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Benchmark Test of Docking Study Programs

Docking Study
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CPU: E5-2650V2 (2.6 GHz) E5-2650V2 (2.6 GHz) E5-2687W (3.1 GHz) E5-2687W (3.1 GHz)
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' Speed : DSHC ~ Vina << rD. <<< S.
BOth Ava‘fabfe pee ne i All programs were performed in a default condition
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