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Neisseria brasiliensis

Its notable feature is its potential to
form biofilms over chronic wounds




Neisseria brasiliensis (NIBMG_HMR_CI129) Genome Accession Number: INS0017140

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

Table 1: Assembly Details Table 2: Annotated Genome Features SUbSyStem Analy5|5

Subsystem (Subsystems, Genes)

B METABOLISM (71, 474)

Contigs 118 CDS 2,765
¥ PROTEIN PROCESSING (40, 203)
GC Content 49 22 tRNA 56 B STRESS RESPONSE, DEFENSE, VIRULENCE (29, 97)
) B ENERGY (27, 172)
. . B DNA PROCESSING (18, 83)
Contig L50 14 Repeat Regions 32 B MEMBRANE TRANSPORT (14, 52)
[ RNA PROCESSING (13, 54)
Genome length 2,587,839 bp rRNA 3 M CELLULAR PROCESSES (13, 81)
X CELL ENVELOPE (4, 27)
Contig N50 55,562 B MISCELLANEOUS (3, 11)
REGULATION AND CELL SIGNALING (1, 5)

Genome Assembly

Table 3: Antimicrobial Resistance Genes
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