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Receiver-operator characteristic (ROC) curve of the IgG concentration of the (a) PPD,

(b) Rv1860, (c) Ag85B, (d) PstS1, and (e) Ag85C antigen between 30 TB patients and
healthy controls.



Supplementary Fig. S2
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() Rv1860

Protein sequence coverage: 52%

Matched peptides shown in bold red.

1
51
101
151
201
251
301

MHQUDENLTR
ARSPPSTARA
PVIAPNAPQP
PFPGQPPEVA
PGTRINQETV
PDAGPPQRWF
APAPAPAGEV

@ Ag85C

Protein sequence coverage: 32%

RKGRLAARLAT
PPAPATPVAP
VRIDNPVGGF
NDTRIVLGRL
SLDANGVSGS
VVHLGTANNP
APTPTTRTEQ

ARMASASLVT

PPPARANTEN

SFALPAGWVE

DQXLYASAEA

ASYYEVKFSD

VDXGAAKALA
TLPA

Matched peptides shown in bold red.

1
s51
101
151
201
251
301

©)

MTFFEQVRRL
GLBVEYLQVP
ARFEEYYQSGL
AWLQANKGVS
EGWAPTLIGL
IKVYCGNGTR
PENGTHSWPY

RSAATTLPRR
SASMGRDIKV
SVIMPVGGQRS
PTGNAAVGLS
AMNDSGGYNA
SDLGGDNIPA
WNEQLVAMKA

Thioredoxin

LAIARMGAVL
QFQGGGPHAV
SFYTDWYQPS
MSGGSALILA
NSMWGPSSDP
KFLEGLTLRT
DIQHVINGAT

Protein sequence coverage: 36%

Matched peptides shown in bold red.

1 MTDSEKSATI KVTDASFATD VLSSNKPVLV
S1 ATERATDLTV AXLDVDINPE TARNFQVVSI
101 KAALLRELSD VVPNLN

@

PstS1

Protein sequence coverage: 53%

Matched peptides shown in bold red.

-

s1
101
151
201
251
301
3s1

MKIRLHTLLA VLTAAPLLLA
VTLAETGSTL LYPLENLWGP
NIGASDAYLS EGDMARHKGL
AAMYQGTIKT WODPQIAALN
XQOPEGWGKS PGEGTTVDEP
SFLDQASQRG LGEAQLGNSS
IDGPAPDGYP IINYEYAIVN
QVAFQPLPPA VVKLSDALIA

RAGCGSKPPS
AFHERYPNVT
MNIALAISAQ
PGVNLPGTAV
AVPGALGENG
GNFLLPDAQS
NRQKDAATAQ
TISS

GSPETGAGAG
ITA
QUNYNLPGVS
VPLHRSDGSG
NGGNVTGCAE
IQAAAAGFAS
TLQATLEWAI

VAVPATANAD
AQPGDPNAAP
SDARHFDYGS
TDSKAAARLG
PSKPNGQIWT
ESIRPLVAPP

VYGLVGTEGG
YLLDGLRAQD
QSNGQNYTYK
AYYPQQFPYA
AWKRNDEMVQ
NQTFRDTYAA
PPAAPAAPAA

DEWATWCGPC
PTLILFKDGQ

PEPAPPVPTT
PPADPNAPPP
ALLSKTTGOP
SDMGEFYMPY
GVIGSPAANA
PAPAPAPAEP

PATAGAFSRP
DYNGWDINTP
WETFLTREMP
ASLSGFLNPS
IPRLVANNTR
DGGRNGVENE

KMVAPVLEEI
PVKRIVGAKG

TVATTPASSP

TGSGA GIAQAAAGTV

ERLXLNGKVL
DTFLITQYLS
TPGCVAYIGI
KTPANQAISH
TOGNXASFLD

(B)  Rv3803c

Protein sequence coverage: 46%

Matched peptides shown in bold red.

1
s1
101
151
201
251

MKGRSALLRA
PVAFLAGGPH
AYSMYTNWEQ
AMALAAFHED
APQLGRWKWH
GNSRMFYNQY

® Rv2878c

LWIARLSFGL
AVYLLDAFNA
DGSXQWDTFL
REGFAGSMSG
DPWVHASLLA
RSVGGHNGHE

GGVAVAREPT
GPDVSNWVTA
SAELPDWLAA
FLYPSNTTTN
QNNTRVWVWS
DFPASGDNGW

Protein sequence coverage: 38%

Matched peptides shown in bold red.

1
s1
101
151

MSLRLVSPIK AFADGIVAVA
GAPFDGASLQ GKPAVLWEWT
RADVGAMQSF VSKYNLNFTN

FUNNPTAAMS QDELSGRVAA LTS

(@ Ag85B

Protein sequence coverage: 26%

Matched peptides shown in bold red.

1
51
101
1s1
201
2s1
301

MTDVSRKIRA
LQVPSPSNGR
YYQSGLSIVM
ANRAVKPTGS
PSLIGLANGD
CGNGTPNELG
THSWEYWGAQ

Rv1926¢

Protein sequence coverage: 57%

WGRRLMIGTA
DIKVQFQSGG
PVGGQSSFYS
ARIGLSMAGS
AGGYKAADMA
GANIPAEFLE
LNAMKGDIQS

AAVVLPGLVG
NNSPAVYLLD
DWYSPACGKA
SAMILARYHP

GPSSDPAWER NDPTQQIPKL

NEVRSSNLKE
SLGAG

Matched peptides shown in bold red.

AKAAPYENLM
GNAMNTLAGK
NRGLAPGGHA
GRIAAGMQQF
PTNPGASDPA
GSWAPQLGAM

VPSPSMGRDI
GISVVAPAGG
AVGAAQGGYG
GGVDTNGMKG
AMIGQAAEAM
SGDIVGAIR

IAVVIMEGLA NTPRAVAADE RLQFTATTLS
PWCPFCNAEA PSLSQVAAAN PAVTEVGIAT
LNDADGVIWA RYNVPWQPAF VFYRADGTST

LAGGAATAGA FSRPGLPVEY

GLRAQDDYNG
GCQTYKWETF
QQFIYAGSLS

QDAYNAAGGH

WDINTPAFEW
LTSELPQWLS
ALLDPSQGMG
VANNTRLWVY
NAVENEPPNG

1 MKLTTMIKTA VAVVAMAARIA TFAAPVALAA YPITGKLGSE LIMTDIVGQV
S1 VLGWKVSDLK SSTAVIPGYP VAGQVWEATA TVNAIRGSVT PAVSQFNART
101 ADGINYRVLW QAAGPDTISG ATIPQGEQST GKIYFDVIGP SPTIVAMNNG

1s1

MEDLLIWEP

SDS-PAGE analysis of native purified M. tuberculosis proteins and their mass spectrometry
analyses are shown.
M, protein molecular standards, (1) Rv1860; (2) Ag85C; (3) Thioredoxin; (4) PstS1; (5) Rv3803c;
(6) Rv2878c; (7) Ag85B; (8) Rv1926¢. Identified amino acid sequence are marked in red
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Protein sequence coverage: 66% Protein sequence coverage: 46%
Matched peptides shown in bold red. Matched peptides shown in bold red.
1 MKIRLHTLLA VLTAAPLLLA AAGCGSKPPS GSPETGAGAG TVATTPASSP 1 MTOVSREIRL WCERRIMIGTA RARVVLEGIVG LAGGRATAGL FSEPGLDVEY
S1; VIERETGSTE (IGYRIENINGE ,ARIERFEMVE TTAQGTESGH (CIAQAARCTY 51 LOVPSPSMGR DIKVOFQSGG NNSPAVYLLD GLRAQDDYNG WDINTEAFEW
101 NIGASDAYLS EGDMAAHKGL MNIALATSAQ QVNYNLPGVS EHLKLNGKVL 101 YYQSGLSIVM PVGGQSSFYS DWYSPACGKA GCOTYEWETF LTSELPOWLS
151 AAMYQGTIKT WDDPQIAALN PGVNLPGTAV VPLHRSDGSG DTFLEFTQYLS 151 ANRAVKPTGS ARTGLSMAGS SAMILALYEP QQFIYAGSLS ALLDPSQGMG
201 KQDPEGWGKS PGFGITVDFP AVPGALGENG NGGMVIGCAE TPGCVAYIGI 201 PSLIGLAMGD AGGYAADMW GPSSDPAWER NDPTOOIPKL VANNTRLWY
251 SFLDQASQRG LGEAQLGNSS GNFLLPDAQS IQAAAAGFAS KTPANQAISM 2531 CGNGTFRELG GANIFAEFLE NEVESSHLEF ODAYNAAGGH NAVENFFPFNG
301 IDGPAPDGYP IINYEYAIVN NRQKDAATAQ TLQAFLHWAI TDGNKASFLD 301 THSWEYWGAD LHAMEGDLOS SLGAG
351 QVHFQPLPPA VVKLSDALIA TISS

SDS-PAGE analysis of recombinant M. tuberculosis proteins from E. coli and the mass spectrometry
analyses of ePstS1 and eAg85B are shown.
M, protein molecular standards, (1) ePstS1; (2) eAg85B. Identified amino acid sequence are marked

in red.



Supplementary Fig. S4
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Graphic of the IgGs amount. ELISA optical density of antigen Rv1926c¢ indicating the serum
antibody concentration in the clinically positive — bacteriology test positive [C (+) - B (+)] and
HC groups. The results were analyzed as individually and the data presented as mean + SD



