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ACropStoresReview

A Curated Datagavailable for download)
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CropStores OREGIN

A Relational Database

A Explicit Curatiousing Excelser Input Templatel
A Human readable indexes

A Filtering of public vs. private data

Adopted by several projects within the global
Brassicaesearch communityncluding OREGIN
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CropStores- Schema OREGIN
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CropStores- Entities OREGIN

A POpU'&tiOﬂ Data plant lines, accessions, variety detalil

A Linkage MapSmap loci, map positions, linkage groups

A Marker ASsaySprimers, enzymes, clones

A Trait Dataq plant scoring unitsscoring methods, scoring occasions

A QTL: trait summary statistics, map intervals, QTL statistics (P, add. effect

A Genotype Data allele data, populations genotypes



Data OREGIN

AMapping + Population data
I Summaries
| Data Context
I Webinterfaces

ATrait + QTL
I Priorities



Datac Mapping + Population
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Genetic Mapping

The TNDH reference segregating mapping population - key facts:
The OREGIN management team has adopted the "TN" doubled haploid (DH} mapping population as the reference population for use in the
project
& The population is in the puklic demain
* Developed by Prof. Jinling Meng, atthe Huazhong Argricultural University, Wuhan, China
* The population comprises 202 OH lines derived from the F1 of a cross between Tapidor and Mingyou 7 (winter x semi-winter)
& Ofthe 202 lines, 133 informative lines have been selected for use within OREGIN
* Ageneticlinkage map was generated in the EU IMSORB project and has now been published (Qiu et al., 2006) .
& Afurther publication with additional microsatellite markers was published by Suwabe et al. (2008)
& Additional information to downlead on the TNDH and additional ' pepulation from JIC
* This information is also avalable from the CropStere interface:
= GropStort opulations » BnaTHDH
o CropStore i Maps » BnaTNDH

TNDH Information and availability

& Based on a preliminary set of 197 markers, a subsst of 50 of the mostinformative lines have heen identifisd

® Anextended core set of 100 lines has alsc been identified

® Inthe NOVORB LINK project another subset of the population has been selected based on reducing the proportion of spring types
and on increased tolerance to Stem Canker

* Accumulated genotype and trait data for the BnDFFS and the TN mapping population will be collated to provide increased power of
analysis

& Aliquats of GenomiPhi™ -amplified genomic DMA for the 188 lines are now available by regquest A signed Materials Transfer
Agreement will ke required. Please contact Graham Teakle

& A starter quantity of seed (5 seeds per line) for this population can ke obtained, subject to availability, on a cost recovery basis. &
simple signed Materials Transfer Agreement will be required. Please contact Graham Teakle

Tapidor x Victor Oilseed Rape Substitution Line population
The OREGIN management team has adopted the "TVSL"™ substitution line population as an additional resource for use in the project for trait
mapping
The pepulation is in the public domain.
Developed by a consortium of UK breeders and Birmingham University
It shares the Tapidor parent (and hence alleles) in comman with the TNDH mapping population
The population available through OREGIN comprizes 77 lines together with the two parents
The population was derived from a cross between Tapidaor (double zero '00" low erucic acid, low glucesinolate) and the old cultivar
victor. The F1 of the cross was backcrossed to Tapider and segments of Victor-derived genome selected using a panel of RFLP
markers
A summary of the currently available genotypes for the lines is available
The papulation has recently been regenerated for the OREGIN project by CPB Twyfords (now KWS-UK) and starter packs of seed
(0.5g seeds perline} are available on a cost of replacement basis. Please contact Graham Teakle.
This infarmation is also avalable from the CropStore interface:
o CropStore :: Populations » BnaTVsL
o CropSiore laps » BnaTVSL

Publications describing generation and use of the TVSL population include Howell et al. (1998) and Burns et al. (2003)

New segregating populations to capture genetic diversity
« Details of 5 new populatians generated by OREGIN (2008-13)
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Plant Genetic Diversity

Background

There is a requirement to ensure thatthe genetic diversity associated with the Brassica oilseed rape crop are made available in a form usable
by the R&D and breeder communities, as well as ensuring that sufficient haseline descriptive information is made available to facilitate their
use. OREGIN has assembled key genetic resources to enable researchers and breeders to explore the relevant gene-pool for enhanced traits
to incorporate into breeding programmes. This includes establishing Diversity Fixed Foundation Sets for B. napus (BnaDFFS) The anticipated
users ofthe BnaDFF3 diversity collection include researchers with expertise in specific traits or trait cormpenents in universities, institutes and
elsewhere, including those who currently work on genetic variation in the related model species Arabidopsis, 3s well as breeders who are
interested in screening the lines for useful trait variation to incorparate into their own pre-breeding material

Diversity Foundation Sets

The development of Diversity Fixed Foundation Sets 88 was initiated for outcrossing Brassica spacies. Within OREGIN, the set of founder lines
within the BnaDFFS were compiled to represent a structured sampling of the genetic diversity across the global 8. napus genepool, and
encompass winter and spring OSR, swedes and fodder, forage and salad kales. The BnaDFFS will enable the R&D and breeder community to
determineg if genetic variation exsts for specific traits within the B napus genepool. As well as being screened to assess molecular variation in
gene-specific sequences and locus-specific markers, the BnaDFFS will be used to assess trait variation in experimental trials. This resource
will be unigque within the world and as such OREGIN expects to benefit from added value by exchanging similar materials with other
researchers overseas. An inventary of the lines comprising the founder lines and their seed and DMA availability can be found here$ (last
updated September 2009)

By 2008, 63 lines had been fixed, either sourced as fixed founder lines or fixed as DH lines by microspare culture within the project. Single
Seed Descent (35D) has resulted in an additional 4 lines with seed at 54, 46 lines at 83, 61lines at 82, and the remaining 14 lines at 51 UK
oilseed breeders associated with OREGIN have generously offered to assistwith completing the singles seed descent, and 24 lines have been
distributed to them for this purpose. The remaining 21 lines are heing fixed at WHRI.

Assessment Trials of Diversity Sets (2009-11)
Cemeonstration field trials are planned to be carried out at Rothamsted Research overtwo seasaons on two levels of nitrogen input. As well as
providing information fram direct measurements on field grown plants, the experimental plots will be sampled and harvested to provide plant
tissug, seed and soil that can be archived long-term for off-site analysis (such as isotope discrimination, to inform studies on water use
efficiency (WUE}) in other funded projects.

& Details of Diversity Assessment Trials

Molecular allelic variation
* Report on S8R diversity analysis of the BnaDFF S founder lines (2008) @
o 16 38R markers screensd against 186 BnaDFFS founder lines (=142 alleles total} (2008) @

* 37 S8R markers screened against 59 BnaDFFS fixed lines (September 2009) @

Trait variation
* ELIResGen project data for Brassica crops @

& Nitrogen uptake in diverse B napus germplasm (2008) E
o Nitrogen uptake data (2008)
& Variation in ail/protein cantent (2008) WEBPAGE

o NIRS seed analysis data (2007)
o MMR seed analysis data (2007)
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Datac Mapping + Population

Data accessible within a
wider context, making it
more valuable.

http://mww.brassica.info/resource/plants/diversity _sets.php
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RESEARCH RESOURC INFORMATIO

HOME > resources > genetic maps > published map data
published map data

Bellow is a list of the Brassica genetic maps curently in the CropStore curation pipeline. For suggestions and comments regarding
this list please contact Pierre Carion

Background information on genetic maps, nomenclature and QTL on GEMETIC MAPS page

A web based User Inteface has been developed to query the Maps Area of CropStore, to view data summaries and
download Excel workboaks containing detailed data - Available Here (CropStore i Maps)

Species Assigned Map ID ggs;‘;‘t?on Curated Genotype Data Reference
B junces BjuHWDH_01_2007a BjuHVDH - - Ramachiary et al 2007 TAG
B junces BjuHVDH_01_2008a BjuHVDH yes - Panjabi et al 2008 BMC Genomics
B nspus BnaDEM_01_2001a integrated yes - Lombard Delourme 2001 TAG
B napus BnaDSDH_00_2001a BnaDSDH yes - Lombard Delourme 2001 TAG
B napus BnaDvDH_01_2001a BnaD¥DH yes - Lombard Delourme 2001 TAG
B napus BnaDYDH_01_2008a BnaDYDH yes - Delourme et al 2008 TAG
B napus BnaDYDH_03_2007a BnaDYDH yes - Delourme et al 2007 UNPUBLISHED
B napus BnaDYDH_01_2008a BnaD¥DH - - Delourme et al 2008 TAG
B napus BnaEVvDH_00_2007a BnaEVDH - - Gehringer et al 2007 BREEDING SCIENCE
B napus BnaHSDH_01_1995a BnaHSDH yes - Uzunova et al 1935 TAG
B napus BnaM3DH_01_1984a BnalSDH - - Ferreira et al 1984 TAG
B napus BnaNWDH_01_1885a 72-8 yes available Sharpe et al 1895 GENOME
B napus BnaPIT_01_2005a integrated yes - Piguemal et al 2005 TAG
B napus BnaSDDH_01_2001a BnaS0DDH yes - Lombard Delourme 2001 TAG
B napus BnaSGDH_01_2008a BnaSGDH yes available Lydiate et al 2008 UNPUBLISHED
B napus BnaSWDH_01_19%5a 61-9 yes - Parkin £t al 1995 GENOME
B napus BnaSWDH_02_2004a 61-9 yes available Lowe et al 2004 TAG

- v o X C GENETIC
B napus BnaTNDH_01_2008a BnaTNDH yes - Qiu et al 2006 TAG
B napus BnaTNDH_01_2007a BnaTNDH yes - Morgan et al 2007 PUBLISHED
B napus BnaTNDH_01_2008a BnaTNDH yes - Suwabe et al 2008 GENOME
B napus BnaTNDH_05_2008b BnaTNDH yes available Long &t al 2008 PUBLISHED ONLINE
B napus BnaTVSL_03_1956a BnaTVsL yes - Howell et al 1996 GENOME
B nigra BniTIF2_01_1894a BniTIF2 - - Turce Quirce 19-94 TAG
Bolersces  BolAGDH_02_199%6b BolAGDH yes - Behuon et al 1996 TAG
Bolerscea  BolAGDH_01_1998a BolAGDH yes - Sebastian et al 2000 TAG
Eoierscea  BolAGDH_01_1888b BelAGDH yes - Teakle King 1888 UNPUBLISHED
Bolerscez BolAGSL_01_13%a BolAGSL - - Ramszay =t al 1396 GENCME
Bolerscez  BolLAT_01_2001a integrated yes - Lan Paterson 2001 TAG
Eoiersces  BolNGDH_01_189%a BolNGDH yes - Sebastian et al 2000 TAG
Bolersces  BolNGDH_01_199%b BolINGDH yes - Teakle King 1995 UNPUBLISHED
Bolerscea  BolQUIT_00_1952a integrated - - Kianan Quires 1992 TAG
E cierscea  BoISEM_01_2000a integrated yes - Sebastian et al 2000 TAG
Bolersces  BolTBDH_01_2008a BeTBDH yes available Iniguez-Luy et al 2009 TAG
Braps BraAGF2_02_2008a BraAGF2 yes - Suwabe et al 2008 GENOME
B rapa BraAGF2Z_01_2003a BraAGF2 - - Suwabe et al 2003
Braps BraCKDH_01_2007a BraCKDH yes - Choi et al 2007 TAG
Braps BralRRI_02_2008a BralRRI yes available Iniguez-Luy et al 2009 TAG
B rapa BraJWF3_01_200€a BralWF3 yes - Kim et al 2006 GENETICS
Brepe BraPRR| 00_1%97a BraPRRI - - Kole et al 1997 J of HEREDITY
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