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Staphylococcus Epidermidis (NIBMG_HMR-AD036SBA2) Genome Accession Number: INS0022497

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

: Genome Assembly
Table 1: Assembly Details Table 2: Annotated Genome Features o
Y b ,'ﬁ“

Contigs 7837 CDS 3902 W cos
tRNA
GC Content 36.02 tRNA 128 u
B rNA
Contig N50 11869 Repeat Regions 2 Ml other
. GC content
Genome length 2,635,356 bp rRNA 10 B ocskens
kew-
AMR Genes dfrG 1 erm(B) 18 aph(3")-III_1 aac(6")-aph(2") 1 msr(A) 1 mph(C) 2 blaZ 138 mupA 2 . GC skew
Virulence Genes cylR2  cylR1 cyllL  cylS cylM  cylB cylA  EF0485
Plasmid Replicons rep9b 2 prgW(EF62pC)  repl9c_5 rep(SAP108A)  repl3 9 rep(pSepCH)  repl6 6 SAPO71A015(SAPO71A)  repUS76 1 rep(pSE12228p05)  repUS11_rep(pTEF3)

40-95iallia sp. Man26

u%taphw lococcus aureus
40955 1lia - asnetaphylococcus capitis
Identified secondary metabolite regions using strictness 'relaxed'
41 zgle'bacxllu.s
760\ 7.62M 7.62M 7.40M . lrFacxllaceae 7;23" -I-w",'e From To
Hegion 4.1 Ml-siderophore & 1.080 34,052
Sty lococots epitensiiie Region 5.1 cyclic-lactone-autoinducer @ 18,462 39,170
LI o " . - - GELCUGERES NRPS 18,866 66,020
Region 6.2 opine-like-metallophore & 73,838 05,938
o vlocoocus haeemofyticus Hegion 40.1 T3PKS & 1 34,651
1.3212tapaylococcus homimis
e R R Rt T L Sy Region 1021  lanthipeptide-class-ii & 1 10,584
3 Pseudomonadota 24 1z 257 actobacillales l?;klintuococcnt:ene 124“Enteroccx:cu:. feprao e
S _ Gammaproteobacteria ’gﬁmerobacterales gﬁnte{obacteriaceae ?Klebmella Flegil]n 108.1 RiPP-like = 3058 Q?TD
68: Eukax)ota 68 - Metazoa 6 ;s Chordata 685 Mammalia Primates Hommidae 107 438
Viruse: > Heunggongvirae > Uroviricota Caudovincetes Rockefellen'uus Staphylococcus phage StB20
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