Figure S4: Pairwise phenotypic Euclidian distances plotted against pairwise Euclidian genetic distances for all
available traits. Genetic Euclidian distances were calculated based on the 100 most significantly associated SNP
markers to the trait as given by the GWAS.

Pairwise phenotypic Euclidian distances plotted against pairwise Euclidian genetic distances for all available
traits (one page for each trait). Genetic Euclidian distances were calculated based on the 100 most significantly
associated SNP markers to the trait as given by the GWAS (Genome-Wide-Association-Study). A full
description of the traits is available in File S1.
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)



ADF avg

oo —
B —
Lih]
L
| =
S = -
A
L=
-
L.
=
e
3
L
Lt
=
O o —
|
LUk
1. B
0
-
O — X

Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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resCH400h_lui16

D—
[0
-
= 0w
m
]
wn
¥

[
@
=
o o
—3 -
(1]
o
=

O

=

ay
A B

[ -
':I_H_
o < X

Genetic Euclidian distance (based on the 100 most significantly associated SNPs)



resCH400h_[u17

®
D—
o

Li k]

O

B e,

w o

|

wn

L&

L i

m

=

[=

=5 D

(1] =

o

s

L

=

Li k]

A

(0 ==
o
O 4 X

Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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resCHs500 luie

o

D_

=
ax
C o
o
n
¥
—

[

o
Lol R
O
=
L
o
O
e o |
D":I'
[

Lih]
1 B
(8

l:—

o

o - X

=
ki
P
(]
R
Ln

Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)



SCD wi1617 lu

WM A XX i b B
—
- — T e T T T
o HOE A
@
Lo
| ey e - - & -
)
]
L ] = B
g
=
E e - - - -Gl
=
[
=
I'L[-::l
E 1_— e - -
=
o
C
o T
s
o e A
|
ey i
—
ey A
= X X O
| I I I |
0 1 2 L 4

Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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Genetic Euclidian distance (based on the 100 most significantly associated SNPs)
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