70345 JoVE Screenshots – Makenzie Stearsman
· 70345_screenshot_1.mp4
· 2.1.2.( Click Input source, then File, and select the saved tps Notepad file from the file browser.) 00:02-00:10
· 70345_screenshot_2.mp4
· 2.2.1. (Open the Options menu and display the Image tools dialog box.) 00:04-00:13
· 2.2.2. (Enter 100 micrometers as the reference length and click Set scale.) 00:13-00:29
· 2.3.1. (Click OK in the scale parameter window.) 00:32-00:33
· 2.3.2. (Close the Image tools dialog box and return to the main interface.) 00:34-00:37
· 70345_ screenshot_3.mp4
· 2.4.1.	(Show the cursor selecting the aim symbol icon.) 00:03-00:03
· 2.4.2.	(Demonstrate placing landmarks on an image.) 00:03-00:03
· 2.5.1.	(Place landmark 1 at the midline joint between the Meckel’s cartilages.) 00:03-00:03
· 2.5.2.	(Place landmark 2 at the bilateral joints between Meckel’s and palatoquadrate cartilages.) 00:04-00:06
· 2.6.1.	(Place landmark 3 at the midline joint between ceratohyal cartilages.) 00:06-00:08
· 2.6.2.	(Place landmark 4 at the bilateral joints between palatoquadrate and ceratohyal cartilages.) 00:09-00:12
· 2.6.3.	(Place landmark 5 at the distal end of the hyomandibular cartilages.) 00:12-00:16
· 70345_ screenshot_4.mp4
· 2.7.1.	(Select File> Save data, then choose Overwrite in the confirmation dialog.) 00:03-00:11
· 2.7.2.	(Close the tpsDigs2 application window.) 00:11-00:13
· 70345_ screenshot_5.mp4
· 3.1.1. (Talent opening the MorphoJ software on the computer.) 00:04-00:08
· 70345_ screenshot_6.mp4
· 3.2.1. (Navigate to Preliminaries, click Create new dataset, and enter a dataset name.) 00:02-00:29
· 3.2.2.	(Click tps, select the updated Notepad file, and confirm dataset creation.) 00:29-00:32
· 70345_ screenshot_7.mp4
· 3.3.1. (Highlight the dataset in Project Tree.) 00:03-00:04
· 3.3.2.	(Follow the pathway Preliminaries > New Procrustes fit > Align by principal axes > Perform Procrustes fit.) 00:05-00:15
· 70345_ screenshot_8.mp4
· 3.4.1. (Click Generate covariance matrix under Preliminaries.) 00:04-00:17
· 3.4.2. (Confirm and execute the function in the prompt window.) 00:18-00:20
· 70345_ screenshot_9.mp4
· 3.5.1. (Open Create or edit wireframe and link the points on the images.) 00:04-00:32
· 3.5.2.	(Click on Link points and Accept the wireframe configuration then edit classifiers.) 00:32-00:34
· 70345_ screenshot_10.mp4
· 3.6.1. (A spreadsheet is being opened with MorphoJ open.) 00:09-00:11
· 3.6.2. (Enter classifier data into columns and save the file as a CSV file.) 00:41-00:47
· 70345_ screenshot_11.mp4
· 3.7.1. (Click File > Import classifier variables and select the comma separated values file.) 00:03-00:24
· 3.7.2.	(Navigate back to Project Tree and select the dataset.) 00:24-00:33
· 70345_ screenshot_12.mp4
· 3.8.1. (Open Preliminaries > Edit classifiers and verify image entries.) 00:06-00:11
· 3.8.2.	(Highlight Covmatrix and click Variation.) 00:24-00:27
· 70345_ screenshot_13.mp4
· 3.9.1. (Click Principal Component Analysis in the menu.) 00:25-00:29
· 3.9.2.	(Open PC scores to display the principal component graph.) 00:29-00:34
· 70345_ screenshot_14.mp4
· 3.10.1. (Right click on the graph and open Confidence ellipsis to select classifier variables.) 00:02-00:11
· 3.10.2.	 (Click Color data points, choose colors, and confirm with OK.) 00:11-00:29
· 70345_ screenshot_15.mp4
· 3.11.1. (Open Preliminaries > Set options for the shape graph.) 00:03-00:09
· 3.11.2.	 (Select Wireframe graphs and adjust the wireframe color settings.) 00:09-00:23
· 70345_ screenshot_16.mp4
· 3.12.1. (Click Variation > Procrustes Analysis of Variance.) 00:04-00:14
· 70345_ screenshot_17.mp4
· 3.12.2. (Demonstrate exporting the Procrustes Analysis of Variance results and saving them to the spreadsheet file.) 00:04-00:49
· 70345_ screenshot_18.mp4
· 3.13.1. (Highlight the original dataset in Project Tree.) 00:03-00:07
· 3.13.2. (Navigate to Comparison > Canonical Variate Analysis, select Genotype and Treatment, and execute.) 00:07-00:17
· 70345_ screenshot_19.mp4
· 3.14.1. (Open the Results tab and display the Canonical Variate Analysis output.) 00:02-00:12
· 3.14.2. (Right click and select Export to File, then save the file.) 00:12-00:28
· 70345_ screenshot_20.mp4
· 4.1.1. (Navigate to Project Tree > Canonical Variate Analysis > Scores.) 00:03-00:09
· 4.1.2.	(Click File > Export dataset, select the appropriate data type and Genotype and Treatment. ) 00:09-00:29
· 4.1.3.	(The CVA scores are being stored as a text file.) 00:29-00:29
· 70345_ screenshot_21.mp4
· 4.2.1. (Display the Canonical Variate Analysis scores text file in a text editor.) 00:02-00:04
· 4.2.2.	(Edit ID to Label and save the updated file.) 00:04-00:12
· 70345_ screenshot_22.mp4
· 4.3.1. (Open PAST and navigate to File > Open) 00:05-00:16 (…selecting the edited text file.) 00:26-00:43
· 4.3.2.	(In the import dialog, select Names, Data for row and column, choose Tab as separator, and click Import.) 00:43-00:56
· 70345_ screenshot_23.mp4
· 4.4.1. (Open Show > Column attributes.) 00:10-00:15
· 4.4.2.	(Change the Type of the first column to Group using the dropdown menu.) 00:20-00:24
· 70345_ screenshot_24.mp4
· 4.5.1. (Highlight the selected data columns.) 00:05-00:06
· 4.5.2. (Navigate to Multivariate > Tests > Multivariate normality and execute the test.) 00:06-00:12
· 70345_ screenshot_25.mp4
· 4.6.1. (Click the gray cell to highlight the entire dataset.) 00:03-00:06
· 4.6.2.	(Navigate to Multivariate > Tests > Multivariate Analysis of Variance and run the test.) 00:06-00:15
· 4.6.3.	(Export the Multivariate Analysis of Variance results and save them to the spreadsheet file.) 00:22-00:45

