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This genomic
analysis highlights
the functional
factors that
contribute to AMR,
pathogenicity, and

Antibiotic

Genes contributing
to AMR in E. coli
are highly
heterogeneous,
associated with
mobile genetic
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Exploring this
genomic information
aids in developing
better diagnostics
and new drugs for
improved clinical

MDR Escherichia coli. Unveiling its Molecular Weapons
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‘Genome size: 4.97 mb
GC percent: 50.7

Plasmid: Present 4

(arnT, pmrF, vanG, eptA, y

bacA, EC-15, CMY-42,
NDM-5, BRP(MBL), ermB,
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