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Staphylococcus haemolyticus (NIBMG_HMR_4)
Bacteria found in healthy skin of humans Outcompetes
Severe
Pathogens

Genome Sequencing will boost
Effective Skin & Wound

Treatment
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Staphylococcus haemolyticus (NIBMG_HMR_4) Genome Accession Number: INS0005649

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 Analysis

Subsystem (Subsystems, Genes)

B METABOLISM (75, 491)

I PROTEIN PROCESSING (40, 215)

B STRESS RESPONSE, DEFENSE, VIRULENCE (36, 144)
B ENERGY (26, 195)

Contigs 82 CDS 2,414 B CELLUL AR PROCESSES (14, 85)
Wl RNA PROCESSING (13, 51)
GC Content 32.66 tRNA 57 B MEMBRANE TRANSPORT (6, 37)
REGULATION AND CELL SIGNALING (4, 17)
Contig L50 11 rRNA CELL ENVELOPE (2, 7)
MISCELLANEOUS (2, 5)
Genome length 2,448,233 bp Repeat Regions 0
Contig N50 82,512 Genome Assembly
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