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	Category
	AMR determinant
	Accra (N = 39)
	Takoradi (N = 17)
	Overall (N = 56)
	Fisher's p
	Bonferroni padj
	Clinical / biological relevance

	Acquired plasmid-mediated elements

	Tetracycline
	tet(M) (TRNG plasmid)
	89.7% (35/39)
	82.4% (14/17)
	87.5% (49/56)
	0.6624
	1.0000
	High-level plasmid-mediated tetracycline resistance

	β-lactam
	blaTEM (PPNG plasmid)
	87.2% (34/39)
	94.1% (16/17)
	89.3% (50/56)
	0.6555
	1.0000
	High-level plasmid-mediated penicillin resistance

	Chromosomal point mutations

	Quinolone
	gyrA S91F
	87.2% (34/39)
	88.2% (15/17)
	87.5% (49/56)
	1.0000
	1.0000
	Primary ciprofloxacin-resistance mutation; near-fixed in 2018–2019

	Quinolone
	gyrA D95G
	46.2% (18/39)
	11.8% (2/17)
	35.7% (20/56)
	0.0162
	0.1137 
	Secondary ciprofloxacin-resistance mutation

	Quinolone
	parC S87R
	15.4% (6/39)
	5.9% (1/17)
	12.5% (7/56)
	0.4212
	1.0000
	High-level quinolone resistance mutation

	β-lactam
	ponA L421P
	53.8% (21/39)
	82.4% (14/17)
	62.5% (35/56)
	0.0705
	0.4935
	Penicillin-binding protein 1 mutation contributing to penicillin resistance

	Efflux regulation
	mtrR A-53del
	10.3% (4/39)
	41.2% (7/17)
	19.6% (11/56)
	0.0124
	0.0865 
	Single-bp deletion in mtrR promoter; derepresses MtrCDE efflux pump

	Core housekeeping efflux pumps 

	Multi-drug efflux
	mtrC / mtrD / mtrE
	100.0% (39/39)
	100.0% (17/17)
	100.0% (56/56)
	—
	—
	Core structural efflux pump; constitutively present

	Macrolide efflux
	macA / macB
	100.0% (39/39)
	100.0% (17/17)
	100.0% (56/56)
	—
	—
	Core structural efflux pump; constitutively present

	Fatty-acid efflux
	farA
	100.0% (39/39)
	100.0% (17/17)
	100.0% (56/56)
	—
	—
	Core structural efflux pump; constitutively present






