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MEBINQE

One hundreds and one isolates of Enterobacteriaceae resista:gtEo %12 Ze:rl{e]r.agm
cephalosporins (15 Enterobacter cloacae, 51 Escherichia coli, 34 Klebsiella pneumoniae and
1 Klebsiella sp.) were isolated from septicaemic patients from hospitals in Thailand, during
April-dune 2005. All isolates expressed ESBL phenotypes as judged by double disk and -
combined disc methods. Susceptibility testing showed that each isblate was resistant to one
or more expanded spectrum [-lactams (cefotaxime, ceftazidime, ceftriaxone or aztreonam). -
45 % of bacterial isolates were found to resist to all 4 antibiotics tested. Fortunately, all
isolates remained susceptible to imipenem. PFGE analysis revealed identical genotype
pattern among bacteria isolated from the same hospital, suggesting the clonal spread within
the hospital. Plasmid mediated TEM-type ESBL was common among isolates whereas
SHV- type ESBL was frequently found in K. pneumoniae. BlaCTX and BlaOXA- encoding
genes were detected only in plasmids of E. coli and K. pneumoniae isolates. Sequencing of
CTX-ESBL and OXA-ESBL revealed that they are closely related to CTX-M27 and OXA-10,
respectively, the enzyme which were responsible for resistant to third generation
cephalosporins in other organisms. These findings suggested that ESBLs are widespread
among bacteria in thé Family Enterobacteriaceae, resuiting in high level resistant to
antibiotics. The presence of muitiple ESBL-encoding génes in a single isolate raised a

serious concern as this may cause treatment failure in the future.



