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Arthrobacter sp. strain KI72 produces NylB' carboxylesterase, which is 88% homologous
to functional nylon oligomer hydrolase (NylB). Both NylB and NylB utilize
Ser112-Lys115-Tyr215 residues as catalytic triads. NylB possesses approximately 0. 5% of
the level of the 6—aminohexanoate linear dimer (Ald)-hydrolytic activity of NylB. Three
substitutions (G181D, H266N and D370Y) in NylB’ —type carboxylesterase were sufficient
to increase the level of the Ald-hydrolytic activity to that of the wild-type Ny1B enzyme.
The triple mutant efficiently catalyzed the amide—synthetic reaction in organic solvent
containing low concentration of water by reverse reaction of hydrolysis. We analyzed the

structural requirements of the enzymes for effective amide-synthetic reaction
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