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Pathogenicity and antimicrobial resistance in Enterohepatic Helicobacters
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Recently H. cinaedi infection has been increasingly reported.
We analyzed the mechanism of antimicrobial resistance in H. cinaedi, and identified the mutations
conferring resistance to ciprofloxacin, clarithromycin, and b-lactams. Moreover the role of efflux
pumps to the antimicrobial resistance in H. cinaedi was demonstrated. To elucidate the pathogenetic
factors in enterohe?atic Helicobacters, the genomes of H. fennelliae MRY12-0050, which is the first
report for H. fennelliae, and H. cinaedi strain MRY08-1234 caused nosocomial infection , were
analyzed. The suspected pathogenetic factors in H. cinaedi have been investigated to understand H.
cinaedi pathogenicity.
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Mutations in; MIC (mg/mL) of;

Strain

23SrRNA  GyrA  GyrB ciprofloxacin clarithromycin

MRY08-1240 A2018G T84l D423N 128 128
MRY08-1240 MacAAcat  A2018G T84l D423N 128 128
MRY08-1240 CmeCAcat  A2018G T84l D423N 64 128
MRYO08-1240 CmeBAcat  A2018G T84l D423N 64 128
MRY08-1240 CmeDAcat  A2018G T84l D423N 16-32 128
MRYO08-1240 CmeFAcat  A2018G T84l D423N n.o.
MRYO08-1240 CmeGAcat  A2018G T84l D423N n.o.
MRY12-0056 A2018G T84l - 32 128
MRY12-0056 MacAAcat  A2018G T84l - 32 128
MRY12-0056 CmeCAcat  A2018G T84l - 32 128
MRY12-0056 CmeBAcat A2018G T84l - 32 128
MRY12-0056 CmeDAcat  A2018G T84l - 4 128
MRY12-0056 CmeFAcat ~ A2018G T84l - n.o.
MRY12-0056 CmeGAcat  A2018G T84l - 32 128
12-0027 A2018G T84l 32-64 2-4
MRY12-0027 MacAAcat  A2018G T84l - 64 4
MRY12-0027 CmeCAcat  A2018G T84l - 64 2
MRY12-0027 CmeBAcat  A2018G T84l - 32 4
MRY12-0027 CmeDAcat  A2018G T84l - 4 2
MRY12-0027 CmeFAcat  A2018G T84l - 16 2
MRY12-0027 CmeGAcat  A2018G T84l 32 2
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725, H. cinaedi ®p-latam F~ &2 M DK
X RND B AR 7o L5 6D THH =
EWmoTe. ETEFPEH ARV T BB T O
FEBLEIX MRY12-0051 #RIZB W TR 7223,
Z OfFE[AIEL MRY12-0051 £k & [/]—® ST TdH
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Table 2 RND BISAIPEH R v 7D ) v 7 79
RiC BT % B-lactam FIKZ M

MIC (ug/ml)?

AMX CRO
CCUG18818 4-8 8
CCUG18818_pbplCAcat 8 8
CCUG18818_cmeCAcat 4-8 8
CCUG18818_macAAcat 4-8 8-16
CCUG18818_cmeBAcat 0.5-1 0.5-1
CCUG18818_cmeDAcat 0.063-0.125 0.063
CCUG18818_cmeFAcat 4-8 8
CCUG18818_cmeGAcat 4-8 8
MRY08-1240 8 8-16
MRY08-1240_pbplICAcat 8 16
MRY08-1240_cmeCAcat 4-8 8
MRY08-1240_macAAcat 4-8 8-16
MRY08-1240_cmeBAcat 0.5 0.5-1
MRY08-1240_cmeDAcat 0.063 0.5-1
MRY08-1240_cmeFAcat n.o. n.o.
MRY08-1240_cmeGAcat n.o. n.o.
MRY12-0027 2-4 2
MRY12-0027_pbpICAcat n.t n.t
MRY12-0027_cmeCAcat 4 2
MRY12-0027_macAAcat 4 2
MRY12-0027_cmeBAcat 0.25 0.125
MRY12-0027_cmeDAcat 0.031 0.016
MRY12-0027_cmeFAcat 2-4 2
MRY12-0027_cmeGAcat 2-4 2
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