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Abstract  Objective To investigate the genetic association for schizophrenia within the long arm

region 1 band 1 of chromosome 22 22ql1 in a Han Chinese population. Methods Polymerase chain
reaction PCR -based restriction fragment length polymorphism RFLP analysis was used to detect three
single nucleotide polymorphism SNPs  rs165655 A G base change and rs165815 C T base change

present in the ARVCF armadillo repeat gene deletion in velocardiofacial syndrome locus and rs756656

A C base change in the LOC128979 expressed sequence tags EST locus among 100 nuclear families
composed of fathers mothers and affected offspring with schizophrenia. Genotyping data were analyzed by
linkage disequilibrium methods including haplotype relative risk  HRR  analysis transmission
disequilibrium test TDT and haplotype transmission analysis. Results  The genotype frequency
distributions of three SNPs were all in Hardy-Weinberg equilibrium Both HRR and TDT analysis showed
that rs165815 was associated with schizophrenia P<0.05 whereas the other two SNPs did not show any
allelic association. The haplotype transmission analysis showed a biased transmission for the rs165655-
rs165815 haplotype system and for the rs756656-rs165655-rs165815 hapoltype system P< 0.01
Conclusion Either ARVCF gene itself or a nearby locus might confer susceptibility to schizophrenia in a
Han Chinese population.

Key words  Schizophrenia Chromosome Single nucleotide polymorphism Susceptibility gene

1 22q11 20% ~
22 30%  22ql1
2-4 22 57
22q11

30170343 armadillo repeat

130021 . . . . ~
gene deletion in velocardiofacial syndrome ARVCF

rs165655 rs165815  LOCI128979 EST

Email gzju@jlu. edu. cn



788 - 2004

9 25 9 Chin J Epidemiol September 2004 Vol.25 No.9

rs756656 SNP 35~40 72°C 10 min TC-1
22ql1 PE USA PCR PCR
PCR DNA
1. 3. N
100 Hardy-Winberg
100 65 35 SNP
26.81t6.7 22.9+ HRR DT
5.6 3~276 2000~2002 S0 TDT
2
10
ICD-10 “ ?
Transmit v 2.5
2. SNP - SNP
PCR-RFLP
rs165815 rs165655 rs765656 SNP
SNP 379 362 bp ARVCF 1. SNP
LOC128979 rs165815 5" -TAG SPSS 10.0 SNP
GCTGCTCTCCAGCAACC-3’ 5" - TGTCTCCCA 1
AAGCCCCTGTCG3' PCR 256 bp e rs165655 1rs165815
Msp [ rs165655 5" -CAG rs756656 Hardy-Weinberg
CATGGGCTGGAGAAAGG-3" 5 -GGGGCTGGG P>0.05
AAAGAACTTGG-3 PCR 223 bp 2. HRR 2 rs165815
Haelll rs756656 5’ -AGA ¥'=6.447 v=1 P=0.011
GACATTCCTCTCTGACTGG-3" 5" -CCTCAA rs165655  rs756656 P>
GTAGCCATTTGTCCAGCG3' PCR 0.05
276 bp  EcoR I 3.1TDT rs165815
DNA ¥*=6.313 v=1 P=0.012 1s165655
DNA PCR 25 pl rs756656 P>0.05
10 mmol L Tris-HCl pH 8.3 50 mmol L KCI rs165815 C T
S mmol L MgCl1, 0.001% W V gelatin 200 pmol C rs165815 C
dNTP 0.4 pmol Taq DNA 2
1.0 U DNA 20~ 40 ng PCR HRR
94°C 5 min 94C 45 s 58~60C 1 min 72C 1 min 4. Y
1
11 12 22 1 2
rs756656 200 43 21.5 100 50.0 57 28.5 186 46.5 214 53.5
100 21 21.0 53 53.0 26 26.0 95 47.5 105 52.5
rs165655 200 38 19.0 101 50.5 61 30.5 177 44.3 223 55.7
100 18 18.0 54 54.0 28 28.0 90 45.0 110 55.0
rs165815 200 33 16.5 99 49.5 68 34.0 165 41.3 235 58.7
100 18 18.0 59 59.0 23 23.0 95 47.5 105 52.5

15756656 1 A 2 C rsl656551 G 2 A rsl658151 C 2T
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