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	Resistance Class
	Gene
	Function/Mechanism
	Prevalence % (n/N)

	β-lactams (ESBL & others)
	blaCTX-M-15
	ESBL
	88% (103/117)

	
	blaTEM-1
	Broad-spectrum β-lactam resistance
	41.9% (49/117)

	
	blaOXA-1
	β-lactam resistance
	18.8% (22/117)

	Aminoglycosides
	aph3-Ib
	Phosphotransferase
	59.0% (69/117)

	
	aph6-Id
	Phosphotransferase
	58.0% (68/117)

	
	acc6-Ib-D181Y
	Aminoglycoside-modifying enzyme
	17.9% (21/117)

	
	aadA5
	Aminoglycoside adenyltransferase
	16.2% (19/117)

	
	aadA1
	Aminoglycoside adenyltransferase
	12.0 (14/117)

	Sulphonamides
	sul1
	Dihydropteroate synthase variant
	27% (32/117)

	
	sul2
	Dihydropteroate synthase variant
	57.3% (67/117)

	Quinolones
	qnrS1
	Plasmid-mediated quinolone resistance
	53.0% (62/117)

	
	qepA4
	Efflux pump (quinolone resistance)
	7.7% (9/117)

	Tetracyclines
	tetA
	Efflux pump
	52.1% (61/117)

	
	tetB
	Efflux pump
	32.5% (38/117)

	
	tetD
	Efflux pump
	5.13% (6/117)

	Macrolides
	mphA
	Macrolide resistance enzyme
	30.8% (36/117)



