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Klebsiella pneumoniae 67
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Proteus mirabilis 7
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Klebsiella aerogenes 2
Citrobacter freundii 1
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Citrobacter koseri 1
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Escherichia coli 5(2) 5(2) 7(2) 12(4)
Klebsiella pneumoniae 2 2 4 2(1) 6(1)
Enterobacter cloacae 2 2 45(5) 47(5)
Citrobacter freundii 1 1 1 2
Klebsiella aerogenes 1(1) 1(1) 100(22) 101(23)
Enterobacter cloacae complex 15(3) 15(3)
Serratia marcescens 5(1) 5(1)
Enterobacter sp. 4 4
Citrobacter braakii 3 3
Citrobacter freundii complex 2 2
Citrobacter neteri 1(1) 1(1)
Enterobacter asburiae 1 1
Morganella morganii 1(1) 1(1)
Providencia stuartii 1(1) 1(1)
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Escherichia coli 190(90) 8(4) 641(278) 4(1) 843(373) 28(10) 871(383)
Klebsiella pneumoniae 30(13) 9(3) 20(4) 59(20) 8(3) 67(23)
Klebsiella oxytoca 2 1 1 4 12(1) 16(1)
Proteius mirabilis 7(4) 7(4) 7(4)
Enterobacter cloacae 1 1 3 4
Moganella morganii 2 2 1 3
Klebsiella aerogenes 2 2
Citrobacter freundii 1 1 1
Citrobacter koseri 1 1 1
Klebsiella variicola 1 1 1
Citrobacter freunndii complex 1 1
Proteus vulgaris 1 1
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407%) % 5 ® % Klebsiella acrogenes (L. T, K.
aerogenes) 75 IMPELELR 2B s N5 2 L1347
WEHE SN TV D, RBIEIZBWTY, EEEEDS
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HiFR1254.9%, JEHX5/413459%), IMP ELEE 11X
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L7z&2h, EHEEBICCOBE SN KB I AR KD
Al BE RO CTX-M-9 group YR TH -
DKL, BADSSEES N2 KR IZCTX-M-2
group VBN TH Y, CTX-MEBEET D7 IV —TDE|
BlERL o Tz, ESBLEATRIZ, 20004F DL ZHIC
BiNLTwah, ZoBEE LT CTX-ME#EET%
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