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Vibrio parahaemolyticus 

Isolation It is a potential pathogen isolated from mussel collected from the Ashtamudi 

estuarine system of Kollam, Kerala State. The bacteria causes gastrointestinal 

disorders in human

Findings Sequencing  that this bacterium has genes encoding for Type 3 secretion system 

T3SS2β apparatus proteins;  a virulence profile predicted in clinical strains. 

Application
Reveals the overall pathogenic potential of this toxigenic environmental isolate 



Vibrio parahaemolyticus K23     Genome Accession Number: LQGU00000000.1

Table 1: Assembly Details

Contigs 74

GC Content 45.34

Contig L50 5

Genome length 5,090,551 bp

Contig N50 410,730

Table 3: Antimicrobial Resistance Genes

AMR Mechanism Genes

Antibiotic target in susceptible 

species

Alr, Ddl, dxr, EF-G, EF-Tu, folA, Dfr, folP, 

gyrA, gyrB, Iso-tRNA, kasA, MurA, rho, rpoB, 

rpoC, S10p, S12p

Antibiotic inactivation enzyme CARB family

Antibiotic activation enzyme KatG

Protein altering cell wall charge 

conferring antibiotic resistance
GdpD, PgsA

Efflux pump conferring antibiotic 

resistance
MacA, MacB, MdtL, Tet(35), TolC/OpmH

Regulator modulating expression 

of antibiotic resistance genes
H-NS, OxyR

Quality of Genome Assembly and Annotation:

Results from indigenously developed BHARAT analysis pipeline:  (Bacterial Hybrid genome Assembly and Rapid 

Annotation Toolset)

Genome Assembly

Table 2: Annotated Genome 

Features

CDS 4,749

tRNA 102

Repeat Regions 0

rRNA 8

Subsystem Analysis
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