Table S31. Average solvation energy 
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	Dataset of complexes
	Average (± SE) solvation energy 
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 (kJ/mol)
	Average (± SE) energy Z-score for direct readout
	Average (± SE)energy Z-score for indirect readout

	Group-SubSetMultiProteins:DNA
	-241.18±22.3
	39.38±5.4
	 -2.86±0.3
	-2.43±0.2

	Group-SingleSameProtein:DNA
	-99.79±15.0
(p<0.001)
	31.06±6.5
(p=0.16)
	-1.34±0.3

(p<0.001)
	-1.48±0.3
(p=0.008) 


p-values are calculated in comparison with Group A and obtained using the one-tailed Student’s t-test
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