanol and 0.2% volume-volume formic acid in LC-MS grade water [2-MED-over the shoulder].
3.9.1. Commercial electro-kinetically pumped sheath flow interface as talent mounts to the front of the mass spectrometer.
3.9.2. Talent fills the sheath buffer reservoir with buffer.
3.10. Flush the T in the interface with the sheath buffer via applying pressure manually with a syringe [1-MED].  Thread the 1-millimeter-outer diameter end of an electrospray emitter through a sleeve tubing and connect the emitter with one port of the T via a fitting [2-CU].  
3.10.1. Talent flushes the  T in the interface with the sheath buffer via applying pressure manually with a syringe.
3.10.2. Emitter as talent threads the 1-millimeter-outer diameter end of an electrospray emitter through a sleeve tubing and connects the emitter with one port of the T via a fitting.
3.11. Simply flush the T manually again with a syringe to fill the emitter with the sheath buffer [1-MED-over the shoulder].
3.11.1. Talent flushes the T manually again with a syringe to fill the emitter with the sheath buffer.
3.12. Adjust the distance between the orifice of the emitter and the entrance of the mass spectrometer to approximately 2 millimeters with the help of the camera that came with the interface [1-CU]. 
3.12.1. Separate monitor connected to the camera as talent adjusts the distance between the orifice of the emitter and the entrance of the mass spectrometer to approximately 2 millimeters.
3.13. Apply a 2 to 2.2-kiloVolt voltage at the sheath buffer vial for electrospray.  Then, adjust the spray voltage to reach a stable electrospray [1-MED-over the shoulder].
3.13.1. Talent applies the 2 to 2.2 kV voltage at the sheath buffer vial for electrospray.  Talent adjusts the voltage to reach a stable electrospray. 
Author Note. A screen capture should be used to show what a stable electrospray looks like since it is on a computer 

3.13.1 58644_Sun_SCREEN_3.13.1. Screen capture movie as talent shows what a stable electrospray looks like 

3.14. Apply a low pressure at the injection end of the capillary during this process to make sure there are no bubbles in the capillary [2-SCREEN]. Turn off the spray voltage and gently thread the etched end of the separation capillary through the T into the emitter until it cannot be pushed further [1-CU]. 
3.14.2 58644_Sun_SCREEN_3.14.2: Screen capture movie as talent applies a low pressure at the injection end of the capillary
3.14.1. Emitter as talent gently threads the etched end of the separation capillary through the T until it cannot be pushed further.
3.14.2. 58644_Sun_SCREEN_3.14.2: Screen capture movie as talent applies a low pressure at the injection end of the capillary. 
3.15. After stopping the low pressure at the injection end of the capillary, flush the emitter a little bit with the sheath buffer [1-CU].  Again, apply 2 to 2.2 kiloVolts of spray voltage to test the spray [2-MED-over the shoulder].  
3.15.1. Talent flushes the emitter by hand 
3.15.2. Talent sets the spray voltage through a separate power supply.
3.16. Select New method under the File drop-down menu on the main instrument screen.  There, select Inlet as “starting sample vial/ending sample vial”, Tray as Sample, Pressure as 5 psi, KV as 0, and Duration as 95 seconds for a sample injection [1-SCREEN].
3.16.1. 58644_Sun_SCREEN_3.16.1: Screen capture movie as talent selects New method under the File drop-down menu on the main instrument screen, selects Inlet as SV/EV, Tray as Sample, Pressure as 5 psi, KV as 0, and Duration as 95 seconds for a sample injection.
3.17. Then, set Inlet as “inlet vial”, Tray as Buffer, Pressure as 0 psi, KV as 30, and Duration as 4,200 seconds for the separation of the standard protein mixture sample [1-SCREEN].  
3.17.1. 58644_Sun_SCREEN _3.17.1: Screen capture movie as talent sets Inlet as InV, Tray as Buffer, Pressure as 0 psi, KV as 30, and Duration as 4,200 s for the separation of the standard protein mixture sample.
3.18. For the separation of the E. coli proteome sample, set Inlet as “inlet vial”, Tray as Buffer, Pressure as 0 psi, KV as 20, and Duration as 6,600 seconds [1-SCREEN]. 
3.18.1. 58644_Sun_SCREEN _3.18.1: Screen capture movie as talent sets Inlet as InV, Tray as Buffer, Pressure as 0 psi, KV as 20, and Duration as 6,600 s for the separation of the E. coli proteome sample.
3.19. Finally, select Inlet as “inlet vial”, Tray as Buffer, Pressure as 10 psi, KV as 30, and Duration as 600 seconds for capillary flushing [1-SCREEN]. 
3.19.1. 58644_Sun_SCREEN _3.19.1: Screen capture movie as talent selects Inlet as InV, Tray as Buffer, Pressure as 10 psi, KV as 30, and Duration as 600 seconds for capillary flushing.
3.20. Now, set up the MS and MS/MS parameters for intact protein analysis using a quadrupole-ion trap mass spectrometer [1-MED or WIDE].
3.20.1. Talent approaches the mass spectrometer to begin set-up.
3.21. To adjust the tune file settings, turn on Intact protein mode and use a trapping pressure of 0.2.  Set the ion transfer capillary temperature to 320 degrees Celsius and the s-lens RF level to 55 [1-SCREEN-TXT]. 
3.21.1. 58644_Sun_SCREEN _3.21.1 Screen capture movie as talent adjusts the tune file settings, turns on Intact protein mode and uses a trapping pressure of 0.2.  Talent sets the ion transfer capillary temperature to 320 degrees Celsius and the s-lens RF level to 55.  TEXT Overlay: See text for building the MS and MS/MS method file
3.22. To perform the CZE-MS/MS experiment, start the data acquisition method on the mass spectrometer computer first by selecting Run sequence. Then, start the capillary electrophoresis sequence on the capillary electrophoresis autosampler computer [1-SCREEN]. 
3.22.1. 58644_Sun_SCREEN _3.22.1: Screen capture movie as talent starts the data acquisition method on the mass spectrometer computer first by selecting Run sequence. Then, talent starts the CE sequence on the CE autosampler computer.
Author Note: This part will on two separate screen capture videos. So, the mass spectrometer computer will say part 1 and the CE computer part will say part 2, but keep the name the file name the same for both. 

4. Database Search of the Collected Raw Files with the TopPIC Software
4.1. Transfer the raw files, including the MS and MS/MS data, from the mass spectrometer computer to a computer dedicated to database searching [1-MED].
4.1.1. Talent transfers the data to a computer dedicated for searching. 
4.2. Perform a database search with TopPIC (pronounced as “Top pick”) in the TopPIC suite, in the TopPIC graphical user interface [1-MED-over the shoulder-TXT].
4.2.1. 58644_Sun_SCREEN_ 4.2.1 Talent loads the TopPIC GUI.  TEXT Overlay (show as the first sentence is narrated): TopPIC GUI = toppic_gui.exe
Author Note: This part is done on the database searching computer also, so we decided that doing a screen capture movie would be better than having a film of it. 

4.3. Click on Database file and select an appropriate database for searching.  Click on Spectrum file and select the generated ms2-dot-ms-align file generated as the input. Select the MS1 feature file and choose the generated feature file [1-SCREEN].
4.3.1. 58644_Sun_SCREEN_4.3.1: Screen capture movie as talent clicks on Database file in the TopPIC GIU and selects an appropriate database for searching.  Talent clicks on Spectrum file and selects the generated ms2.msalign file generated as the input.  Talent selects the MS1 feature file and chooses the generated .feature file.  
4.4. Set cysteine carbamido-methylation-C-fifty-seven as a fixed modification due to the iodoacetamide (pronounced as “ahy-uh-do uh-set-uh-mahyd”) treatment [1-SCREEN].  
4.4.1. 58644_Sun_SCREEN_4.4.1: Screen capture movie as talent sets cysteine carbamidomethylation (C57) as a fixed modification due to the IAA treatment. 

4.5. Select the Decoy database feature and, under cutoff settings, select false discovery rate in the drop-down menu next to Spectrum level.  Set the false discovery rate to 0.01 at the spectrum level.  Leave Generating function unselected and set the Error tolerance to 15 ppm [1-SCREEN]. 
4.5.1. 58644_Sun_SCREEN_4.5.1: Screen capture movie as talent selects the Decoy database feature and, under cutoff settings, selects false discovery rate in the drop-down menu next to Spectrum level.  Talent sets the false discovery rate to 0.01 at the spectrum level.  Talent leaves the Generating function unselected and set the Error tolerance to 15 ppm
4.6. Under Advanced Parameters, select 2 for the maximum number of mass shifts in the drop-down menu.  Set the Maximum mass shift of unknown modifications to 500 Daltons.  Leave all other parameters at their default values and click the Start button at the bottom right of the graphical user interface [1-SCREEN]. 
4.6.1. 58644_Sun_SCREEN_4.6.1: Screen capture movie as talent selects 2 for the maximum number of mass shifts in the drop-down menu under Advanced Parameters.  Then talent sets the Maximum mass shift (Da) of unknown modifications to 500 Daltons.  Talent leaves all other parameters at their default values and click the button Start at the bottom right of the GUI.
5. Results: Identification and Characterization of Proteoforms 
5.1. The representative electropherogram for the standard protein mixture is shown.  The standard protein mixture is typically run at least in duplicate to evaluate the separation efficiency and the reproducibility of the system [1-LM]. 
5.1.1. 58644_Sun_Figure2A – Authors please provide a separate version of figure 2 without the “A” label.
5.2. The separation efficiency can be evaluated with the number of theoretical plates of some proteins.  The reproducibility can be evaluated by the relative standard deviations of protein intensity and migration time [1-LM].
5.2.1. 58644_Sun_Figure2B – Authors please provide a separate version of figure 2 without the “B” label. 
5.3. The CZE-MS/MS platform can be used for large-scale characterization of proteoforms in various complex proteomes, identifying over 500 proteoforms and 190 proteins from an E. coli proteome in a single run with high confidence [1-LM]. 
5.3.1. Figure 3.tif – Video editors, remove the A and B labels if possible.  At the end of this point, transition to the next figure by zooming into the top of this figure.
5.4. Here, a zoomed-in view of the electropherogram can be used to assess the separation window of the system [1-LM].  
5.4.1. 58644_Sun_Figure3A – Authors please provide a separate version of figure 3 without the “A” label.
5.5. The very low E-Value… [1-LM] and Spectral FDR suggest the high confidence of the proteoform ID [2-LM].  The high number of matched fragment ions further indicates the high confidence of the ID [3-LM]. 
5.5.1. 58644_Sun_Figure3B – Authors please provide a separate version of figure 3 without the “B” label.  – Video editors, please highlight “E-value” and the corresponding value.
5.5.2. 58644_Sun_Figure3B – Video editors, please highlight “Q-Value (Spectral FDR)” and the corresponding value.
5.5.3. 58644_Sun_Figure3B – Video editors, please highlight “# matched fragment ions” and the corresponding value.
6. Conclusion (said by authors on camera)

6.1. Elijah N. McCool: While attempting this procedure, it’s important to remember to thread the etched separation capillary into the electrospray emitter slowly and gently [1-MED]/[2-CU]. 
6.1.1. Elijah speaks towards the camera (looking slightly off-camera), interview style

6.1.2. Step 3.14 can be shown as this point is narrated.
6.2. Elijah N. McCool: Stable isotope labelling or label-free methods can be incorporated in the CZE-MS procedure to determine how proteoform abundance changes in cells across various conditions [1-MED].
6.2.1. Elijah speaks towards the camera (looking slightly off-camera), interview style
6.3. Rachele A. Lubeckyj: After its development, this technique paved the way for researchers in the field of top-down proteomics to explore the roles of proteoforms in regulating various biological processes in cells [1-MED]. 
6.3.1. Rachele speaks towards the camera (looking slightly off-camera), interview style
6.4. Rachele A. Lubeckyj: Don't forget that working with hydrofluoric acid can be extremely hazardous and precautions such as proper personal protective equipment and having emergency procedures in place should always be taken while performing this procedure [1-MED].   

6.4.1. Rachele speaks towards the camera (looking slightly off-camera), interview style
Provided Media

Authors, Please list all images, movie files, or 3-D rendered animations that can be included in the video per editor’s request.  The step in the script/video where these images will be inserted should be specified.   For example:

6.2 –  0123_PIname_Figure1.tif -  dual color imaging of tumor angiogenesis at 40X 

6.2 –  0123_PIname_Figure2.tif -  dual color imaging of tumor angiogenesis at 100X

Formats:  For static images we prefer .tiff, .eps, Illustrator, Powerpoint or Photoshop files at dimensions of at least 720X480 pixels and 300 dpi.  The higher resolution, the better.  Likewise any exported movie files should have at minimum these dimensions and be rendered to .mov, .mp4, or .avi files.  

LAB MEDIA (LM):
58644_Sun_Figure2A – Authors please provide a separate version of figure 2 without the “A” label.
58644_Sun_Figure2B – Authors please provide a separate version of figure 2 without the “B” label. 
Figure 3.tif 
58644_Sun_Figure3A – Authors please provide a separate version of figure 3 without the “A” label.
58644_Sun_Figure3B – Authors please provide a separate version of figure 3 without the “B” label. 
SCREEN Capture Movies:
58644_Sun_SCREEN_3.2.1 Talent selects Sample load in the manual control page of the CZE autosampler.

58644_Sun_SCREEN_3.4.2 Talent puts the autosampler to the Alignment position using manual control.  
58644_Sun_SCREEN_3.7.1: Screen capture movie as talent switches it to Standby using manual control. 
58644_Sun_SCREEN_3.8.1: Screen capture movie as talent uses manual control to flush the capillary with BGE at 20 psi. 
58644_Sun_SCREEN_3.13.1. Screen capture movie as talent shows what a stable electrospray looks like 
58644_Sun_ SCREEN_3.14.2: Screen capture movie as talent applies a low pressure at the injection end of the capillary. 
58644_Sun_ SCREEN_3.16.1: Screen capture movie as talent selects New method under the File drop-down menu on the main instrument screen, selects Inlet as SV/EV, Tray as Sample, Pressure as 5 psi, KV as 0, and Duration as 95 seconds for a sample injection.
58644_Sun_ SCREEN_3.17.1: Screen capture movie as talent sets Inlet as InV, Tray as Buffer, Pressure as 0 psi, KV as 30, and Duration as 4,200 s for the separation of the standard protein mixture sample.
58644_Sun_ SCREEN_3.18.1: Screen capture movie as talent sets Inlet as InV, Tray as Buffer, Pressure as 0 psi, KV as 20, and Duration as 6,600 s for the separation of the E. coli proteome sample.
58644_Sun_ SCREEN_3.19.1: Screen capture movie as talent selects Inlet as InV, Tray as Buffer, Pressure as 10 psi, KV as 30, and Duration as 600 seconds for capillary flushing.
58644_Sun_ SCREEN_3.21.1: Screen capture movie as talent adjusts the tune file settings, turns on Intact protein mode and uses a trapping pressure of 0.2.  Talent sets the ion transfer capillary temperature to 320 degrees Celsius and the s-lens RF level to 55. 
58644_Sun_ SCREEN_3.22.1: Screen capture movie as talent starts the data acquisition method on the mass spectrometer computer first by selecting Run sequence. Then, talent starts the CE sequence on the CE autosampler computer.
58644_Sun_SCREEN_ 4.2.1 Talent loads the TopPIC GUI.  TEXT Overlay (show as the first sentence is narrated): TopPIC GUI = toppic_gui.exe

58644_Sun_SCREEN_4.3.1: Screen capture movie as talent clicks on Database file in the TopPIC GIU and selects an appropriate database for searching.  Talent clicks on Spectrum file and selects the generated ms2.msalign file generated as the input.  Talent selects the MS1 feature file and chooses the generated .feature file.  
58644_Sun_SCREEN_4.4.1: Screen capture movie as talent sets cysteine carbamidomethylation (C57) as a fixed modification due to the IAA treatment. 

58644_Sun_SCREEN_4.5.1: Screen capture movie as talent selects the Decoy database feature and, under cutoff settings, selects false discovery rate in the drop-down menu next to Spectrum level.  Talent sets the false discovery rate to 0.01 at the spectrum level.  Talent leaves the Generating function unselected and set the Error tolerance to 15 ppm
58644_Sun_SCREEN_4.6.1: Screen capture movie as talent selects 2 for the maximum number of mass shifts in the drop-down menu under Advanced Parameters.  Then talent sets the Maximum mass shift (Da) of unknown modifications to 500 Daltons.  Talent leaves all other parameters at their default values and click the button Start at the bottom right of the GUI.
General Preparation

It’s critical for a smooth and organized shoot that all reagents are accounted for, in advance.   

Any overnight or long incubation steps should be recognized and specimens/samples be prepared in advance so that prior steps can be recorded and shooting can continue with pre-prepared specimens/samples.  

All tubes/flasks should be pre-labeled neatly before we arrive.  

Ex. Luciferase assay done in 96 well plates should be labeled with negative/positive control wells and experimental samples are labeled accordingly.

You will receive more detailed preparation instructions are included in the email accompanying the finalized script.
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