Chryseobacterium urinae sp. nov. (APV-1T)

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

Subsystem Analysis

an

Table 1: Assembly Details Table 2: Annotated Genome Features
Contigs 121 CDS 4,428
GC Content 35.85 tRNA 70
el e = Repeat Regions 75
Genome length 4,573,526 bp
_ rRNA 2
Contig N50 135,195

Table 3: Antimicrobial Resistance Genes

Genome Accession Number: INGCA000000168

Subsystem (Subsystems, Genes)

B METABOLISM (64, 415)

I PROTEIN PROCESSING (39, 187)

B STRESS RESPONSE, DEFENSE, VIRULENCE (24, 76)

B ENERGY (23, 169)

M DNA PROCESSING (15, 70)

I RNA PROCESSING (13, 61)

B CELLULAR PROCESSES (12, 55)

B MEMBRANE TRANSPORT (11, 61)

I CELL ENVELOPE (4, 26)
MISCELLANEOUS (4, 41)
REGULATION AND CELL SIGNALING (1, 4)
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