Supplementary Data S1. R package LPmerge Script.
library(LPmerge)
library(Rglpk)
setwd("C:/Users/Du/Desktop/mungbean/")
map.names = c("H", "I", "W1", "L", "W2", "W3", "Y")

#############1
map.names = c("H", "I", "W1", "L", "W2", "W3", "Y")##1

Maps <- list()
i <- 1 
for (i in 1:7) {

filename <- paste(map.names[i],".csv",sep="")
  input <- read.csv(filename,header=T,as.is=T,check.names=F)
  Maps[[i]] <- input[which(input$chr=="8"), c(1,3)]
}

names(Maps) <- map.names
str(Maps)
print(link.map.lengths <- unlist(lapply(Maps,function(x){max(x$cM)})))
mean(link.map.lengths)
unweighted <- LPmerge(Maps,max.interval=1:4)
head(unweighted[[1]])
write.csv(unweighted[[1]], file = "CA_8.txt")

sink("out_CA_8.txt")
print(input$marker)
print(input$chr)
print(input$cM)
print("link.map.lengths results")
print("map.names results")
print("unweighted <- LPmerge(Maps,max.interval=1:4)")
print(unweighted)
sink()







Supplementary Data S2. The optimal number of MQTL per chromosome was determined based on the model selection criteria (_model.txt) as well as the 95% confidence intervals (CIs) and peak locations of the MQTL (_table.txt).
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#Meta-QTL Table

am Position Weight Distance Cles%) uci(s%)

1 207 02 213 102 102
2 1103 018 an 394 386
3 2592 012 182 391 384
4 3095 014 273 036 114
5 3731 006 02 022 031
6 8248 01 - 038 041
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#Meta-QTL Table.

am Position Weight Distance Cles%) uci(s%)

1 2238 024 093 083 152
2 3651 007 07 09 098
3 4114 017 019 094 101
4 4245 022 134 059 059
5 5176 014 355 115 115
6 7607 004 121 27 268
7 11322 001 n 015 015
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#Meta-QTL Table.
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#Meta-QTL Table

#

am Position Weight Distance Cles%) uci(s%)
1 287 007 243 189 189

2 7.64 018 304 128 128

3 1438 021 059 039 039

4 18.07 01 178 207 207

5 221 009 154 02 02

6 2506 007 692 104 104

7 3952 018 - 024 024
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#Meta-QTL Table.
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#Meta-QTL Table.

#
am Position Weight Distance Cles%) uci(s%)
1 837 007 an 188 0
2 2098 024 383 13 0
3 3859 025 298 217 0
4 5233 009 896 101 0
5 6135 004 147 069 0
6 64.64 021 1572 041 0
7 7241 005 1141 069 0
8 7856 0.05 - 018 0
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#Meta-QTL Table.

am Position Weight Distance Cles%) uci(s%)

1 784 02 847 021 035
2 3061 005 408 069 069
3 4013 012 178 107 107
4 4357 008 419 085 078
5 5073 005 2 038 038
6 56.36 009 263 05 05
7 7264 01 092 039 039
8 78.83 018 a3 446 446
9 10855 007 - 078 078
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#Meta-QTL Table.
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