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Supplementary Figure 1. Distribution of molecular weights
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Supplementary Figure 2. Distribution of the number of rotatable bonds
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Supplementary Figure 3. Distribution of the Wildman-Crippen LogP values
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Supplementary Figure 4. Distribution of the number of hydrogen bond donors
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Supplementary Figure 5. Distribution of the number of hydrogen bond acceptors
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Distribution of Molecular Weights
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Distribution of Number of Rotatable Bonds
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Distribution of Wildman-Crippen LogP Values
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Distribution of Number of Hydrogen Bond Donors
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