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Identification of Novel Molecule inhibitors of Mycobacterium
by in silico structure-based drug screening

TOMOHIRO KINJO™'  YUJI KOSEKI! ATSUMI YAMADA!
YUYA IZUMIZONO™'  SHIHO AREVALO™' MAIKO KOBAYASHI'
SHUNSUKE AOKI™'*

Abstract: We attempted to identify the novel potential antibiotics for Mycobacterium tuberculosis enoyl-acyl carrier protein
reductase by in silico structure-based drug screening. As a result, We identified the two chemical compounds that stably inhibited
growth of the model bacteria Mycobacterium smegmatis. Moreover, these chemical compounds did not have toxic effects on
enterobacteria and mammalian cells.
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