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Figure S1. IncRNA-TF core network consisting of the top 100 pairs of IncRNA and TF with the highest
credibility. The blue rectangles represent TFs, while red triangles represent IncRNAs.
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Figure S2. IncRNA-TF-mRNA core network based on the top 10 pairs of IncRNA and TF with the highest credibility.
The red arrows represent IncRNAs, blue rectangules represent TFs, while green circles represent mRNAs.



