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Supporting information Table S1. Amond cultivars considered in this study, sampled from the ex situ collection of CREA-AA (Council
for Agricultural Research and Analysis of Agricultural Economics, Section Agriculture and Environment, Bari, ltaly) and CEBAS-CSICS
(Centro de Edafologia y Biologia Aplicada del Segura, Consejo Superior de Investigaciones Cientificas, Murcia, Spain). For each cultivar,
information on the country of origin and, when available, the pedigree, is provided. Cultivars for which phenotypic data were collected are
highlighted in bold.

[cultivar Collection _[Oriain _|Pediaree
Agrappolo CREA-AA Tt
Achaak CEBAS-CSIC |Tunisia
Al CREA-AA France
Albanese CREA-AA taly
Antorieta CEBAS-CSIC |Spain | Ferragnés x Tuono
Antonio de Vito CREA-AA taly
Antonio Pizzola CREA-AA taly
Ardechoise CREA-AA France
Atocha CEBAS-CSIC |Spain
Banchiere CREA-AA taly
Bartre CREA-AA Spain
Biancodda CREA-AA taly
Bilarde CREA-AA taly
Burbank CREA-AA us.
Cacciola CREA-AA taly
Calcagno CREA-AA taly
Caporusso CREA-AA taly
Caputo CREA-AA taly
Catalini CREA-AA taly
Catuccia CREA-AA taly
Catucedda CREA-AA taly
Cavaliera CREA-AA taly
Centopezze CREA-AA taly
Chellastone CEBAS-CSIC |Australia
Chino CREA-AA taly
Ciavea CREA-AA taly
Cosimo di Bari CREA-AA Italy
Crimsky CREA-AA Ukraine
Cristomorto CREA-AA taly
D'Aloia CREA-AA taly
Davey CREA-AA Us. Nonpareil x Sans Faute
Dehn CREA-AA Us.
Del Cid CEBAS-CSIC |Spain
Del Lago CREA-AA taly
Della Madonna di Molfetta CREA-AA Italy
Della Madonna di San Giovanni Rotondo CREA-AA Italy
Desmayo Largueta CREAAA  [Spain
Desmayo Rojo CREAAA  [Spain
Dorée CREAAA  |France
Drake CREAAA  |US
Falsa Catuccia CREAAA  [Haly
Ferraanés CREA-AA France [Cristomorto x Ai
Ferrante CREAAA  [Haly
Ficanera CREAAA [Haly
Ficarazza CREA-AA Italy
Filippo Ceo CREA-AA taly
Flots CREA-AA France
Fourcouronne CREAAA  |France
Fournat de Brézenaud CREAAA  |France
Fragiulio CREAAA  [Haly
Fragiulietta CREAAA  [aly
Franciscudda CREAAA  [aly
Galgano CREAAA [y
Garrigues CEBAS-CSIC | Spain
Genco Laera CREAAA [y
Gioia CREAAA  [aly
Giunco di Cozze Alberobello CREAAA  [aly
Giunco di Cozze Ostuni CREAAA  [aly
Irene Lazolla CREAAA  [aly
152200 CREAAA  [aly
X CREA-AA  |US.
Kapareil CREAAA  |US. |Nonpareilx Calif. 24-6
Laparco forte CREAAA  [aly
Lauranne CEBAS-CSIC |Spain
Lorena Tribuzio CREAAA  [haly
M1-119 CEBAS-CSIC | Spagna
Malaguefa CREA-AA | Spain
Mancina CREAAA  [haly
Marchione CREAAA  [aly
Marcona CREAAA  [Spain
Maria Carolina Tribuzio CREAAA  [aly
Maria Tribuzio CREAAA [y
Merced CREAAA  |US.  |Nonpareilx Texas
Miagkoskorlupy CREAAA  |Ukraine
Mincacetta CREAAA  [aly
Mincone CREAAA  [aly
Mollar de Taragona CREAAA  [Spain
Mollese di Canneto CREAAA [y
Monaca CREAAA  [aly
Mono CEBAS-CSIC |USS.
Montrone CREAAA  [aly
Mosetta CREAAA [y
Ne plus ultra CREAAA  |US.
Nessebre CREAAA  |Ukraine
Nikitsky CREAAA  |Ukraine
Nocella CREAAA  [aly
Nonpareil CREAAA  |US.
Occhio Rosso di Trani CREAAA  [aly
Pappamucco CREAAA  [aly
Peerlees CREAAA  |US.
Peraleja CEBAS-CSIC |Spain
Pettolecchia CREAAA  [aly
Piangente CREAAA  [aly
Picantili CREAAA  |Ukraine
Pignatidde tardiva CREAAA  [haly
Piscalze CREAAA  [aly
Pizzuta d'Avola CREAAA  [aly
Primicerio CREAAA  [aly
Primorsky CREAAA  |Ukraine
Pulita CREAAA  [aly
Putignano CREAAA [y
R-1000 CEBAS-CSIC |France
Rabasse CREAAA  |France
Rachele CREAAA  [haly
Rachele tenera CREAAA  [haly
Rachelina CREAAA |l
Ramillete CEBAS-CSIC |Spain
Rana CREAAA [y
Rana gentile CREAAA  [haly
Reale CREAAA  [haly
Retsou CREAAA  |Greece
Ridenhome CREAAA  |US.
Riviello CREAAA  [haly
Rossa CREAAA  [haly
3067 CEBAS-CSIC |Spain
Santeramo CREAAA [y
Santoro CREAAA  [haly
SAS 15 CREAAA  [haly
Scorzaverde CREAAA  [haly
Selvatico CREAAA  [haly
Senzarte CREAAA  [faly
Spina CREAAA  [aly
Sultana CREAAA  |France
Symmetrike CREAAA  |Greece
Supernova CREAAA  [taly
Tardy nonpareil CREAAA  |US.
Tedone CREAAA  [haly
Tenente CREAAA  [aly
Texas CREAAA  |US.
Tioga CEBAS-CS(C |USS.
Titan CEBAS-CS(C |USS.
Tondina CREAAA  [haly
Tournefort CREAAA  |France
Tranella CREAAA [y
Tribuzio CREAAA  [aly
Troito CREAAA  [aly
Tuono CREAAA [y
Vesta CREAAA  |US.
Viscardia CREAAA  [aly
Vitantonio CREAAA  [aly
CEBAS-CSIC |Spain
Vuoi 0 non vuoi CREAAA |l
Wawona CEBAS-CS(C |U.S.
Yaltinsky CREAAA  |Ukraine
Zanzanidde CREAAA  [taly
Zia Comara CREAAA  [taly
Zin zin CREAAA  [taly
Zio Gaetano CREAAA  [taly
Zio Pietro CREAAA |taly




Supporting information Table S2. Composition of the clonal groups (CGs) identified in
this study. The cultivars displaying the highest call rate, chosen to represent each CG,
are highlighted in bold.

Genotype Origin Group

Troito Italy 1
Supernova Italy

Tuono Italy

Miagkoskorlupy Ukraine

Chino Italy

Pettolecchia Italy 2
Gioia Italy

Marchione Italy

Fragiulietta Italy 3
Fragiulio Italy

Monaca Italy 4
La parco forte Italy

IXL U.S. 5
Ridenhome U.S.

Rana gentile Italy 6
Rana Italy

Pappamucco Italy 7
Banchiere Italy

Cosimo di Bari Italy 8
Pignatidde tardiva Italy

Cristomorto Italy 9
Del Lago Italy

Catuccia Italy 10
Catucedda Italy

Crimsky Ukraine 11
Peerlees U.S.
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Table S4. Mean r? for markers within individual chromosomes.

p4
Chromosome |Mean r

1 0.142

0.147

0.136

0.145

0.141

0.132

0.143

O IN|O|O|A~|WIN

0.144




Table S5. HM resuits for nut, shell and seed weight. The table reports genomic coordinates, p-value, FDR-corrected p-value and annotated genes of trimmed clusters of ROHs, obtained from original clusters of ROHs with length > 100 Kb to group cultivars with highly overlapping homozygous

regions.
Nut/shell weight
ROH name Chromosome  |Start position  |End position  |Length |#SNp | 10910 (P-value) FDR pvalue Gene name Gene function
Nut weight __|Shell weight _|Nut weight | Shell weight
ROH_1_11260515 1 11260515 11331072 70557 39| 4.738583419| 4. 0. 0. 1_001271_v1.0 Heavy metal transport/detoxification superfamily protein
Prudu_001272_v1.0 Basic helix-loop-helix DNA-binding superfamily protein
Prudu_001273 v1.0 Dual specificity protein phosphatase 1
Prudu_001274_v1.0 pothetical protein
Prudu_001275_v1.0 NOD26-like intrinsic protein 7
Prudu_001277_v1.0 Hypothetical protein
Prudu_001276_v1.0 Aluminium induced protein with YGL and LRDR motifs
Prudy_001277 v1.0 Hypothetical protein
ROH_2_16414730 2 16414730 16460691| 45961 8| 5.168428842| 5404225561| O, o I 006731 v1.0 PLACB family protein
Prudu_006732_v1.0 PLACS family protein
Prudu_006733_v1.0 Hypothetical protein
Prudu_006734_v1.0 Hypothetical protein
Prudu_006735_v1.0 Quinoprotein amine dehydrogenase, beta chain-like
Prudu_006736_v1.0 Ferric reduction oxidase 2
Prudy_006737_v1.0 Protein of unknown function D
ROH_7_11701812 7 11701812 11769914| 68102 16| 3911300436| 4427086155 0.03846608| 0.011732274|Prudu_019716_v10 Nucleotide-diphospho-sugar transferases superfamily protein
Prudu_019717_v1.0 Haloacid dehalogenase-iie hydrolase superfamily protein
Prudu_019718 v1.0 Haloacid dehalogenase-like hydrolase superfamily protein
Prudu_019719_v1.0 AT-hook motif nuclear-localized protein 1
Prudu_019720_v1.0 Cytochrome P450, family 76, subfamily C, polypeptide 4
Prudu_019721_v1.0 Cytochrome P450, family 76, subfamily G, polypeptide 1
Prudu_019722 v1.0 KDO transferase A
Seed weight
ROH name Chromosome [Start position End position Length [#SNP | -log;, (p-value) FDR p-value Gene name Gene function
ROH_1_26367663 1 26367663 26508468 140805 39 4.066560244 0.080728964 | Prudu_002814_v1.0 MATE efflux family protein
Prudu 002815 V1.0 | MATE efflux family protein
Prudu_002816.31.0 | ASFL like histone chaperone
Prudu_002817_v1.0 ATP synthase alpha/beta family protein
Prudu_002818 v1.0  |Hypothetical protein
Prudu_002819v1.0  |Hypothetical protein
Prudu_002820 V1.0 |Hypothetical protein
Prudu_002821 v1.0  |Hypothetical protein
Prudu_002822 v1.0  [Hypothetical protein
Prudu 002823 V1.0 |Endosomal targeting BRO1-ike domain-containing protein
Prudu_002824 V1.0 |Hypothetical protein
Prudu_002825 V1.0 |Hypothetical protein
Prudu_002826_v1.0 o
Prudu_002827 V1.0 |Hypothetical protein
Prudu_002828 V1.0 |Hypothetical protein
Prudu_002829 1.0 | Cytochrome PAS0, family 716, subfamily A, polypeptide 1
Prudu_0028301.0 | Cytochrome PAS0, family 716, subfamily A, polypeptide 1
Prudu_002831_v1.0 o
Prudu_002832_v1.0 o
Prudu_002833_v1.0 Tetratricopeptide repeat-like superfamily protein
Prudu_002834_v1.0 GDSL-motif lipase/hydrolase 6
Prudu_002835_v1.0 Transcription regulators
Prudu 002836 V1.0 |Quiescin-sulfhydryl oxidase 2
Prudu_002837_v1.0 RING/FYVE/PHD zinc finger superfamily protein
Prudu_002838 V1.0 |Hypothetical protein
Prudu_002839_v1.0 Ribose-5-phosphate isomerase 2.
Prudu_002840_v1.0 ABC-2 type transporter family protein
Prudu 002841 1.0 | RNA polymerase Il ranscription elongation factor
Prudu_002842_v1.0 beta-1, i o
Prudu_002843_v1.0 Hypothetical protein
Prudy_002844_v1.0 o
ROH_S6_20767156 6 20767156 20833595 66439 T} 3848461767 0.066695704 | Prudu 066223800 Heavy metal atpase 1
Prudu.06G223900 FAD-dependent oxidoreductase family protein
Prudu.06G224000 Hypothetical protein
Prudu 066224100 Leucine-rich repeat protein kinase family protein
Prudu.06G224200 End binding protein 1C
Prudu.06G224300 ADP-ribosylation factor A1F
Prudu.06G224400 CYCLIN D3
Prudu.06G224500
Prudu. 066224600 PTEN 2




Supporting information Table S6. GWAS results. For each SNP, information is provided on genomic coordinates, p-alue and FDR-corrected p-alue. The table also reports the gene in which the SNP resides or, in case of
intergenic localization, the two genes flanking the SNP.

Natweight
ke name | Chromosome [Position |-10g10 (p-value) [FOR p-value |Gene name Gene function
7504639 7504639 016259 Prudu_000837 VL0 NAD(P)-binding Rossmann-fold superfamily protein
30936643 30936643 |~ 0.000001] Prudu_003449 V1.0; Prudu_003450 \1.0 Eukaryotic aspartyl protease family protein; Hypothetical protein
43618394 43618304 [__oose2z Hypothetical protein
354742 354742 [ ¢ NA-binding ing protein
[ ¢ iA-binding ing protein
[ Light-mediated development protein 1 / deetiolated1; Hypothetical protein
[ Light-mediated development protein 1 / deetiolated1; Hypothetical protein
[ Light-mediated development protein 1 / deetiolated1; Hypothetical protein
Light-mediated developmen protein 1/ deetiolated Hypothetical protein
[ ¢ BA-responsive element binding profein 3
[ ¢ ABA-responsive element binding protein 3
[ ¢ Prudu_005641_v1.0; Prudu_005642_v1.0 Transposable element gene; Hypothetical protein
[« Prudu_005661_v1.0; Prudu_005662_v1.0 Ethylene insensitive 3 family protein; Hypothetical protein
[ ¢ Prudu_006966 vL0 hypothetical protein
[« Prudy_007119_v.0; Prudu_007120 1.0 Protein of unknown function D; Binding
[ ¢ Prudu_007177 \L0 3 ketoacy|-CoA synthase 19
| 0.054693| _Prudu_007245_vL0; Prudu_007246 \L.0 Heat shock protein 70; 3-0xo-5-alph: family protein
[__o.0s4504 Prudu_007887_\L0 Scramblase-related
[__oo07e007 07894 1.0 Exporin 1A
[__0.061023|_Prudu 008079 v1.0; Prudu_009080 VL. TRICHOME BIREFRINGENCE -LIKE 39, Hypothetical protein
[_o0aaara Prud 0 Diacylglycerol kinase 5
| 0.055531 | Prudu_010006_v1.0; Prudu_010007 L0, | _Peroxisomal membrane 22 kDa MpvL7/PMP22 family protein; Protein phosphatase 2C family protein
[_oo03s8a3 Prudy_010621_\ ARM repeat superfanly protein
[_0.020096 Prudu_010622_\ Family of unknown function (DUFS66)
[_o.064907 Prudu_01066: Nudix hydrolase homolog 2
| 0.016800| Prudu_011538 \1.0; Prudu_011539 \1.0 NAC domain containing protein 47: Hypothetical protein
| 0.014000] _Prudu_011538 v1.0; Prudu_011539 vi.0 'NAC domain containing protein 47; Hypothetical protein
[_o028673 Ethylene response factor 7.
|_0.059569 Prefoldin chaperone subunit family protein
[_o.063638 Glutaredoxin family protein
[__o.079565 Restiction type ke superfamily protein
[_ooreus Restiction type IHike superfamily protein
[ 0019009 Prudu_013793 | 013794 V1.0 Hypothetical protein; Transposable element gene
[_o.018099 Prudu_013808 1. Hypothetical protein
| 0.063564] Prudu_017135_vL.0; Prudu_017136 \L.0 DNAse Hike superfamily protein; Protein of unknown function D
| 0.058933| Prudu_017185_vL.0; Prudu_017186_vL.0 yclin-dependent kinase C; Hypothetical protein
| 0056144 Prud_017312 V1.0, Prucu_ 017313110 G supertamil proei; EF-TU receptor
[ 0.054443] Prudu 017312 vi.0; Prudu 017313 V1.0 u superfanily protein; EF-TU receptor
[oo0sea92 rudu 018019 \ e protein kinase family protein
[ 0093323 rudu 018053 \ eucine-rich repeat protein kinase family protein
[ rudu 018088 \ MUDR family transposase
[ rudu 019377 1 Nsed, component of SMC5/6 DNA repair complex
[ oo03nis0 rudu 019377\ Nsed, component of SMC5/6 DNA repair complex
[ rudy 020294 \ 'ATP binding microtubule motor family protein
[ oo027007 rud 020307 Auxin response factor 19
[oo3s02z rudu 020680 \ Substrate cartier family protein
[ oo03sers rudu 020680 \ Substrate carter family protein
[ 0010508 rudu 020694 \ Alkenal reductase
[oorses3 rudu 021383 \ MA3 domain-containing protein
056085 rudu 021821 \ Vacuolar proton ATPase A3
[ rudu 022298 \ F-bo/RNHike superfamily protein
[oosser3 rudu 022300 \ Protein kinase superfamily protein
[—o.o0s6397 rudu 022303 \ Calmodulin-binding family protein
rudu 022389 \ Disease resistance-responsive dirigent.like family protein
[ ooz 022445 Fypothetical protein
7 [_o.o0s914 rudu 022861\ Breast cancer associated RING 1
16914743 6.717934899] ¢ rudu 022861\ Breast cancer associated RING 1
[ Shell weight
Marker name. Position |-10g10 (p-value) [FDR p-value [Gene name’ Gene function
504639 5.809620361] _0.0144353 Prudu_000837 \1.0 NAD(P)-binding Rossmann-fold superfamily protein
21663148] __4.146133348 Prudu_002253 VL.0; Prudu_002254 V1.0 Plant protein of unknown function D; NSP-interacting kinase 3
21663219] __4.146133348 841952 _Prudu_002253 V1.0; Prudy_002254 1.0 Plant protein of unknown function D; NSP-interacting kinase 3
21663244] __ 4.146133348 Prudu_002253 V1.0 Prudu_002254 V1.0 Plant protein of unknown function D; NSP-interacting kinase 3
27205051| __ 4.464589008| _0.0726116 Prudu_002930 \1.0 Hypothetical protein
30936643| 1182220767 | _0.0000001| _Prudu_003449_v1.0; Prudy_003450 V1.0 Evkaryotic aspartyl protease family protein; Hypothetical protein
35460840] __4.109190102 Prudu_004029 V1.0 Prudu_004030 V1.0 Pyrimidine 2: Transposable element gene
39316449] __ 4.069667877 Prudu_004513 \ pothetical protein
43618394 5363929586 | _0.0223793 Prudu_005021.\ pothetical protein
354742 5205668102] _0.0263730 Prudu_005063 \ DNA-binding ing protein
354762 5.205668102] 0.0251743 Prudu_005063 DNA-binding ing protei
5131274 4.863800715| _0.0439389 _Prudu 005565 vL.0; Prudu_005566 V1.0 Light-mediated development protein 1/ deetiolated: Hypothetical protein
5131320 4.863800715| _0.0424742| _Prudu_005565 VL.0; Prudu_005566 v1.0 Light-mediated development protein 1/ deetiolated1: Hypothetical protein
5131345| _ 4.199546543| _0.0828405| _Prudu_005565 VL.0; Prudu_005566 v1.0 Light-mediated development protein 1/ deetiolated1: Hypothetical protein
5131375| _ 4.199546543| _ 0.0816899| _Prudu_005565 VL.0; Prudu_005566 v1.0 Light-mediated development protein 1/ deetiolated: Hypothetical protein
5678957| 5761240784 _ 0.0146695 Prudu_005622v1.0 ABA-responsive element binding protein 3
5678998| 5727532754 _ 0.0145323 Prudu_005622\1.0 ABA-responsive element binding protein 3
5956213| 5326380085 _0.0231161] Prudu 005641 VL.0; Prudy_005642 vI.0 Transposable element gene: Hypothetical protein
6108424 5078248939 _ 0.0311070| _Prudu_005661_V.0; Prudu_005662 v1.0 Ethylene insensitive 3 family protein; Hypothetical protein
12260572| __4.444835327| _0.0743019| _Prudu_006265 V1.0; Prudy_006266 v1.0 Dupicated Superfarily protein; pufine permease 11
16706061| __ 4.351309235| _ 0.0740543 Prudu_006774\1.0 Alphalbeta:Hydrolases superfarily protein
19461071] __ 5515571972| _0.0177564] _Prudu 007119 V.0; Prudy_007120 V1.0 Protein of unknown function D; Binding
19949432| _ 4.855488393| _ 0.0418984 rudy 007177\ 3ketoacyl-CoA synthase 19
20364878] __4.398618127| _ 0.0774798 rudu 007238 Heat shock protein
20364881] __4.398618127| _ 0.0758985 rudu 007238 Heat shock protein
20369938| __4.398618127| _ 0.0743806 rudu 007239 Mitochondrial HSOT
20369952| __4.398618127| _0.0729221 rudu 007239 Mitochondrial HSOT
20369959] __ 4.398618127| _ 0.0715198 rudu 007239 Mitochondrial HSOT
20378329] __ 4.142540842| _ 0.0827984 rudu_007243 Hypothetical protein
20396061| __4.635068099 | _0.0583147| _Prudu_007245 VL.0; Prudu 007246 V1.0 Heat shock protein 70; 3-0x0-5-alpha-steroid 4-dehydrogenase family protein
23011819] __4.090907926| 0. Prudu_007630 1. 007631 V1.0 Ubiquitin carboxyl-terminal hydrolase family protein; XB3 ortholog 3in Arabidopsis thaliana
4520281 4504809281 Scramblase-related
4572872 5122261261 Exportin 1A
4695329 | 4267382748 "RNA-binding family protein with RRM/RBD/RNP moifs
4695332 | 4267382748 "RNA-binding family protein with RRM/RBD/RNP motifs
4695334 | 4.267382748 "RNA-binding family protein with RRM/RBD/RNP motifs
0445 4717371195 TRICHOME BIREFRINGENCE-LIKE 39; Hypothetical protein
18482351| __4.032672775 Diacylglycerol kinase 5
18772445| __3.985612877| _0.1046278|_Prudu 010006 v1.0; Prudu 010007 VIO, | _Peroxisomal membrane 22 kDa MpvL7/PMP22 family protein; Protein phosphatase 2C family protein
640429 Prudu_010259 v1.0; Prudy_010260 V1.0 hypothetical protein; Pentatricopeptide repeat superfamily protein
22621775 Prudu 010554 V1.0; Prudu 010555 v1.0_| _Major facilitator superfamily protein: K-box region and MADS-box transcription factor family protein
22621789 Prudu 010554 V1.0; Prudu 010555 V1.0_| _Major facilitator superfamily protein: K-box region and MADS-box transcription factor family protein
23053252 Prudu_010621 v1.0 ARM repeat superfamily protein
82 Prudu_010622 v1.0 Family of unknown function (DUF566)
45072 Prudu_010627 vL0; Prudu 010626 V1.0 Mybiike HTH regulator family protein; perfamily protein
167697 rudu 010650 Vi Hypothetical protein
168317 Hypothetical protein
216646 Nudix hydrolase homolog 2
707351 Seven transmembrane MLO family protein
708834 AWPM-19-Tike family protein
708936 LC AWPM:-19-Tike family protein
118251 Prudu 011 1539 110 NAC domain containing protein 47; Hypothetical protein
118274 Prudu 011 011539 1.0 'NAC domain containing protein 47; Hpothetical protein
13996635 Ethylene response factor 7
20427524 Prefoldin chaperone subunit family protein
3591231 Glutaredoxin family protein
5517838 Restriction type I ke superfamily protein
5517863 X Restriction type IFlike superfamily protein
5850001 Prudu_013793 VL0 Prudu 018794 V1.0 Hypothetical protein; Transposable element gene
5995957 5995057 Prudu_013808 L. Hypothetical protein
6247676 6247676 Prudu_013837 L. Photosystem I reaction center protein B
5 8270805 Prudu_016370 1 PHD finger family protein
17341954 17341954 Prudu_017135 vL0; Prudu_017136 V1.0 DNAse Hike superfamily protein; Protein of unknown function D
17901146 17901146 Prudu_017185 v1.0; Prudu_017186 1.0 Cyclin-dependent kinase C; Hypothetical protein
9 19133098 Prudu_017 7313 110 UDP- superfamily protein; EF-TU receptor
19133126 19133126 Prudu_017 7313 110 UDP- Superfamily protein; EF-TU receptor
94 0494 @ protein kinase family protein
25129258 25129258 eucine rich repeat protein kinase family protein
25403733 25403733 MUDR family transposase
1537228 1537228 Fioral homeolic protein HUAL
8761615 8761615 Nsed, component of Smc5/6 DNA repair complex
8761617 8761617 X Nsed, component of Smc5/6 DNA repair complex
9831726 9831726 Prudy_019516 V1.0; Prudy_019517 V1.0 repeat supertamily protein; DNAJ heat shock N-terminal domain-containing protein
10088565 10088585 53811 19539 V1.0 Aluminium activated malate transporter family protein; Hypothetical protein
16041360 16041360 rudu_020294 Vi ATP binding microtubule motor family protein
50885 16150885 rudy_020307 Vi Auxin response factor 19
18567295 18567295 rudu_020680_Vi.( Mitochondrial substrate carrier family protein
18567297 18567297 rudu_020680 Vi Mitochondrial substrate carrier family protein
18635252 18635252 rudu_020694 Vi Alkenal reductase
} 3891561 3891561 rudu_021383 Vi MA3 domain-containing protein
| 4168319 4168319 rudu_021419 Vi L Oxidase family protein
9% 8335196 rudy_021821 Vacuolar proton ATPase A3
| 12995325 12995325 rudu_022298 Vi Fbox/RNike superfamily protein
| 13031235 13031235 rudu_022300 Vi Protein kinase superamily protein
13053739 13053739 rudu_022303 ‘Camodulin-binding family protein
13 13649088 rudu_022389 Disease resistance-responsiv dirigent like family protein
14117420 14117420 rudu_022449 Hypothetical protein
16914707 16914707 rudu 022861 Breast cancer associated RING 1
16914743 16914743 rudu 022861 Breast cancer associated RING 1
[ Seed weight
Marker name | Chromosome | Position |- I0g10 (p-value) |FDR p-value |Gene name [Gene function
S1_2496687 | 1 | 2496687 | 6.19] 0.060724462 Prudu_000307_1.0 | Pathogenesis-related thaumatin superfamily protein




