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Objective —
Create a comprehensive profile of AMR genes in chicken caeca of Gujarat
Figure 1: Study area map of Gujarat state with circles indicating
the sampling coordinates

Materials and methods

Chicken caecal contents from 106 broiler and 44 deshi (indigenous) birds were collected, extracted metagenomic DNA was used
for amplicon sequencing followed by analysis to check the presence of AMR genes.
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@ conclusions A
e  Tetracycline antibiotic resistance is quite common in gut commensals.
« Cluster 3 samples have comparatively higher amount of resistance genes against
: a critically important antimicrobial agents used for human, may pose a potential risk to
Dim1 (11.5%)
human health.
« Monitoring resistance patterns is crucial in developing effective strategies to combat
Figure 5: HCA clustering of samples \ its prevalence in developing countries worldwide.
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