
Genome Announcement: Vibrio paracholerae

BRIC-THSTI  
presenting the 

complete genome 
sequence of Vibrio 

paracholerae 
isolated from the 
stool of  diarrhea 

patient.

1. Genome Sequencing 3. Insights

Vibrio paracholerae 
insights into the 

virulent factors with 
unique T3SS 
regulation, 

pathogenicity and 
presence of  ARGs 

with distinct  position 
in phylogenetic tree.

4. Translation2. Analysis

This genomic 
analysis describes 

the genetic markers, 
virulence factors, 
AMR genes and 

phylogenetic 
relationship to other 

Vibrio species.

AGTCCCTGAATCGATGCTACATGCAAG
AACTGATCCTAGATCGACGATCACGTG
AAACCCTTAGATGACGGTCAGCCGCAA
GCGGAATTGGCGACATAACAAGTACTG
AGTCGGCGTTCGCCTAACCGCAGTATT
TTCCAGGCCCTTCTGCCGAGCTGATGC
AGCCACAATCGGGCTGAGGGGTCTTGG
AAACGGGTGGGGTAACGCCGTGATCGC
AAATATCATGCGCATTCTGAGGGAGTCA

The genomic 
analysis can tract 

the strain and AMR 
profiling to prohibit 
the contamination 
and transmission 

routes that leads to 
improved food 
safety practice.
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Vibrio paracholerae: Cholera's Salty Doppelgänger"

Accession#ERS23839710 (ENA)
INS0016141 (INDA)
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AMR genes: CRP 
QnrVC5 almG CARB-9

Virulent genes: hlyA, 
rtxA-D, ctxA-B, vasA-L

Genome size:  3.82mb
GC percent: 47.4%
ORFs: 3623
RNAs:109

Biosafety 
cabinet

Rice-water 
stool

16S rRNA, 23S 
rRNA

Species confirmation


