60431 Screenshot Summary

· 60431_screenshot_1
· 1.1 (Open a web browser and got to http://corex.isi.edu.)
· 60431_screenshot_2
· [bookmark: _GoBack]1.2 (On the right side under ‘Quick Links’, click on the ‘+’ expand button next to ‘Ovarian (TCGA-OV)’ to see a summary of the CorEx factor graph that was trained on the TCGA ovarian cancer data. Optionally click on others to compare.) 00:00 – 00:06 
· 1.3 (Once you are finished inspecting the factor graphs, click on ‘Lung (TCGA-LUAD)’ to access the CorExplorer page for lung cancer RNA-seq. 00:06 – 00:09
· 60431_screenshot_3
· 1.3.1.1 (Move the mouse cursor over the factor graph display window. Zooming into the factor graph using the mouse scroll wheel or trackpad allows one to see details of the graph such as the most important genes in each factor and the connections between nodes at different layers. One can also click and drag to move the view area or any node.) 
· 60431_screenshot_4
· 1.3.1.2 (Now, to find a target gene (here we’ll use BRCA1), click on the ‘Gene’ dropdown menu at the top of the factor graph window. Type ‘BRCA1’ to select it in the dropdown list and press ‘Return’ on your keyboard to make the view zoom to factor 26, the factor with which BRCA1 is most strongly correlated.) 00:00 – 00:04
· 1.3.1.3 (Reposition the mouse over the graph display and scroll to zoom out to see the Level 2 node, L2_8, and its associated factors that are neighbors to factor 26. Note that only genes with weight greater than the threshold indicated on the ‘Min link weight’ slider are shown.) 00:04 – 00:10
· 60431_screenshot_5
· 1.3.3.1 (To see all of the genes associated with the factor, click on the L1_26 node and select ‘Load additional genes’ in the pop-up window. When the word ‘Done’ appears, close the pop-up window.) 00:00 – 00:06
· 1.3.3.2 (Now go back to the header section above the factor graph window and grab and drag the ‘Min link weight’ modifier. Now, as one moves the link weight slider down to 0.05 other genes in factor L1_26, including BRCA2, appear in weight order. Optionally, reposition nodes by grabbing and dragging to improve layout.) 00:06 – 00:09
· 60431_screenshot_6
· 1.3.3 (Find associations with biological function by querying within the Annotation window.) 00:00 – 0:00
· 1.3.3.1 (In the annotation window, to sort the ‘Factor’ dropdown menu by factor number rather than False Discovery Rate (FDR), uncheck ‘FDR sort’.) 00:00 – 00:01
· 1.3.3.2 (Scroll and click to select factor 26 in the annotation window dropdown to show enrichment annotations for the factor.) 00:01 – 00:04
· 1.3.3.3. (Scroll down the annotation list until ‘DNA repair’ is visible and click on it to immediately see associated genes highlighted in yellow on the graph display.) 00:04 – 00:07 
· 1.3.3.4 Notice that the factors disappear or appear as different GO terms are selected, according to whether or not they are enriched for genes with the. Selected annotation, e.g. ‘Intrinsic apoptotic signaling pathway in response to DNA damage’.) 00:07 – 00:10
· 60431_screenshot_7
· 2.1.1. (From the Dataset dropdown menu at the top, select ‘TCGA_OVCA’ to go to the CorExplorer page for the TCGA ovarian cancer RNA-seq.) 00:00 – 00:02
· 2.1.2 (Once the page has loaded, note from the survival window that the factor with the largest survival differential for different strata is 114.) 00:02 – 00:02
· 2.1.3. (At the top of the factor graph window select 'Layer1: 114' from the 'Factor' dropdown.) 00:03 – 00:09
· 2.1.4. (Grab the link weight slider with the mouse and move it up to about 0.5. Note the large number of genes in factor 114 (1609) with none having weight > 0.35 indicates a relatively weak clustering.) 00:09 – 00:11
· 60431_screenshot_8
· 2.1.5. (Next expand the list of factors in the survival window and use the mouse to select the next best factor in the survival window dropdown, factor 39, to show its associated survival curves.) 00:00 – 00:03
· 2.1.6. (Select factor 39 in the annotation window by clicking on it. The significant GO and KEGG annotations are shown.) 00:03 – 00:08
· 60431_screenshot_9
· 2.2. (To gain a better understanding of the biological role of genes in factor 39, one can interpret the factors using neighborhood annotation information in the following way.) 00:00 – 00:00
· 2.2.1. (At the top of the factor graph window, select factor 'Layer1: 39' in the factor dropdown. Then move the mouse over the factor graph window and zoom out to reveal the entire L2_14 cluster with 6 factors: 14, 32, 39, 42, 52, and 82 (shown in Figure 3).) 00:00 – 00:11
· 60431_screenshot_10
· 2.2.2. (To understand the relative significance of the factors linked to the L2_14 node, one can start by viewing survival differentials for each of the L2_14 factors. Uncheck 'Sort by p-val' in the survival window and then click on each of the factor numbers in succession. Doing this, one sees that only factors 14, 32, and 39 display a survival association.) 
· 60431_screenshot_11
· 2.2.3. (Now from the top menu bar, select 'PPI' from the 'Add Window' dropdown once again. Press 'Add' to add a PPI graph window to the display area. In the PPI graph window, select factor 'Layer1: 52' to show the protein-protein interactions, which are significant.) 00:00 – 00:06
· 2.2.4. (Click the 'View at StringDB' link at the bottom of the PPI window to link out to the StringDB online database. Click ‘Continue’ from the first screen, then select the ‘Analysis’ tab below the network graph as before to get an online GO analysis for the PPI network genes. The top cellular component is 'MHC class II protein complex'.) 00:06 – 00:11
· 60431_screenshot_12
· 2.2.5. (Return to the CorExplorer tab and PPI window and select factor 32 this time from the factor dropdown. Click the link 'View at StringDB' out to the StringDB analysis. The top cellular component is 'MHC class I protein complex', in contrast to class II for factor 52 in the previous step!)
· 60431_screenshot_13
· 2.2.6. (Finally, go back to the PPI window and select 'Layer1: 39' from the factor dropdown menu at the top. Click the link 'View at StringDB' to link out to the StringDB analysis.)
· 60431_screenshot_14
· 2.2.7. (Click ‘Continue’ from the first screen, then select the ‘Analysis’ tab below the network graph to get an online GO analysis for the PPI network genes. Observe the top molecular function is ‘CXCR3 chemokine receptor binding’.)



