Supplementary Figure

KEGG Enrichment based Functional Annotation of of miRNA-Target Genes

Gene Number

© 40
Pathways in cancer O 60
PI3K-Akt signaling pathway . O 80
MicroRNAs in cancer Of O 100

Q 120
MAPK signaling pathway -
ErbB signaling patway %) -logyo(P-value)
Hepatitis B o = 3.25
Salmonella infection PR |_] 40

2.00

Breast cancer ® I |

= 1.50

Fold Enrichment
Figure S1. Represents functional enrichment analysis based on Kyoto Encyclopedia of
Genes and Genomes analysis (KEEG) using DAVID online tools, revealing top eight highly

enriched pathways



Gene Ontology analysis of candidate miRNA-Target Genes
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Figure S2. Represents functional enrichment analysis based on Gene Ontology analysis,
revealing top ten highly enriched term of miRNA-target genes in Molecular Function,

Biological Process and Cellular Component



