source("http://www.bioconductor.org/biocLite.R")

biocLite("multtest")

install.packages("gplots")

install.packages("LDheatmap")

install.packages("genetics")

install.packages("EMMREML")

install.packages("scatterplot3d") #The downloaded link at:  http://cran.r-project.org/package=scatterplot3d
source("https://bioconductor.org/biocLite.R")

biocLite("qvalue")

library(multtest)

library(gplots)

library(LDheatmap)

library(genetics)

library(EMMREML)

library(compiler)

library("scatterplot3d")
source("http://zzlab.net/ GAPIT/gapit_functions.txt")
source("http://zzlab.net/ GAPIT/emma.txt")
setwd("C:\\myGAPIT")



#Step 1: Set data directory and import files

myCV <- read.table("Qmatrix.txt", head = TRUE)
myY <-read.table("Phenotype.txt", head = TRUE)
myG <- read.table("Genotype.txt" , head = FALSE)

#Step 2: Run GAPIT
myGAPIT SUPER <- GAPIT( Y=myY,
G=myQG,
#KI=myKI,
CV=myCV,
#PCA .total=3,
sangwich.top="MLM", #options are GLM,MLM,CMLM, FaST and SUPER
sangwich.bottom="SUPER", #options are GLM,MLM,CMLM, FaST and SUPER

LD=0.1,)
library(car)
library(qgman)
GWAS .Manhattan<-data.frame(SNP=GWAS.Results$SNP, CHR=GWAS .Results$Chromosome, BP=GWAS.Results$Position,

P=GWAS Results$P.value, zscore=GWAS.Results$FDR)



manhattan(GWAS.Manhattan, p = "zscore", logp = FALSE, ylab = "-logl0(FDR)", cex.axis = 0.7, genomewideline = 1.3, col = c¢("blue4",
ngeen3"’ Hredll)’ ChrlabS — C(”lA”, HlBH, HlD", !|2A"’ "2B"’ "2DH, H3AH’ "3B", H3D"’ "4AH, H4BH’ "4DH, HSA"’ HSB"’ HSDH’ "6AH, H6BH’ H6D",
H7A"’ H7BH’ H7DH),

suggestiveline = 1, main = "TITLE")



