Genome Announcement: Enterobacter hormaechei
Accession# SRR23106264(NCBI)
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This genomic
analysis provides
insights into the
molecular basis of
virulence factors,
antimicrobial

Antibiotic

Diverse AMR genes
and other factors in
E. hormaechei
confer resistance to
nearly all antibiotics
commonly used in
clinical practice.
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This genomic analysis
helps improve
prognostic outcomes
and supports the fight
against antibiotic

resistance, ultimately

Enterobacter hormaechei: Unraveling the Genome of a Hospital-Associated Superbug
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‘Genome size: 3.68 mb |

GC percent: 55.4
CDS: 356¢
Stable RNAs: 64

MGEs: Present 4
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