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Ignatzschineria sp. Genome Accession Number: JAPPWA000000000

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

Subsystem (Subsystems, Genes)

Table 1: Assembly Details Table 2: Annotated Genome Features SUbSyStem AnaIySIS
3 CDS

Contigs 1,962

GC Content 45.13 tRNA 42

Contig L50 1 Repeat Regions 82 ‘
Genome length 2,175,527 bp rRNA 2 |
Contig N50 1,848,963

Table 3: Antimicrobial Resistance Genes
AMR Mechanism Genes

Alr, DdI, dxr, EF-G, EF-Tu, folA, Dfr, folP, gyrA, gyrB, inhA,

A LG I EEER D S 0E e fabl, Iso-tRNA, kasA, MurA, rho, rpoB, rpoC, S10p, S12p

Efflux pump conferring antibiotic EmrAB-TolC, MacA, MacB

resistance
Gene conferring resistance via absence gidB
Protein altering cell wall charge

. . . PgsA
conferring antibiotic resistance
Regulator modulating expression of OxyR

antibiotic resistance genes

B METABOLISM (62, 336)

M PROTEIN PROCESSING (40, 188)

B STRESS RESPONSE, DEFENSE, VIRULENCE (26, 85)

B ENERGY (24, 143)

M DNA PROCESSING (16, 60)

M RNA PROCESSING (14, 51)

M MEMBRANE TRANSPORT (11, 42)

B CELLULAR PROCESSES (8, 36)
CELL ENVELOPE (3, 27)
MISCELLANEOUS (1, 2)

M REGULATION AND CELL SIGNALING (1, 5)
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