
1) Upload (un)published 
time series RNA-seq data.

2) Answer 6 questions to set 
adaptive default analysis methods.Pr
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3) Set p-value threshold to 
choose from comparison of 
differential expression
methods and a past study.

4) Cluster gene 
trajectories 
automatically or 
manually.
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Enrichment Temporal Relations

5) Explore GO, pathway, network, motif 
analysis for each gene trajectory cluster.

6) Choose from  
inferred transcription 
factor ChIP-seq or 
CUT&RUN data.

7) Reconstruct 
transcription 
factor regulatory 
network.
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