
Supplementary Material
Figure S1: Core analysis of the modulated miRNAs: Core analysis in IPA showed various cell growth and function pathway being significant target of the modulated miRNAs.
Dataset S1: Modulated miRNAs predicted gene targets: DIANA-mirpath software was used to identify KEGG pathways predicted to be significantly modulated by the combined effect of the altered miRNAs. Genes predicted to be targeted by the significantly modulated miRNA under PI3K-AKT, Jak-STAT, MAPK, mTOR, NF-kappa B, and Toll-like receptor signaling pathways are listed. Each sheet corresponds to the respectively labeled pathway. 
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