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Table 2. Physicochemical analysis of the potential inhibitor of

CotH3 and FTR1 protein of R. oryzae

1 Compound ADME properties Molecular Radar diagram
(Lipinki’s rule of five) Weight

Introduction ExPasy and modelling structure was then evaluated using
PROCHECK.

Preparation of ligands

 The 3D structures of 12 selected natural molecules were
downloaded from the PubChem compound database.
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