Genome Announcement: Klebsiella pneumoniae

1. Genome Sequencing 2. Analysis

3. Insights

Accession# SRR23106222(NCBI)

INS0000458 (INDA)
4. Translation

BRIC-THSTI has In silico WGS

decoded the whole analysis of this
genome seguence pathogen identified
of Klebsiella factors contributing

pheumoniae

to its pathogenicity,

iIsolated from the AMR, and survival

pleural fluid of an

Indian patient.

Antibiotic

The genome of
Klebsiella
pheumoniae
harbors multiple
resistance genes
against commonly
used clinical
antibiotics.
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Exploring this
genomic data is
crucial for developing
enhanced
diagnostics to track
the spread of AMR
bacteria, ultimately

Klebsiella pneumoniae: A Leading Superbug Threat
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