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Fig. 2-1 Metabolic pathways of isoniazid
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Table 2-1. Distributions of NAT2 -haplotypes in tuberculosis patients with and without hepatotoxicity

hepatotoxicity

( C/C genotype
G/G genotype)
( P = 0.0472
P =0.0401)

Table 3-8. Genotype distributions of Bach1 polymorphisms in tuberculosis patients with and without adverse effect

intranuclear

gene haplotype present (%) absent (%) OR 95%Cl P
NAT2 NAT2*4 16 (44.4) 120 (73.2) 0.265 0.129-0.546 <0.001
NAT2*6A 14 (38.9) 29 (17.7) 3.535 1.648-7.585 0.001
NAT2*7B 6 (16.7) 15 (9.1) 2.235 0.818-6.104 0.117
total number of allele 36 164
Table 2-5. Distributions of NAT2 -haplotypes in tuberculosis patients with and without drug fever
drug fever
gene diplotype present (%) absent (%) OR 95%ClI P
NAT2*4 17 (56.7) 119 (70.0) 0.560 0.254-1.239 0.152
NAT2 NAT2*6A 6 (20.0) 37 (21.8) 0.899 0.342-2.361 0.828
NAT2*7B 7(23.3) 14 (8.2) 3.391 1.238-9.287 0.018
total number of alleles 30 170
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Fig. 3-1 Signaling pathway including Nrf2, Keapl, HMOX1 and Bachl

hepatotoxicity

rash

drug fever

gene SNP genotype present (%) absent (%) P present (%) absent (%) P present (%) absent(%) P
C-17286T [ 4(22.2) 9(11.0)  0.2435° 5 (20.0) 8(10.7)  0.3018" 3(200) 10(11.8) 0.4047°
cIT 7(389)  52(63.4) 11(44.0) 48 (64.0) 9(60.0)  50(58.8)
T 7(389)  21(256) 0.5698° 9(36.0)  19(253) 03146 3(20.0)  25(294) 05477
G-11255A GIG 6(333) 22(26.8) 05732° 9(36.0) 19(253) 0.3146" 4(267)  24(282) >0.9999"
GIA 10 (55.6) 53 (64.6) 12(48.0) 51 (68.0) 9(60.0) 54 (63.5)
AA 2(11.1) 785 06627 4(16.0) 5(67)  02218° 2(133) 782 06205
G-9652A GIG 6(33.3)  34(415)  0.6026" 9(36.0)  31(413) 0.8141° 8(53.3)  32(37.6) 0.2683"
Bachl GIA 9(50.0)  42(51.2) 12 (48.0) 39 (52.0) 5(33.3) 46 (54.1)
AIA 3(167)  6(73) 0202°  4(160)  5(67)  0.2218 2(133)  7(82) 06205
A21175G AIA 5(27.8) 26 (317) >0.9999° 7(28.0) 24(32.0) 0.8060° 8(53.3) 23(27.1)  0.0666°
AIG 8 (44.4)  47(57.3) 11 (440) 44 (58.7) 6(40.0) 49 (57.6)
GIG 5(78)  9(110) 01247 7(28.0) 7(93)  0.0401° 1(67)  13(153) 0.6874°
T21884C TIT 9 (50.0) 51 (62.2) 0.4274° 12 (48.0) 48 (64.0) 0.1671° 10 (66.7) 50 (58.8) 0.7760°
TIC 6(333)  30(36.6) 10 (40.0)  26(34.7) 4(267)  32(37.6)
cic 3(16.7) 1(1.2)  0.0178° 3(12.0) 1(1.3)  0.0472° 1(6.7) 3(35) 04836
total number of patients 18 82 25 75 15 85

b Homozygous population of one allele was compared to the rest of the population including the homozygote of the other allele and the heterozygote.
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