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Figure S1. Experimental validation of some of the selected candidate genes, which are upregulated in
mRNAseq dataset, by qPCR from atrial tissue samples.



Figure S2. Analysis of Top Positively Enriched Genes in GSEA. A) Protein-protein interaction (PPI) network of
positively enriched genes with enrichment score >1.5. B) Overlap of hub genes in PPI network and AF-
associated genes found in www.disgenet.org. C) Enrichment of Hallmark Pathways in PPI network in Panel A.
Lower panel shows overlap matrix of genes and gene sets.
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Figure S2 Cont. Analysis of Top Positively Enriched Genes in GSEA. D) Pathway enrichment of hub genes in PPI
network in Panel A. Lower panel shows overlap matrix of genes and gene sets.



E GO terms– Biological Process







Figure S2 Cont. E) GO-term (Biological Process) analysis of hub genes in PPI network and gene/gene-set
overlap matrix.



GO terms- Cellular CompartmentF

Figure S2 Cont. F) GO-term (Cellular Compartment) analysis of hub genes in PPI network and gene/gene-set
overlap matrix.



G GO terms– Molecular Function

Figure S2 Cont. G) GO-term (Molecular Function) analysis of hub genes in PPI network and gene/gene-set
overlap matrix.
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Figure S3. Analysis of Top Negatively Enriched Genes in GSEA. A) Protein-protein interaction (PPI) network of
negatively enriched genes with enrichment score < (−1.5). B) Overlap of hub genes in PPI network and AF-
associated genes found in www.disgenet.org. C) Enrichment of Hallmark Pathways in PPI network in Panel A.
Lower panel shows overlap matrix of genes and gene sets.
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Figure S3 Cont. Analysis of Top Positively Enriched Genes in GSEA. D) Pathway enrichment analysis of hub
genes PPI network in Panel A. Lower panel shows overlap matrix of genes and gene sets.
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Figure S3. Analysis of Top Negatively Enriched Genes in GSEA. E) GO terms of negatively enriched genes in PPI
network and gene/gene-set overlap matrix


