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Chromosome 1

Expected number of outliers per line:
+

Low line outliers: 82
High line outliers: 153
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Chromosome 2
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Mean allele frequency difference
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Chromosome 3

Expected number of outliers per line: 49

Low line outliers: 56
High line outliers: 61
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Mean allele frequency difference
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Chromosome 4

Expected number of outliers per line: 40
Low line outliers: 35

High line outliers: 17
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Mean allele frequency difference
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Chromosome 5

Expected number of outliers per line: 26

Low line outliers: 17
High line outliers: 23
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Mean allele frequency difference

0.4
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-0.2

-0.4

Chromosome 6

Expected number of outliers per line: 21 — Low line
Low line outliers: 25 — High line
High line outliers: 11
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Chromosome 7
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Mean allele frequency difference
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Chromosome 8

Expected number of outliers per line: 17

— Low line

Lc_>w I|_ne outllgrs: 20 + —— High line
High line outliers: 28
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Mean allele frequency difference
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Chromosome 9

Expected number of outliers per line: 14
Low line outliers: 9
High line outliers: 20
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Mean allele frequency difference
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Chromosome 10

Expected number of outliers per line: 16

— Low line

L(_)w Ii_ne outli_ers: 8 o — High line
High line outliers: 14
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Chromosome 11
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Mean allele frequency difference
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Chromosome 12

Expected number of outliers per line: 16
Low line outliers: 9
High line outliers: 19
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Mean allele frequency difference
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Chromosome 13

Expected number of outliers per line: 14

— Low line

Lc_>w I|_ne outll_ers: 11 — High line
High line outliers: 3
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Mean allele frequency difference
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Chromosome 14

Expected number of outliers per line: 12
Low line outliers: 11
High line outliers: 12
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Mean allele frequency difference
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Chromosome 15

Expected number of outliers per line: 13 — Low line
Low line outliers: 7 — High line
High line outliers: 4
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Chromosome 16

0.4

Mean allele frequency difference

-0.2

0.2

0.0
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Expected number of outliers per line: 0 — Low line
Low line outliers: O —— High line
High line outliers: 1
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Mean allele frequency difference

0.4
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-0.4

Chromosome 17

Expected number of outliers per line: 10 —— Low line
Lc_>w Ii_ne outligrs: 2 —— High line
High line outliers: 9
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Mean allele frequency difference
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Chromosome 18

Expected number of outliers per line: 11

Low line outliers: 25

— Low line

W \ o —— Highline
High line outliers: 18
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Mean allele frequency difference
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Chromosome 19

Expected number of outliers per line: 10
Low line outliers: 8
High line outliers: 4
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Mean allele frequency difference
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Chromosome 20

Expected number of outliers per line: 19
Low line outliers: 15

— Low line

VW \ — High line
High line outliers: 14
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Chromosome 21
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Mean allele frequency difference

0.4

0.2

0.0

-0.2

-0.4

Chromosome 22

Expected number of outliers per line: 4

— Low line

Low line outliers: 3 —— High line
High line outliers: 3
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Mean allele frequency difference
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Chromosome 23

Expected number of outliers per line: 8 —— Low line
Low line outliers: 3 —— High line
High line outliers: 3
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Mean allele frequency difference
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Chromosome 24

Expected number of outliers per line: 9
Low line outliers: 5
High line outliers: 3
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Mean allele frequency difference
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Chromosome 25

Expected number of outliers per line: 2

Low line outliers: O

High line outliers: 3
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Mean allele frequency difference
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Chromosome 26

Expected number of outliers per line: 8

Low line outliers: 7

— Low line
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High line outliers: 4
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Mean allele frequency difference
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Chromosome 27

Expected number of outliers per line: 6
Low line outliers: 3
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High line outliers: 1
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Mean allele frequency difference
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Chromosome 28

Expected number of outliers per line: 7 —— Low line
Low line outliers: 4 —— High line
High line outliers: 5
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Mean allele frequency difference
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Expected number of outliers per line: 2

Low line outliers: 0
High line outliers: 0

®

—— Lowline
— High line

e & & @ o @

0.0

0.2

0.4

Position in Mb

0.6

0.8

20

15

10



Mean allele frequency difference
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—~ Expected number of outliers per line: 0 —— Low line
Low line outliers: O —— High line
High line outliers: 0
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Mean allele frequency difference
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Chromosome Z

Expected number of outliers per line: 30

Low line outliers: 21
High line outliers: 15
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