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Predictim Models for T Mutants

Model name

Site features
Neighborhood features
Sequence neighborhood
Euclidean neighborhood

Delaunay neighborhood
All features

Sequence features
Structural features

ACC MCC AUC KL DD

0.78 0.39 0.87 0.17 0.48
0.82 0.46 0.91 0.10 0.68
0.79 0.37 0.84 0.11 0.48
0.81 0.41 0.88 0.11 0.55
07880.59°0 86 0] 510 o2
0.84 0.51 0.93 0.08 0.80
0.81 0.45 0.89 0.11 0.60
0.83 0.49 0.92 0.09 0.75
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