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Claims 

1. A method for distinguishing between active and latent Mycobacterium tubercu ►sis 

(TB) infection in a patient suspected of being infected with TB, the method comp 	ng: 

obtaining a gene expression dataset from a whole blood sample from the patien 

determining the expression pattern of two or more genes selected from the 	es listed it 

Table 6 that distinguish between active and latent infection; and 

distinguishing between active and latent TB infection based on the expr 	ion pattern of 

the two or more genes. 

2. The method of claim 1, comprising determining the exprr sion pattern 

of five or more, ten or more, or 15 or more genes selected fr► 	the genes listed in Table 

6.  

3. The method of claim 1, comprising determini , the expression pattern 

of the genes: ST3GAL6, PAD14, TNFRSFI2A, VAMP3 BR13, RGS19, PILRA, NM, 

LOC652616, PLAUR(CD87), SIGLEC5, B3GALT7, R DC3(NKLAM), ALOX5AP(FLAP), MMP9, 

ANPEP(APN), NALP12, CSF2RA, IL6R(CD126), ',, SGRP4, TNFSF14(CD258), NCF4, HK2, 

ARID3A and PGLYRP1(PGRP), which are un►  -rexpressed/underrepresented in the blood of 

latent TB patients but not in the blood . 	healthy individuals or active TB patients. 

4. The method of claim 1, co ►  prising determining the expression pattern of the 

genes: PSMB8(LMP7), APOL6, G; • 2, GBP5, GBP4, ATF3, GCH1, VAMPS, WARS, LIMK1, NPC2, 

IL-15, LMTK2 and STX11(FHL 	, which are overexpressed/overrepresented in the blood of 

active TB, and underexpr •sed/underrepresented in the blood of latent TB patients and 

healthy control Individ 

5. The met ►d of claim 1, comprising determining the expression pattern of the 

genes: F1111 .9(DRAM), JAK2, GSDMDC1(DF5L)(FKSG10), SIPAIL1, [2680400](KIAA1632), 

ACTA2(ACT:A) and KCNMB1(SLO-BETA), which are overexpressed/overrepresented in blood 

from ac 	e TB patients, and underexpressed/underrepresented in the blood from latent 

TB p 	eats and healthy control individuals. 
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Claims

1. À method for distinguishing between active and tatent lÀycobacteríum

(IB) infection in a patient suspected of being infected with IB, the method

obtaining a gene expression dataset from a whote blood sampte from the

determinlng the eXpressfon pattern of two or more genes selected from the

Tabte 6 that distinguish between active and latent infection; and

distingulshlng between active and latent TB infection based on the

the two or more genes.

ln

pattern of

2, The method of claim 1, comprislng determining the

of five or more, ten or more, or 15 or more genes setected

pattern

the genes listed in Tabte

6,

3. The method of claim 1, comprising expression pattern

of the genes: ST3GALó, PAD14, TNFRSFI2A, 3, RG519, PILRA, NCF1,

LOC65261 6, PLAUR(CD87), slGLECs, B3GALT7, ALOX5AP (FLAP), À/tMPg,

ANPEP(APN), NALP12, CSFzRA, lL6R(CD126), TNFsF14(CD25B), NCF4, HKz,

ARID3A and PGLYRP1 (PGRP), which are underrepresented in the blood of

tatent TB patients but not in the blood individuats or active TB patientl-

4. The method of claim 1, ning the expression pattern of the

genes: PSMBS(LMP7), APOL6, GBPs, GBP4, ATF3, GCH1, VAMPs, WARs, LIMKI, NPC2,

lL-15, LMTK2 and STX11( which are overexpressed/overrepresented in the btood of

active TB, and

healthy control

resented in the btood of latent TB patients and

5. The

genes: FLJI

of claim '1, comprising determining the expression pattern of the

DRAM), JAK2, GSDMDCI ( DF5L) ( FKSG 1 0), S I PAlL.l, [26804001 (K|AA1 632 ),

and KCNMBl (SLO-BETA), which are overexpressed/overrepresented in blood

from TB patients, and underexpressed/underrepresented in the btood from latent

and heatthy control individuats.TB
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6. 	The method of claim 1, comprising determining the expression pattern of the 

genes: SPTANI, KIAAD179(Nnp1)(RRP1), FAM84B(NSE2), SELM, IL27RA, MRPS34, 

[6940246](1L23A), PRKCA(PKCA), CCDC41, CD52(CDW52), [3890241](ZN404), 

MCCC1(MCCA/B), SOX8, SYNJ2, FL121127 and FHIT, which are 

undereXpressed/underrepresented in the blood of active TB patients but not 

of latent TB patients or healthy control individuals, 

in e blood 
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6. The method of clalm 1, comprlslng deterrninlng the expreslon pattern of the

genes: SPTANI; KlAADlT9(Nnp1 )(RRPI ), FA^1848(NSE2), SELM, lUlTRA, MRP534,

[69402461 ( I r23A), PRKCA(PKCA), CCDC4l, CD52 (CDW52), [389024,1 ¡ (2N404),

MCCCI(MCCA/|B),:SOX8¡ SYñJZ, FLJI1127 and FHIT, whlch are

unddrexpressëdlunderreprésented ln the blood of active TB patlents but not ln btood

of latgnt TB patlents or heritthy contrcil lhdlvlduals,
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Claims 

1. A method for distinguishing between active and latent Mycobacterium tuberculosis 

(TB) infection in a patient suspected of being infected with TB, the method comprising: 

obtaining a gene expression dataset from a whole blood sample from the patient; 

determining the expression pattern of two or more genes selected from the genes listed in 

Table 6 that distinguish between active and latent infection; and 

distinguishing between active and latent TB infection based on the expression pattern of 

the two or more genes. 

2. The method of claim 1, comprising determining the expression pattern 

of five or more, ten or more, or 15 or more genes selected from the genes listed in Table 

6.  

3. The method of claim 1, comprising determining the expression pattern 

of the genes: ST3GAL6, PAD14, TNFRSF12A, VAMP3, BRI3 , RGS19, PILRA, NCF1, 

LOC652616, PLAUR(CD87), SIGLEC5, B3GALT7, IBRDC3(NKLAM), ALOX5AP(FLAP), MMP9, 

ANPEP(APN), NALP12, CSF2RA, IL6R(CD126), RASGRP4, TNFSF14(CD258), NCF4, HK2, 

ARID3A and PGLYRP1(PGRP), which are underexpressed/underrepresented in the blood of 

latent TB patients but not in the blood of healthy individuals or active TB patients. 

4. The method of claim 1, comprising determining the expression pattern of the 

genes: PSMB8(LMP7), APOL6, GBP2, GBP5, GBP4, ATF3, GCH1, VAMP5, WARS, LIMK1, NPC2, 

IL-15, LMTK2 and STX11(FHL4), which are overexpressed/overrepresented in the blood of 

active TB, and underexpressed/underrepresented in the blood of latent TB patients and 

healthy control individuals. 

5. The method of claim 1, comprising determining the expression pattern of the 

genes: FLJ11259(DRAM), JAK2, GSDMDC1(DF5L)(FKSG10), SIPA I L I, [2680400](KIAA1632), 

ACTA2(ACTSA) and KCNMB1(SLO-BETA), which are overexpressed/overrepresented in blood 

from active TB patients, and underexpressed/underrepresented in the blood from latent 

TB patients and healthy control individuals. 
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Clainls

1. A method for distìnguishlng between active and tatent lvlycoÞacterium tuberculosis

(TB) infection in a patient suspected of being infected with TB, the method comprlsing:

obtaining a gene expression dataset from a whote btood sampte from the patlent;

determinlng the expresslon pattern of two or more genes setected from the genes listed ln

Tabte 6 that distinguish between active and latent infection; and

distingulshlng between active and latent TB jnfection based on the expression pattern of

the two or rnoÍe genes.

2. The method of claim 1, comprising determining the expression pattern

of five or more, ten or more, or 15 or rnore genes Setected from the genes listed in Tabte

ó.

3. The method of ctaim 1, comprising determining the expression pattern

of the genes: ST3GAL6, PAD14, TNFRSFî2A, VAMP3, BRl3, RG519, PILRA, NCF1,

LOC652616, Pi-AUR(CD87), S¡GLECs, B3GALT7, IBRDC3(NKLAM), ALOXSAP(FI-AP), MMP9,

ANPEP(APN), NALPl2, CSF2RA, lL6R(CD126), RASGRP4, TNFsF14(CD25B), NCF4, HKz,

ARID3A and pGLyRpl(PGRP), which are underexpressed/underrepresented in the blood of

latent TB patients but not in the blood of heatthy individuats or active TB patients.

4. The method of claim 1, comprising determining the exPression pattern of the

genes: PSMBB(LMP7), APOL6, GBP2, GBPS, GBP4, ATF3, GCHl, VAMP$, WARS, L|MK1, NPC2,

lL-15, L/VITKz and sTX',l1(FHL4), which are overexpressed/overrepresented in the blood of

active TB, and underexpressed/underrepresented in the btood of latent TB patients and

healthy controt individuats.

5. The method of claim 1, comprising determining the expression pattern of the

genes: FLJl1259(DRAM), JAK2, GSDMDCl(DF5LXFKsG10),SlPAlLì, [2680400](K|AA1ó32),

ACTA2(ACTSA) and KCNMBl (SLO-BETA), which are overexpressed/overrepresented ln blood

from active TB patients, and underexpressed/underrePresented in the btood from latent

TB patients and heatthy control individuats-
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6. 	The method of claim 1, comprising determining the expression pattern of the 

genes: SPTANI,KiAAo179(Nnpl)(RRP1); FAMB4B(NSE2), SELA1i IU7RA, MR12534, 

PRKcA(PKCA), CCDC41, CD52(CDW52), MCgC1(MCCA/B), SCAB, SYHJ2, Fl..121127 
and FHIT, which are underexpressed/underrepresented in the bleed of active 
TB patients but not in the blood of latent TB patients or healthy control individuals, 
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6, The method of cl¡lm 1, comprlrlng dêtërmlnlng thc expreslon påttern of thc

gsrlqs! sPTÀNl,KhAol7slNnp{XRRPt); FA}r1&¿B(NSE2), SEUIj lUTRi{) l¡lRPs3.f,

PRKCA(FKCA), CCDC4I, CD52(CEW52), Àiccst tlrtccå/Bl, so. x8r syNJz , ?uzl127
and FlllT, whJch arc underelgressed/underæpresented ln ûe btöod of actlve

TB'ÞatlênB but not ln the btood of lqtcnt T.D patlanB or haa(tliy,conuol lndMdualsi


