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WG R RO EE  (FN30) @ Moraxella catarrhalis 2 X AERYWEDTIHE L ONERICEHNT 5 7=
DIME S LT B OMPCD DFSREZ fifAT L=, Z OFEHE. OMPCD [IkE 4 72 A b L ABREE F CRE
BINCRELT S Z L MR SNT-, & 51T OMPCD X HE DI B CTGREHERE &\ o 7= A B2 RE
NR=U U VSRS Z B D DHRER KOS, MIEMTEZ & OREMER T & L TORRE

BHITHZEBHGMNE 2T,

WFFE R B OMEEL (#3C) : To contribute to the prevention and treatment of Moraxella
catarrhalis infection, the present study was undertaken to investigate the function of
M. catarrhalis OMPCD. Expression of OMPCD was found to be stable under various stress
environments. Furthermore, our findings confirmed that OMPCD plays a role in bacterial
physiology, including aspects such as bacterial growth and stabilization of bacterial
cell morphology; penicillin resistance; and pathogenesis, such as adherence to human
epithelial cells and serum resistance.
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