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Fig. 1 Locations of SNPs in UBAP1 gene
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Fig. 2 Trace view of ss2220003A /G (a) and ss3211583C/T
(b) in consed
Note: Reverse primers were used for sequencing, so the data show the

antisense strands of NOR1 gene.
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AFIT2 1 RIER 2, F DRI A0 5 1 95 451 R0 nf HE 21 2
(AR 225 (P< 0.05).

Table 1 Genotype and allele frequencies of ss2220003 among case and control subjects

C(-.lmlyp(-. ."\"HI(-‘.
cC CT TT C T
Case 102 (70.8%) 40 (27.8%) 2 (1.4%) 244 (84.7%) 44 (15.3%)
Control 85 (59.0%) 56 (38.9%) 3(2.1%) 226 (78.5%) 62 (21.5%)
x’= 9.733, v=2, P< 0.01 x’= 8.691, v=1, P< 0.05
n= 144.

Table 2 Genotype and allele frequencies of ss3211583 among case and control subjects

C(-.lmlyp(-. ."\"HI(-‘.
AA AG GG A G
Case 54 (37.5%) 84 (58.3%) 6 (4.2%) 192 (66.7%) 96 (33.3%)
Control 50 (34.7%) 81 (56.3%) 13 (9.0%) 181 (62.8%) 107 (37.2%)
x’= 8,570, v= 2, P< 0.05 x’= 1.891, v=1, P> 0.05
n= 144.

2.3 M SNPs L S RYHER B E

WELT PIAS SNPs A7 0 IR BB (3 3),
$82220003 7 fi ALK CT F1CCHIAHRS 16 6 15 43 )
9 1.04 F11.36 (95% 45 X ] 40 51 24 1.002 ~
1.083 fi1 1.013~ 1.835), thuh /&, EHTALINA

B SNP 52220003 47 5 2L K 7 €T F1 CC A
B S TR (1) E7 43 26 43 i CC B2 1. 04
1. 36 i, 53211583 i s LK AG FIT AA IR AH X
fEBBESr A 1. 61 F 1. 64.

Table 3 Relative risks associated with genotypic variants of two SNPs loci

2220003
Genotype  Relative risk 95% Confidence interval
TT 1. 00
CcT 1. 04 1. 002~ 1. 083
CcC 1. 36 1.013~ 1. 835

553211583
Genotype  Relative risk 95% Confidence interval
GG 1. 00
AG 1. 61 0. 694~ 3.747
AA 1. 64 0. 683~ 3.957

2.4 ) SNPs i = 2 {5R 5 2 IR RY KB
KR, PIAN SNPs 7 g [0 4775 3% BIASF- i,
BT D' = - 0.645 ( X*= 11.17, v= 3,
P< 0.05). fERBEHTH, B2 AL S0 1)
B LG PN AU AT 5, FRATTHT PM- plus 21453 5
VEEL T 55 490 00T AR PR P AN A5 4L S 11 P 7R

B, JF FAECAEAI L 73 BT 75 (Model free
analysis) X SR 5 BAS SNPs A7 50047 T K564y
Br (K 4), S5 RRYIPANL A0S S R A7 1E
K, FAHRRIEREEAKTE (P<0.01) Hff
RAC AR EREE A 1. 37.

Table 4 Estimated haplotype frequencies and Chi square test of two SNPs of NOR1 gene

Haplotype Case Control
AT 0.129 0. 191
GC 0. 309 0. 347
GT 0. 024 0. 024
AC 0. 538 0. 438

Relative risk 95% Confidence interval

1.00

1.17 0.991~ 1.377
1.24 0. 988~ 1. 557
1.37 0. 983~ 1.903

x*= 11.58, v= 3, P< 0.01

AT represents the haplotype ss2220003A-5s3211583T: GC represents the haplotype ss2220003G-5s3211583C: GT represents
the haplotype s52220003G-5s3211583T; AC represents the haplotype ss2220003A-5s3211583C. n= 288.
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Studies of Association Between Nasopharyngeal Carcinoma and
Single- Nucleotide Polymorphisms in NOR1, a Novel
Oxidored nitro Domain- containing Protein Gene

XIONG Wei" ™, ZENG Zhao Yang"™ , XIAO BingYi", XIONG Fang”, NIE Xin-Min",
FAN Song-(‘)ingn, PENG Cung”, LI Wer Fung]), WANG Hungn, SHEN Shou-Hong‘“,
LI Xiao- Ling", LI Gui Yuan"™
(Y Cancer Research Institute, Xiangya Medical School of Central South University, Changsha 410078, China;

3 Department of Network and Information, Xiang-Ya Hospital, Central South University, Changsha 410078, China;

3 Department of Gastroenterology, 3rd Xiang-Ya Hospital, Central South University, Changsha 410078, China)

Abstract Nasopharyngeal carcinoma ( NPC) is a rare malignancy tumor in most parts of the world, while with
high incidence rate in the south of China. NOR1, a NPC down-regulated gene, was newly-cloned using ¢cDNA
micro-array. NOR1 gene has an oxidored_ nitro domain predicted by bioinformatics. T he latest results suggest
that the NOR1 gene may participate in the metabolism of chemical carcinogen such as nitrosamine in vivo.
Genotype of coding region single nucleotide polymorphisms ( ¢SNPs) in NORI gene were performed by
sequencing in 144 unrelated NPC subjects and 144 control subjects which matched in age, sex and residence.
Association analysis suggests that there is linkage disequilibrium between the 2 ¢SNPs, both of them associated
with NPC. And the relative risk of 2 ¢SNPs and their haplotypes were 1. 36, 1. 64 and 1. 37 respectively. Both
of the two SNPs could change the sequence of NOR1 protein, which might influence it' s structure and function.
The results indicated that the SNPs in NOR1 gene mav plav a certain role in carcinogenesis and develobment of
NPC.

Key words single nucleotide polymorphism, NORI gene, nasopharyngeal carcinoma, association analysis
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