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Figure S3.

GO terms identified with TCF21 overexpression in HCASMC.

Differential expression of exons, genes, and transcripts were assayed using the DESeq2
R package from Bioconductor, which uses negative binomial distribution to estimate
dispersion and model differential expression such as to permit biological variability to

be different among tested genes (transcripts). GO terms enrichment and PCA analysis
was performed using goseq and Gene Set Enrichment and Projection Displays —
GSEPD Bioconductor package. Gene Ontology (GO) terms were grouped into following
categories: A. Immune- related GO terms. B. Atherosclerosis- related terms.



