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Table S1. Antibiotic resistance gene (ARG) profile of S. Typhimurium ST422. The multidrug-resistant (MDR) ST422 strain harbored 45 antibiotic resistance genes (ARGs) spanning eight antibiotic classes, as determined by Comprehensive Antibiotic Resistance Database (CARD) analysis. The table lists each antibiotic class, the number of ARGs detected, and representative resistance genes, including determinants for fosfomycin, macrolides, tetracyclines, aminoglycosides, β-lactams, polymyxins, glycopeptides, and bacitracin, as well as multiple multidrug efflux pump genes.
	Antibiotic class
	Number
	Genes

	Fosfomycin
	2
	UhpT, GlpT

	Macrolides
	2
	Mrx, mphA

	Tetracyclines
	1
	tet(A)

	Aminoglycosides
	4
	APH(3')-Ia, APH(6)-Id, acrD, AAC(6’)-Iy

	Beta-lactams
	1
	Haemophilus influenzae PBP3

	Polymyxins
	2
	ArnT, ugd

	Glycopeptides
	1
	vanG

	Bacitracin
	1
	bacA

	Multidrug (Efflux/Regulator)
	15
	acrA, acrB, acrD, emrA, emrB, emrR, mdfA, mdtM, mdsA, mdsB, mdsC, KpnE, KpnF, marA, soxR, soxS, marR, acrAB, MdtK

	Unknown
	16
	CRP, EF-Tu, rsmA, PmrF, baeR, mdtB, mdtC, sdiA, msbA, kdpE, leuO, cpxA, golS, emrR, emrB






