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Authors, please fill out the brief questionnaire below.   
A.  Will you require JoVE to record video microscopy, such as filming a complex dissection or microinjection technique? (Y/N)___N____  (If you can record images/videos using your own camera/software, then mark No)   If yes, please list make and model of your microscope: _____________________________________________
B.   Does your protocol include detailed, step-by-step, descriptions of software usage? (Y/N)___Y____ If yes, we will need you to record using screen recording software to capture the steps. If you use a Mac, QuickTime X also has the ability to record the steps.

Question: Can we discuss the screen recording software?  Is this a specific software or any particular version that is preferred?  Should I work with my IT department to set it up?
We will focus on protocol numbers 3.6/3.7 and 4.11/4.12 to provide step-by-step software usage.
C.  Which steps of your protocol will viewers benefit most from having filmed? Please list 4-6 steps by their protocol numbers. Please do not list entire sections of the protocol. If your protocol contains highlighting, make sure these steps are highlighted. _
2.4;
3.1 and 3.4;
4.4, 4.5, 4.6
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 to be filmed by their protocol numbers. (Please do not list an entire section.) 

A critical aspect of this procedure is to ensure that analytes from the previous run are completely removed from the injection line prior to each reaction mixture analysis.  Minimization of sample contamination from carry-over analytes is ensured by cleaning the injection line thoroughly.  This is achieved by washing with the line with ammonium formate buffer, followed by methanol, and then ammonium formate buffer.  It is critical that the final line wash is conducted with the same solvent that the analyte is dissolved in.
Steps to be filmed: 4.4; 4.9; 4.10; 4.11
E.  Will the filming need to take place in multiple locations? (Y/N) ___N____ If yes, how far apart are the locations?
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. Experimental Goal (read by voice talent at JoVE):

The overall goal of this procedure is to prepare complexes of mercury and dicysteinyl (pronounced as “dahy-SIS-te nil”)-peptides under different reaction stoichiometries and to characterize the different complexes formed by electrospray ionization and orbitrap mass spectrometry. (Intro)
B.  Required Interview Statements: (Said by you on camera. Don’t forget to smile!)  

1.1. Maria: This method can help answer key questions regarding the complexation tendencies of mercury(II) and thiol compounds, which will enhance the rational design of chelating agents for sequestering mercury ions [1.1.1 – MED].
1.1.1. Maria speaks toward camera, interview style.

1.2. Maria: The main advantage of this technique is that it facilitates the analysis of metal ion complexes with negligible fragmentation.  Others include; distinct mercury isotopic distribution pattern, ease in assigning the charge, and analyzing overlapping peaks by tandem mass spectrometry [1.2.1 – MED].

1.2.1. Maria speaks toward camera, interview style.

C.  Optional Interview Statements: (Said by you on camera. Don’t forget to smile!)  

1.3. Johanna Mazlo: Though this method provides insight into mercury-peptide complexes, it can also be applied to other complexes, especially with metal ions that exist in different isotopic forms [1.3.1 – MED].

1.3.1. Johanna speaks toward camera, interview style.

Protocol (read by voice talent at JoVE):

2. Solution preparation 

2.1. Degas a 5 milliMolar ammonium formate buffer under a vacuum system for 10 minutes and purge with argon [2.1.1 – MED].  Repeat twice and store the solution under argon [2.1.2 – CU - TXT].  On the day of use, filter the buffer solution through a 0.2 micron filter before use [2.1.3 – MED-over the shoulder].
2.1.1. Talent degases the ammonium formate buffer.  Use labeled containers.
2.1.2. Solution as talent purges with argon.  TEXT Overlay:  repeat degas and purge twice
2.1.3. Talent filters the solution.
2.2. To prepare mercury chloride solutions, weigh out 0.2375 grams of mercury chloride [2.2.1 – CU].  Dissolve in 25 milliliters of 5 milliMolar ammonium formate buffer to produce a 0.035 Molar mercury chloride solution [2.2.2 – MED-over the shoulder].
2.2.1. Scale as talent weighs out 0.2375 grams of mercury chloride.
2.2.2. Talent dissolves the mercury chloride solution in 25 mL of 5 mM ammonium formate buffer.  Use labeled containers.
2.3. Add 0.214 milliliters of the mercury chloride solution to 9.785 milliliters of 5 milliMolar ammonium formate buffer to create a 0.75 milliMolar solution [2.3.1 – CU].  Blanket the resulting solution with argon gas [2.3.2 – MED].
2.3.1. Ammonium formate buffer as talent adds mercury chloride solution.  Use labeled containers.
2.3.2. Talent blows argon gas over the solution.
2.4. Next, add 225 microliters of a 5 milliMolar CGGC stock solution to 1.275 milliliters of 5 milliMolar ammonium formate, pH 7.5 buffer to give a 0.75 milliMolar CGGC solution [2.4.1 – MED-over the shoulder - TXT].
2.4.1. Talent adds CGGC stock solution to ammonium formate buffer.  Use labeled containers.  TEXT Overlay: 0.75 mM CGGC peptide stock solution 
2.5. Then, prepare a 1 to 0.5 ratio of mercury to CGGC solution by placing 255 microliters of 5 milliMolar ammonium formate, pH 7.5 buffer into a 1.5 milliliter microcentrifuge tube [2.5.1 – CU – TXT].  Then, add 30 microliters of 0.75 milliMolar mercury chloride solution into the tube [2.5.2 – MED-over the shoulder].
2.5.1. Microcentrifuge tube as talent pipettes ammonium formate in.  TEXT Overlay: 1:0.5 mercury(II):CGGC 
2.5.2. Talent pipettes the mercury chloride solution into the tube.  Use labeled containers.  
2.6. Vortex the solution for 10 seconds [2.6.1 – CU].  Then add 15 microliters of 0.75 milliMolar CGGC solution into the tube [2.6.2 – MED].  Vortex the solution for another 10 seconds, and then let the solution stand for 10 minutes prior to injection into the mass spectrometer [2.6.3 – MED-over the shoulder].
2.6.1. Solution as talent vortexes it.
2.6.2. Talent adds the CGGC solution to the tube.  Use labeled containers.
2.6.3. Talent finishes up vortexing and places the tube on the bench next to the vortexer.
NOTE: Please Move Steps 2.7 and 2.8 (sample prep for CEEC) to after Step 4.11.1 (prep MS for next analysis of CEEC).
2.7. To prepare a 1 to 0.5 ratio of mercury to the CEEC solution, place 255 microliters of 5 milliMolar ammonium formate, pH 7.5 buffer into a 1.5 milliliter microcentrifuge tube [2.7.1 – MED – TXT].  Add 30 microliters of 0.75 milliMolar mercury chloride solution into the tube [2.7.2 – CU].
2.7.1. Talent pipettes the ammonium formate solution into a tube.  Use labeled containers.  TEXT Overlay: 1:0.5 mercury(II):CEEC
2.7.2. Tube as talent adds the mercury chloride solution there.  
2.8. After vortexing the solution for 10 seconds, add 15 microliters of a 0.75 milliMolar CEEC solution into the tube [2.8.1 – MED-over the shoulder -TXT].  Vortex the solution for another 10 seconds and let the solution stand for 10 minutes prior to mass spectrometer injection [2.8.2 – CU].
2.8.1. Talent adds the CEEC solution to the tube.  TEXT Overlay:  see text for preparation of 0.75 mM CEEC stock solution
2.8.2. Tube as talent vortexes the solution.
3. Preparing the Orbitrap ESI Mass spectrometer
Editors, please use the zoom bubble to highlight the action being performed in the screen capture movies.

3.1. To prepare the ESI mass spectrometer, or MS, draw 100 microliters of calibration standards into a 500 microliter glass syringe [3.1.1 – MED].
3.1.1. Talent draws 100 microliters of calibration standards into a 500 microliter glass syringe. 
3.2. Place the syringe in the syringe cradle of the MS pump, attach the tubing, and inject into the mass spectrometer [3.2.1 – CU].
3.2.1. Syringe as talent places it in the syringe cradle of the MS pump, attaches the tubing and injects into the MS.
3.3. Set up the file name for the run by selecting the file icon and typing the file name.  Select the acquire data button in the data acquisition module and collect 150 scans [3.3.1 – SCREEN].
3.3.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_3.3.1:  Screen capture movie as talent selects the file icon and types the file name.  Talent selects acquire data button in the data acquisition module to collect 150 scans
3.4. Analyze the chromatogram to verify the calibration standards by opening the data processing module of the software.  Then, go to file menu and select “open”, followed by the file in the dialog box [3.4.1 – MED-over the shoulder].  Verify that the peaks in the chromatogram correlate with the mass to charge ratios of the standards [3.4.2 – SCREEN].
3.4.1. Talent opens the processing module on the computer.
3.4.2. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_3.4.2:  Screen capture movie as talent goes to file menu and selects “open”, and select the file in the dialog box.  Talent uses curser to point out the peak in the chromatogram and then the correlating with the mass to charge ratio of the standard.
3.5. Clean the 500 microliter glass syringe by drawing up 500 microliters of HPLC grade methanol and then dispensing it into a beaker [3.5.1 – MED-over the shoulder].  Draw up 500 microliters of HPLC grade methanol into the glass syringe and flush the system as before [3.5.2 – CU].
3.5.1. Talent draws up 500 microliters of HPLC grade methanol and dispenses it into beaker.
3.5.2. Syringe with methanol as talent injects into the machine.
3.6. Select the method setup module of the software to set the parameters.  Choose the scan mode menu and identify the analyzer as FTMS; then click on “OK” [3.6.1 – SCREEN – TXT].  
3.6.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_3.6.1:  Screen capture movie as talent selects the method setup module of the software to sets the parameters.  Talent chooses the scan mode menu and identifies the analyzer as FTMS, and then clicks on “OK.”  TEXT Overlay:  FTMS = Fourier Transform Mass Spectrometry
3.7. Next, click through the various icons on the real-time view spectrum page to set up the parameters as detailed in the text protocol [3.7.1 – MED-over the shoulder].
3.7.1. Talent sets up the parameters.
4. Running the samples on ESI mass spectrometer

4.1. To run the samples, place 500 microliters of 5 milliMolar ammonium formate buffer into the 500 microliter glass syringe, place it into the syringe cradle of the MS pump, and attach the tubing [4.1.1 – CU].  Run the buffer through the tubing for 1 to 2 minutes [4.1.2 – MED-over the shoulder].
4.1.1. Syringe as talent places 500 microliters of 5 mM ammonium formate buffer into it, places the syringe into the syringe cradle and attaches the tubing 
4.1.2. Talent starts the buffer running through the tubing.
4.2. Set up the file name for the run by selecting the file icon and typing the file name.  Select the acquire data button in the module and collect 150 scans [4.2.1 – SCREEN].  Click the stop run button to stop collection after 150 scans are collected [4.2.2 – MED-over the shoulder].
4.2.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_4.2.1:  Screen capture movie as talent selects the file icon, types the file name and selects the acquire data button in the module to collect 150 scans.
4.2.2. Talent clicks the stop run button to stop collection.  Authors, please ensure this is correct as the manuscript said to click the “run” button. Wait until accumulation of 150 scans is completed.
4.3. Next, open the data browser module, go to file menu and select “open”, followed by the file in the dialog box.  Verify that no peaks are present at 483, 683, 1163 and 1363 mass over charge that resemble the peptide or mercury ion-peptide complexes [4.3.1 – SCREEN].  
4.3.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_4.3.1:  Screen capture movie as talent opens the data browser module, goes to file menu and selects “open”, and selects the file in the dialog box.  Talent brings the curser over 483, 683, 1163 and 1363 m/z to demonstrate no peaks there.
4.4. Run the 1 to 0.5 mercury to CGGC ratio solution by placing 250 microliters of the sample into the syringe [4.4.1 – CU].  Place the syringe into the syringe cradle of the MS pump, attach the tubing, and prime the apparatus [4.4.2 – MED-over the shoulder].
4.4.1. Syringe as talent aspirates the solution into the tube.
4.4.2. Talent places the syringe into the syringe cradle of the MS pump, attaches the tubing and primes the apparatus.
4.5. Select a file name for the run by selecting the file icon and typing the file name.  Press the acquire data button in the data acquisition module and collect 150 scans [4.5.1 – SCREEN].
4.5.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_4.5.1:  Screen capture movie as talent selects the file icon and types the file name.  Talent presses the acquire data button in the data acquisition module to collect 150 scans.
4.6. After acquiring 150 data scans, open the browser module, go to file menu, and select “open.”  Then, select the file in the dialog box.  Verify that the chromatogram contains peaks including the one for the CGGC peptide alone [4.6.1 – SCREEN].
4.6.1. *To be submitted by authors.  53536_Ngu-schwemlein_SCREEN_4.6.1:  Screen capture movie as talent opens the module, goes to the menu and selects “open,” and selects the file in the dialog box.  Talent moves the curser to the CGGC peptide alone peak so that the viewers can see this peak on screen as it is narrated.
4.7. Johanna Mazlo: A critical aspect of this procedure is to ensure that analytes from the previous run are completely removed prior to each reaction mixture analysis.  Minimization of sample contamination from carry-over analytes is ensured by cleaning the injection line thoroughly [4.7.1 – MED].
4.7.1. Johanna speaks toward camera, interview style.
4.8. Wash the syringe by aspirating with 500 microliters of ammonium formate buffer and then dispensing the buffer into a beaker [4.8.1 – CU].  Then, select the waste button on the MS and flush the tubing three times with 500 microliters of ammonium formate buffer [4.8.2 – MED-over the shoulder - TXT].
4.8.1. Syringe as talent aspirates with 500 microliters of ammonium formate buffer from a labeled container and then dispenses the ammonium formate buffer into a beaker.
4.8.2. Talent selects the waste button on the MS and flushes the tubing.  TEXT Overlay:  flush 3x
4.9. Further wash the syringe by aspirating 500 microliters of methanol and dispensing into a beaker [4.9.1 – MED].  Flush the tubing one time with 500 microliters of methanol [4.9.2 – MED-over the shoulder].  Then, select the load detector button on the MS [4.9.3 – CU].
4.9.1. Syringe as talent aspirates 500 microliters of methanol from a labeled container and then dispenses the methanol into a beaker.
4.9.2. Talent flushes the tubing with methanol.
4.9.3. MS coupled computer as talent selects the load detector button.   
4.10. After adding 500 microliters of ammonium formate buffer to the syringe, place the syringe into the syringe cradle of the MS pump, attach the tubing, and prime the apparatus [4.10.1 – CU].  Select a file name for the buffer run as before, and acquire 150 scans before clicking the stop run button [4.10.2 – MED-over the shoulder].
4.10.1. Syringe as talent adds 500 microliters of ammonium formate buffer to the syringe, place the syringe into the syringe cradle of the MS pump, attach the tubing, and prime the apparatus
4.10.2. Talent selects the file name for the run and starts the run.
4.11. Open the data browser module to verify that the chromatogram is void of peaks from the previous mercury to CGGC run [4.11.1 – MED-over the shoulder].
4.11.1. Talent opens the data browser and verifies the chromatogram is void of peaks from the previous run.
4.12. Repeat the analysis procedure using CEEC samples and reaction mixtures of mercury ion and CEEC [4.12.1 – WIDE].
4.12.1. Talent works at MS to analyze CEEC samples.
5. Results: ESI mass spectra of mercury-peptide adducts for two tetrapeptides, CGGC and CEEC
5.1. A representative mass spectrum is shown [5.1.1 – LM].  After ten minutes, the various types of mercury-peptide complexes are visible for the 1 to 0.5 mercury to CGGC reaction mix [5.1.2 – LM], along with the peptide peak of 339.08, and peptide dimer of 677.15. [5.1.3 – LM]. 
5.1.1. Figure_1_mass_spectra_mercury_CGGC.  
5.1.2. Figure_1_mass_spectra_mercury_CGGC.  Editors, please highlight all labels except for the 339.08, and 677.15 peaks on the far left.  
5.1.3. Figure_1_mass_spectra_mercury_CGGC.  Editors, please highlight the 339.08, and 677.15 peak labels on the far left.    
5.2. As observed in the prior spectrum, the 1 to 1 mercury to CGGC reaction mixture contains some similar peaks.  For example, peak 539.03 indicates the 1 to 1 complex of mercury and peptide [5.2.1 – LM].  
5.2.1. Figure_2_mass_spectra_mercury_CGGC_1_to_1 – Authors, please provide a version of this figure without the inset.  Editors, please zoom into the 593.03 peak as narrated and then fade into the inset shown in the next figure.
5.3. The zoomed in view exhibits the signature mercury isotopic pattern, corresponding to the seven main naturally occurring mercury isotopes [5.3.1 – LM].
5.3.1. Figure_2_mass_spectra_mercury_CGGC_1_to_1_inset – Authors, please provide a version of this figure with the inset only.  
5.4. Also observed is a 1 to 2 mercury to CGGC complex, as previously reported for mercury-dicysteinyl tripeptide.  This complex appears in all three reaction mixtures of mercury and CGGC [5.4.1 – LM].  It was readily analyzed by its distinct mercury isotopic pattern with a monoisotopic peak at 877 [5.4.2 – LM].  
5.4.1. Figure_3_mass_spectra_mercury_CGGC_1_to_2 – Authors, please provide a version of this figure without the inset.  Editors, please slowly zoom into the 877.10 and then fade into the next figure.
5.4.2. Figure_3_mass_spectra_mercury_CGGC_1_to_2_inset – Authors, please provide a version of this figure with the inset only.    Editors, please fade into this figure from the previous figure.
5.5. However, if the mercury is in excess, as in the 1 to 0.5 mercury to CGGC reaction mixture, an additional 2 to 2 mercury to CGGC complex is detected [5.5.1 – LM].  This mercury isotopic signature corresponds to a two-mercury complex as calculated by using the ChemCal program [5.5.2 – LM].
5.5.1. Figure_4_ms_mercury_CGGC_1_to_05 – Authors, please provide a version of this figure without the inset.  Editors, please zoom into the 1075.06 and then fade into the next figure.
5.5.2. Figure_4_ms_mercury_CGGC_1_to_05_inset – Authors, please provide a version of this figure with the inset only.  Editors, please fade into this figure from the previous figure.    
5.6. The theoretical protonated monoisotopic mass corresponds to a mass over charge value of 1077, which is the ninth peak in the observed isotopic cluster [5.6.1 – LM].  
5.6.1. Figure_5_ChemCal calculated monoisotopic peak.  Editors, please highlight the black arrow as “1077” is narrated.
5.7. A representative spectrum showing various mercury to CEEC complexes is shown [5.7.1 – LM]. 
5.7.1. Figure_6_ms_mercury_CEEC – Authors, please provide a version of this figure without the inset.  Editors, please zoom into the 881.03 and then fade into the next figure.  
5.8. Of interest is the overlapping peaks associated with mercury to CEEC adducts in the plus 1 charge showing a monoisotopic peak at 883, and in the plus 2 charge with a calculated monoisotopic peak value of 1765 [5.8.1 – LM].
5.8.1. Figure_6_ms_mercury_CEEC_inset – Authors, please provide a version of this figure with the inset only.  Editors, please fade into this figure from the previous figure.
6. Conclusion (said by authors on camera)

6.1. Johanna Mazlo: Once mastered, this technique can be done in less than two hours, if it is performed properly [6.1.1 – MED].  

6.1.1. Johanna speaks toward camera, interview style.

6.2. Johanna Mazlo: While attempting this procedure, it’s important to remember to degas your buffers, and rinse the line thoroughly to avoid carry over analytes [6.2.1 – MED].

6.2.1. Johanna speaks toward camera, interview style.

6.3. Johanna Mazlo: Following this procedure, other methods like proton, carbon-13, and mercury-199 nuclear magnetic resonance spectroscopy or potentiometry can be utilized to provide a more accurate determination of the content of complexes in the solution phase [6.3.1 – MED]. 

6.3.1. Johanna speaks toward camera, interview style.

6.4. Johanna Mazlo: After watching this video, you should be able to analyze various mercury complexes and their distinct mercury isotopic distribution patterns and charge formations using orbitrap mass spectrometry with electrospray ionization, as well as to distinguish overlapping peaks by tandem MS analysis [6.4.1 – MED].  

6.4.1. Johanna speaks toward camera, interview style.

6.5. Johanna Mazlo: Don't forget that working with mercury solutions can be extremely hazardous and precautions such as wearing personal protective equipment should always be taken while performing this procedure [6.5.1 – MED].   

6.5.1.    Johanna speaks toward 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.  

Insert your media filenames here.

Figure_1_mass_spectra_mercury_CGGC 
Figure_2_mass_spectra_mercury_CGGC_1_to_1 – Authors, please provide a version of this figure without the inset.
Figure_2_mass_spectra_mercury_CGGC_1_to_1_inset – Authors, please provide a version of this figure with the inset only.  
Figure_3_mass_spectra_mercury_CGGC_1_to_2 – Authors, please provide a version of this figure without the inset.  
Figure_3_mass_spectra_mercury_CGGC_1_to_2_inset – Authors, please provide a version of this figure with the inset only.    
Figure_4_ms_mercury_CGGC_1_to_05 – Authors, please provide a version of this figure without the inset.  
Figure_4_ms_mercury_CGGC_1_to_05_inset – Authors, please provide a version of this figure with the inset only.  
Figure_5_ChemCal calculated monoisotopic peak.  
Figure_6_ms_mercury_CEEC – Authors, please provide a version of this figure without the inset.     
Figure_6_ms_mercury_CEEC_inset – Authors, please provide a version of this figure with the inset only.  
SCREEN Capture Movies:

53536_Ngu-schwemlein_SCREEN_3.3.1:  Screen capture movie as talent selects the file icon and types the file name.  Talent selects acquire data button in the data acquisition module to collect 150 scans
53536_Ngu-schwemlein_SCREEN_3.4.2:  Screen capture movie as talent goes to file menu and selects “open”, and select the file in the dialog box.  Talent uses curser to point out the peak in the chromatogram and then the correlating with the mass to charge ratio of the standard.
53536_Ngu-schwemlein_SCREEN_3.6.1:  Screen capture movie as talent selects the method setup module of the software to sets the parameters.  Talent chooses the scan mode menu and identifies the analyzer as FTMS, and then clicks on “OK.”  TEXT Overlay:  FTMS = Fourier Transform Mass Spectrometry
53536_Ngu-schwemlein_SCREEN_4.2.1:  Screen capture movie as talent selects the file icon, types the file name and selects the acquire data button in the module to collect 150 scans.
53536_Ngu-schwemlein_SCREEN_4.3.1:  Screen capture movie as talent opens the data browser module, goes to file menu and selects “open”, and selects the file in the dialog box.  Talent brings the curser over 483, 683, 1163 and 1363 m/z to demonstrate no peaks there.
53536_Ngu-schwemlein_SCREEN_4.5.1:  Screen capture movie as talent selects the file icon and types the file name.  Talent presses the acquire data button in the data acquisition module to collect 150 scans.
53536_Ngu-schwemlein_SCREEN_4.6.1:  Screen capture movie as talent opens the module, goes to the menu and selects “open,” and selects the file in the dialog box.  Talent moves the curser to the CGGC peptide alone peak so that the viewers can see this peak on screen as it is narrated.
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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