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Coding scheme |Precision Recall ~ F-measure Accuracy
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2 4.220 TERFFELIEIE non-PPI A1 PPI HYfE[A]

PPI Non-PPI
V(Val) | 0.785 | W (Trp)| 0.789
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F(Phe) | 0.847 | Q (GIn) | 0.890
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A(Ala) | 0.868 | P(Pro) | 0.933
K(Lys) | 0.872 | E(Glu) | 0.934
T(Thr)| 0.888 |M (Met)| 1.004
Y (Tyr) | 0.937 | D (Asp)| 1.008
S (Ser) | 0.958 I (lle) 1.010
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R(Arg) | 1.273 | G (Gly) | 1.045
Q (GIn) | 1.331 | F(Phe) | 1.051
H (His) | 1.550 | L(Leu) | 1.060

W (Trp)| 1.630 | V(Vval) | 1.072
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