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The spread of multidrug resistant Enterobacteriaceae strains resulting in treatment failure and
increased mortality has become a global health issue. Of these, members of Enterobacter cloa-
cae complex are of major concern due to their association with transferable multidrug resistance
and the establishment of successful clones. Such strains pose a potential threat to hospitals as
they are known to cause hospital outbreaks. The data regarding antimicrobial resistance (AMR)
and transmission in pathogenic bacteria are important to decide infection prevention and control
measures locally and internationally. This paper describes the first identification of carbapenem-
resistant Enterobacter hormaechei subsp. steigerwaltii ST93 in Sri Lanka. One Enterobacter
cloacae strain (ECC) from a collection of ninety-four uropathogenic Enterobactericeae iso-
lated from hospital-acquired urinary tract infections (HA-UTI) from Sri Jayewardenepura Gen-
eral Hospital, Sri Lanka was analysed using genomic sequencing and comparative genomics.
Seventeen AMR genes that confer co-resistance for several antibiotic classes such as β -lactams,
carbapenems, aminoglycosides, fosfomycins, macrolides, sulphonamides, trimethoprim, pheni-
cols and tetracyclines were identified. Coexistence of two types of carbapenem resistance genes
(blaNDM-4 and blaOXA-181) was a significant finding. Virulence genes coding for several impor-
tant functional proteins were identified. Some of these include mrkgenecluster that encodes
type 2 fimbriaethat are associated with biofilm formation and Type VI secretion systems loci
(T6SS)which confers the ability to survive in a range of environments. The isolate did not carry
any plasmids. However, several mobile genetic elements (ISEcp1, IS26-IS26 composite trans-
poson and IS5) were identified flanking AMR genes such as blaCTX-M-15, blaNDM-4 and ble gene
cluster and aac(6’)-Ib-cr, blaOXA-1, catB3 gene cluster that contribute to the horizontal transfer
of these genes. This study provides important information on the development and dissemina-
tion of genes coding for antimicrobial resistance and adds to the currently scarce data on AMR
in Sri Lanka.
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