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Abstract:Objective To analyze the drug resistance and multilocus sequence typing (MLST) results of
ESBLs-producing Escherichia coli (ECO) and non-ESBLs-producing ECO clinically isolated from this hospital
to provide a theoretical basis for the treatment of infectious diseases. Methods Eighty-nine strains of non-re-
petitive ECO were collected,including 48 strains of ESBLs-producing ECO and 41 strains of non-ESBLs- pro-
ducing ECOj;the BD phoenix M50 automatic bacterial identification instrument was used for conducting the
bacterial identification and drug sensitivity test;89 strains of ECO conducted the MLST analysis,and the ob-
tained data were compared with the database to get the sequence type (ST) of corresponding allele.
Results The resistance rate of ESBLs-producing ECO was significantly higher than that of non-ESBLs-produ-
cing ECOj;eighty-nine strains of ECO obtained the 45 kinds of ST, there were 24 kinds of ESBLs-producing
ECO,9 strains were ST131 type,6 strains were ST1193 type,the other types were sporadically distributed;in
non-ESBLs-producing ECO,21 kinds of ST obtained,in which 7 strains were ST95 type,4 strains were ST69,
the other types were sporadically distributed. Conclusion Among 89 strains of ECO,the main ESBLs-produ-
cing ECO are ST131 type and ST1193 type. There are significant the ST difference between the the main ES-
BLs-producing ECO strains and non-ESBLs-producing ECO strains. MLST is of great significance to the epi-
demiological research.
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