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Supplementary figure 1. Network of proteins with significant changes upon the
treatment of fasudil at two dosages. A total of 283 proteins showing significant changes
upon both treatments, while all of them showing opposite direction of changes in F100 vs
Veh and F30 vs Veh, as it combines the members from both “F100 Up - F30 Down” and
“F100 Down - F30 Up” groups. Specifically, 188 members of the F100 Up - F30 Down
group and 95 from the F30 Up - F100 Down group. Each node represents one protein
and 182/283 nodes were connected through 380 high confidence PPls. Each node face
was divided into two halves. The sector on the left was colored based on -log10
transformation of p-value from Tukey’s test for F100 vs. Veh, while the sector on the right
was colored according to F30 vs. Veh. P-values corresponding to up-regulation after
treatment were red, while blue represented down-regulation after treatment (p = 0.05 was
represented in white). Each edge represents one PPI record with combined confidence
score = 0.7 from STRING database.



