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[bookmark: _xjonbqks5bjn]
[bookmark: _3znysh7]
[bookmark: _4o9msr920lp0]Table SI 1: Sequences and Threshold values of MHC ligands of NHP2 protein of Mycobacterium tuberculosis using NetCTL server.
	[bookmark: _1fob9te]Position of amino acid
	Peptide
	Threshold value

	111
	HSSADLAAY
	2.4830

	112
	SSADLAAYV
	0.7876

	223
	PSSTYHVAY
	2.9338

	224
	SSTYHVAYY
	2.4917



[bookmark: _mmyvr8jvmnns]
[bookmark: _tyjcwt][bookmark: _98acbxuqyia0]Table SI 2: T helper cell epitopes of NHP2 protein of Mycobacterium tuberculosis predicted using IEDB MHCII server with a threshold below 2.2%
	[bookmark: _2et92p0]Position of Amino acid
	Allele
	Peptide
	Affinity
	Stability
	T cell
	% Rank

	110
	HLA-A26:01
	HSSADLAAY
	0.533
	0.265
	0.053
	0.40

	224
	HLA-A26:01
	SSTYHVAYY
	0.513
	0.154
	0.110
	0.50

	38
	HLA-A11:01
	RAAASLLSR
	0.562
	0.322
	-0.225
	2.00

	213
	HLA-A11:01
	RTFTTADGR
	0.575
	0.851
	0.190
	0.80

	224
	HLA-A11:01
	SSTYHVAYY
	0.556
	0.171
	0.110
	2.00

	255
	HLA-A11:01
	QLATRTVQR
	0.550
	0.398
	0.106
	1.50

	175
	HLA-A24:02
	SYQVTNHFL
	0.669
	0.707
	0.131
	0.15

	226
	HLA-A24:02
	TYHVAYYAV
	0.569
	0.596
	0.106
	0.40

	231
	HLA-A24:02
	YYAVRGVLL
	0.616
	0.787
	0.168
	0.17

	38
	HLA-A03:01
	RAAASLLSR
	0.434
	0.380
	-0.225
	1.50

	213
	HLA-A03:01
	RTFTTADGR
	0.371
	0.371
	0.190
	1.50

	255
	HLA-A03:01
	QLATRTVQK
	0.623
	0.749
	0.106
	0.17

	42
	HLA-A02:01
	SLLSRSNWV
	0.718
	0.506
	-0.151
	1.50

	43
	HLA-A02:01
	LLSRSNWVL
	0.619
	0.521
	0.042
	2.00

	237
	HLA-A02:01
	VLLECTSYL
	0.867
	0.870
	-0.061
	0.10

	110
	HLA-A01:01
	HSSADLAAY
	0.588
	0.069
	0.053
	0.25

	194
	HLA-A01:01
	TTEVEALSA
	0.282
	0.057
	0.102
	1.50

	223
	HLA-A01:01
	PSSTYHVAY
	0.530
	0.249
	0.070
	0.25

	224
	HLA-A01:01
	SSTYHVAYY
	0.491
	0.292
	0.110
	0.30
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[bookmark: _u2ctzz5r5ie]Table SI 3: Immunogenicity threshold of NHP2 Protein of Mycobacterium tuberculosis using T cell class I pMHC immunogenicity predictor
[bookmark: _g1b1yleeukjm]
	[bookmark: _3dy6vkm]Peptide
	Length
	Score

	DVPADWGYSLTGRLRRAVSPSTVPPAALPNTSRAAVY
SPAGCGNIPKILDHSSADLAAYV
	60
	-0.01984

	ECTSYLQGADLDLVRQLATRTVQKLRAL
	28
	-0.28377

	MRWPASTPSPRAIGAISLAVLGACGAALVLTAPPANQ
ARAAASLLSRSNWVLATALPASQ
	60
	0.24316

	NHFLDGTVKNERTVTTEVEALSAGGADAAVAVTRTF
TTADGRDPSSTYHVAYYAVRGVLL
	60
	1.1776

	QIDRDVQVFGQDAPLDAAATGESDERGPNARFALWA
VADGPARIANYLDWLNRCGSYQVT
	60
	1.30336



[bookmark: _2s8eyo1]
[bookmark: _hk8adfjkwzhz]Table SI 4: Linear B cell epitope of NHP2 protein of Mycobacterium tuberculosis predicted by ABCPred server above a threshold of 0.51
[bookmark: _c5w9ftxvwzvn]
	[bookmark: _4d34og8]Rank
	Sequence
	Start Position
	Score

	1
	PADWGYSLTGRLRRAV
	63
	0.90

	2
	LWAVADGPARIANYLD
	154
	0.89

	3
	VPPAALPNTSRAAVYS
	83
	0.88

	4
	CGSYQVTNHFLDGTVK
	174
	0.87

	5
	PARIANYLDWLNRCGS
	161
	0.85

	6
	AGGADAAVAVTRTFTT
	203
	0.84

	7
	AVAVTRTFTTADGRDP
	209
	0.83

	8
	RWPASTPSPRAIGAIS
	2
	0.83

	9
	PLDAAATGESDERGPN
	134
	0.83

	10
	PNTSRAAVYSPAGCGN
	89
	0.82

	11
	ALVLTAPPANQARAAA
	27
	0.80

	12
	AYVQIDRDVQVFGQDA
	118
	0.80

	13
	TTEVEALSAGGADAAV
	195
	0.79

	14
	TGESDERGPNARFALW
	140
	0.79

	15
	PASQDVPADWGYSLTG
	57
	0.78

	16
	YHVAYYAVRGVLLECT
	228
	0.78

	17
	VFGQDAPLDAAATGES
	128
	0.78

	18
	RRAVSPSTVPPAALPN
	75
	0.76

	19
	AGCGNIPKILDHSSAD
	100
	0.76

	20
	PRAIGAISLAVLGACG
	10
	0.75

	21
	ASLLSRSNWVLATALP
	42
	0.74

	22
	VLLECTSYLQGADLDL
	238
	0.72

	23
	TVKNERTVTTEVEALS
	187
	0.72

	24
	NHFLDGTVKNERTVTT
	181
	0.72

	25
	LDHSSADLAAYVQIDR
	109
	0.62

	26
	SYLQGADLDLVRQLAT
	244
	0.61

	27
	LVRQLATRTVQKLRAL
	253
	0.56
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[bookmark: _uwebiffjcpse]Table SI 5: Secondary structure of NHP2 Protein of Mycobacterium tuberculosis predicted using SOPMA and GOR4 servers
	[bookmark: _17dp8vu]Secondary structure elements
	Symbol
	No of amino acids
	Percentage

	
	
	SOPMA
	GOR4
	SOPMA
	GOR4

	Alpha helix
	Hh
	85
	93
	31.72%
	34.70%

	310 helix
	Gg
	0
	0
	0.00%
	0.00%

	Pi helix
	Ii
	0
	0
	0.00%
	0.00%

	Beta bridge
	Bb
	0
	0
	0.00%
	0.00%

	Extended strand
	Ee
	43
	39
	16.04%
	14.55%

	Beta turn
	Tt
	10
	0
	3.73%
	0.00%

	Bend region
	Ss
	0
	0
	0.00%
	0.00%

	Random coil
	Cc
	130
	136
	48.51%
	50.75%

	Ambiguous states
	?
	0
	0
	0.00%
	0.00%

	Other states
	
	0
	0
	0.00%
	0.00%



