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Isolation

A bacterial isolate from the gut microbiota of
laboratory mice (C57BL/6J mice)
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Ligilactobacillus salivarius (C57BL6J) Genome Accession Number: INS0010333

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 1 902 B METABOLISM (55, 295)
W PROTEIN PROCESSING (39, 198)
GC Content 32.74 tRNA 44 \ :g?I?EggO;EESSF:SCLI\I\JgE(,Q(I?),E?:SE)NSE, VIRULENCE (19, 65)
M ENERGY (15, 107)
Contig L50 4 Repeat Regions 21 » S CELLOLAR PROCESSES (3.76)
RNA PROCESSING (12, 45)
Genome length 1,936,431 bp rRNA 4 B REOLLATION AND CELL SIANALING @, 12)
CELL ENVELOPE (3, 12)
Contig N50 119,833
Table 3: Antimicrobial Resistance Genes Genome Assembly
AMR Mechanism Genes
Antibiotic target in susceptible Alr, Ddl, EF-G, EF-Tu, folA, Dfr, gyrA, gyrB, inhA, fabl, Iso- ,x{\"\\
species tRNA, kasA, MurA, rho, rpoB, rpoC, S10p, S12p // \\ \
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