· 65466_screenshot_1.mp4
· 2.1.2 (command is being given in the terminal to download CLOCCS)
· 65466_screenshot_2.mp4
· 2.2.1 (Command is being given in the terminal to create a conda environment)
· 65466_screenshot_3.mp4
· 2.3.1 (cloccs_v2023.jar file is being double clicked and a graphical user interface is being opened) 0:00-0:13
· 2.3.2 (the input field and results display window are indicated with the mouse cursor. NOTE: the results display window only appears once run [screenshot 7 after Sample is clicked], but the location where the results display window will appear is pointed at with the mouse cursor]) 0:13-0:24
· 65466_screenshot_4.mp4
· 2.4.1 (Temperature in Celsius is being set in the Temperature box) 0:00-0:10
· 2.4.2 (the synchronization method is specified using the menu Synchro. Method) 0:10-0:15
· 2.5.1 (Appropriate selection is being made from the model type dropdown) 0:15-0:27
· 2.5.2 (Default option Bud is being selected or indicated with the mouse cursor) 0:15-0:27 (Note: the appropriate selection here is Bud, so 2.5.1 and 2.5.2 are the same)
· 65466_screenshot_5.mp4
· 2.6.1 (Data is being imported using the data import panel by typing into the text input boxes) 0:00-0:37
· 2.6.2 (Select file button is being clicked to upload a file and file is selected) 0:37-0:57
· 2.6.3 (first and remaining columns are indicated with the mouse and the budding options are being indicated) 0:57-1:11
· 65466_screenshot_6.mp4
· 2.7.1 (Flow selection is selected from the Model Type dropdown menu) 0:00-0:07
· 2.7.2 (Data is being imported using the data import panel: select file is being clicked to select the file) 0:07-0:17
· 2.7.3 (time points in the times for fitting box are being selected) 0:17-0:30	
· 65466_screenshot_7.mp4
· 2.8.1 (Apply button is being clicked and then the sample button is being clicked) 0:00-0:13
· 2.8.2 (Predicted fits tab is being selected and the budding curve or flow cytometry plots are being viewed) 0:13-0:18
· 65466_screenshot_8.mp4
· 2.9.1 (The posterior parameters tab is being selected to obtain the CLOCCS parameters from the fit) 0:00-0:05
· 2.9.2 (the rows consisting of parameter and the final posterior row are indicated with the mouse cursor) 0:05-0:12
· 2.9.3 (predicted parameters for the mean, 2.5% lower confidence interval, and 97.5% upper confidence interval, and the accept. Rate are indicated with the mouse cursor) 0:12-0:20
· 65466_screenshot_9.mp4
· 3.1.2 (command is being given in the terminal to activate the conda environment) 0:00-0:11
· 3.1.3 (command is being given to open an interactive python notebook) 0:11-0:24
· 65466_screenshot_10.mp4
· 3.2.1 (a new python notebook is being created in the desired folder) 0:00-0:17
· 3.2.2 (command is being given to import the python file containing the alignment functions) 0:17-0:47
· 65466_screenshot_11.mp4
· 3.3.1 (command is being given to import a data frame containing the percent budded at each time point) 0:00-0:41
· 3.3.2 (command is being given to align the budding data to a lifeline point time scale) 0:41-1:41
· 65466_screenshot_12.mp4
· 3.4.1 (command is being given to import a data frame containing the experimental data into the notebook) 0:00-0:36
· 3.4.2 (command is being given to align the experimental data to a lifeline point time scale) 0:36-1:49
· 3.5.1 (command is being given to download the lifeline aligned dataset) 1:49-2:23
· 65466_screenshot_13.mp4
· 4.1.2 (command is being given to plot the budding curves prior to alignment)
· 65466_screenshot_14.mp4
· 4.2.1 (budding curves are being plotted after alignment using the python utilities function)
· 65466_screenshot_15.mp4
· 4.3.1 (command is being given to perform line graph comparisons on the original, aligned, or aligned and interpolated data frame)
· 65466_screenshot_16.mp4
· 4.4.1 (command is being given to import a .csv or .tsv gene list file into the notebook)
· 65466_screenshot_17.mp4
· 4.5.1 (command is being given to perform a heatmap comparison on the aligned, interpolated, and phase-aligned data frame)


