	Total number of participants
	Total sample size Tuberculous meningitis
	Total sample size Control
	Total sample size Overall
	Reference

	24
	12
	12
	24
	[1]

	60
	10
	10
	20
	[2]

	12
	6
	6
	12
	[3]

	106
	33
	SA_Controls = 30; NL_Controls = 43
	106
	[4]

	60
	20
	20
	40
	[5]

	77
	37
	40
	77
	[6]

	120
	25
	28
	53
	[7]

	54
	32
	22
	54
	[8]

	56
	23
	33
	56
	[9]

	167
	21
	64
	85
	[10]

	140
	20
	55
	75
	[11]

	75
	35
TBM stage 1 (n=8), stage 2 (n=11) and stage 3 (n=16)
	40
	75
	[12]

	40
	20
	20
	40
	[13]

	57
	13
	44
	57
	[14]

	71
	32
	39
	
	[15]

	54
	36
	18
	54
	[16]

	64
	12
	Control group 1 (non-meningitis) = 21
Control group 2 (age-matched, healthy) = 31
	64
	[17]


Supplementary Table 1: Total number of participants per study
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