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Method: 7|5 ZE= B34 %
T oz 7049 10099 AL oz gk RE @XM 22 A3 AFH 5] genomic
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= A F Ardes Aldsich

Results: AHgW=F Bakre) 3¢ cC #4418¢ 71 JlAle) vlgo] 21%2 dE2T 9 19%
frold atol7k YSiTh -634C HFFAAL Hlmol QlojME AFHUS BT ¢ 43.5%F 2
9} 4%} Zpol7} Atk
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Background & Objectives: A-g D52 7} 7] ool A] ofe- =5k 2
A7t obA] 23] B AA gt AR A GelA AAguietEel wgo] o tol Al
TgHos & © dFoldA B fFo] woRxivke AR oY, 844 54
54849 di5zgel AAste del 549 fFAAEe] ATUEFe A Boistele} BzhEr.
N-acetyl transferase 2 (NAT2), glutathione S-transferase M1 (GSTM1), ZL2] 31 cytochrome P450 (CYP1A1)-
ThFet AASAHELY At dlEZGo) Bojgith B A7) 22 AFUEEI} NAT2, GSTMI,
CYPIAL 37 T4 zte] Ja#Aol Bate] Folmiat AT, |

Method: 2001'd 195-E 2003'd 129702 AL A £UF5E F42 HYT &5 F D
53784 A8 B4 3038S R stk At 5474 Aol w2t minimal to mild AHg W
2H5 BAE (group 1, n=147), moderate to severe AFg 23 SR} (group 11, n=57), AF3U|2H5-2] 71
E A% F AY ERTE 1=99)0.2 BHa9ch BE 210 FAL AF 3t polymerase chain
reaction (PCR)3} restriction fragment length polymorphism (RFLP)& AH&-8t] f4218S £418H3ich
NAT2 -3 A= RFLPE AH2-319] wild type (W)@} mutant (mt) allelesS #2319 10, slow (mt/mt) =
fast (wt/wt or wt/mt) acetylation AP0 2 BEFEA T} GSTMI FAA= PCR-S AHE-8H active (+-
or ++) ¥ null (++) FEAFoZ £/ CYPIAL FAARE Mspl ATFLAT A2 dke] wild
type (A1A1), heterozygote (A1A2) T mutant (A2A2) FAAH o2 BH3IAITH

Results: NAT?2 fast acetylation -2} (=T 87.9%, group 1 87.8%, group 11 89.5%), GSTM1 active
FrARE (44.9%, 45.5%, 58.9%), CYP1A1 Mspl T} A], A1/AL, A1/A2 (81.8%, 84.4%, 91.1%)2 Apg 2t
I 2ol A 98 2ol 7t YISIT:
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