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Author Questionnaire

1. Microscopy: Does your protocol require the use of a dissecting or stereomicroscope for performing a complex dissection, microinjection technique, or something similar?  Enter Yes or No.  
If Yes, can you record movies/images using your own microscope camera?
Enter Yes or No.  
If your protocol involves microscopy but you are not able to record movies/images with your microscope camera, JoVE will need to use our scope kit. 
If your microscope does not have a camera port, the scope kit will be attached to one of the eyepieces and you will have to perform the procedure using one eye.
Enter make and model of microscope.
If a dissection or stereo microscope is required for your protocol, please list all shots from the script that will be visualized using the microscope (shots are indicated with the 3-digit numbers, like 2.1.1, 2.1.2, etc.).
Click here to list microscope shots, using the shot numbers from the protocol section of the video script.

2. Software: Does the part of your protocol being filmed include step-by-step descriptions of software usage?  Enter Yes or No.
If Yes, we will need you to record using screen recording software.
We recommend using the screen capture program OBS. JoVE’s tutorial for using OBS Studio is provided at this link: https://review.jove.com/v/5848/screen-capture-instructions-for-authors?status=a7854k
As these files are necessary for finalizing your script, please upload all screen-captured video files to your project page as soon as possible: https://review.jove.com/account/file-uploader?src=21455273

3. Filming location: Will the filming need to take place in multiple locations?   Enter Yes or No.
If Yes, how far apart are the locations? Click to enter distance between locations.


4. Testimonials (optional): Would you be open to filming two short testimonial statements live during your JoVE shoot? These will not appear in your JoVE video but may be used in JoVE’s promotional materials. Enter Yes or No.  
If Yes, please provide the full name and position (e.g., Director of [Institute Name], Senior Researcher [University Name], etc.) of the author willing to participate.
Enter full author name, Enter author position


To ensure that your script can be filmed in one day, the protocol sections are cumulatively restricted to 55 shots (shots are the 3-digit numbers like 2.1.1, 2.1.2…etc)


Current Protocol Length
Number of Steps: 27
Number of Shots: 56

Introduction
Videographer: Obtain headshots for all authors available at the filming location. 

Answers to these questions will become interview statements that you will deliver on camera.
· Introduction: Answer the 1st REQUIRED prompt and 1 additional question; Conclusion: Answer any 3 questions. No more than 5 interview statements will be included in the video.
· Enter the full name of the author who will deliver the statement.
· Speak naturally and avoid reading the lines.
· Limit the length of each statement to 20 words or fewer.
· Answers will be edited for length, clarity, and consistency with journal style guidelines.

Authors: Please note that the questions will not appear on screen. Please answer in stand-alone full sentence with sufficient context.

INTRODUCTION:
REQUIRED: Summarize your research focus and the main questions it aims to answer.
1.1. Enter full author name.: Click here to answer question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 20 or fewer words.
1.1.1. INTERVIEW: Named Talent says the statement above in an interview-style shot, looking slightly off-camera.


Describe the research gap or limitation in existing methods and how this protocol addresses them.
1.2. Enter full author name: Click here to answer question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 20 or fewer words.
Describe the research contexts or systems in which this protocol can be applied.
1.3. Enter full author name: Click here to answer question. Please write in a style that you will be comfortable memorizing and speaking aloud. Limit length to 20 or fewer words.

CONCLUSION:
What does this protocol allow researchers to study or measure?
1. 
1.1. 
1.2. 
1.3. 
1.4. Enter full 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 20 or fewer words.

Describe the most important consideration or challenge when performing this protocol.
1.5. Enter full 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 20 or fewer words.

Are there any additional methods or analyses that can be performed following this procedure?
1.6. Enter full 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 20 or fewer words.

How can future studies build on this work? Describe the questions or research directions that can be investigated next.
1.7. Enter full 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 20 or fewer words.

Videographer: Obtain headshots for all authors available at the filming location.


Ethics Title Card
This research has been approved by the Institutional Animal Care and Use Committee (IACUC) at The University of Louisville



Protocol  
[bookmark: _Hlk188263998]Please review this section to make sure that it accurately describes your protocol. Use Track Changes when making edits or revisions.
· The two-digit steps (e.g., 2.1., 2.2.) with purple font are the narration.  JoVE is responsible for the narration of the protocol and results.
· Red italics are pronunciation guides indicating how the word will be spoken. 
· Filming should take no more than 10 minutes per step. If a step takes more than 10 minutes, prepare the product for that step in advance.
· The three-digit shots (e.g., 2.1.1., 2.2.2.) are the actions that the videographer will capture. 

2. Geometric Morphometric Analysis Using tpsDigs2, MorphoJ, and PAST Software
Demonstrator: Click here to enter name of demonstrator(s) 

If the same person is the demonstrator throughout, mention them once here and remove the "Demonstrator" field from the other sections; if the demonstrator changes, retain the field in the respective sections.

2.1. To begin, open the tpsDigs2 (T-P-S-Digs-Two) software [1]. Click Input source, then File, and select the saved tps Notepad file [2].
Authors: Please create screen capture videos of the shots labeled as SCREEN, create a screenshot summary, and upload the files to your project page as soon as possible: https://review.jove.com/account/file-uploader?src=21455273
2.1.1. WIDE: Talent seated at a computer and launching the tpsDigs2 software.
2.1.2. SCREEN: Click Input source, then File, and select the saved tps Notepad file from the file browser.
2.2. Click Options to visualize the Image tools option [1]. Set the reference length to 100 micrometers and press on Set scale [2]. 
2.2.1. SCREEN: Open the Options menu and display the Image tools dialog box.
2.2.2. SCREEN: Enter 100 micrometers as the reference length and click Set scale.
2.3. Click OK to confirm the scale parameters [1]. Then exit the Image tools window [2].
2.3.1. SCREEN: Click OK in the scale parameter window.
2.3.2. SCREEN: Close the Image tools dialog box and return to the main interface.
2.4. Then click the aim symbol to activate the landmark tool [1]. Add landmarks to each image for morphology analysis [2].
2.4.1. SCREEN: Show the cursor selecting the aim symbol icon.
2.4.2. SCREEN: Demonstrate placing landmarks on an image.
2.5. Place the first landmark at the midline joint between the Meckel’s cartilages [1]. Place the second landmarks at the bilateral joints between Meckel’s and the palatoquadrate cartilages [2]. 
2.5.1. SCREEN: Place landmark 1 at the midline joint between the Meckel’s cartilages.
2.5.2. SCREEN: Place landmark 2 at the bilateral joints between Meckel’s and palatoquadrate cartilages.
2.6. Place the third landmark at the midline joint between the ceratohyal cartilages [1] and the fourth landmarks at the bilateral joints between the palatoquadrate and ceratohyal cartilages [2]. Place the fifth landmarks at the distal end of the hyomandibular cartilages, ensuring landmarks are placed in the same order for every image [3].
2.6.1. SCREEN: Place landmark 3 at the midline joint between ceratohyal cartilages.
2.6.2. SCREEN: Place landmark 4 at the bilateral joints between palatoquadrate and ceratohyal cartilages.
2.6.3. SCREEN: Place landmark 5 at the distal end of the hyomandibular cartilages.
2.7. After placing landmarks, click File to open the dropdown menu, select Save data and then Overwrite to save the updated file [1]. Exit the tpsDigs2 software [2].
2.7.1. SCREEN: Select File> Save data, then choose Overwrite in the confirmation dialog.
2.7.2. SCREEN: Close the tpsDigs2 application window.
2.8. Now, launch the MorphoJ (Morph-Oh-J) software [1].
2.8.1. SCREEN: Talent opening the MorphoJ software on the computer.
2.9. Under Preliminaries, select Create new dataset and assign a name to the dataset [1]. Click tps (T-P-S) and select the Notepad file containing the newly added data points, then create the dataset [2].
2.9.1. SCREEN: Navigate to Preliminaries, click Create new dataset, and enter a dataset name.
2.9.2. SCREEN: Click tps, select the updated Notepad file, and confirm dataset creation.
2.10. In Project Tree, click the dataset [1]. Select Preliminaries, then New Procrustes fit, choose Align by principal axes, and click Perform Procrustes fit [2].
2.10.1. SCREEN: Highlight the dataset in Project Tree.
2.10.2. SCREEN: Follow the pathway Preliminaries > New Procrustes fit > Align by principal axes > Perform Procrustes fit.
2.11. Under Preliminaries, select Generate covariance matrix to obtain Procrustes coordinates [1]. Execute the function when prompted [2].
2.11.1. SCREEN: Click Generate covariance matrix under Preliminaries.
2.11.2. SCREEN: Confirm and execute the function in the prompt window.
2.12. Now select Create or edit wireframe and link the points on the images [1]. Click Link points and accept or create the image then edit classifiers as needed [2].
2.12.1. SCREEN: Open Create or edit wireframe and link the points on the images.
2.12.2. SCREEN: Click on Link points and Accept the wireframe configuration then edit classifiers.
2.13. Open a spreadsheet program while keeping MorphoJ open [1]. Enter classifier information such as Genotype, Treatment, Genotype and Treatment, and Experiment, then save the file as a CSV (C-S-V) file [2].
2.13.1. SCREEN:  A spreadsheet is being opened with MorphoJ open.
2.13.2. SCREEN: Enter classifier data into columns and save the file as a CSV file.
2.14. In MorphoJ, click File and select Import classifier variables to import the CSV file [1]. Return to Project Tree and click the dataset [2].
2.14.1. SCREEN: Click File > Import classifier variables and select the comma separated values file.
2.14.2. SCREEN: Navigate back to Project Tree and select the dataset.
2.15. Under Preliminaries, select Edit classifiers to confirm all images are included [1]. In Project Tree, select Covmatrix, then click Variation at the top of the page [2].
2.15.1. SCREEN: Open Preliminaries > Edit classifiers and verify image entries.
2.15.2. SCREEN: Highlight Covmatrix and click Variation.
2.16. Select Principal Component Analysis to calculate principal component scores [1]. Click PC scores to display the generated graph [2].
2.16.1. SCREEN: Click Principal Component Analysis in the menu.
2.16.2. SCREEN: Open PC scores to display the principal component graph.
2.17. Right click on the graph and select Confidence ellipsis to add the desired classifier [1]. Select Color data points, assign colors, and click OK to apply changes [2].
2.17.1. SCREEN: Right click on the graph and open Confidence ellipsis to select classifier variables.
2.17.2. SCREEN: Click Color data points, choose colors, and confirm with OK.
2.18. Under Preliminaries, select Set options for the shape graph located at the bottom of the screen [1]. Choose Wireframe graphs and modify the colors of the target shape, starting shape, and numbers [2].
2.18.1. SCREEN: Open Preliminaries > Set options for the shape graph.
2.18.2. SCREEN: Select Wireframe graphs and adjust the wireframe color settings.
2.19. Select Variation, then choose Procrustes ANOVA [1]. Export the Procrustes ANOVA results to the previously created spreadsheet file [2].
2.19.1. SCREEN: Click Variation > Procrustes Analysis of Variance.
2.19.2. SCREEN: Demonstrate exporting the Procrustes Analysis of Variance results and saving them to the spreadsheet file.
2.20. In MorphoJ, select the original dataset in Project Tree [1]. Click Comparison, then Canonical Variate Analysis, select the classifier variables Genotype and Treatment, and execute the function [2].
2.20.1. SCREEN: Highlight the original dataset in Project Tree.
2.20.2. SCREEN: Navigate to Comparison > Canonical Variate Analysis, select Genotype and Treatment, and execute.
2.21. To export the results, click the Results tab and right click on the results page [1]. Select Export to File and save the results [2].
2.21.1. SCREEN: Open the Results tab and display the Canonical Variate Analysis output.
2.21.2. SCREEN: Right click and select Export to File, then save the file.
2.22. In Project Tree, select Canonical Variate Analysis, then Scores [1]. Click File, choose Export dataset, select the data type and Genotype and Treatment [2]. Save the CVA scores as a text file [3].
2.22.1. SCREEN: Navigate to Project Tree > Canonical Variate Analysis > Scores.
2.22.2. SCREEN: Click File > Export dataset, select the appropriate data type and Genotype and Treatment. 
2.22.3. SCREEN: The CVA scores are being stored as a text file.
2.23. To prepare the file for PAST software open the saved CVA scores in a text editor [1]. Replace the term ID in the top left corner with Label and save the edited file [2].
2.23.1. SCREEN: Display the Canonical Variate Analysis scores text file in a text editor.
2.23.2. SCREEN: Edit ID to Label and save the updated file.
2.24. Open the PAST software and click File, then Open to select the edited CVA scores file [1]. In the import window, select Names, Data for row and column, and Tab as the separator, then click Import [2].
2.24.1. SCREEN: Open PAST and navigate to File > Open, selecting the edited text file.
2.24.2. SCREEN: In the import dialog, select Names, Data for row and column, choose Tab as separator, and click Import.
2.25. Under the Show tab, select Column attributes [1]. In the dropdown menu next to Type, assign Group to the first column containing classifier variables [2].
2.25.1. SCREEN: Open Show > Column attributes.
2.25.2. SCREEN: Change the Type of the first column to Group using the dropdown menu.
2.26. Highlight the principal component or canonical variate data columns [1]. Select Multivariate, then Tests, and choose Multivariate normality to run the normality test separately for principal component and canonical variate data [2].
2.26.1. SCREEN: Highlight the selected data columns.
2.26.2. SCREEN: Navigate to Multivariate > Tests > Multivariate normality and execute the test.
2.27. Click the gray empty cell in the top left corner above Type to select the entire dataset [1]. Select Multivariate, then Tests, and choose Multivariate Analysis of Variance to perform the analysis [2]. Export the MANOVA results to the previously created spreadsheet file [3].
2.27.1. SCREEN: Click the gray cell to highlight the entire dataset.
2.27.2. SCREEN: Navigate to Multivariate > Tests > Multivariate Analysis of Variance and run the test.
2.27.3. SCREEN: Export the Multivariate Analysis of Variance results and save them to the spreadsheet file.

2.27.4. 

Results
Please review this section to make sure that it accurately reflects your findings.
· This section will not be recorded by the videographer. It only includes the figures/tables from your manuscript (called LAB MEDIA). 
· Use Track Changes when making edits or revisions. Ensure the voiceover length is below 200 words. Current word count: 208
· Please note that the video cannot include voiceover without an accompanying visual.

3. Results 

3.1. Images of the viscerocranium were acquired for each larva in each genotype and treatment group [1]. Cartilages of the viscerocranium were labeled in a representative image [2], and landmarks were placed on each image to generate landmark-labeled datasets [3]. 
3.1.1. LAB MEDIA: Figure 1A–D. Video editor: Sequentially highlight images A to D 
3.1.2. LAB MEDIA: Figure 1E. Video editor: Zoom in on the labeled cartilage regions in the representative image.
3.1.3. LAB MEDIA: Figure 1E’. Video editor: Highlight the numbered black dots marking the landmarks.
3.2. Principal component 1 accounted for approximately 34% of total shape variation [1], and Principal component 2 accounted for 20% of total shape variation [2]. 
3.2.1. LAB MEDIA: Figure 3. Video editor: Highlight the bar labeled “1” showing approximately 34% variation.
3.2.2. LAB MEDIA: Figure 3. Video editor: Highlight the bar labeled “2” showing 20% variation.
3.3. Each Principal component showed specific variation in viscerocranial shape relative to the average shape of all viscerocrania [1]. 
3.3.1. LAB MEDIA: Figure 2. Video editor: Emphasize the pink wireframe shape and the black wireframe overlay to show the twisting difference.
3.4. The principal component analysis plot showed overlapping means among the genotype and treatment groups with no distinct clustering [1]. Ethanol-treated wild-type larvae exhibited a large 95% confidence ellipse of the mean due to the low sample size [2]. 
3.4.1. LAB MEDIA: Figure 2. Video editor: Highlight the dots corresponding to untreated and then treated groups.
3.4.2. LAB MEDIA: Figure 2. Video editor: Highlight the large black ellipse corresponding to “Wild-type Ethanol.”
3.5. Canonical variate 1 represented a subtle shortening or lengthening of the ceratohyal joint in the magenta wireframe relative to the average black wireframe [1] . 
3.5.1. LAB MEDIA: Figure 4. Video editor: Emphasize the magenta wireframe at the ceratohyal joint and compare it to the black wireframe.
3.6. Canonical variate 2 showed a shift medially only on one side of the viscerocranium at the joints between the Meckel’s/palatoquadrate and the palatoquadrate/ceratohyal [1]. 
3.6.1. LAB MEDIA: Figure 4. Video editor: Highlight the magenta wireframe at the specified joint regions on one side and compare it to the black wireframe.
3.7. Ethanol-treated wild-type larvae exhibited a large 95% confidence ellipse of the mean that overlapped all other groups [1]. 
3.7.1. LAB MEDIA: Figure 4. Video editor: Highlight the large black ellipse corresponding to “Wild-type Ethanol” overlapping the other ellipses.
3.8. Multivariate analysis of variance revealed a significant overall effect of genotype and treatment [1]. 
3.8.1. LAB MEDIA: Table 1..
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