
Additional File 2: Supplementary Tables

PDB:
Chain

Mol.
num.

Mappis MultiBind MultiProt PPI
size

ROC
area

Spec. Sens. Run
time
(min)

TP,TN,
FP,FN

ROC
area

Spec. Sens. Run
time
(min)

Spec. Sens.

1a4y:A 4 0.74 0.78 0.75 0.4 3,7,2,1 0.5 0 1 94 0 1 220
1brs:A 6 0.75 1 0.5 9 3,2,0,3 0.38 0 1 94 0 1 133
1brs:D 6 1 1 0.8 9 5,1,0,0 0.58 1 0.17 63 0 1 133
1cbw:I 7 1 0.88 1 5 1,6,2,0 0.6 0.81 0.33 45.5 0 1 112
1gc1:C 6 0.74 0.86 0.67 1.2 2,18,3,1 0.6 0.81 0.33 45.5 0 1 184
1bxi:A 6 0.67 1 0.44 0.5 4,8,0,5 0.73 0.75 0.78 30.3 0.12 0.78 108
1dan:L 6 1 0.73 1 2.1 3,8,3,0 0.7 0.18 1 61 1 0 279
1jck:A 6 0.65 0.88 0.4 1 2,7,1,3 0.59 0.38 0.8 36.5 0.38 0.2 114
1jck:B 6 0.75 1 0.38 1 4,2,0,4 0.5 1 0 36.5 1 0.5 114
1vfb:C 7 0.51 0.62 0.5 68 1,7,2,2 0.5 0 1 189 0 1 121
3hfm:Y 8 0.62 0.6 0.67 39 2,6,4,1 0.6 0.1 1 720 0 1 141
3hhr:A 4 0.74 1 0.52 0.5 13,16,0,12 0.64 0.31 0.88 39 1 0 198

Mean Mappis Mean MultiBind Mean MultiProt
6 0.76 0.86 0.64 11.4 0.58 0.44 0.69 121.2 0.29 0.7 154

Table 1: Comparison of MAPPIS to MultiProt [1] and MultiBind [2]
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