
Biostatistics statement

The statistiGal methods ofthis study were reviewed by Tian Feng f1·om Na⒒ onal EnginecⅡ ng

Research Cellter for Miniaturi· 乙ed Detccti()n Sy哎ems,(1)statist忆al methods arc adcquatcly and

appropriatcly dcscrbcd when they are u∞d to veri灯 the resLl⒒s;(2)The st肘。ucd tech血 ques a∞

s"tablc;o)ol△ ly homogencOus data call be averaged.⒏ andard de说 atons a∞ prcfcrrcd to

s饱ndard eFOrs。 The number of observa"ons and su切 ects(刀 )is given。 Losses in obsαγ
·dtions,arc

reported; (4) Values have the 95o/。  confldence ⅡΠ1its calculated and have been cOmpared by

woglltcd p⒛ ut modeling;and Φ)The wo1·d“ sigⅡ丘callt~” is replaccd by"s synonyms Or tlle P

value(if it indicates statistical signiflcance).

The SPSS18.0statistica1 sOft、Ⅴare and MicrosoR Excc1、 Ⅴcre used for statistiGal analysis。  In

all analyscs,the1o、Ⅴer1iequency allele was codcd as the‘ risk’ allele.Allf,values presented in this

study weΓ c t、Ⅴo sidcd, and 、Ⅴe used` (0.05 as thc cutOff value for stajstical signiflcance. An

cxact tcst 、Ⅴas uscd tO assess the variauon in each SNP frequency iom Hardy-Wcinberg

eqolbrhm(HⅥ吧)in tllC CO11trol su匀 ects,Differences in SNP genO汐 pe di哎rbLlton bctween

cases and controls werc comparcd by%2-te⒍ odds ratos盯旧95%cOnndence intervals(CIs)were

dctcrmincd u⒍ ng uncOnd“ onal1o臼 st忆 rebores“on ana~⒍ S witll a苟 u哎ments for age and gcndcr。

AssOciations bet、Ⅴeen sNPs and risk of esophageal cancer、Ⅴcrc tcsted in genetic modcls by

analysis 、Ⅴ⒒h SNP Stats soft、Ⅴarc, obtained from h⒒ p∶〃bioinfo。 iGOnco1ogia.net. For the additive

model,individuals、 Ⅴcre assigned a0,l or2represe11ting the number Of risk allcIcs they possesscd

for that sNP FOr thc don1inant rnodcl,individuaIs werc coded as 1 if thcy carricd at lcast 1 risk

aⅡ ele and 0 other、 Ⅴise; for the recessive modcl, Individuals 、Ⅴcrc coded as 1 if they 、vcrc

homozygous fOr the risk allele(two cO″ ∞)and o。 tllerwoe.Valtles of OR and95%CI werc

calGuk吨 cd as abOve. Akaike’ s InfO1Ⅱ Iation Critcrion and Baycsian Infor∏ k沆 iOn Cr⒒erion were

appⅡcd to cstimate the best-fIt model for each SNP,
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