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The aim of this study development of MALDI typing with ESBL-producing E. coli,
and is to explore the specific biomarker peaks of B2-ST131 clone of global pandemic clone. Our unique
MALDI typing method was identified ability comparable to MLST although inferior to PFGE. We searched for
the specific biomarker peaks to distinguish between the B2-ST131 clonal group and other ST clonal groups
isolated. Biomarker peaks at m/z 7650 in the B2-ST131 group and m/z 7707 in the other ST clonal groups
showed the highest discrimination abilities. Differences between the molecular mass at the 7650-m/z and
7707-m/z peaks indicated an E34A amino acid substitution.
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