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Methods. ATAC-seq
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Methods.
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Data-driven discovery of global gene regulation
@ @ ©

Machine Gene set Co-expression,
learning enrichment protein-protein
analysis interaction
Global TF —® Modules (TFs therein) —® Biological processes —® Core genes
regulation
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Module 1 (STAT family) Steroid metabolism Abcg1, Sqle
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(D Extract major modules of TF
regulation
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(2) Search biological processes
characteristic to a module
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* Essentially, a module is a list
of TFs and genes

* From the list of genes, find
characteristic biological
processes

* Search Gene Ontology and

pathway databases, using
Gene Set Enrichment analysis



TF modules found in this study
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between TF

AP-1 TFs respond to cytokine stimuli a n d
(Hess et al., 2004)
biological
LEF1 TF binds to B-catenin protein
and activates Wnt signaling pathway p ro Ce SS h a S

(Sun and Weis, 2011)

ZNF740 activates angiogenesis in b e e n
pulmonary artery endothelial cells of

rats (Yu et al., 2018) reported in
5 out of 7

In Mafb-deficient macrophages of
mice, C1q production decreased (Tran i G OOd

etal., 2017) . . .
indication!

IRF1 contributes to the commitment
of pro-inflammatory M1
macrophages, which produce
angiogenic stimulators (Chistiakov et
al., 2018).



(3) Discover core genes of a
biological process
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