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Figure 18S. Validation of predicted models of protein by ERRAT server
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Figure 2S. Prediction of binding pocket of protein studied.
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Figure 3S. Protein-protein interaction network. Identification of 81 nodes of GED network

by STRING.
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Figure 4S. Enrichment of Hub Genes. Identification of biological processes, molecular
functions, cellular components, and biological pathways of the Hub genes. Identification of

expression sites and Catalogue Of Somatic Mutations In Cancer (COSMIC) of Hub genes.
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Figure 5S. Stage plot and Survival plot of Hub genes associated to TNBC. RPL7A, 60S
ribosomal protein L7a; NHP, NHP2-like protein 1; PSMDI11, 26S proteasome non-ATPase
regulatory subunit 11.



