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Genetic resources

Germplasm: 101-74 =

Geographical origin WENH101 (United Stetes of America)

Breeding institution name UMRQ588-BioForA (Bialogie Intégrée pour la valorization de la diversité des arbres et de |a Fords)
POPULATION
WSNH101 (Provenance) WSNH101 is composed by
@ Origin sits @ Collacting si
COLLECTION

IDENTIFICATION

breeding_gispeuplier {Base collection) 3940 accessions

Accession numbes

Accession name mapping_pedigree_0504B (INRA collection) 1609 accessions

Permanent Unique identifie
Taxon name
Taxon common naines CROSS-REFERENCE

Only the first 10000 results can be previewed
Taxon synonyms H 1 1-20f2 4 H

Name Source  Type Description

Uiwological status

clonal test of POPYOMICS-POP2-F is a trial lead at site: Ardon {latllong: 47.828/1.9136), described as 'clonal test of mapping
mapning pediaree Grols Experiment pedigree 05048 in nursery’, designed as follows: 'Randomized complete block’. Observation variables:

Mapping pecigree P P CO_357:0000010 Budfiush scoring at 2 years, CO_357:0000016 , CO_357-0000020 Tree circumference at 1 year,
05048 in nursery o ; - -

HoLONG C0_357:0000020 Tree circumferan...

eetiittin sidame Popyomics_Orleans is an experiment (type: genotype) ran using samples of Populus deltoides, Populus
trichocarpa,Populus x generosa, based on the marker set Popyomics_Orleans Set. This experiment belongs to the
scientific project POPYOMICS. Accession names: 101-74, 661300224, 661300225, 661300226, 661300227,
661300228, 661300229, 661300230, 661300232...

Ganetic natwe

Stack center name Popyomics_Orleans GnplS Experiment
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Genotyping

form

arkers

GENOTYPING EXPERIMENTS (1)

Project Genotyping experiment Markers sat Raw data file Description
EXEGESE-BLE EXEGESE-BLE ... SNP Set of E... not available Palymorphic ...
LOTS (42)
Taxon Access EXEGESE-BLE SNP calling analysis
Triticum aestivum aestivum Ad 1 - 25 of 95 markers
Triicum aestivum aestivt s Marker | CHINESE SPRING AIFENG NO4 COURTOT ARCHE Ad BELLIEI 590
Triicum aestivum aestiv) =—— Accession (2135) (AIFENG NO4) (COURTOT) (ARCHE) (A4) {BELLIEI 530)
Triicum aestivum aestivi SNP DISCOVERY MAI Tas 1272278 c G c c c c
Triicum aestivum aestivi & 4 1.1pof05 Tan_12?'22?'9 C G G G G
Triticum aestivum aestivi =
Triticum aestivum aestiw% Tan_1373302 -
Triticum aestivum aestivi %% E‘ :::—::::;3: ; : -(I;, ; ;
Expm:@ Tae 1272289 sl =
Tae 1272282 8 Tae_1272327 & T T T T C
. e Tae_1272251 G c G G G G
Tee 1272500 S Tae 1272252 T E c c ¢
e — Tae_1272254 c G c c c c
W Tae_1272255 & G c c G c
- Tae_1272293 G T G G G G
Tae_1272274 B T C T C
Tae_1272287 — — — — —
Tae_1272273 = C c C
Tae_1272272 G [ c C c C
Tae_1272268 & G C C C C
Tae_1272246 . - . .
Tae_1272316 & T C C c C
Tae_1272245 C G C C C C
Tae_1272331 A G & G 4] A
Tae_1272244 C G G G
—Tae 1272265 ] — — —
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Genomes

urgi.versailles.inra.fr

URGI Home

Vitis vinifera 12X.2 PN40024 (grapevine) ~ File View Help

GnplS - Association results

12, 113|950

) Vitis vinifera cv.PN40024 assembly 12XV2
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REPET_TE ‘
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12, 114‘2130
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Select Q Q Qa ohrt| - [ohr1:12113863..12114374 (513 b)
{ tracks 12,113,900
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Assoclation results

Genetic association

ASSOCIATION RESULTS
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Position

pval

=logPval

2007-2008 soleap_snp sl 26136

2007-2008 solcap_snp_ sl 35206

2007-2008 solcap_snp sl 60698
2007-2008 solcap_snp sl 10594

2007-2008 solcap_snp_ sl 53288

2007-2008 soleap snp sl 19899

2007-2008 solcap_snp_ sl 37057

2007-2008 CT232_snp228

2007-2008 soleap_snp sl 62616

2007-2008 solcap_snp_ sl 35255
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20851866
1748321
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2481288
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43207732
3303788
1330594

T.BE-26

2.93E-21
5.98E-16
1.89E-13
1.23E-12
1.82E-12
295E-10
T.T3E-10
4.66E-8

5.04E-8

25108
20.533
15.223
12.723
11.811
11.739
9.53
a.112
7.331

7.25T7

—solcap_Malate_MLMM_COF(K+Q)
Icap_GABA_MLMM COF(K+Q)

—solcap_Fucosa_MLMM_COF(K+Q)
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—solcap_Brix_MLMM_COF(K+Q)
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|
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Boxplot Experiment name # of lots Panel Treatment
[i\l GWAS Tomato 163 solcap -
[ GWAS Tomato 163 solcap .
[itl GWAS Tomato 163 solcap -
["i‘l GWAS Tomato 163 solcap .
[i\l GWAS Tomato 163 solcap -
[ixl GWAS Tomato 163 solcap .
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[ GWAS Tomato 163 solcap .
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