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SRGB_00366

INCBN_03048

ETNA

Golden_Gate

Sowing 2022 Sowing
Phenotype Seed Phenotype Plant type
Seed coat color
ID coat color ID
19D black 19D black
20D ey itk 20D-A black
black pattern
. . JR grey with Determinate bush
black pattern
21D black 21D-A black
& % 21D-B brown
” " 21D-C brown with veins and Indeterminate bush, with
no shine erect stems
22D brown 22D brown Determinate bush
ige with
141 beige vl 141-A beige with red pattern
red pattern
* * 141-B red with beige pattern
Determinate bush
red with
142 . ™ 142-A beige with red pattern
beige pattern
* * 142-B red with beige pattern
152 brown with o beige with
green pattern green pattern
" . 1528 green with
beige pattern Indeterminate prostrate, with
green with beige with many lateral guides
153 i 153
beige pattern green pattern
154 beige with i54 beige with
black pattern black pattern
94 brown 94 brown
Indeterminate climber
95 white 95 white
ige with
302D beigerl 302D beige with red pattern Determinate bush
red pattern
303D white 303D white Indeterminate climber

Growth
habit

Source

Breeding
Determinate program
at KIS
Determinate
SRGB
Indeterminate
Indeterminate EU projects
Determinate Standard
variety
Indeterminate

*seed phenotypes did not exist in 2022, new phenotypes emerged in 2023; CPOP, composite population; VAR, standard variety; KIS, Agricultural Institute of Slovenia; SRGB, Slovenian Plant

Gene Bank.
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(%) of Mutation rate

Chromosome Ci’\ll; t Total (S.NPs
SNPs per kilobase)
Chrl 980805 11.30 18.98
Chr2 782040 9.01 16.15
Chr3 - sess20 655 1111
Chr4 999032 1151 21.98
Chr5 716074 825 ‘ 17.74
Chré 567652 6.54 14.69
Chr7 736906 8.49 14.07
Chr8 863629 9.95 18.79
Chr9 802003 9.24 17.86
Chr10 848873 9.78 15.48
Chrl1 814154 938 16.59
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Private Variant Polymorphic Polymorphic

CPOP/VAR Num_Indv Ar Obs_Ho Exp_Ho Ho

Sites Sites Sites sites (%)
KIS_Amand ‘ 7 1.380 664125 8453390 ‘ 6387768 ‘ 75.57 ‘ 0.875 0.795 0125 ' 0.205 = 0222 | 0.364
SRGB_00189 ‘ 4 1.327 51499 8341341 ‘ 1201770 ‘ 1441 ‘ 0.903 0.942 0.097  0.058 = 0.067 @ -0.054
SRGB_00366 ‘ 4 1.338 424490 8318775 ‘ 3053167 ‘ 36.70 ‘ 0.771 0.850 0229  0.150 0.173  -0.095
INCBN_03048 ‘ 2 1.047 122150 8277391 ‘ 1678127 ‘ 20.27 ‘ 0.841 0.908 0.159  0.092 0.124 -0.053
Golden_Gate ‘ 1 1.060 135222 8170944 ‘ 1759611 ‘ 21.54 ‘ 0.785 0.892 0215 0.108 0.215 0
ETNA ‘ 1 1.059 32922 8298175 ‘ 780855 ‘ 9.41 ‘ 0.906 0.953 0.094 = 0.047 = 0.094 0

CPOP, composite population; VAR, standard variety; Num_Indv, number of individuals.
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SRGB_00366  INCBN_0304
KIS_Amand 0.000
SRGB_00189 0.085 0.000
SRGB_00366 0383 0610 0.000
INCBN_03048 0219 0573 0456 0.000
ETNA 0052 0134 0584 0.586 0.000
Golden_Gate 0268 0679 0279 0.569 0.704 0.000
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Adjusted

Description Ontolo
P 9 Ppvalue
hosphatidylinositol
GO:1902936 L e o MF 0.001
bisphosphate binding
hosphatidylinositol
GO:0004435 B MF 0.001
phospholipase C activity
GUO00ssae | POy TRl A5 MF 0.001
bisphosphate binding
G0:1901981 Bhosphandymontel MF 0.001
phosphate binding
GO:0004629 phospholipase C activity MF 0.001
GO0:0035091 | phosphatidylinositol binding MF 0.027
d chlorophyll catabolit
GO:0051743 o0 CUOTOPIYT catanote MF 0.027
reductase activity
hosphoric diest
GO:0008081 L oL us TR MF 0.044
hydrolase activity
GO:0006887 exocytosis BP 0.001
GO:0032940 secretion by cell BP 0.001
GO:0046903 secretion BP 0.001
GO:0016192 vesicle-mediated transport BP 0.006
GO:0015031 protein transport BP 0.030
GO:0022613 AL BP 0.030
complex biogenesis
GO:0140352 export from cell BP 0.030
cellular component
GO:0071840 L . . BP 0.046
organization or biogenesis
GO:0008104 protein localization BP 0.046
GO:0042254 ribosome biogenesis BP 0.046
GO:0045184 establishment of BP 0.046
protein localization
Tlul.
G0:0070727 cemar BP 0.046
macromolecule localization
GO:0071944 cell periphery cC 0.000
GO:0005938 cell cortex CcC 0.000
GO:0000145 exocyst (o/e 0.000
GO0:0099023 vesicle tethering complex CcC 0.000

BP, biological process; MF, molecular function; CC, cell component.
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