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Isolates from patients
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atypical Beijing 14 32.6 87 62.8 1.01E-03
Euro-American 23 25.3 23 13.7  0.03089
Indo-Oceanic 19 20.9 4 24  1.87E-06
East African-Indian 6 6.6 2 1.2  0.04306

* Statistical andysis done using Fisher's exact test.
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(Molecular epidemiology study on recurrence
TB in Thailand and Japan)

lineages The

large sequence polymorphism (LSP) regions of deletions (RD) LSP/RD
EAI 524 531 (39.8%) EAI 591 595 44.6%)
Euro-American 184 187 (14.0%) CAS 11 11 0.83%) 9

9 (0.68%) 1319 1
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HIV
1.75
)
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(H23- - -002)
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1,319

1

Factor Category Hazard ratio Adjusted Hazard ratio
EAI Reference Reference
EAI 2.74 (1.95-3.86) <0.001 1.75 (1.23-2.48) 0.002
Female Reference Reference
Gender
Male 1.20 (0.83-1.74) 0.335 1.21 (0.82-1.79) 0.327
0-34 Reference Reference
35-49 1.5 (0.9-2.49) 0.118 1.6 (0.96-2.65) 0.07
Age group
50-64 1.52 (0.87-2.65) 0.139 2.83 (1.55-5.18) 0.001
65+ 4.47 (2.75-7.27) <0.001 6.95 (3.88-12.45) <0.001
Negative Reference Reference
HIV status Positive 2.47 (1.73-3.53) <0.001 5.00 (3.22-7.77) <0.001
Unknown 1.23 (0.3-5) 0.772 (*Negative + unknown)
>60 Reference
Reference (*combine 50-60,60+)
50-60 1.19 (0.49-2.89) 0.702
Body Weight 40-49 1.32 (0.56-3.12) 0.532 1.1 (0.69-1.76) 0.689
<40 2.53 (1.05-6.08) 0.038 1.76 (1.05-2.96) 0.033
Missing 3.51 (1.49-8.28) 0.004 2.43 (1.53-3.86) <0.001
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locus (eQTL)
2,237 3,122
genome- wide association study GWAS
DUSP14
(dual specificity phosphatase 14) SNP
rs712039

P cwas = 3.30 x

10 % Barreiro LB, et al. PNAS 109:1204-9,

2012
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MAP (MAPK)
/
MAPK
Barreiro
invitro DUSP14 SNP
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TNF-a IFN-y
( )
regulatory SNP
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RFP 18 70
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