· 63084_screenshot_1
· 2.1.2 (The above-mentioned commands being typed into a text editor.) 00:01-00:20

· 2.2.1 (Typing the path to and name of the time series file, typing a comma after the name.) 00:21-00:50

· 2.2.2 (Typing the path to and name of the annotation file.) 00:51-01:07

· 2.2.3 (Typing the path to and name of results folder.) 01:08-01:19

· 2.2.4 (Typing number of processes the IDP should use.) 01:20-01:21

· 2.3.1 (The above-mentioned commands being typed.) 01:22-01:35

· 2.4.1 (Typing period lengths separated by commas.) 01:36-01:42

· 2.4.2 (Typing sets of period lengths with square brackets and commas between the sets.) 01:43-01:46

· 2.5.1 (Typing an integer specifying the maximum number of genes to retain in the gene_list_file.) 01:48-01:50

· 2.6.1 (Running python src/dat2net.py <config file name> in the terminal.) 01:51-03:21

· 63084_screenshot_2

· 2.7.1 (Entering ./viz_results.sh <results_directory>) 00:04-00:33

· 2.7.2 (Entering the URL in a web browser.) 00:34-00:38

· 2.8.1 (Clicking up/down arrows, entering integer in the box next to Gene expression of DLxJTK-ranked genes.) 00:39-01:02

· 2.9.1 (Clicking on box beside a gene, gene expression profile being displayed, adding more genes.) 01:03-01:13

· 2.9.2 (Clicking on the Download Gene List button.) 01:14-01:19

· 2.10.1 (Labeling a gene as a target, a regulator, and both.) 01:20-01:29

· 2.10.2 (Labeling a regulator gene as an activator, repressor, or both.) 01:30-01:35

· 2.11.1 (Clicking on the Download Annot. File button.) 01:36-01:41


· 63084_screenshot_3

· 3.1.2 (Typing path to and name of the generated gene list file.) 00:01-00:28

· 3.1.3 (Typing pld or norm_loss.) 00:29-00:39

· 3.2.1 (Selecting edge_score_threshold, deleting num_edges_for_list, entering number for edge_score_threshold.) 00:40-00:47

· 3.2.2 (Selecting num_edges_for_list, entering value equal to or less than the number of possible edges.) 00:48-01:00

· 3.3.1 (Selecting seed_threshold, deleting num_edges_for_seed, entering number for seed_threshold.) 01:01-01:17

· 3.3.2 (Selecting num_edges_for_seed, entering value equal to or less than the number of possible edges.) 01:18-01:20

· 3.4.1 (Running the Edge finding file.) 01:21-03:03

· 63084_screenshot_4

· 3.5.1 (Selecting/deselecting edges.) 00:31-00:59

· 3.5.2 (Clicking the Download DSGRN NetSpec button.) 01:00-01:02

· 3.6.1 (Selecting edges from the edge table to include in the edge list file, clicking Download Node and Edge Lists.) 01:03-01:10

· 63084_screenshot_5

· 4.1.2 (Typing the path to and name of the seed network file and the edge and node list files.) 00:02-01:00

· 4.2.1 (Typing minimum and maximum number of addition/removal of nodes/edges per network.) 01:01-01:07

· 4.3.1 (Entering how many networks to find.) 01:08-01:13

· 4.3.2 (Entering the maximum number of DSGRN parameters.) 01:14-01:18

· 4.4.1 (Entering values for addNode, addEdge, removeNode, and removeEdge.) 01:19-01:42

· 4.4.2 (Running the Network finding file.) 01:43-02:25

· 63084_screenshot_6

· 4.5.1 (Selecting networks with Option 1.) 00:40-00:49

· 4.6.1 (Selecting networks with Option 2, pressing the Get Edge Prevalence From Selected Networks button.) 00:50-00:58

· 4.7.1 (Inputting an integer in the Network Index input box, clicking Download DSGRN NetSpec.) 00:59-01:23

· 4.8.1 (Selecting edges for similarity analysis, clicking Submit, similarity scatterplot created.) 01:24-01:38

· 4.9.1 (Clicking and dragging over the scatterplot, drawing a box around the networks.) 01:39-01:45

· 4.9.2 (Edge prevalence table being generated, viewing networks with respective query results.) 01:46-01:54

· 4.10.1 (Downloading the edge prevalence table.) 01:55-02:01

· 4.10.2 (Downloading the displayed network for similarity analysis.) 02:02-02:11

