Figure S3: Model of the L-PGDS/drug complex obtained from SwissDock [1] using the crystal
structure of L-PGDS (PDB ID: 4IMN) [2] (A) L-PGDS/CPM complex with the distance between CPM
and the Trp43 residue of L-PGDS highlighted in yellow. (B) L-PGDS/TRD complex with the distance
between TRD and the Trp43 residue of L-PGDS highlighted.
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