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UAP Correlation | R for |ig0 decoy |R for 001 |R for DUD
coefficient
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UAP_GPCR 0.6295 0.6981 0.5295 0.5834
UAP_DUD 0.5151 0.6173 0.3622 0.4477
UAP_PDB 0.4165 0.7468 0.6161 0.6347
UAP_avg 0.6608 0.7297 0.5723 0.6072
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