Mycobacterium orygis (NIAB_BDWBCSHFL 1) (Genome accession: NZ CP138660.1)

Mycobacterium oryagis is a type of bacteria closely related to the germs that cause
tuberculosis (TB) in both animals and humans.
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The number of cases of Mycobacterium orygis infection is increasing globally.

Genome Studying its genome, helps scientists understand what makes this bacterium unique,
including how it spreads, causes disease, and even resists treatment.
/

This knowledge is also important for developing more effective and less harmful treatments
specifically designed to target this bacteria.
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Genomic characterization of Mycobacterium orygis (NZ_CP138660.1) for better understanding and

managing animal tuberculosis and zoonotic tuberculosis in humans!
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Quality of Genome Assembly and Annotation:

Mycobacterium orygis
(NIAB_ BDWBCSHFL _1)

Reference genome accession

number: NZ CP138660.1

Contigs 1 CDS 4,231
GC Content 65.63 Repeat Regions 152
Plasmids 0 tRNA 4L
Contig L50 1 rRNA 3
Genome Length 4,347,055 bp Partial CDS 0
Contig N50 4,347,055 Miscellaneous RNA 0
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