Supplementary Table 3. Annual change of MLST sequence type and their corresponding spa types according to site of acquisition among adult patients with SAB

	Major ST types (major corresponding spa types) according to site of acquisition
	No. (%) of patients

(total n = 1,778)
	Annual change (%)
	P value

	CA-SAB (n = 250)

	  ST72 (t126 [n = 23], t324 [n = 13])
	63 (25.2)
	0.979
	0.365

	  ST188 (t189 [n = 26])
	31 (12.4)
	0.301
	0.751

	  ST5 (t2460 [n = 3], t002 [n = 3])
	22 (8.8)
	−0.887
	0.375

	  ST1 (t127 [n = 15])
	19 (7.6)
	0.337
	0.733

	  ST6 (t304 [n = 7])
	15 (6.0)
	−0.214
	0.693

	  ST30 (t021 [n = 4])
	13 (5.2)
	−0.005
	0.988

	  ST15 (t084 [n = 4])
	11 (4.4)
	0.352
	0.531

	  ST8 (t008 [n = 6])
	9 (3.6)
	0.791
	< 0.001

	HCA-SAB (n = 539)

	  ST72 (t324 [n = 62], t126 [n =42], t664 [n = 18], t148 [n = 17])
	181 (33.6)
	1.563
	0.113

	  ST5 (t2460 [n = 53], t002 [n = 12])
	110 (20.4)
	−0.877
	0.199

	  ST188 (t189 [n = 40])
	47 (8.7)
	−1.239
	0.002

	  ST15 (t084 [n = 7])
	27 (5.0) 
	0.562
	0.131

	  ST30 (t338 [n = 6], t021 [n =4])
	24 (4.5)
	−0.210
	0.437

	  ST8 (t008 [n = 12])
	19 (3.5)
	0.583
	0.006

	  ST1 (t127 [n = 14])
	17 (3.2)
	−0.261
	0.374

	  ST6 (t304 [n = 10])
	16 (3.0)
	−0.483
	0.035

	  ST239 (t037 [n = 6])
	7(1.3)
	−0.453
	0.006

	 HA-SAB (n = 989)
	
	
	

	  ST5 (t2460 [n = 243], t9353 [n = 49], t002 [n = 42])
	447 (45.2)
	−3.176
	0.001

	  ST72 (t324 [n = 78], t126 [n = 43], t664 [n = 24], t148 [n = 16])
	216 (21.8)
	2.483
	< 0.001

	  ST8 (t008 [n = 14])
	21 (2.1)
	0.454
	0.002

	  ST239 (t037 [n = 11])
	17 (1.7)
	−0.304
	0.005


MLST = multilocus sequence typing, SAB = Staphylococcus aureus bacteremia, CA = community-acquired, HCA = healthcare-associated, HA = hospital-acquired.
