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Figure S1.MCC- and fingerprints-based cutoff value analysis.
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Figure S2. The proportion selection of Training set and Test set.
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Figure S3. Compare the performances of combinational NB models and

fingerprint-based NB models for the tested compounds.
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Figure S4. The Matthews correlation coefficient (C) versus the tree depth for the
training set and test set.
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Figure S5. The SCA-plot of the 488 compounds (red dots) and the known DNA

gyrase inhibitors (blue dots).
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Figure S6.SDS-PAGE results of (A) E.coil DNA GyraseA and (B) E.coil DNA
GyraseB.
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Figure S7. The activity distribution in the training set (blue) and Test set(red).



