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carbapenem resistant Enterobacteriaceac (CRE)R* 2 Jx 731 IR >
His% { 5 ¥+ o Colistin resisitnat 22 MCR-1 % 35 » & {F {3
M F Z colistin 2t % F| P& *4] - carbapenease ¥2 MCR-1 5
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AP ERFELHF A B F A F L carbapenem resistant
Enterobacteriaceac (CRE) % | » 4 ¥t Fp 5}; K ¥4 CRE 15 1+
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keywords - antimicrobiol resistance

The dramatic increase of multi-drug resistant pathogen has been
a great concern that may constitue a public health issue. The
carbapenemase producing is particularly problematic when encountered
in the selection of antibiotics for treatment. The use of colistin has been
challenged by the discovery of MCR-I, colistin resistant gene.
Carbapenemase and mcr-1 genes are location in mobile genetic elements
(such as transposon, integron, plasmid) which make the emergence of

coproducing carbapenemase and MCR-1 and global spreading.

The goal of this study is to perform surveillance of
carbapenemase and mcr gene variants in reported CRE isolates from
hospitals. The results will automatically feedback to staffs of the infection
control department of hospitals to help them making decision in
implementing appropriate infection control measures. Meanwhile, the
results will be analyzed in epidemiological viewpoint in order to find out
the high risk area of hospital and provide scientific evidence for making

policy or guideline to combat multi-drug resistance from CRE.
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