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I 11KBM13: mean coverage=27.6; nb. of heterozygous−like pos.=3
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I 91KLH18: mean coverage=150.8; nb. of heterozygous−like pos.=13
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I 95JJLM34: mean coverage=5.2; nb. of heterozygous−like pos.=1
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I 95JJLM51: mean coverage=2.2; nb. of heterozygous−like pos.=1
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I 96NVZIM6: mean coverage=7.6; nb. of heterozygous−like pos.=0
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I 98JJLM9: mean coverage=104.7; nb. of heterozygous−like pos.=41
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I AT19: mean coverage=286.9; nb. of heterozygous−like pos.=10
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I AT24: mean coverage=1470.4; nb. of heterozygous−like pos.=7
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I AT7: mean coverage=374.2; nb. of heterozygous−like pos.=37
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I FLTM101: mean coverage=410.7; nb. of heterozygous−like pos.=59
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I FLTM18: mean coverage=2.7; nb. of heterozygous−like pos.=1
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I FLTM48: mean coverage=275.9; nb. of heterozygous−like pos.=45
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I FLTM97: mean coverage=5.4; nb. of heterozygous−like pos.=0
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I HHM29: mean coverage=67.9; nb. of heterozygous−like pos.=2
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I JHM2098: mean coverage=20.1; nb. of heterozygous−like pos.=0
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I MY12: mean coverage=254.2; nb. of heterozygous−like pos.=43
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I MY17: mean coverage=5.5; nb. of heterozygous−like pos.=9
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I MY19: mean coverage=3.7; nb. of heterozygous−like pos.=0
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I NYM8: mean coverage=1.3; nb. of heterozygous−like pos.=0
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I SBSM161: mean coverage=36.1; nb. of heterozygous−like pos.=1
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I TJZM25−2: mean coverage=129.1; nb. of heterozygous−like pos.=0
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I XBQM125: mean coverage=11.7; nb. of heterozygous−like pos.=1
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I XBQM20: mean coverage=7.3; nb. of heterozygous−like pos.=0
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I XBQM46: mean coverage=487.2; nb. of heterozygous−like pos.=0
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I XBQM47: mean coverage=10.2; nb. of heterozygous−like pos.=0
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I XBQM86: mean coverage=26.3; nb. of heterozygous−like pos.=0
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I XFLDM173: mean coverage=9.7; nb. of heterozygous−like pos.=0
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I XHM12: mean coverage=13.6; nb. of heterozygous−like pos.=1

0.00

0.25

0.50

0.75

1.00

0 1000 2000 3000
Genomic position

R
el

. s
up

po
rt

 o
f m

aj
. v

ar
. w

ith
 9

5%
 C

I XHM16: mean coverage=0.4; nb. of heterozygous−like pos.=0
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I XHM18: mean coverage=418.7; nb. of heterozygous−like pos.=1
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I XHM23: mean coverage=4.7; nb. of heterozygous−like pos.=1
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I XHM31: mean coverage=5; nb. of heterozygous−like pos.=2
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I XN12: mean coverage=631.5; nb. of heterozygous−like pos.=61
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I ZQM16: mean coverage=20; nb. of heterozygous−like pos.=4


