Supplemental Information

Table S1. Genotype counts and p-values of the tested SNPs in our samples.

Sample SNPID Position Genotype Genotype Counts p-value p-value
Cases Controls (nominal)  (corrected)
Yuxi rs1021042 185453158 GG/GC/CC 33/207/245 26/259/409 4.0x10° 0.020
sample rs11888068 185460295 TT/GT/GG 84/256/150 156/334/204 0.080 0.20
rs13026173 185460842 CC/GC/GG 32/214/250 29/266/399 0.030 0.090
rs10497655 185462041 CC/CT/TT 109/250/134 172/331/191 0.49 0.94
rs359895 185463185 AA/AT/TT 12/133/354 34/237/423 7.0x10* 2.0x10°3
rs1344706 185778428 GG/GT/TT 119/244/125 173/344/177 0.98 1.0
Kunming rs1021042 185453158 GG/GC/CC 35/175/163 29/234/311 1.0x10°° 3.0x10°
sample rs359895 185463185 AA/AT/TT 13/112/275 24/219/364 0.020 0.030
rs1344706 185778428 GG/GT/TT 88/227/88 137/311/156 0.26 0.60
Combined  rs1021042 185453158 GG/GC/CC 68/382/408 55/493/720 7.7x10° 1.8x10°
sample rs359895 185463185 AA/AT/TT 25/245/629 58/456/787 2.1x10° 2.7x10°
rs1344706 185778428 GG/GT/TT 207/471/213 310/655/333 0.51 0.91
Note:

Significant p-values (p<0.05) were marked in bold and underlined.



Table S2. The result of meta-analyses for rs1344706 in Han Chinese samples

T-allele frequency in

samples(N cases/N controls) p-value OR 95%CI
Controls

O’Donovan et al.(996/1015)* 0.514 0.166 1.06 0.94-1.20
Steinberg et al.(439/446)? 0.546 0.62 0.95 0.79-1.15
Zhang et al.(566/574)° 0.457 0.00083 132 1.12-1.56
Yuxi sample(488/694)* 0.503 0.876 1.01 0.86-1.19
Kunming sample(403/604)* 0.516 0.489 0.94 0.79-1.12
All samples(2892/3333) 0.507 0.38 1.05 0.94-1.18

Abbreviations: OR, odds ratio; CI, confidence interval.

Test of heterogeneity: x2=10.43, df= 4, p-value=0.03.

The result for the combined samples (p=0.38, Z=0.88) was assessed using the Mantel-Haenszel
method with the random-effects model.

* Association of rs1344706 with schizophrenia in Yuxi and Kunming sample were genotyped in

this study.



Table S3. The result of meta-analyses for rs1344706 in Han Chinese samples

when excluding the samples used in Zhang et al.

T-allele frequency in

samples(N cases/N controls) p-value OR 95%ClI
Controls
O’Donovan et al.(996/1015)" 0.514 0.166 1.06 0.94-1.20
Steinberg et al.(439/446)? 0.546 0.62 0.95 0.79-1.15
Yuxi sample(488/694)* 0.503 0.876 1.01 0.86-1.19
Kunming sample(403/604)* 0.516 0.489 0.94 0.79-1.12
All samples(2326/2759) 0.517 0.87 1.01 0.93-1.09

Abbreviations: OR, odds ratio; CI, confidence interval.

Test of heterogeneity: y*=1.72, df= 3, p-value=0.63.

The result for the combined samples (p=0.87, Z=0.16) was assessed using the Mantel-Haenszel
method with the fixed-effects model.

* Association of rs1344706 with schizophrenia in Yuxi and Kunming sample were genotyped in

this study.



Table S4. The list of 24 randomly selected SNPs for population stratification

analysis

SNP Chromosome SNP Chromosome
rs5177 1 rs4688043 3
1s2297660 1 rs3828611 5
182297657 1 154704591 5
rs1344706 2 rs362719 7
rs1021042 2 rs6951875 7
rs359895 2 152247776 7
1s7597593 2 rs7341475 7
rs3971790 2 1s727709 7
1s3755557 3 rs885995 7
rs6782799 3 rs2874941 8
rs7431209 3 rs2073665 8
rs16830594 3 rs1569198 10
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Figure S1. The LD map of the ZNF804A promoter SNPs downloaded from HapMap
database (CHB). The marked SNPs are used in our study. The linkage disequilibrium

(LD) of the tested SNPs was calculated using the r* algorithm by the Haploview
program.
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Figure S2. The LD map of ZNF804A promoter region in major populations
downloaded from HapMap database. The linkage disequilibrium (LD) of the tested
SNPs was calculated using the r* algorithm by the Haploview program.
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Figure S3. The result of population stratification analysis in Yuxi and Kunming
samples. (a) Triangle plot for Yuxi sample. (b) Triangle plot for Kunming sample. red:
controls; green: cases.
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Note: To avoid false positive associations caused by population stratification, we carried out

population stratification analysis in our Yuxi and Kunming samples, by using genotyping data of
24 randomly selected SNPs (Table S4), whose genotype distributions were all in Hardy-Weinberg
equilibrium in our samples. The Structure software (version 2.3.3) was used. We applied
admixture model and independent allelic frequency model and ran from K=2 to K=10, which
means the number of potential classification of tested samples, and we showed the triangle plot
when K=3 (Figure S3), which is the suggested number of inferring clusters for triangle plots. For
all Structure runs, we set the parameters with a burn-in of 10,000 iterations and 10,000 follow-on

iterations.



