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% 3 ZMHE )5 Top 10 HER HADDOCKS HE4 o 4 BERI A FHH IR B BT RIS
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HE4 HADDOCK score  AIR  Eygw  Eeee Egesoly BSA (A?) FEAIE Y

1 -87.61 78.96 -28.04 -61.93 1.50 703.58 —

2 -83.55 31.84 -39.16 -38.12 -1.22 823.07 —

3 -81.21 78.44 -25.65 -5791 1.66 715.30 -

4 =78.17 70.77 -12.54 -65.39 -1.28 604.02 -

5 -74.46 114.45 -27.46 -50.82 -0.81 681.46 -

6 =72.99 106.85 -33.21 -44.20 1.22 747.63 -

7 =72.11 4576 -23.11 -45.99 -0.64 694.64 —

8 -72.10 96.05 -36.27 -31.77 —6.00 766.25 -

9 -68.42 33.82 -28.97 -3599 0.23 705.63 11 (n=2, &)
10 —67.77 94.40 -34.47 -34.10 -0.11 854.25
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@—@ Non-ligand bond 7 contact(s)
@- ~-@ Hydrogen bond and its length @  Corresponding atoms involved in hydrophobic contact(s)
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6 S ik A:VAL-4 0-002V 2.82
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