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> ERESIES
ONMAERBNFREKATKEERR: <HFANmL, SNPEIR, EHEE>,

SampleCode | SNP_Marker IP_Genotype
342_57 rs1490413 AA
342_57  |rsdT745448 TC
342 57  |rs3737576 TC
342 _57 rs1698647 CT
342 57  |rs1343469 AG
342 _57 rs11239930 GA
342_57 rs7554936

T
342 57 'rs3829868 CC
342 57 |rs2814778 T
342 67  |rs560681 AA
342 57 rs10801520 CT
342 57 |rs1106201 cT
342 57  |rs2013162 AA
342 57  |rs2292564 AA
342 57 |rs1294331 cc
342 57 |rs10495407 GG
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# BCEERESNEINAALIZSE FEAYE.:

# install.packages("openxlsx")

# install.packages("qgman")
# install.packages("tidyr")

# IgE T{FERWindows
# setwd("D:/workspace/R/gwas/")

# 1RELinuxfiRSes LRITFER , iBiBdemom N AU
setwd("/home/ecoli/SHSMU/demo/gwas/")
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# S NIEAxIsxBIB openxlsx

library("openxlsx")

# SANEERIA
rawgenotype <- read.xlsx("20211118.R2.SNP.xlsx")

# SANFRENH
rawphenotype<- read.xlsx("20211118.phenotype.xlsx”, coINames=FALSE)

# B EUEERE , IBBCUGRIRI3YIERER , FiEEmEYSY
mg<- rawgenotypel,c(1,2,3)]
mp<- rawphenotypel[,c(1,2,3)]
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# BHIREANRD , REEAZE

nsample<-length(levels(factor(mgl,1])))

# EEBIMIESE —5I2SNPRAEERR, FREEE
nloci <- length(levels(factor(mgl,2])))

# REVEUESE 7 EMIRSAERFR . FREELE
ntrait<- length(levels(factor(mpl[,2])))
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# SAtdyrE i TEURE TRV R
library(tidyr)

# B—HIIFERRTR, SRR TRIR
# B NBRRBIEGREIENR , 5 IRFR
# F=FNERBEGREEE , YN /IEREIEYE

md <-pivot wider(mgp,names_from=names(mgp)[2],values from=names(mgp)[3])

# FCERIBER— I ATV . RRS~EHEAT , TR HIIECEITEL
xtabs(~Popu.rs1800414 + X% %, md)
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# LU TR (ERas formulaglgiFlpasteBRERAE AL AT FRIXAT

# E—52Sample Code, F£_%ZInloci+152SNP , FEEZInloci+ntrait+ 17 2FEMEIR

dname<-names(md)

# BIECEERF rnsample, nlocifdntrait=/ M8, HER(IRA T mEMAEMEEER AT,

# T
xf <- paste(" ~ ",dname[2]," + ", dname[nloci+2])

# as.formulafEtbfBxEE , HXEFR( BRI T Chi-squared testgifisher's exact testEERIFIBLFEMC

mc <- xtabs(as.formula(xf), md)
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# Figi# 7Chi-squared test
chisg.test(mc)

# I XHESIRTR "Chi-squarediTUEL A RTREAE" . BRI HERL:
chisq.test(mc,simulate.p.value = TRUE, B = 10000)

# 2#simulate.p.valueEigEEAMonte Carlot& kit Ep-value , SEBIZBIEHREL,
# RAEABR) , BIFIBERA g/, SChr ERzEREAfisher's exact test,

fisher.test(mc)



»» TR ALSR-TEIRKEAFFE

XD

=TS 32

# R RS- B E ST
# B TSRBA IS — METR ST SNP SFaTER 2 IMAF IR BB,
# B MEMSRIPIEEE I values( , FHILLATIEHR, LUEMRAEAIERI M SNPXE LI MEH,

assocTraitQ <- data.frame(matrix(rep(0,ntrait*nloci),ncol =ntrait))
names(assocTraitQ)<-dnamel[(1+nloci+1):(1+nloci+ntrait)]

row.names(assocTraitQ)<-dname[(1+1):(1+nloci)]

4‘;{ E;ﬁjpdfﬁé\ﬁ—ﬁ\pdf@?ﬁ, RS RRREE—KE , MEATESMERKERER , AbiaHZpdf

pdf(file="E5GWAS.pdf", family="GB1")
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FMMERE—KSIEIEL.
for(k in 1:ntrait){

pvalues=array(0)
for(i in 1:nloci){

xf<- paste(" ~ ", dname[1+i]," + ",dname[1+nloci+k])
mc<-xtabs(as.formula(xf), md)
if(dim(mc)[1]==1){
pvalues[i]<- 1
telse{
pvaluesl[i] <-fisher.test(mc)$p.value

}

assocTraitQ][i k] <-pvaluesli]
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NSNP<-length(pvalues)
gwasMatrix<-data.frame(dname[(1+1):(1+nloci)],rep(1,times=nSNP), 1:nSNP, pvalues)
names(gwasMatrix) <-c('SNP’, 'CHR’, 'BP', 'P")

manhattan(gwasMatrix,
annotatePval = -log10(0.05/nSNP), #triEpEE/NUSNP{Im=
suggestiveline = FALSE,
genomewideline = -log10(0.05/nSNP), # B FRZB IR E BEMRIRIEL
ylim = ¢(0,5),
xlab = 'SNP index’,

main = dname[1+nloci+k]

)

}
PRIFFRIA PG

dev.off()
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# (1 17E%Hg-value/\F0.0589SNP
assocTraitQ[apply(assocTraitQ,1,min)< 0.05/nSNP]

JEk R

SNP index



REHR

A K

GRZES

BB E



	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Slide Number 8
	Slide Number 9
	Slide Number 10
	Slide Number 11
	Slide Number 12
	Slide Number 13
	Slide Number 14
	Slide Number 15
	Slide Number 16
	Slide Number 17
	Slide Number 18
	Slide Number 20
	Slide Number 21
	Slide Number 22
	Slide Number 23
	Slide Number 24
	Slide Number 25
	Slide Number 26
	Slide Number 27
	Slide Number 28
	Slide Number 29
	Slide Number 30
	Slide Number 31
	Slide Number 32
	Slide Number 33
	Slide Number 34
	Slide Number 35
	Slide Number 36
	Slide Number 37
	Slide Number 38
	Slide Number 39
	Slide Number 40
	Slide Number 41
	Slide Number 42
	Slide Number 43
	Slide Number 44
	Slide Number 45
	Slide Number 46
	Slide Number 47
	Slide Number 48
	Slide Number 49
	Slide Number 50
	Slide Number 51
	Slide Number 52
	Slide Number 53
	Slide Number 54
	Slide Number 55
	Slide Number 56
	Slide Number 57
	Slide Number 58
	Slide Number 59
	Slide Number 60
	Slide Number 61

