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I i Publicati IWGSC Survey Sequence Repository is available !
Deletion Bins ubletions

. - Botrytis .
Publication= - Why develop Wheat genomics?
Leptosphaeria |
Today, agriculture is facing one of its greatest challenges since it began 10 000 years ago, that of producing an ample
L- k. Microbotryum supply of high quality food and feed for @ growing world population in a sustainable and environment friendly manner. |
In E - Bread wheat (Triticum aestivum L.) is the staple food for more than 35% of the people and is grown on over 95% of
Venturia the wheat growing area. Its sequence holds the key to genetic improvements that will allow growers to meet the
. . increasing demands for high guality food and feed produced in an environmentally sensitive, sustainable, and
Arabidopsis profitable manner. Further, because of its recent nistory, hexaploid wheatis a very good model 1o study polyploidy, a
oOryza driving evolutionary force for more than 90% of all plants
Populus The International Wheat Genome Sequencing Consortium (IWGSC), was established by a group of plant scientists,
breeders, and growers dedicated to sequencing the wheat genome to enhance our knowledge of the structure and
Maize function of the wheat genome. By gaining increased understanding of the biclogy of agronomically important traits |
and deploying state-of-the-art molecular tools, plant scientists and breeders will be able to accelerate wheat
Medicago improvement to meet the challenges of the 21st century. The IWGSC is committed to ensuring that the sequence of

the wheat genome and the resulting DNA-based tools are available for all to use without restriction.

The European Triticeae Genomics Initiative (ETGI) is a platform for the coordination and representation of Triticeae
Flax (Wheat, barley, rye) genomics research at the European level and serves as a link to the International research
community represented by the Intemnational Triticeae Mapping Initiative (ITMI). ETGI consists of European scientists
from public and private research institutes who are interested in developing complementary and coordinated
research projects on Triticeae genomics to pave the way for a better understanding of crop plant systems biology and,
thereby, enable substantial improvements of these essential crop species for the EU and world agriculture. ETGI
partners coordinate applications for national and European research and training projects to assistin strengthening
and structuring of the European Research Area (ERA). For three years beginning in 2007, ETGI networking activities
are supported by the COST action "Tritigen™ (FAOG04) .
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Sequencing, annotation and characterization of the bread wheat chromosome 38
0 3BSeq is a flagship project funded by the AMR and France Agrimer for a duration of 3 years
(2010-2013). The website and data from the 3B3SEQ project are ...

TriticeaeGenome

ﬁ' - Improvement of Triticeae genomics

TriticeaeGenome project is a european EC 7th Framewaork Program (-Food, Agriculture and Fisheries)
project, where INRAURGI platform is in partnership. TriticeaeGenome goal is to improve the genomics of Triticeae
(wheat, barley). ltis a large collaborative international project coordinated ...

BreedWheat

Breeding for economically and environmentally sustainable wheat varieties: an integrated approach

Breed o from genomics to selection.
/'/%// ‘wheat BREEDWHEAT project is a long-term public-private research initiative coordinated by Catherine Feuillet
from INEA-GDEC. In total, 39 M€ is being invested over 9 years by 26 French partners, including ...

Wheat Initiative

Launch of the Wheat Initiative, 15 September 2011
The Wheat Initiative (International Research Initiative for Wheat Improvement) was officially launched on

the 15th of September 2011 (see ). The Wheat Initiative, proposed by research and funding
arganisations from several countries (see
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Genetic maps 26
Physical maps 3
Reference sequence chromosomes 1
Survey sequence chromosomes 21

QTL 324
Markers 19029
Accessions 2245
SHP 10819
EST 544529
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Survey Seguence Repository

? ez eenesene e e s (Cllck 0N @ chromosome to access
By, Comsortium | - BLAST airctink rsisered acsess the survey sequence chromosome
wooowoowmoowowow o grm assemblies for:

E : é » BLAST search (Blast agreement)
» Download (Data agreement)
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Survey Seguence Repository

? o e ﬁ:z:t;:{:;l:lromosome to access the survey sequence and NeWS:

W Dot boreme S VSITS T —

S i -B;f:;:r direct link (registere d access). . -

o Comornom BT | « It is possible to download

Sa 4 A ae oa - contigs from a BLAST result.
et = http://urgi.versailles.inra.fr/srs83/displayTool.do?toolName=
< = BlastN
- « FAQ section

c http://urgi.versailles.inra.fr/Species/Wheat/FAQ
5 % % % g é g « Download preliminary genome
Zipper (MIPS)

= BLAST Demo Video
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Survey Sequence Repository

Account creation process is detailed on the IWGSC website:
http://www.wheatgenome.org/Tools-and-Resources

Tools and Resources

The IWGSC is developing a variety of tools and resources that are available first to members of the coordinating
commitiee, second to general members of the consortium, and subsequently to the entire scientific community. On
behalf of the IWGSC, a central repository for access to physical map data and sequences has been established by
the URGI (France). Early, pre-publication access is provided to coordinating committee and individual scientists who
agree to the data access statement. While scientists who agree to abide by the data access agreement will be able to
BLAST the data in advance of publication, Coordinating Committee members and active members of their group will
also be permitted to download the data. Data will be made available to the public upon publication, upon deposition into
the public archives, or within one-year from the conclusion of the data generation. The IWGSC reserves the right to
publish the first global analyses including:

® Whole chromosome or whole genome level analyses on genes, gene families, repetitive sequences; and
@ Comparative analyses with other organisms.

For Coordinating Committee members and their team members to gain full access, please sign-in to your IWGSC
account and then agree to the IWGSC Data Release Statement of Agreement. If you are not already a member of the
IWGSC, you may register by clicking the "register” link at the top of any page on the IWGSC website. If you are not
actively in a team or group of a Coordinating Committee or a staff member of a sponsor, please do not claim that you
are part of the group or team as this may delay your account validation.

For general members of the IWGSC and nonmembers, you can gain early access to BLAST data by signing the
BLAST Access Agreement. If you are a general member of the IWGSC, please sign-in to your IWGSC account and
then agree to the BLAST Access Agreement. Nonmembers may gain access by reqistering for an I[WGSC user
account and signing the BLAST Access Agreement.

Once the appropriate access agreement has been signed and your access or website account has been validated, an
account will be established for you at the URGI to access the IWGSC repository and you will automatically receive an
emall regarding "Your INRA URGI account”. If you already have a URGI account, this account will be upgraded to
permit you to access the IWGSC repository and you will receive a confirmation email.

If you have any questions regarding account access, please contact Kellye Eversole.
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Survey Seguence Repository
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Tosl Launch : Blasth

Step 1: Data Source ()

& Upload e s Parcourir..

PasteCreate your own secquence(s) or type i the sequence 10(s)

B 3B-ab-k71-contigs.faongerthan_200.fa.gz

qui est un fichier detype: Archive WinRAR
& partir de: http://urgi.versailles.inra.fr

Que doit faire Firefox avec ce fichie}

Quurir avec | WinRAR (g

) DownThemAlll

Vous avez choisi d'ourir

) dTaOneClickl f§ | CA\U

o [Envegistrer lefichier
[7] Toujours effectuer cette acti

Step 21 Launch Options

e HormalogyView . vy cantrue to aiter the

tool zettings belaw, or you c3n

Parameter Seta: Defoul rmE=

Save my settngs 3 3 paramater st

Step 3: Tool Scttings
Doatabase to search:

Cumantly Swected
= e

Nane, pieasa salect database from below
aquence survey datsbaes

scted o IWGSC)
AN dstabazes in grose

chr 1L 1 chr 245

chr 608

chr 7L [ chr 785

CIOIIT

<
‘,‘%,?GI

= Download 3B preliminary Zipper in tab or ex t
+ Display 3B physical map (3 T 99% COVErage version:
+ Display 3B BAC annotation (12 conligel

@ cnr38 - URGLY Moxilla Firefox

B

urgi.versaill

1ASvi  1ALvi  1BSvi  1BLvi  1BLw 3Bw 3Bw  3DSwi
Browsor| Soloct Tracks _Custom Tracks _Proforencos
b search
Landmark or Region.
G.A ?A 61 373,201 Searon Annotate Restrction Sites <] Configure... | Go
Source ScrollZoom: < < [Show 373 2 kb 2 i
[Wneatphysica map vowr va: 32 | ez [Show 3732160 ] J
Examples :
-v2.0_ta3B snpEA jul12.tal
9% V20,1238 snpEA jll 2 tab gz 3Bv2 clgp  gi720  TaaCsp3BFRA 0100L17 Xqum264-38
qui est un fichier detype: gz Archive (146 Ko) 3BV clgl  clgess Xqwm264-38 38_039_HO2
a parti de: http://urgi.versailles. 1BL gas  wmcrio
Vous avez choisi d'ouvrir =
Que doit faire Firefox avec ce fichier 7 & Overview |
[ gz-v2.0_ta3b_gbsSnpEA_gz_aug12.xisx ‘f“’i — — e T o]
ol Zip File M y
e ol qui est un fichier de type: Feuille de calcul Microsoft Excel (802 Ko} B Region
3 . o D &
DownThemAll! & partir de: http://urgiversailles inra.fr b Details
© Envegistrer lefichier ctes: 373.2 ke 100 kbp
iEnreg Que doit faire Firefox avec ce fichier & o = i
= *BESEEConty 38v2
I BRI *) Quvriravec | Microsoft Excel (défaut) = £tgo
+ B bolongs to o Bn 3812
el *BEOEE Narkers 3B v2
sz Tz
nregistrer e fichier i Seprorion
*BEOEEEACs 8v2
[7] Toujours effectuer cette action pour ce type de fichier, | e
Taste DL
Tosta oo G TosEzr T
s T—
e, -
e L Teapbre oot
X Tostap L
A
4B 5 B GB 7B ©tg0005b.1 ctg0011b.1 ctg0079b.1 ctg0091b.1 ctg0382b.1 ctg046db.1 ctg0528b.1 ctg0616b.1 ctg066Tb.1 ctg0954b1 ctgl030b.1 ctg1035b.1
TaaCsp3BFhA_0100L17.1
Browser]| Seect Tracks _Custom Tracks_Preferences
e o w. ESearch
nra.fr/Species Landmark or Reglon
[c1g09545 117,000,000 _Search [Download Decorated FASTAFie[s] C: s
Examples: TAA ctg09540.00250.1, Xsts80.38, ctgD_rep_0033, Tae_1272250, cip5001, pg4in2F1-6x3R 1 Donrioad Decoreed FASTA Fie[£] _Confiu...|_Go |
D1, QTL_FHB_SumStoa BLW 35,
Data Source
[Wheat anotation viewsr v2 2] ScrolliZoom: [Show 1 ¥bp [IFiip
B Overview —
= —— = -
s Region = S —
o ¥ £l E]
etails =
frpetat ctyomsan 13 3 e 200 kop, )
o p 2 p o B o RO 2o} ) T
*BEEBLEC
+amanLEmRA
e e v e emw m v
samanumss
*BmanLEISE 1
o e cmesgps | cos  comu oo chses cowis  comld | chem e cmNGAnS s e g
. - oz s s | s e i oo e S e o g s
d access’) s ot | s o | e s
e o2 vzt g o
o) ) prons e
. cosiso s <
»
Totermations!
Ehest enome
Sequencing
& Consortiom
s sadfupors | Onmzmion | Proncts | oo wed Resowces | Gama ocuments
Frofecty Chromosome 38
Available data
Access dats for chromosome 36 ot UR
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Survey Seguence Repository

Step 1 : Data Source @

2 Jpload from file ;

Parcourr...

) paste/Create your own sequence(s) or type in the sequence ID(g

Step 2 : Launch Options

. . - . You may continy
Views: HomologyView tool settings bel
inch |

Parameter Sets: Default - @

[T]Save my settings as a parameter set

Step 3 : Tool Settings

®patabase to search:

Currently Selected :  None, plegse select database from below
SUOWHEAT sequence survey databases (restricted to I@

[] chr 1aL_v2 [[] chr 1AS [] chr 1BL

Step 4 : (Optional) Advanced Settings Expand All =l Collapse All
Search Parameters
< Options to limit the number of resufs>
() The E value 10.000000 ~
() Number of hits and alignments to show 50
(%) Use Best-Hits filtering algorithm: O
(7 Best Hits algorithm overhang value: 0.100000
(Z) Best Hits algorithm score edge: 0.100000
(3 culling Limit:
(3 Minumum identity percentage:

[+ Advanced HSP Extension Options

Query Filtering Options

["]Save my settings as a parameter set

[Tl chr 1BS [C] chr 1oL [ chr 1DS
[C] chr 2aL [ chr 2a5 [ chr 2BL
[C] chr 2BS [C] chr 2oL [0 chr 2DS
[ chrzaL [0 chr 2a5 [ chr 38

[C] chr 3DL [ chr 3ps [ chr 4AL

[ chr 4a5_v2 [] chr 4BL [] chr 4BS
[] chr 4DL_v2 [C] chr 4D5 [C] chr 5AL

[C] chr 545 [ chr 5BL [C] chr 5BS
[l chrsoL [ chr sDs O] chr gaL
[C] chr &As [l chr &BL [l chr 8BS
[l chrepL [ chr&6Ds [C] chr 7aL
[[] chr7a5 [0l chr 7BL [C] chr 78BS
[C] chr 7DL [C] chr 7Ds

ij

http://urgi.versailles.inra.fr/Species/\Wheat/Sequence-Repository
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Survey Seguence Repository

Step 1 : Data Source @

@ Upload from ﬁIe@sers\malaux\Down@c Parcourir...

") Paste/Create your own sequence(s) or type in the sequence ID(s) :

Step 2 : Launch Options

Views: HomologyView - You may continue to alter the
tool settings below, or you can
Launch Mow !
Parameter Sets: Default -

[[]Save my settings as a parameter set

Step 3 : Tool Settings
@patabase toseamhe

chr 145
chr 1BL

El WHEAT sequence survey databases (restricted to IWGSC)

[ chr lAL_v
[C] chr 1BS [C] chr 1DC 1 chr 1DS
[ chr 2aL [[] chr 2a5 [} chr 2BL
[C] chr 2BS [C] chr 2DL [ chr 208
[T chr 3aL [T chr 3as [l chr 3B
[C] chr 3DL [[] chr 305 [} chr 4aL
[C] chr 4as_v2 [C] chr 4BL [] chr 4BS
[ chr aDL_v2 [O] chr 4DS [ chr 5AL
[C] chr 545 [] chr 5BL [[] chr 5BS
[C] chr sDL [C] chr 505 [C] chr 6AL
[[] chr 6As [] chreBL [C] chr 6BS
[C] chr 8DL [C] chr eDs [C] chr 7AL
[C] chr 7A5 [[] chr 7BL [ chr 78BS
[T] chr 7DL [[] chr 705

Currently Selected :

<
"b{ml http://urgi.versailles.inra.fr/Species/Wheat/Sequence-Repository
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Survey Seguence Repository

To speed up your Blast

Step 4 : (Optional) Advanced Settings Expand All =l Collapse All

Search Parameters

= Options to limit the number of results

(&) The E value 0.001000 -
[

(@ Number of hits and alignments to sho
(@) Use Best-Hits filtering algarithm:
(@) Best Hits algorithm overhang value: 0.100000

(3) Best Hits algorithm score edge: 0.100000
@) culling Limit:

@ Minumum identity percentage:

* Advanced HSP Extension Options

Query Filtering Options

[[]Save my settings as a parameter set

http://urgi.versailles.inra.fr/Species/\Wheat/Sequence-Repository
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Survey Seguence Repository

To download the contigs

~
Ouverture de IWGSC_chr1BL_ab_k71_contigs_longerthan_200_3858080... &J

Vous avez choisi d'ouvrir
|| IWGSC_chr1BL_ab_k71_contigs_longerthan_200_3858080.fasta

qui est un fichier de type: Fichier FASTA
& partir de : hitp://urgi.versailles.inra.fr

Que doit faire Firefox avec ce fichier 7

) Quvrir avec | Bloc-notes (défaut) -

() DownThemAll!

@ : Enregistrer le fichier

[] Toujours effectuer cette action pour ce type de fichier.

oy

Homology View (default view)

http://urgi.versailles.inra.fr/'Species/Wheat/Sequence-Repository

Choose Colouring Scheme: @ Score ) E Value ) Percent Id ’
(Il <40 | I 40-50 | [Ms0-80 | [so-2o0 | [l ==200- Coloured

Synthi2

\‘:-gh LI IMGEC_1EL | IMGEC_chr1BL_ab_k71_contias_longerthan_200_3355050

ranl | IMGEC_1AS | IMGEC _chrlAS _ab_kK71_contigs_longerthan_200_5251545
—

o

anl | IHGEC_1AS | IHGSC _chr 1A _abk_K71_contias_longerthan_200_3312474

o

anl | IHGEC_1AS | IHGSC _chr 1A _abk_K71_contias_longerthan_200 3305005

d I

anl | IHGEC_1AS | IHGEC _chr 1A _ab_K71_contigs_longerthan_200_ 3299 066
—

ranl | IMGEC_1AS | IHGSC _chr 1A _ab_K71_contias_longerthan_200_S255707

— — —
vanl | IMGEC_1EL | IHGSC _chr1BL_ab_K71_contias_longerthan_200_S352965
— — —
——

o

ar 1l I IHGEC_1EL | THGEC _che1BL _abk_K71_contigs_longerthan _200_ 3860220

N
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Survey Seguence Repository

To download the contigs
Blast View

Primary Search Query Database Hit Description 51:—100Fr'e vaIIEue Pi:-‘-l‘r;;'ﬁ:::‘l_ffe I:Er'ltg{l:::l
BLASTN:temp jobig 1 Synth12 IWGSC_1BL =gnl|IWGSC 1BL|IWGSC chriBlL ab k71 contigs longerthan 200 3858080 769 0.0 84 722
BLASTN:temp jobilg 2 Synth12 IWGSC_1AS =gnl|IWGSC 1AS|IWGSC chriAS ab k71 contigs longerthan 200 3251543 762 0.0 87 624
BLASTN:temp jobl2 3 Synth12 IWGSC_1AS >gnl|IWGSC 1AS|IWGSC chriAS ab k71 contigs longerthan 200 3312474 733 0.0 87 616
BLASTM:temp joblg 4 Synth12 IWGSC_1AS =gnl|IWGSC 1AS|IWGSC chriAS ab k71 contigs longerthan 200 3305008 708 0.0 83 720
BLASTM:temp jobl9 5 Synth12 IWGSC_1AS >gnl|IWGSC 1AS|IWGSC chriAS ab k71 contigs longerthan 200 3299066 700 0.0 80 726

Ouverture de IWGSC_chrLAS_ab_K71_contigs.longerthan_200_320065. [ Seesm)

Vous avez choisi d'ouviir
| ] IWGSC_chr1AS_ab_k71_contigs_longerthan_200_3299066.fasta

qui est un fichier de type : Fichier FASTA (7.3 Ko)
& partir e hitp://urgi versailles.inra.fr

Que doit faire Firefox avec ce fichier 7

) Ouvriravec | Bloc-notes (défaut) -

() DownThemAll!

@ Enregistrer le fichier

[] Toujours effectuer cette action pour ce type de fichier.

Annuler

N
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Survey Seguence Repository

To launch TBlastX or other tools

Analysis Tools

biO Find Quick Launch -
SRS

Launch analysis tool : malaux logged in |

' TBlastX E] - databank list - Help? . E&""

\JI.JII LS

SplitterP

Step 1 : Data Source @ _| StretcherM
StretcherP

F SupermatcherN

SupermatcherP
Syco
TBlastN
TFastA
TFastX
TFastY
Tcode

_ Ttscan
Tmap
Transeq
Trimest
TrimseqN
TrimseqP
UnionN

Ll o I

Tool Launch : BlastN ,

@ uypload from file : C\Users\malaux\Doy

) paste/Create your own sequence(s) or

o |

<
URGI : I . .
"po‘ http://urgi.versailles.inra.fr/Species/Wheat/Sequence-Repository
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Demo Video

http://www.youtube.com/watch?v=ra0Q95k6J4K
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Survey Sequence Repository

1AS vt 1AL v 1BS v 1BLv 1BLw2
Browsor | Select Tracks _Custom Tracks _Preferences
b search
Landmark or Region:
g6 1 373201 Search Annotate Restriction Sites =] _Configure... |_Go
Data Source sorolizoom: &
[Wnoat physical map viewer v: 38 v2 2 croliiZoom:
Examples :
3Bv2: clgb  clg1720  TaaCspdBFhA 0100L17 Xgwm264-38
3Bvi:clgl  clgas Xgwm264-38 38_039_Ho2
1BL
Ve clo#s  wmc719

1AS v1

Browser | Select Tracks Custom Tracks Preferences

1AL v1

1BS v1 1BLv1

1BL.2 3B v 3B 2 3DS v

E Search
Landmark or Region:
[ctg6:1..373,201

Search

Annoctate Restriction Sites

E Configure... | Go

Data Source Scroll/Zoom: << € Show 3732 kbp [~ 2 22 [IF
IWheat physical map viewer v4: 3B v2 E| croflicoom: ow P P
Examples :
3B v2: cigh ctg1720 TaaCsp3BFhA_0100L17 Xgwm264-3B
3B v1: cig1l ctg954 Xgwm264-38 3B_039_H02
1BL
va: ctgdh wmc/19
B Overview |
pl‘.gﬁ . | t
ok 100k 200k 300K
Region i ) ) )
E o L0k, 200k, 300K,
Details od
ctgB: 373.2 kbp 100 kbp \
ok ohk 20bk obk
I B3 51 E2 - El Contig 3B v2
ctgh

+ B E 5 B~ | belongs to the Bin 3B v2
3BSE-0.758-0.67

+ B & 5 B - B Markers 3B v2

* B EHEHEBACs 3Bv2
TaaCsp3BFhA_0101L21
L

Ta#s32672835-36
o

Sumed 30-36

.

Ta#526025107-36
a

Kepu7TS7-36

.

Taalsp3BFhA_0101.120
L

TaaCsp3EFhA_DOS1LOG

TaaCsp3BFhA_0144012
1C

TaaCsp3BFhA_0163M03
1L

L
TaaCsp3BFhA_0087E1d
L

Taalsp3EFhA_02d2B23
11

TaaCsp3BFhA_0070F11

TaaCsp3BFhA_0270f14

TaaCsp3BFhA_0037k10
[

TaaCsp3BFhA_0345PL3
] [

http://urgi.versailles.inra.fr/gb2/gbrowse/wheat phys pub/
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Wheat Physical Map Viewer

- E Contig 3B (99%)

.EtEE Deletion Bins
H H belongs to the Bin 3B (99%) l-
3B558-0.75-0.87 2657075078
| 3BS9-0.57-0.75
HHE M3&ers3B (99%) - 0560
Ta#S32672530-36 _.
. ! C-3BS5-0.07
HE
Taacﬂﬂj source: FPC HI
— _
TEIEI':S' HEferEﬂCE- Ctgﬁ . [ 3BL2-0.22-0.28
L— Link to Deletion Bins Image ' _E
TaaCsp . 3BL10-0.50-0.63
l ] l
TaaCspaBFhA_Do7OF11 Taalzsp3 o I
I | [ T 3BL7-0.63-1.00

< http://urgi.versailles.inra.fr/gb2/gbrowse/wheat phys pub/
Ll{\'Gl

V Iviiuvi 1aci r\lauu(
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Wheat Physical Map Viewer

- E Contig 3B (99%)

Name: TaaCsp3BFhA_0070F11
ctgo Class: BAC |
. Type: BAC iR
= H belongs to the Bin 3B (99%) Description:
AB=G-0 . Fa-0.87 Source: FPC
f Position: ctg6:18001..220801 =
Length: 202801
H E Markers3B (99%) TaaCsp3BFhA_ e
-y ; —“@ Xwmc430-3B 00
PGSltl an. ‘1 BDD‘] -] Name: TaaCsp3BFhA_0070F11
- primary_id: 24477
HHEBACs 3B [QQ"‘;’.} Bﬂurce- FFH: gbrowse_dbid:wheatFPC3B:database
TaaCspIBFhA_o101L21 | Reference: ctgb
| - .
TaaCsp3BFhA_0101J20 Zoom to this feature
TaaCsp3BFhA_0031105 1| Detailed Report
|

TaaESpSEFhH_mE?Eid T.
[ ] C
TaaCspaBFhA_Do7OF11
|

l
}I'IaaESFIISEIFhH_i)E?ﬂqu

http://urgi.versailles.inra.fr/gb2/gbrowse/wheat phys pub/
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Wheat Physical Map Viewer

MARKER DETAILS

Marker name :

Taxon :

Marker type :
Marker origin :

Target:

Origin laboratory :
Reverse primer:

Forward primer :

MAPPED LOCI
Mapped loci: 4

WHMC430

amplicon

WHC

TCF

e

Sorers Consensus April 04

Name: Xwmc430-3B

Class: marker

Type: marker

Description:

Source: FPC

Position: ctgf:132001.132001

Referance Comparative

Hbzat Hhzat

3B Conzensus Februarg 2012

[i]MIEE]

*[
Reliability / -
S Taxon (source |I'na:| stns\\ I
A
name namel I R 7S
/ HbarcBE II s
e EursS NS x I I
¥wmcd30-58 TaVirtualPop01_071219 a':‘ 5B 154.0 non_framework or— I
- E Ao ] :It
Kwmed30-58 RL&c_ 071218 a':ﬂ 5B 16286 non_framework Hurct e
il T4 barcT3
Kwmed30-38  SupBW_ 071212 R 3B 31 non_framework bR
assinu Murc3 07 w307
. _ Pooli G71318 Triticum - - : } Mz 182 I b4
Xwmc430-3B aVirtualPop01_071215 3 3. nen_framework / L
- asstivum - o Wiz BET T - I
waumlld 1
s 261
CROS% REFERENCES
w274 11 gml 14
Cross references: 1 Hurcbs2 —— 2 1
) ) ) T [N T t *
Db name Reference name Reference value Evidenc - Hag +
I-14& M = Maa +
WMC430 SSR Wheat Framework Feb07 58 154.00 cMXWMC430 0=-%06.40 =
Xwmc430 SSR Wheat RL4452*AC Domain SO 05/08 5B 163.00 cMwmc0430, wme430, WMC430, Xw...
Xwmc430 S5R Wheat Somers Consensus April 04 3B 3.00 cMwmc0430, wmc430, Xwmc0430 TView on Map ] TFeatire Detans |
Xwmc430 SSR Wheat Somers Consensus April 04 5B 154.00 cMwmc0430, wmc4d30, Xwmc0430 [ View on Map] [ Feature Details ] N
Xwmc430 SSR Wheat Somers Grain Genes Consensus Map 3B 3.00 cMwmc0430, wmc430, WMC430 ¥wm. [ View on Map ] [ Feature Details | M | C h ae I AI aux
Xwmc430 SSR Wheat Somers Grain Genes Consensus Map 5B 154.00 cMwmc0430, wmc430, WMC430 Xwm... [ View on Map ] [ Feature Details ]
wmc430 SSR Wheat 5B Consensus November 2011 5B 148.27 cM [ View on Map ] [ Feature Details |

sbarc?s —
P e i

FHurc 500

3B
L7561

barc75
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Survey Sequence Repository

ctg0005b.1 ctg0011b.1  ctg0079b.1 ctg0091b.1 ctg0382b.1 ctg0464b.1 ctg0528b.1 ctg0616b.1 ctg0661b.1 ctg0954b.1 ctg1030b.1 ctg1035b.1
TaaCsp3BFhA_0100L17.1
Browser | Select Tracks Custom Tracks Preferences
E Search
Landmark or Region:
Ictg0954b 1:1..1,000,000 Search |
. - . Download Decorated FASTA File Configure. .. | Go
Examples: TAA ctg0954b.00250.1, Xsts80-3B, ctgD rep 0033, Tae 1272250, cip5001, pg4in2F1-ex3R1, E 9 —I
cfb6001, QTL_FHB_SumStoa_BLW_3B.
Data Source
|Wheat annotation viewer v2 E| Scroll/Zoom: S Flip 103501
g Overview i
kct20954b, 1 . 3
0 iR El El
Region I | . :
E ofi i M 3
Details [Forevevrn)
ctgAghab,1: 3 nbp 200 kbp, ,
o o.=1m o.Izm o.I:m o.=4r1 o.=5m o.Ism o.I?n o.Ism o.Ign 1=r1
+ B & B & HHB Contig
ctggnd
+ B E B R HBmRNA
2_—). < [y (=4 -— e :3 ~ . T l—)(_. oe
*EEBEEHBSTS
Hstsds-36 Hsts50-36 st s65-36 —
i(stsbb—ﬁtj
+*EEHEEHBISBP
cFphood cFpE003 cFpSood CFpBote cFpS151 cFpSiL cfpa0ll cfpSlol  chpGool cFpaole cfpa01s cFpB020  ofpBi22 ofpSl3dcfpbl3s  cfpB027  cFpB02s «
L= L4 (-4 L (x4 L [=d L4 l&d L4 L L-d Led L4 Lt Ll L 3
£FpB00z SFRB005 | ofpB147 ofp5L45 cfpsl2 SFPBOL3 ofpS0Ld oFPSLO0 ofpS132 cfpSLd7 SFRBOZL  ofpSOZ3 ofpS024  oFpS026 ofpst
cfpSlaz cFpIo0s cfpSlod cfp301S cfpSlo? cfpS14G cfpIl3a
L= L= L2 (=3 = (=3 =3
cfpSldn cfpal02 cFpSL3L cfp5149 cfpSnzs
1= (= (=3 =3 (=
cfpgoo? cfpalo3 cfpdlod cfpo0ls
23 =4 =
cFpa150 cfpa105 cFpa106
(=] =3 (=3

<
L;H?GI
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Wheat Annotation Viewer

* BB BB - HE Contig

+ BB R HBEBAC

ijr

+ BB E R HEmRNA

*BEEBRHESTS
szts194-3B

~EEEBBRHESSR

~EBEEBBRHHEISBP

T
’)\“\
3B_103_E15
Positions
Length
/Zoom to this feature
Detailed Report

Name:
Type:

3B_103_E15
BAC

Description:

Source:
Position:
Length:
dbxref:
primary_id:

EMBL

ctg0954b.1:881492.1071583 (+ strand)
190092

GFF_source.EMBL

1494

gbrowse_dbid:wheat3BRPH7 database

>3B_103 E15 class=5equence position=ctg0954k.1:881492..1071583 (+

CCCCCCCCCC
CCATCTCTAG
AGTCCTTICTIT
TIGGICITICC
GCATATTGCG
GACATTGRAT
CACGCRAGCE
ACGGGCCTIG
CCCACCCACG
GTTGARTGCT
CGCCGIGTAT
LLGCCICCRC
TATTGTTTGR
GATTTGCTGT

CCCECCTGGC AGCGCCCGCG ATCAGICAGG CAGATGGCCT
CCTCCTCCTT TGGATCTCCT TARAGGCGTT CATTTGCTCC
GITCATCATG CCCTCCACGC TTGTGATCARR GGCGTTCRAT
CCCGETIGCGCG AGCCGGCTCG CCGICCCCAR CCTCCTCCAT
CCTTGAACTT CTCCTCATCT TTGATGACCC TATAGCRATG
GCCTCCRAAG CTTGRRATGC CTACRAATGT TTTCATGCAR
TGARACTTGAT GACRCARRRALG AGGGCGGCTT ACTACCATAC
BCGCTCTCAR GAGTGGCACR ARACTIGICG CACICTITATT
CGTGCTCACA ATTTGGTAAG GAGGRAACTT CTTGCGCTCA
TITGTITCGGC GCTGGICTTG GGGICTTGIC CAATGTCCCT
GCCTTCGTIGC GCTTGCTCIT GCACTTCGGC TTCGGCCCGA
TICGATGICG CRCTCCTTTA CTITTICTTATA TTTITATCGT
TCCCCTGGAR TCRRATGTGT AGTTCTTARZ CTTCTRATAT
TTITAATACTG TARARCCCATG CTAGTCGACC TTACATTTAG

CCTCRRGCRT
TCTTTRRACG
GCCGCARTCCT
GGCTTCCITIT
GGAGAGGTTG
GCATGTTGGC
CATGICTITIGC
GEATCACICT
TEARACTCCC
TCRRAACTCG
CGGCTIGGIT
CGTTCGITIT
TTCACRGAGG
GAGLAACATT

strand)

CTIIGGCTITGC TICICCGCGT
CCGGCGCTCC TCCTCICTTG
GCITGTICCIC CTTCITIGGAG
CCCCGCGIGR CITGAGGGCG
RAGCACTTGC CGITGIGITG
BCRRATGGTA TGCRAATGRA
ATGICAATGC CACTCRCGGG
CCATCGCTIC GARATGGACH
GGIGGACATG ZATCCRRLLR
CRAARGRAGCT TGTCCICGAC
GGCGAGCTICG TCCICRRACHE
GRIATCCCCC CIGTAGIIGT
BGTACTTRAR TATCTGTGCR
TCITCTTIGIG ACCCCTRATG

Cnk to 3B Physical Map >
\ =

+ B E B A H B Repeats (Repeats Unit or Repeat Regions)

0 ol _rep_D221
k-

+ B E BB HE SNP allele_tower (GnpSNP)

<
LH?GI

rph? _rep_02215
[ —
rph? _rep_ 0222
=1
rph7_rep_D223
| m—

—A0

[ Ry

rphy _rep_D224d

http://urgi.versailles.inra.fr/gb2/gbrowse/wheat 3B_RPH7 pub/
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Wheat Annotation Viewer

* EE BB HHE Contig

*BERRHEABAC

+ BB BB HEmRNA

~BEEBRRHESTS
sete]9d-30

*BE J TAA_ctg0954b.00200.1

” 1065073 .
Positions 1068219
*BEY | ongth 3147
__Gene Name> gad1
;HEE glutamate
@ deca_rbﬂxylase
putative
expressed
best blast hit in
LAk Brachypodium
distachyon:
< Note 1 Bradiﬁga?ﬂam
< 87% identity

cfhello
=

tph? _rep_02id




Wheat Annotation Viewer

*HEEHﬂﬂonﬂg MARKER DETAILS
Marker mame : STS194
+EEEAEHBEBAC Taxomn : Triticum aestivum
Marker type : PCR
Marker origin : amplicon -
B EREHEmRNA Target: Fublic
*EBEBEAHE STS MAPPED LOCI
Xzt=194-36 Mapped loci: 1
-
*EEEEHEBSSR Locus M Tax Linkage Dist Reliability / (=ource
name “ap name Ao group isranee map name)
Xsts194-3B Xsts194-38  Neighbour3B_080407 ;_f“ﬁ 3B 67.92 non_framework
*BEEBA-EISBP Positions —
*BEEBOAHER LEﬂch 626
Fal epeg .
20 Zoom to this feature rph7_rep_0224
Detailed Report
Link to GnpMap
* B EE @ E SNP allele_tower (GnpSHP)
C G
T C
LW http://urqgi.versailles.inra.fr/gb2/gbrowse/wheat 3B_RPH7 pub/ ¢
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Wheat Annotation Viewer

* B K1 £ & H H Contig
* Bl K1 6 & H E BAC
]
% EI K 61 & H E mRNA
=
*EEEEHE STS rph7_rep_0223
%sts134-38 Positions 1062329 . 1062934
*BEEE-HHSSR Length 606
Note 1 etrofransposon:Copia >
Note 2 RLC Angela 5B 103 E15-2

*BEREHEISBP
cFpao3
|

* B E A A - B Repeats (Repeats Unit or Repeat Regions)
0 rphd _rep_nz221 rphy _rep_D2215
L o m—

rphy _e
=1

}g——————————

partial element
Zoom to this feature
Detailed Report

rph?_rep_0223
| —

* EEEAE HH SHP allele_tower {GnpSHP)

http://urgi.versailles.inra.fr/gb2/gbrowse/wheat 3B RPH7 pub/
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NnNnotatinn

Accession number
Accession name

Synonyms

964
ARCHE

DETAILS subspecies Tiiticum aestivum asstiwm
Pedigree TRIBUTE/V/M644-9-4-1
Biological status. Advanced/improved cultivar
~HE Name : Tae_ 1272250 o
N ORIGIN
SDI.IHIE . GHPSNP Geographical origin : France
Bred
* = E Breeding site
Breeding institution Nickerson
COMPLEMENTS Crestion year
Original number -
. French catalog registration year 1989
TYPE - SNP French catalog deregistration year
Donated
SEq uence variation : Donor institution Unite experimentale du Magneraud, GEVES
Donation date 1989
Original number -
* = E Linl-l;ed wiih Vﬂri ati{:ns . |NRA_CF_ASF :mdmg institution UMR Génétique, Diversité et Ecophysiologie des Céréales, INRA-Clermont
[View list] /
*RE . - Fe
Linked with lines : @ E
[View list] atue
*BEE :
INTERNAL REFEREMNCES
beocactacas
baccazacgget u
Database Reference name Reference value
*HEH Wheat 3B annotation (FHE) SMP name Tae 1272250 Foorevicans Wl
“ B EA SEQUENCES
r
20 >Tas 1272250-5° rep_Z22d
— | —
5 flanker on cttgattcttgtataattattgtggaggggtgogtatgtgaactgtcaaganctgoctoctcogtattttgtacgtacge
ref.seq. - acgcggattgocactgtocacntgtataattonatctgtttotttttaataaaggggttttocococggeotccagttttoggtg
-5€q- - atgaaaccaggcagoagagotocaaagotooccaggocataaccaaaggtagtcagocaggtaagacgttcaaccaaacgget
gtcataaaga
3 flanker on »Tae 1272250-3°
* ref.seq. : ccatgagaataactottttocaactggotactataatcaggtttgocta
»>Tae_1272250-genomic cContext
Genomic cttgattcttgtataattattgtggaggggtgogtatgtgaactgtcaaganctgoctoctcogtattttgtacgtacge
context on ref. acgcggattgocactgtcacntgtataattonatctgtttotttttaataaaggggttttococcoggotccagttttoggtg
e\ \ seq. : atgaaaccaggcagocagagotcaaagoctococaggocataaccaaaggtagtcagoccaggtaagacgttcaaccaaacgget
‘ gtcataaaga [C/T]ccatgagaataactottttocaactggoctactataatcaggtttgocta :hael AIaUX
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Accession number 964

Accession name ARCHE

Synonyms -

subspecies Triticum aestivum aestivum
Pedigree TRIBUTEMNVMB44-9-4-1
Biological status Advanced/improved cultivar
Comment -

!ographical origin - France

Bred

Breeding site

Breeding institution Mickerson

Creation year -

Original number -

French catalog registration year 1989
French catalog deregistration year -
Donated
Donor institution Unite experimentale du Magneraud, GEVES
Donation date 1989

Original number -

<\
L";&?Gl

Holding institution UMR Génetique, Diversité et Ecophysiologie des Céréales, INRA-Clermont

http://urgi.versailles.inra.fr/gb2/gbrowse/wheat 3B RPH7 pub/
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<EVALUA11 ON DA IE >

Growth class Hiver - Winter

Days to heading (Counted as days from sowing to

50% of panicles fully emerged) 141
Scale of days to heading 7
Plant height {cm) 85
Scale of plant height 5
Scale of 1000 kernels weight 5
Wheat awnedness 5
CDISTRIBUTION >

Presence status Maintained

Available ﬂ Yes, with restrictions

Distributor(s) UMR Génétique, Diversité et Ecophysiologie des Céréales, INRA-Clermont

CCOLLECTIONS D

VWHEAT _TRITIPOL_COL

Part of VWHEAT _GEMOPLANT_COL
SOFT_WHEAT _CORE_COL
VWHEAT _INRA_COL

GEMOTYPING

This accession has been genotyped: see ARCHE in GnpSNP.

2\;’.}?@ http://urgi.versailles.inra.fr/gb2/gbrowse/wheat 3B_RPH7 pub/
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Species

Projects
Dats

1BL 3B oo covorage) 3B (2% covaroge)

SoroaZoon: BR = [grow Tz wpls] -+ 9 memp

Marker: WMC430

Vitis
Wheat

Sequence Repository

Wheat website

“hittp://urgi.versailles.inra.fr
/Species/\Wheat

L i —

i three

- New website soon available

f=— T fhar
e R
= ——

—- Markers, QTLs,

-~ GnplS

Nk came | UGS

Genetic maps,

g rame) Link 2 Q7L Linkim L

o e |

| CCLTLTTITIITIT I T

2 - Gnp

portal
cksearch

Google-like

e viewer
~ GBrowse

i Wh‘eat‘.annota.tiqn.. )

@lHeis]

141234 525w 42 toms found, dispiaying 110 10 | Display 10 ~ resuits pes page

The sxpariment [N24_CF_ASP-57 contsing 46 marker(s)

[heat Genome: | S:"vey sequences and related databanks are access restricted

ing coordinating comitee.
Consortium The process 10 ask an account will be soon available.
Survey sequences progress is available at TGAC for projects leaders
{access restricted),

= > Click on a chromosome to have access to the survey sequence and the
International viewers when avallable.

o 1Band 38 have

To download or blast the sequence, you have to be member of the IWGSC

Positions
@
Line &
Line AFE
Line =
Line A
Line Balkan
we | i i recace
Line BELLIELES) GTGCCOGTETGMEGAACTCATC TAGCAMGACGHEGAGETTTCCACT
Une  |cHliEsE_sPRNG) GTGCCOGTETGHEGAACTOGT O TEAGCAMGACGHEGAGETTTCCACT
Line | CHORTANDIA c | eTeece TCATOCTGHGE: G TTCCACT
Line CHYAMTAN TGOCCCOTOTGABGAACTEATEETG: T
—

. Accession: (210-13*M)1-37

hecvssion number |27
‘Acosssion nams - | (210-17M).57
Synanyms

‘subspecies | otcum anstram sssian |
Padgrea | As. verticosa 1/COURTOTIMOISSON
Binlogcalstatus - | Bresders materal

““Genetic resources
- Gnpls

Greation yeer

Franch catalog regitrtion yar |-
| French cataisg dersgitraion year | -

- Donstes
Donor insetuton LI Siotachelog s Végetaes INRA Rz
Oontion dato 1984
Oviginal nurmber - -
. LR Géninee. Dierst of INRA Cieeont
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prr

Projects

Kwmed30 | SUBMIT |

You can found the indexed data list here.
Examples: gene, Xwmc430

31 Jan 2012
TriAnnot: a versatile and high performance

pipeline for the aut: ted ...
ACL (papers with reading comittee)
Frontiers in Plant Genetics and Genomics (2012) 3:1-14

<\

\CT | SITE MAFP

REGISTER

Sequence survey

“ “ : Physical maps
QC

Annotations

Deletion bins

Genetic maps

QTL

Markers

SNP

EST

Genetic resources

12 Apr 2011

press
Breedwheat project english press release in PRweb.

04 Mar 2011

Breedwheat and Amaizing appr press
release

The 2 projects Breedwheat and Amaizing have been
both approved by the french program ...

03 Aug 2011
Wheat annotation viewer v1.4
Wheat annotation viewer vid4 is now
available. The FHB QTL link to GnpMap is
publicly available.

12 Jul 2011

Mew wheat data are now available
on public site

Neighbour1BL 110314 map and FHB QTL
are now available on public site.

24 Mar 2011

Wheat annotation viewer v1.3

Wheat annotation wviewer v1.3 is now
i . It displays 13 contigs

of the 3B chromosome.

24 Mar 2011

Wheat physical map viewer v3.0
Wheat physical map viewer v3.0 is now
available. it displays the two versions of the
3B FPC assembly (82% and 99% coverage)
and the 1BL FPC assembly.

15 Dec 2010

p Wheat
v2.4 available
v2.4 : Add link to deletion bins image and
external ink to CMap composite maps (R.
Appels) at GrainGenes.

06 Dec 2010

TriAnnot v2.1

* Important improvement of the

NIA S-search module, much more efficient
(Developed by H. Sakai, N. Amano from
NIAS and P. Leroy from GDEC).

+ Databanks :

@ New proteome databanks: CDS derived
peptides from genome model and addition of
EMBL proteomes for several plant species.
Used within Block10 and Block17.

« Possibiity to download best hit
alignments from Block10.

* New Web interface for sequence
submission:

@ Block10: addition of % of protein
coverage and % of protein positive

Michael Alaux



3BSeq
BreedWheat

TriticeaeGenome
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Projects

You are here : Home / Home W

TACT | SITE MAP

s H

No one can be a statesman wh

Why develop Whe:

Today, agriculture is facing one
qualty food and feed for a gi
aestivum L) is the staple food

holds the key to genetic impr
produced in an environmentally
is a very good modelto study ¢

The International Wheat Genor
growers dedicated to sequenc
By gaining increased understa
plant scientists and breeders v
committed to ensuring that the «
restriction

The European Triliceae Genom
rye) genomics research at the
International Triticeae Mapping
are interested in developing co
understanding of crop plant sy
EU and world agricutture. ETGI
strengthening and structuring ¢
are supported by the COST act

Genome
Polymorphism
Genetic collections

EST Sequence survey
Transcriptome E—
Physical maps : 3E
Annotations : 13 ¢

Deletion bins of 38

Public data

Number of maps
Number of QTL

Number of markers

Help
Genetic maps Versions
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Together with rice and maize, wheat provides more than 60 % of the calories and
proteins for our daily life. Among the grasses, bread wheat (Triticum sestivum L.,
2n=6x=42, AABBDD) has one of the largest genome size with 17,000 Mb (about 45-fold
larger than the rice genome). It is an allohexaploid consisting of seven groups of
chromosomes, each group containing a set of three homoeologous chromosomes
belonging to the A, B and D genomes. The A genome was contributed by Triticum urartu,
a diploid wheat ancestor, and the B genome by an unknown close relative of Aegilops
speltoides, another diploid wheat ancestor. About 10,000 years ago, the D genome from
Aegilops tauschii was added to the AB genome tetraploid Triticum turgidum resulting in
bread wheat. Thus, in addition to its socio economic importance, its recent history makes
wheat one of the best species to study the evolution of polyploids.
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Genome hold the key for the molecular basis of phenotypic traits and variation and provide a framework
for rapid varietal development through the utiization of marks ted selection, mark ted recurrent selection, genome wide
selection, and molecular breeding. Despite the recognition that genome sequencing is critical for crop improvement, the size and
complexity of the wheat genome has been perceived as an obstacke for the efficient development of genome sequencing projects.
However, the convergence of technological advances in the past years (BAC library construction from different wheat genomes
and from individual wheat chromosomes and the revolution in genome offer the cts of tractable
large-scale programs that can deliver much-nesded sequence based resources for wheat. The International Wheat Genome
Sequencing Consortium (INGSC ) was launched in 2005 with the aim of advancing agricultural research for wheat production and
utiization by developing DNA-based tools and resources that result from sequencing the wheat genome.
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