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Author Questionnaire 

1. Microscopy: Does your protocol involve video microscopy, such as filming a complex dissection or microinjection technique?  N  

2. Software: Does the part of your protocol being filmed demonstrate software usage?  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. Please upload all screen captured video files to your project page by the script return deadline

3. Filming location: Will the filming need to take place in multiple locations (greater than walking distance)?   N


Introduction

1. Introductory Interview Statements

Your answers to these questions will become author interview statements, which will be incorporated into the script. Authors will memorize the statements and then deliver them on camera.
· Enter the full name of the author who will deliver the statement on camera.
· Each author should deliver no more than two statements.
· Please answer in full sentences, in a style suitable for being spoken aloud. 
· Limit the length of each statement to 30 words or fewer.
· Answers will be edited for length, clarity, and consistency with journal style guidelines.

REQUIRED: Why is your protocol significant? OR What key questions can this method help answer? 
1.1. Enter author name.: Click here to answer question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.1.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera	

REQUIRED: What is the main advantage of this technique?

1.2. Enter author name: Click here to answer question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.2.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera

OPTIONAL: Do the implications of this technique extend toward the therapy (or diagnosis) of a particular disease, disability, or challenge? How so?
1.3. Enter author name: Click here if you choose this question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.3.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera
OPTIONAL: Are there any specific areas of research that this method could provide insight into? OR Can this method be applied to any other systems?

1.4. Enter author name: Click here if you choose this question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.4.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera

OPTIONAL: How would you expect an individual who has never performed this technique to struggle? Do you have any advice to offer to somebody who is trying this technique for the first time?

1.5. Enter author name: Click here if you choose this question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.5.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera

OPTIONAL: Why is visual demonstration of this method critical?

1.6. Enter author name: Click here if you choose this question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

1.6.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera

Introduction of Demonstrator on Camera

Complete this statement ONLY if any of the individuals who will be demonstrating the procedure on camera will not be delivering an Introductory Interview Statement.

1.7. Enter name of author who will introduce demonstrator: Demonstrating the procedure will be Click here to enter name of demonstrator(s)., a Click here to enter demonstrator job title. from my laboratory. Include additional demonstrators as needed.[1][2].

1.7.1. INTERVIEW: Author saying the above
1.7.2. The named demonstrator(s) looks up from workbench or desk or microscope and acknowledges the camera
1.8. 

Protocol
Please review this section to make sure that it accurately describes your protocol. Use Track Changes when making edits or revisions.
· The one-digit numbers represent sections of the video. The text will appear onscreen.
· The two-digit numbers (e.g. 2.1., 2.2.) represent steps of your protocol. The text will be recorded by a professional voiceover talent. 
· The three-digit numbers (e.g. 2.1.1., 2.2.2.) represent the shots that our videographer will capture at your lab. 
· To ensure that your protocol can be filmed in one day, the protocol is restricted to 30 steps and/or 60 shots. Current script of protocol: XXX steps, XXX shots.

Please use this draft script to help you prepare for filming day.
· Filming should take no more than 10 minutes per step. If a step will take more than 10 minutes, prepare the product from that step in advance.
2. Genome-Wide Association Study (GWAS) Data Loading	Comment by Bridget Colvin: Authors: DO you want our voiceover talent to say “G-W-A-S” or “genome-wide association study”?
2.1. After verifying that the GWAS data is tab delimited [1], use the Association File box to select an association file and the Effects File selection boxes to select an effects file [2].
2.1.1. WIDE: Talent verifying delimitation, with monitor visible in frame
2.1.2. SCREEN: To be provided by Authors: Boxes being selected
2.2. Then change the column names in the Association Column Name and Effects Columns Name input boxes below the file selection boxes to reflect the column names in the data [1].
2.2.1. SCREEN: To be provided by Authors: Column names being changed

2.3. To load GWAS data with PAST in the R Console, modify and run the code as indicated [1].	Comment by Bridget Colvin: Authors: Do you want our voiceover talent to say “past” or “P-A-S-T” or “Pathway Association Study Tool or other”?

2.3.1. SCREEN: To be provided by Authors: Code being modified and run

3. Load Linkage Disequilibrium (LD) Data Loading

3.1. To load linkage disequilibrium data with PAST Shiny, after verifying that the linkage disequilibrium data is tab delimited and contains the appropriate types of data [1], select the file containing the linkage disequilibrium data [2] and change the column names in the Linkage Disequilibrium Column Names input boxes below the file selection box to match the column names in the linkage disequilibrium data as necessary [3].

3.1.1. WIDE: Talent verifying delimitation and/or data, with monitor visible in frame
3.1.2. SCREEN: To be provided by Authors: File being selected
3.1.3. SCREEN: To be provided by Authors: Column names being changed

3.2. To load linkage disequilibrium data with PAST in the R Console, modify and run the code as indicated [1-TXT].

3.2.1. SCREEN: To be provided by Authors: Code being modified and run TEXT: Change path to actual LD data file location

4. Single Nucleotide Polymorphism (SNP) Assignment	Comment by Bridget Colvin: Authors: Do you want our voiceover talent to say “S-N-P’s” or “single nucleotide polymorphisms” or other?

4.1. To assign SNPs to genes with PAST Shiny, locating annotations in general feature format [1], select the file containing the general feature format annotations [2] and modify the settings according to the window size and R2 cutoff that are most suitable for the species being considered as necessary [3].

4.1.1. WIDE: Talent locating annotations, with monitor visible in frame
4.1.2. SCREEN: To be provided by Authors: File being selected
4.1.3. SCREEN: To be provided by Authors: Settings being modified

4.2. To assign SNPs to genes with PAST in the R Console, modify and run the code as indicated [1].

4.2.1. SCREEN: To be provided by Authors: Code being modified and run

5. Significant Pathway Discovery

5.1. After verifying that the pathways file contains the appropriate data in tab delimited format [1], select the file containing the pathways data and confirm that the mode is selected in the analysis options [2].

5.1.1. WIDE: Talent verifying pathway(s), with monitor visible in frame
5.1.2. SCREEN: To be provided by Authors: File being selected, mode selection being confirmed

5.2. If necessary, change the number of genes that must be in a pathway to retain the pathway for the analysis and change the number of permutations used to create the null distribution to test the significance of the effect [1].

5.2.1. SCREEN: To be provided by Authors: Gene and permutation numbers being changed 

5.3. To discover significant pathways with PAST in the R Console, modify and run the code as indicated [1].

5.3.1. SCREEN: To be provided by Authors: Code being modified and run

6. Rugplot Visualization

6.1. To view Rugplots with PAST Shiny, once all of the inputs have been uploaded and set [1], click Begin Analysis. A progress bar will appear indicating which step of the analysis were last completed [2].

6.1.1. WIDE: Talent uploading and/or setting inputs
6.1.2. SCREEN: To be provided by Authors: Begin analysis being clicked, then progress bar appearing

6.2. When the analysis is complete, PAST Shiny will switch to the Results tab and a table of results and the Rugplots will be displayed [1].

6.2.1. SCREEN: To be provided by Authors: Analysis completing, tab being switched, table and rugplots being displayed Video Editor: please emphasize table and rugplots when mentioned

6.3. Use the slider to control the filtering parameters [1]. When the filtering level is satisfactory, click the Download Results button to individually download all of the images and tables to a ZIP file named with the Analysis title [2-TXT].

6.3.1. SCREEN: To be provided by Authors: Slider being moved
6.3.2. SCREEN: To be provided by Authors: Download results button being clicked/files being downloaded TEXT: ZIP file contains filtered table, unfiltered table, and one image/pathway in filtered table

6.4. To view the Rugplots with PAST in the R Console, modify and run the code to save the results [1].

6.4.1. SCREEN: To be provided by Authors: Code being modified and run


Protocol Script Questions
A. OPTIONAL: If there is no single most critical step in the filmed portion of the protocol, do not answer this question. What is the best way to perform the required technique for the most critical step in the protocol? 
Enter author name.: (Enter step numbers from script.) Click here to answer. Please use language that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.


Results
Please review this section to make sure that it accurately reflects your findings.
· Use Track Changes when making edits or revisions.
· If you would like the video to include different results, please revise this section.
· When revising, please keep the length of the voiceover below 200 words. Current word count: 153. (Voiceover is the text that follows the two-digit numbers.)
· Please note that the video cannot include voiceover without an accompanying visual. 

7. Results: Representative GWAS Analyses of Metabolic Pathway Information

7.1. Here a successful run using the sample data from the PAST package, which are based on a maize GWAS of grain color, is shown [1] and here an example of an image that can be downloaded by clicking the Download Results button is shown [2].

7.1.1. LAB MEDIA: Figure 8 Video Editor: please emphasize Download Results button
7.1.2. LAB MEDIA: Figure 2

7.2. This rugplot was produced from the pathway analysis of GWAS results created with a maize panel of 288 inbred lines that had been phenotyped for grain color [1].

7.2.1. LAB MEDIA: Figure 9

7.3. As expected, the trans-lycopene biosynthesis pathway, which produce carotenoids, was significantly associated with grain color [1].

7.3.1. LAB MEDIA: Figure 9 Video Editor: please emphasize data line

7.4. The genes in the trans-lycopene biosynthesis pathway are also marked in the gene rank of their effect as compared to all of the other genes in the analysis [1].

7.4.1. LAB MEDIA: Figure 9 Video Editor: please emphasize hatch makrs from left to right or graph

7.5. The apex of the running ES line for the entire pathway is indicated by the dotted line [1]. It is used by the program to determine if the pathway is chosen and presented as a Rugplot [2].

7.5.1. LAB MEDIA: Figure 9 Video Editor: please emphasize dotted vertical line
7.5.2. LAB MEDIA: Figure 9

Conclusion
8. [bookmark: _Hlk27388131]Conclusion Interview Statements

Below are prompts for interview statements that can be used to further emphasize the significance of your protocol. 
· At least one statement is required.
· Each statement is limited to 30 words.
· Answer the questions in full sentences; you will need to memorize and deliver the sentences as spoken interview statements during filming. 
· Indicate the full name of the author who will give each statement. 

What is the most important thing to remember when attempting this procedure? Please indicate the steps (e.g., 2.4., 2.5.) in the Protocol section of the script that this advice applies to.
8.1. Enter author name: Click here to answer. Please use language that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words.[1].

8.1.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera (Enter step numbers referred to.) 
Following this procedure, what other methods can be performed? What questions would these additional methods answer?
8.2. Enter author name: Click here to answer. Please use language that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words. [1].

8.2.1. INTERVIEW: Named talent says the statement above in an interview-style shot, looking slightly off-camera  
After its development, did this technique pave the way for researchers to explore new questions within a specific scientific field? If so, how?
8.3. Enter author name: Click here to answer. Please use language that you will be comfortable memorizing and speaking aloud. Limit length to 30 or fewer words. [1].

Thank you for addressing our questions. We will incorporate your answers and suggestions and send you the final script before your filming day. You will also receive detailed preparation instructions in the email accompanying the final script.
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