Supplementary Materials:

Table 1. Main steps of the proposed web-based virtual screening protocol. The docking/scoring phase was applied to 4574 approved drugs. The calculation time is
averaged from the screening of the three cancer protein targets, CDK2, GP130 and cereblon, investigated here.
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# The protein receptor preparation can be achieved using a two-step protocol with the user-friendly visualization tool Chimera, which is a free to academic and

nonprofit users. All details on the Chimera’s two-step protocol can be found in the Supplementary Information of Ref. 42.



