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· 4.1.5 (Action list being clicked, Test being clicked and a well-containing worm being selected) 0.04-0.12
· 4.1.6 (Image processing set to None, play button being clicked, OK being clicked, Shifting Distance being set) 0.13-0.39
· 4.2.1 (Ascending Distance, Descending Distance, Slicing Interval, and Image Processing being set) 0.40-0.46
· 4.2.2 (The wells to be imaged being selected under Well Plate Scan Setting, then Tile and Acquire Whole Well being selected) 0.47-0.57
· 4.3.1 (Measurement Setting being saved) 0.58-1.00
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· 4.3.2 (Start Measurement being clicked) 0.00-0.03

63365_screenshot_3
· 5.1.1 (CellProfiler being opened) 0.00-0.08
· 5.1.2 (The pipeline being dragged into the Drop a pipeline file here window, Yes being clicked) 0.09 - 0.15
· 5.1.3 (Stitched images being dragged into the window Drop files and folder here) 0.16 - 0.23
· 5.2.1 (Metadata input module being clicked) 0.24 - 0.26
· 5.2.2 (Regular expression to extract from file name being adjusted according to the names of the stitched images) 0.27 - 0.33
· 5.2.3 (NamesandTypes input module being clicked, Select the rule criteria being adjusted) 0.34 - 0.48
· 5.3.1 (View output settings being clicked, folder being selected) 0.49 - 0.56
· 5.3.2 (Start Test Mode being clicked) 0.57 - 1.00
· 5.3.3 (Step being clicked) 1.01 - 1.22
· 5.4.1 (help being clicked in the EditObjectsManually module, instructions will appear on the screen) 1.22 - 1.32
· 5.4.2 (Outlines being corrected) 1.33 - 2.20
· 5.4.3 (Done being clicked) 2.21 -  2.26
· 5.4.4 (Exit Test Mode and Analyze Images being clicked) 2.27 - 2.36
· 5.5.1 (Output folder being opened, the images being opened with the original file name followed by outlines) 2.36 - 2.56
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· 6.1.1 (The project being named, Create project being clicked) 0.00-0.11
· 6.1.2 (Open being clicked, a session being created, Create & load session being clicked) 0.11-0.28
· 6.2.1 (Add Data being clicked, the data format requirements are shown in the left panel, the file containing the average numbers of inclusions per animal being uploaded. Then, Load New Data being clicked) 0.28-1.00
· 6.3.1 (number of points to average over for zero-point offset, number of points to average over for plateau being set to zero, Submit being clicked) 1.00-1.21
· 6.3.2 (The step is repeated for each protein concentration) 1.21-1.34
· 6.4.1 (Custom being selected in the model panel, Ncells*(1-exp(-Kcell*m**(n)*(t-1))) being entered in the equation box, Load model being clicked) 1.34-2.29
· 6.5.1 (Parameter types and values being set for Ncells, Kcell, n, and m) 2.29-3.25
· 6.6.1 (Number of basin hops is unchanged, Fit being clicked in the fitting panel) 3.25-3.35
· 6.6.2 (Download Data and Fit being clicked, downloading begins) 3.35-3.58

