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Table 1: SNP frequency and associated smoking intensity.

SNPs Frequency Percentage Smoking intensity

M(SD)

ANKK 1(N=270)

GG 179 66.3% 23.37(8.94)

GA 77 28.5% 23.04(8.01)

AA 14 5.2% 25.21(8.45)

DRD 3(n=271)

AA 138 50.9% 23.52(7.87)

AG 109 40.2% 23.65(9.22)

GG 24 8.9% 22.08(10.83)

DRD 4(n=270)

GG 246 91.1% 23.59(8.72)

GA 23 8.5% 22.32(8.66)

AAa 1 0.4%

COMT (n=268)

AA 63 23.5% 24.18(9.45)

Other genotypes 205 76.5% 23.27(8.49)

SLR6A3 (n=264)

ce 262 99.2% 23.54(8.73)

CTh 2 0.8%

MAOA (n=269)

AA 45 16.7% 24.66(11.36)

GA 70 26.0% 21.69(7.74)

GG 154 57.2% 23.93(8.21)
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Figure 2: Optimizing COMT
and MAOA genotyping.
(a) For COMT the first assay
gave very skewed meltinc
curves making it impossible tc
reliably dissect AA genotypes <
and AB genotypes. Melting .
analysis of the PCR produc
revealed a high temperatur
stem loop very close to the
primer binding site of the left 5 Fus
unlabeled primer. Therefore
we moved this unlabeled oligc
upstream (50 bases), and tf
genotyping assay looked exceller
with good discrimination
between all genotyges afterwarc -
(bottom left). |
(b) For MAOA, the case looked
basically similar: Here, we just
repesated genotyping in a 20
PCR volume. This turned out tc
be very beneficial and we wert
able to obtain all genotypes
without additional changes
(bottom nghg.
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1. Walter et al. (2006) Biochemica 2:8-11
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MagNA Pure Compact Instrument 1 instrument

MagNA Pure Compact
Nucleic Acid Isolation kit |
LightCycle® 480 Instrument

LightCycler 480 Genotyping Master 4*384 pl (5*conc.)

(ZES IS F3S
03 731 146 001
1 kit (32 isoations) 03 730 964 001
1 instrument (96 well) 04 640 268 001
1 instrument (384 well) 04 545 885 001
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