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[bookmark: _GoBack]Figure. S1. G-factor summary of homology model of α-subunit of TRPS from M. tuberculosis
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Figure. S2. Superimposed Binding pocket of co-crystal structure (PDB ID: 1TJP) (Cyan color) and homology model (Dark blue color)
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Figure. S3. Binding interaction of candidate compounds (C1-C7) inside the binding pocket of homology model of α-subunit of TRPS (M. tuberculosis) (2D-View)
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a. %-tage residues in A, B, L. 225 782 88.2 10.0 -1.0  Inside
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