©
2014 2017

Identification of ag?regation relative factor of enteroaggregative Escherichia
coli (EAEC) and development of novel laboratory procedure.
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Total of 211 strains were identified E.coli as EAEC from among total of 8,

729 E. coli isolated from diarrheal children from 2001 to 2016. EAEC 025 dominantly harbored both
antibiotics-resistance gene CTX-M and adhesion gene of uropathogenic E. coli. EAEC showed
significant genetic diversity by linage analysis and formed cluster of each O serotype. Although
EAEC defined strong biofilm formation (BF), some of EAEC strains showed week BF and emerged since
2011. Traditional EAEC 0111 acquired CTX-M gene and some of EAEC strains acquired K1 (neuC) gene,
which gene were harbored high frequency among neonatal meningitis E. coli. The results of this
study showed the significant genetic heterogeneity of remarkable EAEC clinical strains. In addition,

EAEC may play a role of reservoir of antibiotics-resistant genes and virulence gene of E. coli,
because strong aggregation and BF of EAEC may facilitate horizontal transfer of virulence and
antibiotics-resistant genes in the intestine of children.
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