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Table Genotype frequencies of the humanCYP1A1 and GSTP genes and the significance of their association with Sick house syndrome

-@--

60 JK & D i Az

CYPIAI and GSTPI Genes and
Sick House Syndrome

dbSNP Genotype frequency
Gene Accession No. Location Genotype* Patients (2n=120)  Controls (2n=262) OR (90% CI) X2 P-value

CYP1A1 rs4646421 intron 1 c/C 0.48 0.37 1.57 (0.85 - 2.90) 2.03 0.154
cIT 0.38 0.46 0.74 (0.39 -1.37) 0.93 0.334
TT 013 017 0.76 (0.32 - 1.82) 0.37 0.542
rs1048943 exon 7 AA 0.65 0.56 1.43 (0.76 - 2.69) 1.23 0.267
AG 0.30 0.39 0.67 (0.35-1.29) 1.42 0.233

G/IG 0.05 0.05 - - -

rs5030838  3' flanking region c/C 017 0.17 - - -
cT 0.38 0.47 0.71 (0.38 - 1.33) 1.13 0.287
T 0.45 0.37 1.41 (0.76 - 2.63) 1.21 0.272
GSTP1 rs1695 exon 5 AIA 0.65 0.72 0.72 (0.38 - 1.36) 1.04 0.308
AIG 0.34 0.26 1.46 (0.76 - 2.81) 1.29 0.255

G/IG 0.02 0.02 - - -
rs4891 exon 7 TT 0.00 0.02 - 1.35 0.245
TIC 0.40 0.24 2.03(1.06 - 3.91) 4.52 0.034
c/iC 0.60 0.73 0.55 (0.29 - 1.06) 3.16 0.075

*Each genotype is represented by the nucleotide sequence of the sense strand of each gene.
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Association Study of NTE Gene with Sick House Syndrome

Table. Allelic association between SNPs in the NTEgene and Sick house syndrome.
Allele frequenc:

No. rs No. Location Allele Patients (2n=120)  Controls (2n=304) OR (90% CI) X2 P-value
TS romoter e 500 0,947 T.24 (081 - 1.89] 0. ;
2 rs540516 intron 1 Cit 0.407 0.362 1.21(0.78 - 1.87 0.733 0.392
3 rs604959 exon 2 Ale 0.475 0.365 1.57 (1.03 - 2.41 4341 0.037
4 rs541271 intron 6 Gia 0.418 0.388 1.13(0.74-1.74 0.325 0.569
5 rs526411 intron 6 Cit 0.418 0,398 1.09 (0,71 - 1.66 0,145 0.704
6 rs654059 intron 6 Tie 0.508 0.497 1.05 (069 - 1.59 0.046 0.830
7 rs591040 exon 9 Cit 0.017 0.016 1.05 (0.20 - 5.48 0.003 0.955
8 rs492092 intron 12 clg 0.598 0.566 1.14{0.75-1.75 0.378 0.539
9 rs620744 intron 14 Cit 0.451 0.438 1.06 (0.69 - 1.61 0.063 0.802
10 rs577219 intron 19 Git 0.415 0.382 1.16(0.75-1.77 0.405 0.525
11 NEW intron 19 DEL/a 0.415 0.395 1.08{0.71- 168 0.149 0.699
12 rs473899 intron 21 Alg 0.393 0.385 1.04 (0.67 - 1.59 0.027 0.870
13 rs661826 intron 21 Gic 0.631 0.625 1.03 (0.66 - 1.59 0.014 0.906
14 rs496380 intron 21 Alg 0.639 0.625 1.06 (0,69 - 1.65 0.077 0.782
15 rs557596 intron 21 Tie 0.648 0.628 1.09{0.70 - 1.68 0.139 0.709
16 52432110 intron 21 Tie 0.458 0.410 1.21(0.79 - 1.86) 0.787 0.375
17 rs793864 intron 21 Clg 0.754 0.679 1.45(0.90 - 2.35 2.299 0.129
18 rs1645799 intron 21 Gla 0.492 0.443 1.21(0.79 - 1.86 0.793 0.373
19 NEW intron 21 Clg 0.508 0.438 1.33 (0.87 - 2.03 1.739 0.187
20 NEW intron 21 Tha 0.508 0.438 1.33 (0.87 - 2.03 1.739 0.187
21 NEW intron 21 clg 0.508 0.424 1.40 (0.92 - 214 2. 0.117
22 NEW intron 21 Git 0.508 0.438 1.33 (0.87 - 2.03 1.739 0.187
23 rs688348 intron 21 Alc 0.492 0.424 1.31(0.86 - 2.00 1.580 0.209
24 rs480208 intron 21 Alg 0.492 0.408 1.40 (0,92 - 2.15 2.461 0117
25 rs581698 intron 21 Gle 0.517 0.434 1.39 (0.91 - 2.13) 2.345 0.126
26 rs582611 intron 21 Alg 0.500 0.433 1.31 (0.85 - 2.01 1.519 0.218
27 rs534758 intron 21 Git 0.750 0.733 1.09 (067 -1.78 0.120 0.729
28 rs583984 intron 21 TIe 0.491 0.447 1.20 (0.78 - 1.84 0.673 0.412
29 rs50874 intron 21 Alg 0.509 0.470 1.17 (0.76 - 1.80 0.508 0.476
30 rs534464 intron 23 Gic 0.742 0.704 1.21(0.75-1.94 0.600 0.438
31 rs563266 intron 23 Tle 0.458 0.421 1.16 (0.76 - 1.78 0.487 0.485
32 rs597582 intron 23 Cit 0.742 0.720 1.11 (0,69 - 1.80 0.196 0.658
33 rs598023 intron 23 Alg 0.737 0.720 1.09 (0.67 - 1.76) 0.122 0.727
34 rs598028 intron 23 Clg 0.742 0.720 1.11 (0.69 - 1.80 0.196 0.658
35 rs599328 intron 24 Clg 0.742 0.737 1.03 (0,63 - 1.66 0.010 0.919
36 rs599330 intron 24 Cit 0.708 0.701 1.04 (0,65 - 165 0.024 0.876
37 rs524530 intron 24 Alg 0.750 0.701 1.28 (0.79 - 2.07) 1.027 0.311
38 rs539887 intron 24 Alc 0.717 0.714 1.01 (0,63 - 1.62 0.003 0.953
39 rs563826 intron 25 Alg 0.717 0.704 1.06 (0,67 -1.70 0.067 0.795
40 152446176 intron 29 Gia 0.690 0.671 1.09 (0,69 -1.73 0.133 0.716
4 re1645800 intron 30 Gia 0.456 0.418 1.17 (0.76 - 1.80 0.489 0.480
42 rs503336 intron 30 Alg 0.442 0.418 1.10(0.72 - 1.69 0.201 0.654
43 rs518321 intron 30 Tie 0.442 0,418 1.10(0.72- 169 0.201 0.654
44 rs504149 intron 30 TiGic 0.500 0.441 1.27(0.83-1.94 1.215 0.270
45 rs504934 intron 30 Cit 0.474 0.421 1.24 (0.81 - 1.90 0.962 0.327
46 157245592 intran 30 Gia 0.432 0.414 1.08 (0.70 - 1.65 0.110 0.740
47 NEW intron 30 Tle 0.432 0,398 1.15(0.75- 1.77 0.411 0.521
48 rs506104 intron 30 Cia 0.432 0.391 1.18 (0.77 - 1.82) 0.587 0.444
49 rs538850 intron 31 Cit 0.448 0.408 1.18 (0.77 - 1.82) 0.562 0.453
50 rs538852 intron 31 Gia 0.741 0.737 1.02 (0.63 - 1.67) 0.009 0.925
51 rs577029 intron 31 Tle 0.448 0.418 1.13(0.74 - 1.74) 0.320 0.572
52 rs577145 intron 31 Tie 0.448 0.418 1.13(0.74 - 1.74) 0.320 0.572
53 rs541600 intron 31 cht 0.448 0.418 1.13(0.74 - 1.74) 0.320 0.572
54 rs89621 intran 31 Ch 0.448 0.418 1.13(0.74 - 1.74) 0.320 0.572

NTEBEFOIHV 2128 1T5EMMRBEEAIZH T,
BTN EREELERISNPEZ R LT (P=0.037)



Genotype Frequencies of SNPs in the NTE Gene

NTE gene and Chemical Sensitivity

Table. Genotype association between SNPs in the

Genotype freqruency

No. rs No. Location Genotype Patients (2n=120) Controls (2n=304) OR (90% CI) X P-value Pc-value
1 rs560849 Promoter c/C 0.305 0.151 2.46 (1.23 - 4.94) 6.419 0.011 0.068
c/T 0.390 0.592 0.44 (0.24 - 0.81) 6.991 0.008 0.049
T 0.305 0.257 1.27 (0.66 - 2.47) 0.507 0476 1.000
2 rs540516 intron 1 G/C 0.390 0.375 1.06 (0,57 - 1.97) 0,040 0842 1.000
c/T 0.407 0.526 0.62 (0.34 - 1,13) 2.430 0.119 0.714
/T 0.203 0.099 2,33 (1.04 - 5.25) 4176 0,041 0.246
3 rs604859 exon 2 A/A 0.317 0.375 0.77 (0.41 - 1.46) 0.637 0.426 1.000
A/C 0417 0,520 0.66 (0.36 - 1.21) 1.829 0.176 1.000
C/C 0.267 0.106 3,09 (1.46 - 6.53) 8.744 0.003 0019

IOV 2OSNPOEGFRBEICOVNT, MIFEZHEEE
FRTEEGETFE(C/C)ZRHELE(Pc=0.019)
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activity[X B EHICEWLWTHEEIZTE M -7 (P=0.00015),

Environmental Toxicol. 29:190-194, 2010
Environ. Toxicol. Epub.(DOI 10.1002/tox), 2013
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-GSTP1 (Glutathione S-transferase P1)

SNP: Location: exon7 Genotype :T/C
p<0.034 vs Healthy Controls

-NTE Neuropathy Target Esterase/

SNP: Location: exon 2 Genotype :C/C
P<0.019 vs Healthy Controls
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