- MrgNA

cluster_39790.1.62

avgbs

avgbs2 47308.1.49 — MrgNA

AN
o3
e <
o 0 ) 0 o
— o = S N
ueaw oidAjouayd ay) wolj suoneIASP plepuels
b
S
=~
S -«
e <
/
,;,
o 0 ) ) o
i o S o n

ueaw oidAjouayd ay) wolj suoneIASp plepuels

Genotype

- MrgNA

Genotype

- MrgNA

cluster_36674.1.51

avgbs

cluster_21892.1.25

avgbs

(o]
o
[ee]
21
o
o
= <
o L o L o
— o o o <

ueaw oidAjouayd ay) wolj suoneIASP plepuels

=~ <
S &
« —

no = 327
n, =20

1.0

T T T
L o L
o o o

ueaw oidAjouayd ay) wolj suoneIASP plepuels

=
T

Genotype

Genotype

(o]
! Lo
/ (o]
/ SR
N
E <
<
2
o
j
=
|
N
1_ [
-
—
—
©
N~
©
1_
(o
%)
o
S
a L) L) L) L)
o Te} o Te} o
— o = = n
ueaw oidAjouayd ay) wolj suoneIASP plepuels
o ©
S
—
N
A
o N
e <
<
Z
o
L .
=
_
@
—
To)
—
o)
o
r_
)
e
0
=
°)
%)
o
S
a L) L) L) L)
o Te} o Te} o
— o S o n

ueaw oidAjouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.6 1

0.3 1

0.0 1

—-0.3 1

-0.6

0.3 1

0.0 1

_0_3.

0.4 1

0.0 1

-0.4 1

avgbs_cluster_36123.1.10 — Mrg02

20:0

My— 18:3

N—18:1(9)
Total
16:0
18:2

No =274
n, =185

Genotype
avgbs 22645.1.42 — Mrg02

20:0

18:1(9)
18:3

no =256
n, =161

Genotype
avgbs 92071.1.30 — Mrg02

no =292
n, =159

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.3 1

0.0 1

—-0.3 1

0.6 1

0.3 1

0.0 1

—-0.3 1

—-0.6 1

0.6 1

0.31

0.0 1

-0.3 1

—-0.6 1

avgbs2_172900.1.15 — Mrg02

20:1
20:0

18:1(9)
Total
18:0
18:2
18:3

no = 284
n, =148

Genotype
avgbs 220897.1.7 — Mrg02

20:1

20:0

18:3
18:1(9)
Total

18:2
16:0

no =319
n, =163

Genotype
avgbs2 5497.1.39 — Mrg02

20:1

no =300
N, =177

Genotype



- Mrg02

6K_107668.1.64

avgbs

- Mrg02

cluster_14382.1.48

avgbs

o
- M
™M
I
(@) N
Cc C
o 10 o 10 o
Te) N (@) N Te)
o oS S S o
ueaw oidAjouayd ay) wolj suoneIASP plepuels
™M o
AN ™M
o
I
(=) N
c C
o 10 o 0 o
Te} N (@) N Te}
oS S S o o

ueaw oidAjouayd ay) wolj suoneIASp plepuels

Genotype

Genotype

avgbs2_146607.1.48 — Mrg02

avgbs2 78335.1.36 — Mrg02

20:1

— 20:0
— 14:.0

no =301
n, =135

0.50 1

T T
To) o
N —
o o

—0.25 1

ueaw oidAjouayd ay) wolj suoneIASP plepuels

o = ®» 2 2
S S © < ©
N N L I B |

— "

i

o™

1

o

c

n, =155

—0.50 1

T T T
™ o il
o o o

ueaw oidAjouayd ay) wolj suoneIASP plepuels

Genotype

Genotype

N D
O O
o™
non
o [aV)
c C
N
o
o
S
=
_
N
-
-
N
N~
o
o
™M
r_
[
]
%)
=
°)
%)
Qo
S
a L) L) L)
™ o ™
o S S
ueaw oidAjouayd ay) wolj suoneIASP plepuels
— o o mo =
g 8 I 88 o
o O
«— ©
™M -
I
(=) N
c C
o
o
)
-
=
_
o)
N
N
)
os]
—
N~
™
1_
N
%)
o
S
a L) L) L) L) L)
o Lo o Lo o
Yo} N (@) N Te)
o o S S o

ueaw oidAjouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



- MrgNA

cluster_1277.1.8

avgbs

avgbs2 50181.1.39 — Mrg02

no =250
n, = 102

20:1

T T
i o 0
o o <

ueaw oidAjouayd ay) wolj suoneIASP plepuels

14:0
18:3

’il/ 20:0

no =268
n, =121

0.50 1

T T
To) o
N —
o o

—0.25 1

ueaw oidAjouayd ay) wolj SUonBIASP plepuels

—0.50 1

Genotype

Genotype

avgbs 205702.1.11 — Mrg02

avgbs 203131.1.27 — Mrg02

20:1

\/
[ =) o TAa2
© o < o o<t
a4 « — F o

i

no =353
n, =119

© ™ ) ™ ©
o oS = o =
ueaw oidAjousayd ay) woly suoneIASP plepuels
o o e e
R 3 & 3
t 0 O
3 ™
o
non
o N
c C

T T T
“ o il
o o o

ueaw oidAjouayd ay) wolj sUonBIASP plepuels

Genotype

avgbs2 108825.1.15 — MrgNA

Genotype

avgbs2 63578.1.48 — Mrg02

no =234
n, =101

© S ©

© ©
o o o n_v n_u
ueaw oidAjouayd ay) wolj sUonBIASP plepuels
L5 =} ™
R & 3
o ©
N <
AN
I
(=) N
c C
o 10 o 0 o
Te} N (@) N Te}
o o = S =

ueaw oidAlouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.6 1

0.3 1

0.0 1

—0.3 1

-0.6 1

0.6 1

0.3 1

0.0 1

—-0.3 1

_06 E

0.6 1

0.3 1

0.0 1

—-0.3 1

—-0.6 1

avgbs2_4147.1.26 — Mrg02

20:1
20:0
L — 18:3
T 14:0
18:2
16:0
Total
ng =273
n, =98
0 2
Genotype
avgbs_cluster_9869.1.33 — Mrg02
20:0
20:1
18:3
14:0
ng =343
n, =102
0 2
Genotype
avgbs_cluster_29560.1.50 — Mrg02
20:0
20:1
18:3
14:0
16:0

18:0
Total

No = 342
n,=121

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.3 1

0.0 1

—-0.3 1

0.6 1

0.31

0.0 1

-0.3 1

—0.6 -

0.3 1

0.0 1

_03 E

avgbs_cluster_7160.1.40 — Mrg02

20:1
20:0
18:3
14:0

ng =351

n, =110

0 2

Genotype
avgbs_cluster_13781.1.49 — Mrg02

20:1
41— 20:0
—— 14:0
18:3
16:0
16:1

ng =274

n, =112

0 2

Genotype
avgbs_280364.1.12 — Mrg02

20:0
20:1
| — 18:3
14:0

\ 16:0

no =343
n, =136

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.3 1

0.0 1

_03 E

0.3 1

0.0 1

—-0.3 1

0.3 1

0.0 1

-0.3 1

avgbs_cluster_35209.1.34 — Mrg02

no =336
n, =137

Genotype
avgbs_cluster_2275.1.22 — Mrg02

20:0
20:1
18:3
14:0
16:0
18:0
Total
18:2
18:1(9)
ng =225
n, =115
0 2
Genotype
avgbs 224766.1.54 — Mrg02
20:0
20:1
L — 18:3
— 14:0
18:0
18:2
16:0
ng =333
n, =112
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.3 1

0.0 1

—0.3 1

0.3 1

0.0 1

-0.3 1

0.4 1

0.0 1

-0.4 1

avgbs2 43618.1.53 — Mrg02

no =302
n, =124

Genotype
avgbs_cluster_30345.1.13 — Mrg02

20:1
20:0

| — 18:3
7 140

16:0
18:0
Total

no =233
n, =114

Genotype
avgbs2 91977.1.39 — Mrg02

20:1
4 — 20:0

ng =223
n, =78
0 2

Genotype



- Mrg02

cluster_26270.1.32

avgbs

20:1

20:0

18:3
14:0
Total
16:0

no =333
n, =122

0.6 1

avgbs 111199.1.14 — Mrg02

o o =)

A4 — 20:1

no =315
n, =101

-0.6

0.50 1

T T
o) o
N —
o o

-0.25 1

ueaw oidAjouayd ay) wolj SUonBIASP plepuels

-0.50 1

Genotype

Genotype

20:1
18:1(9)
Total
20:0

— =

[42]
[@)]
[e0]
NI
e <
o
o
o
-
=
_
o
0
-
o
o))
o
©
L
Q
]
7]
=
°
%)
o
S
a L) L) L)
Lo o Te}
o S o
ueaw oidAjousayd ay) woly suoneIASP plepuels
o [=} [} =]
& 8 g 3
0 O
3 «
o
no
o N
c C
o
o
o
-
=
_
)
™
—
o))
[s¢]
N
o
N~
2_
%)
o
S
a L) L) L)
™ o ™
oS S o

ueaw oidAjouayd ay) wolj sUonBIASP plepuels

Genotype

Genotype

20:1

(SN
o
)
| -
=
_
4
—
-
™
O
4
™
N~
1_
(o
%)
o
S
a L) L) L)
N o N
o = S
ueaw oidAjouayd ay) wolj sUonBIASP plepuels
- @ Um o
& 5 32 R
LLJF -
oy <t
Vo Lo
N ©
T
e <
(N
o
o)
-
=
_
4
N
-
-
™
O
o
oY
1_
%)
o
S
a L) L) L)
< = <
o o o

ueaw oidAlouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

1.51

1.01

0.51

0.0 1

—0.51

-1.01

-15

1.01

0.51

0.0 1

—-0.51

_10 -

1.0

0.5 1

0.0 1

-0.51

-1.01

avgbs_cluster_6215.1.10 — Mrg02

20:1

——18:1(9)

\‘\ Total

no = 336
n, =20
0 2

Genotype

avgbs 83462.1.34 — Mrg02

18:1(9)

n =335
n, =40
0 2

Genotype
avgbs2 115263.1.37 — Mrg02

20:1

18:1(9)

no = 369
n, =38
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

1.0

0.51

0.0 1

—-0.51

-1.01

1.0

0.51

0.0 1

—0.51

-1.01

1.0

0.5 1

0.0 1

_05 g

-1.01

avgbs2 191527.1.17 — Mrg02

20:1

18:1(9)

ng =412
n, =43
0 2

Genotype

avgbs 83414.1.11 — Mrg02

20:1

18:1(9)

ng =382
n, =40
0 2

Genotype
avgbs_cluster_22256.1.52 — Mrg02

ng =386
n, =36
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

1.0

0.5 1

0.0 1

-0.51

-1.01

0.51

0.0 1

—0.51

1.01

0.51

0.0 1

—0.51

_10 -

avgbs 22604.1.53 — Mrg02

18:1(9)
Total
18.1*
no = 388
n, =36
0 2
Genotype
avgbs 206300.1.28 — Mrg02
20:1
18:1(9)
ng =429
n, =33
0 2
Genotype
avgbs_cluster_35269.1.9 — Mrg02
20:1
A18:1(9)

Total
20:0

no = 391
n, =43
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

1.01

0.51

0.0 1

—0.51

-1.01

1.0

0.51

0.0 1

—0.51

-1.01

1.0

0.51

0.0 1

—-0.51

-1.01

avgbs_cluster_30072.1.31 — Mrg02

20:1

18:1(9)
Total

ng =431

n, =40

0 2

Genotype
avgbs2 15391.1.24 — Mrg02

20:1
T18:1(9)

ng =414
n, =37
0 2

Genotype
avgbs2 168358.1.58 — Mrg02

ng =439
n, =43
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.51

0.0 1

-0.51

0.3 1

0.0 1

—-0.3 1

0.6 1

0.3 1

0.0 1

-0.3 1

-0.6 1

avgbs2 169277.1.46 — Mrg02

20:1

18:1(9)

ng =438
n, =41
0 2

Genotype
avgbs_cluster_16649.1.40 — Mrg05

20:0
18:0

18:2

n, =152 18°47%)
0 2
Genotype
avgbs_cluster_1800.1.9 — Mrg05
16:0
18:2
18:1(9)

20:0
Total
18:0

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.6 1

0.3 1

0.0 1

-0.3 1

—-0.6 1

0.3 1

0.0 1

—-0.3 1

0.4 1

0.0 1

_0_4.

avgbs2 154305.1.43 — Mrg05

16:0
18:0
20:0

18:2

N, =142 1510)
0 2
Genotype

avgbs2 7186.1.6 — Mrg05
20:1
16:0
20:0
18:0
18:2
Total
18:1(9)

Genotype
avgbs_cluster_11676.1.9 — Mrg05

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.5 1

0.0 1

-0.51

0.6 1

0.3 1

0.0 1

—-0.3 1

—0.6 1

0.4 1

0.0 1

_0_4.

avgbs 890.1.63 — Mrg05

Genotype
avgbs2_116151.1.25 - Mrg05

Genotype
avgbs2_187189.1.57 — Mrg05

N

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.51

0.0 1

—-0.51

0.4 1

0.0 1

-0.4 1

0.3 1

0.0 1

—0.3 1

avgbs_cluster_11400.1.20 — Mrg05

Genotype
avgbs_cluster_31908.1.57 — Mrg05

20:0
16:0

18:2
18:1(9)
Total
18:0

Genotype
avgbs_cluster_1761.1.35 — Mrg05

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs2_187189.1.55 — Mrg05

0.6 1
0.31
0.01
~0.3- 20:1
16:0
20:0
18:0
18:1(9)
n, =138 Tota
-0.6 .
0 2
Genotype
avgbs2 2899.1.6 — Mrg05
20:0
18:0
0.251 |- Total
[—18:1(9)
18:2
16:0
20:1
0.00 -
; 16:1
N
-0.25 1 18:3
Nng =267
n, =205
0 2
Genotype
avgbs2_164105.1.29 — Mrg05
20:0
18:0
0.2571 | Total
[~18:1(9)
18:2
16:0
20:1
0.00 -
16:1
-0.251 18:3
Nng =269
n, =204
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs 46950.1.50 - Mrg05

20:0

18:0

i

0.41 18:2
Total
18:1(9)
16:0
20:1
0.0
‘| 16:1
_04 -
Ny =272
n, =97
0 2
Genotype
avgbs_cluster_39326.1.20 — Mrg05
20:0
18:0
0.251 - Total
J—18:1(9)
18:2
16:0
20:1
0.00 -
16:1
~0.254 18:3
no =271
n, =204
0 2

0.50 1

0.25

0.00 1

—0.25 1

-0.50 1

Genotype
avgbs_cluster_355.1.16 — Mrg05

20:0

18:0

Total
18:1(9)
18:2
20:1
16:0

18:3
16:1

no =288
N, =177
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avghs2_146048.1.35 — Mrg05

0.50 -
20:0
18:0
S
0.251 18:1(9)
16:0
20:1
0.00 -
16:1
-0.251 183
np =265
n, = 164
-0.50
0 2
Genotype
avgbs2 57641.1.23 — MrgNA
0.50
20:0
18:0
- 18:2
T Total
0.251 18:1(9)
16:0
20:1
0.00 -
-0.25 1
N = 224
n, =128
-0.50
0 2
Genotype
avgbs_cluster_62.1.60 — Mrg05
0.50 -
20:0
18:0
Y Total
0.25 - ~ 18:2
18:1(9)
16:0
20:1
0.00 -
16:1
18:3
-0.25 1
ng =265
n, =182
-0.50 1
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.50 1

0.25

0.00 1

—0.25 1

-0.50 1

avgbs_cluster_43160.1.36 — Mrg05

16:1
18:3

no =330
n, =143
0 2

Genotype
avgbs 97451.1.11 - Mrg05

0.6 1
20:0
18:0
I Total
NI~ 18:2
0.3 1 18:1(9)
20:1
16:0
0.0 1
i
-0.3 1 ¢
N = 247
n, =134
—-0.6 1
0 2

Genotype
avgbs_cluster_23271.1.33 — Mrg05

0.6 1
20:0
18:0
18:2
0.3 Total
18:1(9)
16:0
20:1
0.0 1
18:3
16:1
-0.31
Ng =272
n, =153
-0.6 r
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.6 1

0.3 1

0.0 1

-0.3 1

-0.6

0.51

0.0 1

—0.51

1.0

0.5 1

0.0 1

-0.51

-1.01

avgbs2_109044.1.33 — Mrg05

Ny =296
n, =153
0 2
Genotype
avgbs_cluster_6260.1.61 — MrgNA
N = 456
n, =15
0 2

Genotype
avgbs_cluster_37648.1.27 — MrgNA

20:0
18:2
18:0
16:0

no = 369
n, =15
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.3 1

0.0 1

_0_3.

1.0

0.51

0.0 1

—-0.51

-1.01

1.01

0.51

0.0 1

-0.51

_1_0.

avgbs2_135653.1.33 — Mrg05

no = 286
n, =148

Genotype
avgbs_cluster _11939.1.53 — MrgNA

20:0
18:0
18:2

ng =357
np = 14
0 2

Genotype
avgbs_cluster_16599.1.46 — MrgNA

14:0
20:0

ng =296
n, =10
0 2

Genotype



20:0
18:0
16:1

no = 284
n, =25

<

Z

)

| -

=

_

0

-

-

4

T)

N

©

o

1_

%) A

Rl

S

a L) L) L) L) L)

© 10 = 0 ©
ueaw oidAjouayd ay) wolj suoneIASP plepuels

N~
@ &
e <

<

Z

)

| -

=

_

N~

o

—

o

o))

©

o

o

3_

%)

fo!

S

a L) L) L)

Te} o o
o S o

|
ueaw oidAjouayd ay) wolj SUonBIASP plepuels

Genotype

Genotype

avgbs 68727.1.18 — MrgNA

avgbs 47748.1.28 — MrgNA

16:1

I o
AN
N
A_“. 1
e <
& < S < o
ueaw oidAjousayd ay) woly suoneIASP plepuels
bl
S
(o2}
o))
(@)}
l —
e <
0 ) )
o S o

|
ueaw oidAjouayd ay) wolj sUonBIASP plepuels

Genotype

- MrgNA

Genotype

cluster_28447.1.14

avgbs

avgbs2 94707.1.64 — MrgNA

16:1

no = 457
n, =27

T T T
< o <

@ @
oS S S S S
ueaw oidAjouayd ay) wolj sUonBIASP plepuels

bl
S
D n
o
™ N
T 1
e <
@ < ) < @
S S S S S

|
ueaw oidAlouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



avgbs 65784.1.64 — MrgNA

- MrgNA

cluster_33683.1.36

avgbs

b
3
./.. l2
]
o
>
2
o
c
]
O
S
(o]
N
A_“. 1
e < fo
0 ) 0
o S o
ueaw oidAjouayd ay) wolj suoneIASP plepuels
bl
S
F oy
]
o
>
2
o
c
]
O
—
© Lo
N
A_“. 1
e < fo
& < S < o
o o o o ﬂ_u

|
ueaw oidAjouayd ay) wolj SUonBIASP plepuels

- MrgNA

cluster_8834.2.56

avgbs

avgbs2 106098.1.18 — MrgNA

=
=}
«

. <

b o

e <
) 0 ) 0 o
— o = S n
ueaw oidAjousayd ay) woly suoneIASP plepuels
]
3
(e}

©

Q2

T 1

e <

L o 0
o o =

ueaw oidAjouayd ay) wolj sUonBIASP plepuels

Genotype

Genotype

avgbs2 104840.1.26 — MrgNA

avgbs 548822.1.17 — MrgNA

=
S
«

No = 452

n,=14

< © o © <
— o o o —

ueaw oidAjouayd ay) wolj sUonBIASP plepuels

20:0

no = 409

n,=16

1.0

L o L
o o o

ueaw oidAlouayd ay) wolj suoneIASP plepuels

=
T

Genotype

Genotype



- MrgNA

cluster_36240.1.28

avgbs

- MrgNA

cluster_66532.1.45

avgbs

=
&
[e0] L
o N
Lo
<f N
e <
]
S
5 <
c Z
)]
(O] —
=
_
0
0
-
e0)
N~
Q)
N
N
r_
)
s}
0
=
lO C_
%)
Qo
S
) 0 ) 0 ) ©
— o = S n
ueaw oidAjouayd ay) wolj suoneIASP plepuels
=
&
o N
< o))
<t —
e <
]
o
>
2
o
c
]
O
<
Z
o
PN
=
_
4
N
—
™
o
©
©
o
Lo o
o
S
L) L) L) L) a
o Te} o Lo o
— o S o _

ueaw oidAjouayd ay) wolj SUonBIASP plepuels

16:0
18:2

)
o0 ® 2, o X
oo B bale] < ©
— N = < ~ et

(e}
[ee]
—
o —
e <
— ) 1:
ueaw oidAjousayd ay) woly suoneIASP plepuels
=
&
N~
o
(e}
< N
e <
) 0 ) 0 o
— o S o n

ueaw oidAjouayd ay) wolj sUonBIASP plepuels

Genotype

Genotype

.0
S
Y

«—
o
Lo
™ —
e <
<
Z
)
-
=
_
o
-
—
4
o
Te)
N~
L
Q
]
%)
=
°
%)
Qo
S
a L) L) L) L)
o Te} o Lo o
— o = o _
ueaw oidAjouayd ay) wolj sUonBIASP plepuels
oN o
RE3
S o
3
<t —
e <
52)
o
o)
-
=
_
«©
—
©
-
To)
30)
o
1_
o
%) i
o
S
a L) L) L)
(@) Te} o Te} o
— o = S o

ueaw oidAlouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



o
<
(o))
%) —
e <
<
Z
o
L .
=
_
©
-
-
o
o)
To)
™M
™M
r_
[
s}
%)
=
°)
%)
o
S
a L) L) L)
— o 4_
ueaw oidAjouayd ay) wolj suoneIASP plepuels
=
Q
[ee]
S
e <
<
Z
o
S
=
_
o
-
-
—
o
o
4
—
r_
[
o
%)
=
°)
[0}
fo!
S
a L) L) L) L) L)
© 0 = 10 ©
i o o o ,ﬂ

ueaw oidAjouayd ay) wolj suoneIASp plepuels

Genotype

avgbs2 89821.1.27 — MrgNA

Genotype

avgbs2 3847.1.32 - MrgNA

.n~
S
Y

(o]
r Lo
| o
/ I
= =
j
]
/
]
]
/
/
/
/
S h S 0 S
ueaw oidAjouayd ay) wolj suoneIASP plepuels
e 2 e
S S
L/ 0
1 ~
(e}
< —
N
E <
S 0 S B S
i o o o —

ueaw oidAjouayd ay) wolj suoneIASP plepuels

Genotype

- MrgNA

Genotype

cluster_18968.1.7

avgbs

avgbs 122063.1.23 — MrgNA

b
S
; JSEQ
/ D=
/ e <
S H S 0 S
ueaw oidAjouayd ay) wolj suoneIASP plepuels
o o —
g 3 g
N/ .
f —
/ g «
/ no N
e <
S H S 0 S
i o o o 4_

ueaw oidAjouayd ay) wolj suoneIASP plepuels

Genotype

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs 431203.1.32 — MrgNA

1.0
20:0
0.5 1
0.0
-0.51
104 ng =469
n, =10
0 2
Genotype
avgbs_cluster_20670.1.12 — Mrg05
0.50 -
18:0
20:0
0.25 1
18:2
16:0
Total
0.00 -
-0.251
o
n, =116
-0.50 1
0 2
Genotype
avgbs2 28236.1.32 — Mrg05
0.50 -
18:0
20:0
18:2
0.25- [ Nasie)
\ 16:0
0.00 -
-0.25 1
16:1
18:3
no =321
n, =126
-0.50 1
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.50 1

0.25

0.00 1

-0.25 1

-0.50 1

0.501

0.254

0.00 1

—0.25 1

-0.50 1

0.50 1

0.254

0.00 1

—0.25 1

-0.50 1

avgbs 11169.1.43 — Mrg05

18:0
20:0
18:2
Total
16:1
ng =356 18:3
n, =102
0

Genotype
avgbs_cluster_40722.1.34 — Mrg05

18:3
ng =341 16:1
n, =123
0

Genotype
avgbs_cluster_32145.1.20 — Mrg05

18:3
ng =347 161
n, = 130
0

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs 205004.1.64 — Mrg05

0.50 1
18:0
20:0
18:2
0.251 Total
18:1(9)
16:0
0.00 1
-0.25 1
18:3
16:1
-0.50 : -
0 2
Genotype
avgbs_cluster_7619.1.13 — Mrg05
18:0
20:0
0.25 18:2
Total
18:1(9)
16:0
20:1
0.00 1
H*
t
-0.25
N 18:3
ng =328 16:1
n, =121
0 2
Genotype
avgbs2 199832.1.61 — Mrg05
18:0
0.31
20:0
0.0
_03 o
16:1
18:3
n, =93
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs_cluster_11363.1.47 — Mrg05

0.50 1
18:0
18:2
20:0
0.254 Total
18:1(9)
16:0
0.00 1
—0.25 1 18:3
Np =297 1ot
n, =123
-0.50 -
0
Genotype
avgbs2 128489.1.54 — Mrg05
18:0
20:0
0.25 - 18:2
Total
18:1(9)
16:0
14:0
0.00 1
-0.25 1
18:3
ng =342 16:1
n, =138
0
Genotype
avgbs_cluster_7631.1.48 — MrgNA
0.6 1
0.31
0.0
-0.31
n2 - 91 ’\ 18:3
_06 o
0

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs2 198658.1.19 — MrgNA

0.6 1
0.3 1
0.0 1
-0.31
n, = 97 ’\ 18:3
-0.6 1
0 2

0.50 1

0.25 1

0.00 1

-0.25 1

—0.50 1

1.54

1.01

0.51

0.0 1

—-0.51

-1.01

Genotype
avgbs2 173244.1.54 — Mrg05

n,=125

/ 18:.0

20:0

16:1

18:3

Genotype
avgbs_cluster_33641.1.37 — Mrg02

20:1

T18:1(9)

_1_5.

no = 395
n,=17

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.50 1

0.25

0.00 1

—0.25 1

-0.50 1

avgbs 52110.1.43 — Mrg02

avgbs_cluster_36432.1.56 — Mrg05

n,=121

18:0

16:1

18:3

Genotype

20:1
18:1(9)
1 -
. {— Total
T~ 16:0
18:2
20:0
18.1*
O -
_1 -
ny = 381
n, =23
0 2
Genotype
avgbs_cluster_37714.1.11 — Mrg02
L — 20:1
1 -
——18:1(9)

Total

no =383
n,=18
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs2 68640.2.24 — Mrgl11

0.50 1
16:1
0.25 1 H
0.00 -
/ 14:0
18:3
18:2
—0.25 1 18:1(9)
16:0
Total
ng =225 20:0
n, =131
~0.50- 18:0
0 2
Genotype
avgbs2 8667.2.20 - Mrgl11
0.3 {
0.01
14:0
18:2
16:0
18:3
# 18:1(9)
Total
20:0
-0.31
18:0
ng =151
n, =197
0 2
Genotype

0.2 1

0.0 1

_0_2.

avgbs2 8476.1.36 — Mrgl11

no = 255
n, =218

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

0.50 1

0.25 1

0.00 1

-0.25 1

—0.50 1

0.50 1

0.25 1

0.00 1

-0.25 1

—0.50 1

avgbs2 1455.1.62 - Mrgl11

20:0
18:3

18:0
18:2

18:1(9)
Total
16:0
np =138
n, =152
0 2
Genotype
avgbs_cluster_4185.1.10 - Mrg11
¢
20:0
16:0
18:2
18:1(9)
Total
18:0
18:3
ng =161
n, =210
0 2
Genotype
avgbs2 13643.1.45 - Mrgl11
- 16:1

0.2 1
0.0 1
-0.2 1
ng =218
n, =222
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs_cluster_41270.1.48 — MrgNA

1.0 4
0.51
0.0
-0.51
ng =427
-1.01
n, =10
0 2

Genotype
avgbs_cluster_25365.1.22 — MrgNA

0.4
0.2
0.0
-0.2 1 4 201
T 18:.0
20:0
n, =110
_04 -
0 2
Genotype
avgbs_cluster_27294.1.27 — MrgNA
Total
18:2
16:0
18:1(9)
2 |
| 20:1
3 18.1*
18:3
14 18:0
14:0
20:0
01 i
_1 -
2 no = 425
n,=9
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs_cluster_28375.1.13 — Mrg12

0.2 1
14:0
0.0 1
18:3
18:1(9)
Total
—0.2- 20:1
18:2
18.1*
18:0
20:0
0 2
Genotype
avgbs2_ 118750.1.22 — MrgNA
0.4 1
0.2 1
0.0 1
-0.2 1 - 201
I 18:0
20:0
n, =110
_04 -
0 2
Genotype
avgbs2 90110.1.11 - MrgNA
18:2
Total
18:1(9)
16:0
2 -
] 20:1
, 18:0
> 20:0
18.1*
11 18:3
14:0
01 i
_1 -
_2 -
No = 462
n, =10
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avghs2_168596.1.12 — MrgNA

Total
18:2

16:0
18:1(9)
. 20:1
2 18.1*
i 18:3
18:0
14:0
20:0
114
no =384
n,=9
0 2
Genotype
avgbs_cluster_31003.1.42 — MrgNA
18:0
18:2
Total
16:0
18:1(9)
20:0
-
- 18:3

14:0
20:1

\ 18.1*

no = 387
n, =8

Genotype
avgbs_cluster_26834.1.21 — Mrg21

20:0

no = 322
n, =13
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs_cluster_11066.1.27 — MrgNA

/ 18:0

18:2

Total
— 20:0
[~ 16:0
{18109
14:0
18:3
20:1
e
no = 322
n,=7
0 2

Genotype

avgbs2 92177.2.25 - MrgNA

Ng =276
n, =20
0 2

Genotype
avgbs_cluster_23796.1.34 — Mrg21

20:0

18:0

16:0

Total
18:1(9)
18:2

14:0
20:1

no =326
n, =10
0 2

Genotype



Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs_cluster_38648.1.56 — Mrg21

2 -
20:0
18:0
16:0
M — Total
Y | S
- 20:1
14:0
18:3
0 ||
_1 -
no = 314
n, =15
_2 -
0 2
Genotype
avgbs_cluster_25404.1.25 - MrgNA
1.0
20:0
16:0
0.5+
0.0
_0_5.
Ny = 383
n, =19
-1.0
0 2
Genotype
avgbs 244387.1.61 — Mrg06
1.0
0.5
0.0
-0.5+
ng = 435
-1.01 n, =27 16:1
0 2

Genotype

Standard deviations from the phenotypic mean Standard deviations from the phenotypic mean

Standard deviations from the phenotypic mean

avgbs 5734.1.36 — Mrg21

2 -
20:0
16:0
18:0
11 Total
154
18:2
14:0
O -
_1 -
no =311
n, =15
_2 -
0 2
Genotype
avgbs 414137.1.27 — Mrg01
20:0
16:0
0.5
0.0
-0.5+
16:1
N = 462
n, =25
0 2
Genotype
avgbs_cluster_48726.1.62 — Mrg06
1.0
18:2
0.5
0.0
-0.5+
o] mo=399 _
. n2 =20 16:1
0 2

Genotype



avgbs2 109566.1.37 — MrgNA

avgbs 399607.1.54 — MrgNA

o N
S @
Q=

16:1

®
Q3
=
I
TR
o
nn
Q 0 o L Q
i o o o 4_

ueaw oidAjouayd ay) wolj suoneIASP plepuels

20:1
18:2

16:1

®
Q3
=
I
TR
o
nn
Q 0 o L Q
i o o o 4_

ueaw oidAjouayd ay) wolj SUonBIASP plepuels

Genotype

Genotype



	meanGenotypeDif_1
	meanGenotypeDif_2
	meanGenotypeDif_3
	meanGenotypeDif_4
	meanGenotypeDif_5
	meanGenotypeDif_6
	meanGenotypeDif_7
	meanGenotypeDif_8
	meanGenotypeDif_9
	meanGenotypeDif_10
	meanGenotypeDif_11
	meanGenotypeDif_12
	meanGenotypeDif_13
	meanGenotypeDif_14
	meanGenotypeDif_15
	meanGenotypeDif_16
	meanGenotypeDif_17
	meanGenotypeDif_18
	meanGenotypeDif_19
	meanGenotypeDif_20
	meanGenotypeDif_21
	meanGenotypeDif_22
	meanGenotypeDif_23
	meanGenotypeDif_24
	meanGenotypeDif_25
	meanGenotypeDif_26

