· 67421_screenshot_1.mov
· 2.1.2. (Entering keywords “primary Sjögren's syndrome” for the search. ) 00:00 - 00:07
· 2.1.3. (Results shown in the GEO DataSets Database, ) 00:08 - 00:15
· 67421_screenshot_2.mov
· 2.1.3. (, with Homo sapiens selected in Top Organisms. ) 00:00 - 00:16
· 67421_screenshot_3.mov
· 2.1.4. (Selection of the dataset of interest and downloading the dataset with platform information.) 00:00 - 00:16
· 67421_screenshot_4.mov
· 2.1.2. (Entering keywords “lung adenocarcinoma” for the search. ) 00:00 - 00:06
· 2.1.3. (Results shown in the GEO DataSets Database, ) 00:07 - 00:13
· 67421_screenshot_5.mov
· 2.1.3. (, with Homo sapiens selected in Top Organisms. ) 00:00 - 00:15
· 67421_screenshot_6.mov
· 2.1.4. (Selection of the dataset of interest and downloading the dataset with platform information.) 00:00 - 00:24
· 67421_screenshot_7.mov
· 2.2.1. (Navigating the Genecard database and inputting keywords.) 00:00 - 00:10
· 2.2.2. (Downloading the spreadsheets of the identified genes related to pSS and LUAD.) 00:11 - 00:26
· 67421_screenshot_8.mov
· 2.3.1. (Running a script in R software to identify and select DEGs in GEO datasets.) 00:00 - 00:58
· 2.3.2. (Visualization output of DEGs using R software.) 00:59 - 01:07
· 67421_screenshot_9.mov
· 2.4.1. (Selecting genes based on the expression level.) 00:00 - 00:28
· 67421_screenshot_10.mov
· 2.4.2. (Merging the DEGs associated with pSS and LUAD from both the GEO database and the Genecard database.) 00:00 - 00:21
· 67421_screenshot_11.mov
· 2.4.3. (Venn diagram visualization of DEGs in R software.) 00:00 - 00:08
· 67421_screenshot_12.mov
· 2.5.1. (Uploading the .xlsx file on Metascape using the Select File option.) 00:00 - 00:06
· 2.5.2. (Selecting H. sapiens in both the Input as Species and Analysis as Species options.) 00:07 - 00:11
· 2.5.3. (Metascape showing the Custom Analysis button being clicked and KEGG Pathway under the Enrichment options being selected.) 00:12 - 01:46
· 2.5.4. (Analysis Report Page with the results of the enrichment analysis.) 01:47 - 03:09
· 2.6.1. (Downloading the All in One Zip File from Metascape.) 03:10 - 03:15
· 67421_screenshot_13.mov
· 2.6.2. (Opening the _FINAL_GO.csv file in the Enrichment_GO folder to review the analysis results.) 00:00 - 00:13
· 67421_screenshot_14.mov
· 2.6.3. (R software executing a script using the ggplot2 package for KEGG pathway visualization.) 00:00 - 00:09
· 67421_screenshot_15.mov
· 2.7.1. (Importing the pSS-LUAD-DEGs text file into R.) 00:00 - 00:05
· 2.7.2. (R software executing a script using the clusterProfiler and enrichplot packages for GO enrichment analysis.) 00:09 - 00:11
· 2.7.3. (Visualization of the GO enrichment analysis results, highlighting genes with an adjusted P-value < 0.05.) 00:14 - 00:21
· 67421_screenshot_16.mov
· 2.8.1. (Opening the STRING database in a web browser and uploading the pSS-LUAD-DEGs file using the Browse option.) 00:00 - 00:07
· 2.8.2. (Selection of Homo sapiens in the Organisms dropdown and clicking Search.) 00:08 - 00:15
· 2.8.3. (Displaying the results and clicking Settings.) 00:21 - 00:23
· 2.8.4. (The Settings page with High Confidence (0.700) being selected.) 00:36 - 00:39
· 2.8.5. (Hide Disconnected Nodes in the Network being ticked and Update being clicked.) 00:46 - 00:51
· 2.9.1. (STRING database with the Exports option selected to download the network in TSV format.) 00:58 - 01:05
· 67421_screenshot_17.mp4
· 2.9.2. (Cytoscape interface with File > Import > Network from File steps being executed.) 00:06 - 00:43
· 2.9.3. (Cytoscape displaying the Network Analyzer tool with network topology analysis.) 00:49 - 01:02
· 2.9.4. (Using Cytoscape style bar to change node size and color.) 01:10 - 03:24
· 2.10.1. (Cytoscape displaying the Tools > Analyze Network option being selected and clicking degree to initiate sorting.) 03:33 - 03:43
· (Adjust the layout of PPI network) 04:17 - 09:17 Note: This step is part of the PPI network, but it is outside of the script, so you can exclude it from the video.
· 67421_screenshot_18.mp4
· (Adjust the layout of PPI network) 00:05 - 01:57 Note: This step is part of the PPI network, but it is outside of the script, so you can exclude it from the video.
· 67421_screenshot_19.mov
· 2.10.2. (Importing the text-format list of hub genes into R.) 00:02 - 00:04
· 2.10.3. (R software executing a script to plot ROC curves for the hub genes and displaying their AUC values.) 00:05 - 00:11
