Role of SARS-CoV-2 in altering the RNA binding protein and miRNA directed post-transcriptional regulatory networks in humans
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SUPPLEMENTARY MATERIALS
Supplementary Figure Legends:
Figure S1. Protein-protein interaction network of differentially expressed genes in mock treated versus SARS-CoV-2 infected primary human lung epithelium (NHBE cells) where node size and color show the absolute and relative log2 fold changes, respectively.
Figure S2. (A) Violin plot shows the statistically significant (p-value < 1e-05) preferential binding profile of RBP motifs (sorted by frequency of binding) across the SARS-CoV-2 viral genome (length normalized), identified using FIMO (B) Hierarchical clustered heatmap showing the protein abundance (row normalized) of RBPs across tissues.

Supplementary Table Legends:
Table S1. Significant biological pathways obtained from functional annotation analysis of differentially expressed genes (at 5% fdr)  in mock treated versus SARS-CoV-2 infected primary human lung epithelium (NHBE cells) using ClueGO (a cytoscape plugin).
Table S2. Identification of alternative splicing events using rMATS (replicate Multivariate Analysis of Transcript Splicing) in mock treated versus SARS-CoV-2 infected primary human lung epithelium (NHBE cells).
Table S2. Significant biological pathways obtained from functional annotation analysis of alternatively spliced genes (at 5% fdr) in mock treated versus SARS-CoV-2 infected primary human lung epithelium (NHBE cells) using ClueGO (a cytoscape plugin).
Table S4. Preferential binding location of RBP motifs identified by FIMO across the SARS-CoV-2 viral genome.
Table S5. Preferential binding location of miR-motifs identified by FIMO across the SARS-CoV-2 viral genome.
Table S6. Significant biological pathways obtained from functional annotation analysis of mir-targeted genes (from mirNet) using ClueGO (a cytoscape plugin).
