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Paenibacillus peoriae (IBSD35) Genome accession number PTJM00000000
Natural killer of AMR pathogen !
]
Paenibacillus peoriae (IBSD35) is an endophytic bacteria, isolated from a traditional
- medicinal plant (Millettia pachycarpa) of Ukhrul, Manipur, India. '
It produce Anti Microbial Peptides (AMP) Peoraerin IBSD35 with high broad spectrum |
——_antimicrobial activity against pathogenic bacteria. s
Peoraerin IBSD35 can be used to counter AMR because very low or no resistance )
[ developed against it. =
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Heatmap of the biosynthetic of the selected genome.
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Reference genome accession number:

Table 1. Assembly Details

Contigs 65
GC Content 45.56
Plasmids 0
Contig L50 6

Genome Length 5,862,582 bp

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

Table 2. Annotated Genome Features

CDS 5,466
tRNA 85
Repeat Regions 55
rRNA 3
Partial CDS 0
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