
Figure S1. Enrichr web server-based gene set enrichment analysis for upregulated cancer progression genes in LNCaP cells 
treated with bacteriophages (A) MS2 and (B) T4 and M13 through GO biological processes, predicted ‘caveolin-mediated endo-
cytosis’ for MS2 bacterial virus. Similarly, the ‘integrin-mediated signaling pathway’ and ‘caveolin-mediated endocytosis’ were 
predicted for both bacteriophages T4 and M13. Also, based on GO cellular component prediction focal adhesion, cell-substrate 
junction, caveloa, plasma membrane raft, early and late endosomes were predicted for MS2, T4, as well as M13 phages further 
validating the caveolin-mediated endocytosis for these phages. [Here, The q-value is defined as the minimum false discovery rate 
at which an observed score is deemed significant. Thus, the q-value attempts to control the percentage of false positives among 
a collection of scores].



Figure S2. Network of protein-protein interactions in LNCaP cells according to their interaction with bacteriophages T4 and 
M13. The strong link between SRC kinases and other associated proteins and integrins is evident through the highest level of 
confidence (0.7-0.9) across all proteins based on interactions.


