TF/T: 208 DEGs (=2 fold change)
Used 200 genes
Medium confidence : 0.400
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S3 Fig. The genes regulated by FSK in Transformed cells show a low degree of connection. In
the figure the network of predicted associations for all DEGs-encoded proteins in TF/T comparison is
shown. The STRING analysis of the protein-protein interactions was performed to DEGs with fold
change =2 in the comparison.



