Brief information:

)

Staphylococcus hominis (Study accession: ERS21408689)

Staphylococcus hominis, a friendly skin bacterium that helps combat harmful multidrug
One Day resistant pathogens like MRSA
One
Genome > This discovery can lead to novel strateglesgzgllinnfgectlon control, biotherapeutics and wound

)

Harnessing Nature’s Microbial Defence

Accession

Organism name
number

ERS21408689  Staphylococcus
ERR13925533 hominis

Culture type

Aerobic, Gram
+ve, Coagulase
negative

Pathogenicity

Opportunistic,
low virulence

Genome Size

2.1 million bp

No. of Important genes Importance
Genes

Capsule biosynthesis

protein CapD, ATP- Helps in eliminating
1696 dependent DNA helicase other opportunistic

Rep, and Vitamin B12 import pathogens in the skin
ATP-binding protein BtuD



https://www.ebi.ac.uk/ena/browser/view/ERS21408689?dataType=SAMPLE
https://www.ebi.ac.uk/ena/browser/view/ERR13925533
https://www.ebi.ac.uk/ena/browser/view/ERS21408689?dataType=SAMPLE
https://www.ebi.ac.uk/ena/browser/view/ERS21408689?dataType=SAMPLE

Infographics:

-

Quality

Per base sequence quality

Genome Assembly

Culture DNA isolates
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Access Genome

Staphylococcus hominis

Quality of Genome Assembly and Annotation:

Staphylococcus hominis
accession number:
ERS21408689
ERR13925533

Genome Length

Table 1. Assembly Details

GC Content
Plasmids

Contig L50

57
31.31
0

9

209,978 bp

Table 2. Annotated Genome Features

CDs
tRNA
rRNA

Draft Genome: Yes
Completion of Genome Assembly: Yes

Partial CDS

2,076
53


https://www.ebi.ac.uk/ena/browser/view/ERS21408689?dataType=SAMPLE
https://www.ebi.ac.uk/ena/browser/view/ERR13925533
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