Supplementary Table 1. Predictors of AKI on multivariate analysis
	Variableb
	Univariate

(P value)
	Multivariate (P value)a

	
	
	Model 1
	Model 2
	Model 3
	Model 4

	MRSA infection
	0.327
	-
	-
	-
	-

	Severe sepsis or septic shock
	0.118
	0.084
	0.136
	0.073
	0.117

	Infection focus 
	
	
	
	
	

	Central venous catheter
	1.000
	-
	-
	-
	-

	Bone and joint
	1.000
	-
	-
	-
	-

	Skin and soft tissue
	0.463
	-
	-
	-
	-

	Deep tissue abscess
	0.220
	-
	-
	-
	-

	Urinary tract
	0.351
	-
	-
	-
	-

	Lower respiratory tract
	1.000
	-
	-
	-
	-

	Endovascular infection
	1.000
	-
	-
	-
	-

	Intra-abdominal infection
	0.354
	-
	-
	-
	-

	Comorbidities 
	
	
	
	
	

	Heart disease
	1.000
	-
	-
	-
	-

	Diabetes
	0.648
	-
	-
	-
	-

	Malignancy
	0.225
	-
	-
	-
	-

	Liver disease
	1.000
	-
	-
	-
	-

	Lung disease
	0.218
	-
	-
	-
	-

	Immunosuppression
	1.000
	-
	-
	-
	-

	Use of drugs associated with nephrotoxicity
	1.000
	-
	-
	-
	-

	Vancomycin AUC0-24 ≥ 563.45 mg*h/L (two-sample based estimation) 
	0.038
	0.027
	-
	-
	-

	Vancomycin trough ≥ 10.66 ug/mL (two-sample based estimation)
	0.032
	-
	0.054
	-
	-

	Vancomycin AUC0-24 ≥ 524.26 mg*h/L (one-sample based estimation)
	0.092
	-
	-
	0.054
	-

	Vancomycin trough ≥ 8.95 ug/mL (one-sample based estimation)
	0.024
	-
	-
	-
	0.045


MRSA = methicillin-resistant Staphylococcus aureus, AUC0-24 = area under the curve over 24 hours.
aParameters tested - Model 1: AUC0-24 ≥ 563.45 mg*h/L, two-sample based estimation; Model 2: Trough ≥ 10.66 ug/mL, two-sample based estimation; Model 3: AUC0-24 ≥ 524.26 mg*h/L, one-sample based estimation; and Model 4: Trough ≥ 8.95 ug/mL, one-sample based estimation.
bAUC0-24 and trough values in each model were independently tested with other variables.
