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library (qtl) #aqtl 71 77 U —jL#E)
testmap <- read.cross(“csvr”, file="SL-F2.csv”, estimate.map=FALSE)#5 — # iiiA
--Read the following data:
96 1individuals
3 markers
1 phenotypes
--Cross type: {2

summary (testmap) HAZBL X A 7, ERER, ~— D —%k, IR, 2R

F2 intercross

No. individuals: 96

racuco
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No. phenotypes: 1
Percent phenotyped: 100
No. chromosomes: 1
Autosomes: 6
Total markers: 3
No. markers: 3
Percent genotyped: 99.7
Genotypes (%): AA:31.0 AB:48.1 BB:20.9 not BB:0.0 notAA:0.0
plot (testmap) IRET—42, EHEIK, EREOEXR NI SLERTT D
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# single-QTL A% v >
# ESHHX O~ — I —f] (v — B — A Z— VL) ITFHL, QTL ZHRET 5,
# LOD A7 0@EWVIEE ., A X — L NC QTL BIFET DRER D@ & 27T,

# LT O#AET, pheno.col=THETT 5MEESZIEET 5,
testmap <- calc. genoprob (testmap, step=1) MM EIZ QTL #&3

#tinterval mapping (IM) 2475 (Haley-Knott EIRICE D), 1 BEEDOHE XM 5
out. simhk <- scanone (testmap, pheno.col=1, method="hk")

BB ZRTEICK Y EBEKE (pval) #H#TET DS,
operm. hk <- scanone (testmap, n.perm=1000, method="hk")
summary (out. simhk, perms=operm. hk, alpha=0.05, pvalues=TRUE)

chr pos lod pval
c6.locl14 6 14 5.17 0

HERERTRY

plot (out. simhk, show.marker. names=TRUE)
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