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1. Select TF-target set

Follow these steps to load the TF-target set. Note that multiple sets 
can be loaded into the system together. Don’t forget to check the 
number of GSETs to verify whether the TF-target set was loaded 
successfully.



2. Upload DEG list

Upload the DEG list by following these steps. In the tutorial, we uploaded the 
demo data in Step ②. You can upload a custom DEG list in the edit box (marked 

as ③). Once ready, click the “Run” button to start the TransPilot analysis.



3. Result

Select a result row in the table, and click the “Analysis” button to 
perform further analysis.



4. Correlation Graph

Push the “Target Genes” button to display the target genes for the key 
transcription factor. Then, push the “Pathway” button to identify the pathway 

in which the target genes are enriched. 



5. Annotation

Select a result row in the table, and click the “Analysis” button to 
perform further analysis.



6. Plot Enrichment Graph

Push the “Edge Genes” button to display the edge genes. Then, push the “Add 
to Network” button to add them to the transcription regulation network.



7. Build Network

Push the “Draw” button to draw the transcription regulation network. Push the 
“Export” button to export the network to a file. Note that the network file can 
be directly imported into the Cytoscape desktop software for visualization.



Thank you and good luck..
Questions..?
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