Escherichia coli




Escherichia coli Genome Accession Number: INS0017625

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)

COﬂtIgS 4 972 B METABOLISM (113, 929)
M PROTEIN PROCESSING (42, 163)
M STRESS RESPONSE, DEFENSE, VIRULENCE (40, 181)
GC Content 50.36 tRNA 81 ® ENERGY (32, 300)
M MEMBRANE TRANSPORT (31, 180)
i i M CELLULAR PROCESSES (23, 156)
Contig L50 22 Repeat Regions = S
M RNA PROCESSING (14, 77)
Genome Iength 4,898,023 bp rRNA M CELL ENVELOPE (12, 113)
™ MISCELLANEOUS (10, 102)
Contig N50 59 341 REGULATION AND CELL SIGNALING (7, 47)

Table 3: Antimicrobial Resistance Genes Genome Assembly
AMR Mechanism Genes
Antibiotic inactivation enzyme BlaEC family, CTX-M family
. : : : Alr, Ddl, dxr, EF-Tu, folA, Dfr, folP, gyrA, gyrB, inhA, fabl, Iso-

Antibiotic target in susceptible species tRNA, kasA, MurA, rho, rpoB, rpoC, S10p, S12p
Efflux pump conferring antibiotic AcrAB-TolC, AcrAD-TolC, AcrEF-TolC , AcrZ, EmrAB-TolC, i? T
resista"r’]ce P 9 EmrD, EmrE, EmrKY-TolC, MacA, MacB, MdfA/Cmr, MdtABC- 5 =5}

TolC, MdtEF-TolC, MdtL, MdtM, SugE, TolC/OpmH i{::'i;}“
Antibiotic target modifying enzyme Erm(B) Qf\\ 5;/
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RECUIEIDT MOClEHlE GRressie e AcrAB-TolC, EmrAB-ToIC, GadE, H-NS, OxyR ) s

antibiotic resistance genes
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