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Find a genome
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36 results
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Select to add Comman name Scientific name Type Reference Assembly Release Release type Assembly accession Get data Coding genes M50 Variation Rng.ll;l
Cultivar -
Chinese
Bread Triticum Spring N o e .
wheat aestivum (IWGSC [ ] IWGSC 2026-07 integrated GCA_900519105.1 FTP 107,891 51,842 [ ]
RefSeq
v1.0)
Triticum
D turgid Cultivar -
urdm e ditivar . Svevoy] 2026-07 e—— GCA_900231445.1 FTP 66559 57,921 .
wheat subsp. Svevo
durum
Bread Triti Cultivar -
rea ritieum ctvar NIAB.Elite_MAGIC_Alchemy 2026-07 e GCA_951799155.1 FTp 103,027 12,853
wheat aestivum Alchemy
Bread Triticum Cultivar -
i . 10wheat_assembly_arinalrFor 2026-07 GCA_$03993985.1 FTP 143,776 80,338
wheat aestivum ArinaLrFor
Bread Triti Cultivar -
rea ritieum diivar Tt e EAL 2026-07 e—— GCA_902810645.1 FTp 122,839 15352
wheat aestivum Cadenza
Bread Triticum Cultivar -
. EI_Triticum_aestivum_cadenza_v2 2026-07 integrated GCA_965120215.1 FTP 105,121 48,963,000
wheat aestivum Cadenza
Bread THiti Cultivar -
rea ritieum cnc 10wheat_assembly landmarkl 2026-07 integrated GCA_903995565.1 FTP 140,178 50,686
wheat aestivum
Landmark

Select the IWGSC genome. Then go to the thunderbolt (orange arrow)
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Tools Genomesinuse [ 1 Manage
€ Bread wheat wcsc
Blast Runajob Database | Genomic sequence (softmasked) v | Program Sensitivity Parameters « Submission name
Sequences o of 50 ® Nucleotide Protein Clear al Add another sequence o Blast against o aof 25 genomes (max)
Sequence 1 'n-j Species Assembly

>%i|33333944| b|AF543316.1| Triticum aestivum MADS box protein (MADS) mRNA, complete'

ATGGGGAGAGGGAGGGTGGAGCTCAAGCGGATCGAGAACAAGATCAACCGCCAGGTCACE
TTCGCCAAGCGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTCCTCTGCGAT
GCCGAGGTCGLCGCTCATCATCTTCTCCAACCGCGGCAAGCTCTACGAGTTCTGCAGLCGGE
CAGAGCATGCCCAAAACACTTGAGAGATACCAGAAATGCAGTTATGGTGGGCCAGATACA
GCAATACAAAATAAGGAGAATGAGTTAGTGCAGAGCAGTCGAAACGAGTACCTCAAACTG
IlAIlﬁCACGMGTCGAﬁAlTTTﬁCMGlﬁl.&CC['.AlfﬁﬁAIMTTTGCTTGﬁTﬁAl-GlTCTCGﬁG

.- - - - -

Paste the sequence and then go to “Add a Genome” (arrow)
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Blast Run ajob Database | Genomic sequence (softmasked) » | Program Sensitivity | Normal v | Parameters Submission name
Sequences o of 50 ® Nucleotide Protein Clear al Add another sequence 0 Blast against o of 25 genomes (max) Add a genome o
Sequence 1 '|ﬁ|' Species Assembly Clear all
Bread wheat IWGSC (i}

>%i|33333944| b|AF543316.1| Triticum aestivum MADS box protein (MADS) mRNA, completel
ATGGGGAGAGGGAGGGTGGAGCTCAAGCGGATCGAGAACAAGATCAACCGCCAGGTCACC
TTCGCCAAGCGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTCCTCTGEGAT
GCCGAGGTCGCGCTCATCATCTTCTCCAACCGCGGCAAGCTCTACGAGTTCTGCAGCGGE
CAGAGCATGCCCAAAACACTTGAGAGATACCAGAAATGCAGTTATGGTGGGCCAGATACA
GCAATACAAAATAAGGAGAATGAGTTAGTGCAGAGCAGTCGAAACGAGTACCTCAAACTG
AAAGCACGAGTCRARAATTTHRCAGAGAACC CAACGAAATT TGO TTGARTRAAGATITOGGG

Press Run



ENSEMBL ! Genome data & annotation

ENS 3
ﬂ About the ENSEMBL project Eq*- )
o @

Tools Genomesinuse (1 Manage

Blast m Results are only available for 7 days from submission. Submissions can be rerun for 28 days.

BLASTN Submission ub3IZ_ZdUGWGY8CQy1QbnQ Edit/rerun 2026-10-23, 18:56 GMT o E

Sequence 1 >gi| 33333044 |gb| AF543316.1| Triticum aestivurn MADS bax protein (MADS) mRMNA, complete cds Against 1 species

Go to Results
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able for 7 days from submission. Submissions can be rerun for 28 days. Jobs list

Blast m Results are onl

BLASTN Submission ub3IZ_ZdUGWGYBCQy1QbnQ Edit/rerun 2026~ 3,18:56 GMT m E

Sequence 1 >gi|33333044|gb| AF543316.1] Triticum aestivum MADS box protein (MADS) mRMNA, complete cds  + (® Top 5hits by E-value - chromosomes anly—— Agains

330hits . . ® = Breadwh Triticum gestivum ~ IWGSC

Hide results table A

woLwm o gwm
S e L 34

» e
® -
Other regions with hits gk
Actions v | | 100 - | per page ofd »
Mewine 0o L Evalie @ Length %D ® Score Genomic location  ® Hitorientation ® ¥ Hitstart @ Hitend @ Querystart @ Queryerd @
1.5e-134 270 view alignment 100 488.2 5D:391736833-391737102 Forward 3917346833 391737102 692 761
4.2e-116 270 view alignment 95.6 426.9 5B:471859653-471859915 Forward 471859653 471859915 692 961
1.8e-114 274 view alignment 94.5 422.4 SA:494870611-494870879 Forward 494870611 494870879 692 961
4.5e-84 180 view alignment 99.4 321.4 5D:391736562-391736741 Farward 391734562 391736741 517 696
2.3e-81 185 view alignment 97.3 312.4 3D:391730414-391730598 Forward 391730414 391730598 1 185
2.3e-81 185 view alignment 97.3 312.4 5A:494863148-494863332 Forward 494863148 494863332 1 185
2.8e-B0 185 view alignment 96.8 307.9 5B:471852440-471852624 Forward 471852440 471852624 1 185
2.8e-80 180 view alignment 97.8 307.9 SA:494870345-494870524 Forward 494870345 494870524 517 696

Expand to result table. Choose
the genomic location
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€3 Location 5A:494,870,611-494,870,879 o © @ © 5A:494,870,611-494,870,879 Genomic Variation Regulation
o 1660 [494.870.650 494.870.700 |494.870.750 494.870.800 |494.870.850 :
| 494870611 494.870.8785 > Find (&Y

| Protein coding genes

> NN 10 g D D o B o o0 oo mﬂﬂul}DUIJDﬂDDDBDﬂD[]D [] VRFREERELE 2
TraesCS5A02G286860
E : Q tein altering variants
E E cing variants
E Other ¢genes E .
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Make sure the EVA short variant is visible
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Zoom until finding a variant of interest. Then
clicking on the colored box reveal the details
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Find a
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B Protein altering variants
Splicing variants
Transcript variants

B Regulatory region variants

Intergenic variants
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https://eg63-plants.ensembl.org/

ENSEMBL release 2 Genome data & annotation

T,

A, ENS ] . :

BEER B (7] ot ENSEMBL ot )
Help

Contact us ‘
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Ensembl data = Releaseinformation =  Archives
Ensembl archives and previous sites

This Ensembl site uses a different versioning system and release cycle to that of
previous Ensembl versions. Ensembl versions released prior to July 2026 were
numbered numerically following a 3-4 month long release cycle.

The legacy Ensembl archives for versions 114 and Ensembl Genomes version
63

These archives have enhanced tool functionality and features compared to C h oose E nsem b l_ Pla nt

older archive sites. Use these sites if vou are searching for a feature or view
which is unavailable in the new Ensembl.

. Ensembl 114: Jun 202

. Ensembl Plants eg63: Jun 2026

— e . AT
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Search:  All species ¢ for Wheat assemblies
m Ensembl Plants hosts the RefSeq v1.0 assembly from the IWGSC, including:
e.g. Carboxy* or chx28 ® The IWGSC RefSeq v1.1 gene annotation, with links to wheat expression browser & and KnetMiner &'

® 19 wheat cultivars from the 10+ genome projecté and other sources including comparative analysis across the
different lines

& ~90 million variants from the Watkins Landrace Wheat Collection &

All genomes Favourite genomes ¢
® Variants were loaded from the Triticum aestivum Next GenerationTaNG & array derived from 204 elite wheat

Arabidopsis thaliana lines and 111 wheat landraces from the Watkins ‘Core Collection’

TAIR10

<3

-- Select a species --

& Axiom 35K, 820K SNP arrays from CerealsDBE, including QTL links in selected cases and Linkage
Disequilibrium display - see QTL example here. 820K variants have been lifted over to the chromosomal level

View full list of all species 10+ wheat cultivars

® EMS-induced mutations from sequenced TILLING populations of Cadenza (coding regions) and Kronos (coding

Oryza sativa Japonica Group regions and promaiers)

IRGSP-1.0
# Inter-Homeologous Variants (IHVs) between the A, B and D genome components

# Chromosome specific KASP markers from the Mottingham BBSRC Wheat Research Centre

brachypodium and barle:
Triticum aestivum yp Y

IWGSC Polyploid view enabled, allowing users to view alignments among multiple wheat components simultaneously
& Durum wheat 35K, 80K, 820K and TaBW280K variants
e Chromosome and centromere data can be viewed here

Hordeum vulgare & AlphaFold & protein predictions have been added to all transcripts - see an example here
MorexV3_pseudomolecules_assembly

Pangenomes
| Zea mays
Zm-B73-REFERENCE-NAM-5.0 Ensembl Plants hosts the following four pangenomes:

® The barley pangenome comprises 77 wild and domesticated barley accessions

The oat pangenome that includes 33 wild and domesticated pat lines
Physcomitrium patens .
Phypa_WV3

The rice pangenome consists of 26 Oryza genomes including 16 Oryza safiva cultivars

The wheat pangenome consists of 24 Triticum genomes including 18 Triticum aestivum cultivars
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BLAST/BLAT ¥
Web Tools

& Web Tools BLAST search @
BLAST

Variant Effect Predictor )

ID History Converter

£¢ Configure this page uence data: >gi|33333044|gb|AF543316.1| Triticum aestivum MADS box protein (MAL 4
ATGGEGAGAGGGAGGGTGGAGCTCAMGCGEGATCGAGARACARMGATCARCCGCCAGGTCACC
ﬁ Custom tracks TTCGCCAAGCGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTCCTCTGCGAT

GCCGAGGTCGCGCTCATCATCTTCTCCAACCGCGECAAGCTCTACGAGT TCTGCAGCGGC
CAGAGCATGCCCAARACACTTGAGAGATACCAGAANTGCAGTTATGGTGGGCCAGATACA

&1 Emt data GCAATACAARATAAGGAGAATGAGTTAGTGCAGAGCAGTCGAAACGAGTACCTCAALCTG
AAAGCACGAGTCGAGAATTTGCAGAGAACCCARACGARATTTGCTTGGTGAAGATCTCGGG
.:: Share this page TCACTTGGCATCAAAGATCTGGAGCAGCTCGAGAANCARCTTGATTCATCCTTARGGCAC

ATAAGATCCACAAGGACACAGCATATGCTTGACCAGCTCACTGATCTGCAANGGAANGGAR
CAAATGCTGTGTGAAGCGAATAAGTGCCTTCGAAGARARCTGGAGGAGAGCAGCCAGCAG

F- Bookmark this page ATGCAGGGCCARATGTGGGAGCAGCACGCCGCCARCTTGCTCGGCTACGACCAGCTGCGG

CAGTCCCCGCATCAGCAGCAGGCGCCACACCACGGCGGECARCGGCTTCTTCCACCCCCTG
Ensembl Plants is produced in GACCCTACCACTGAGCCTACACTTCAGATAGGGTATACTCAGGAGCAGATARACARCGCA
collaboration with Gramene TGCGTGECEGCETCGTTCATGCCGACATGGCTGCCCTGAAGATCCACGATCCARCCAGCT

AATAARTGTGCGACGGTGCTTGCTCAGCCGTCGCATGCATTCTACCCTACGTACGTACGT
ATATTCCGEGGCCEGEAGCGACTACTATCGOGTTCGCGTACGTCCCATAGTTCTGTGTCT
CIGTTGCGTCCT TG TGTGAAARACTTTIGTGATCGATAATGATCGACGTGTATGTCARGA
C

Add more sequences (1 sequence added, 29 more sequences allowed)

© DNA
(O Protein
Run a blast or

select your targeted
genomic location Change species

Search against:
. Triticum aestivum

O Protein database Proteins

L]

O DNAdatabase Genomic sequence

L]

Search tool: BLASTN

i

Search Sensitivity: Mormal

4]
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BLAST/BLAT v

Web Tools
El- Web Tools Results for gil33333044IgblAF543316.11 Triticum aestivum MADS box protein (MADS) mRNA, complete cds @
B BLAST
Bl Ticket
L gil33333044IgblAF543316. Job detalls &
Variant Effect Predictor Job name gil33333044IgblAF543316.11 Triticum aestivum MADS box protein (MADS) mRNA, complete cds
Assembly Gonverter
ID History Converter ' |
Species Triticum aestivum
¥+ Configure this page pe o
Assembly IWGSC
1§ Custom tracks Search type BLASTN (NCBI BLAST)

4 Export data

= Share this page

F+ Bookmark this page

Ensembl Plants is produced in
collaboration with Gramene

Yy Download results file

Results table B

Show [EE) entries

Genomic Location
5D:391736833-391737102 [Sequence]
5D:381736565-391736741 [Sequence]
5D:391730427-391730598 [Sequence]
5A:494863161-494B63332 |Sequence|

S i [Sequence]
Region in Detail

P4 [Sequence]
5B:471859391-47 1859567 (Sequence]
7D:237610173-237610349 [Sequence]
7A:253427920-253428105 [Sequence]
7B:215001224-215001400 [Sequence]
6B:516075219-516075306 [Secuence]
6A:481737160-481737337 (Sequence]
6D:341645548-341645725 [Sequence]
5A:404870611-404870735 [Seguence]
5B:471859653-47 1859777 (Sequence]
7D:74607627-74607768 [Sequence]

5B:574061062-574061183 ISesuencel

Show/hide columns (4 hidden)

Overlapping Gene(s)
MADS

MADS

MADS

MADS

MADS
TraesCS5B02G286100
TraesCS5B802G286100
WSEP-D

WSEP-A

WSEP-B
TraesCSEB02G286400
TraesCSEA02G253000

TraesCS6D02G240200

MADS
TraesCS5B02G286100
W20
TraesCS5B02G396700

Orientation
Forward
Forward
Forward
Farward
Forward
Forward
Forward
Forward
Forward
Forward
Forward
Farward
Forward
Forward
Forward
Reverse

Reverse

Length

270 [Sequence]
177 [Sequence]
172 [Sequencs]
172 [Sequence]
177 [Sequence]
172 [Sequenca]
177 [Sequence]
177 [Sequaence]

177 [Sequence]
177 [Sequence]

178 [Sequenca]
178 [Sequence]

178 [Sequence]
125 [Sequence]
125 [Sequence]
142 [Sequence]
122 (Seausncel

270
177
168
168
165
164
153
145
145
141
130
126
126
n7
108
94

94

L

E-val
7.3e-149
2.3e-93
5.4e-88
5.4e-88
3.3e-86
1.3e-85
4.8e-79
2.9e-74
2.9e-74
7e-72
2.6e-65
6.3e-63
6.3e-63
1.5e-57
8.7e-53
7.8e-44
7.8e-44

%ID

100.0 [Alignment]
100.0 [Alignment]
99.4 [Alignment]
99.4 [Alignment]
98.3 [Alignment]
98.8 [Alignment]
96.6 |Alignment]

955 [Alignment]

95.5 [Alignment]

94.9 [Alignment]

93.3 [Alignment]
92.7 [Alignment]

92.7 [Alignment]
98.4 [Alignment]
96.8 |Alignment]
91.5 [Alignment]

94.3 [Alianment]
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Triticum aestivum (IWGSC) v

Location: 5A:494,863,152-494,863,340 JN =Ntz Ry TR0

Location-based displays
- Whole genome Chromosome 5A: 494,863,152-494,863,340
I~ Chromosome summary
- Region overview
- Region in detail

¥¥ Addiremove tracks | <2 Share | [Z] Exportimage | ¥ Reset configuration |

Bl Comparative Genomics chr. 5A __—5—
- Synteny

- Alignments (image)
— Alignments (text)

- Region Comparison
L Polyploid view
- Genetic Variation
I Variant table

Region in detail @

yortimage | #2= Reset configuration | 57x Reset track order | ¢ Switch image Scrol: 4 p» Trackheight I % £ Drag/Select: +

-~ Reseguencing 494,75 Mb
— Linkage Data Chromosome bands
— Markers Contigs
T mp— MADS TaeacssAT2GE e
£% Configure this page ><  asacesALG2 Trags B7000> < Tra AD2G287100 < Trags
Alternafive gene L S 1 u ! H
19 Custom tracks models |
200LG TRIAE_G
¥ Cvil_377393_AA1246520.1 > FRIAE_CS42_SAL_TGACY]_374543_AA1202B40.1 > < TragsCS5A02G414500LC < TragsCS5A02G414600LC
¥ Export data TraesGsg
< frassCS5A02G414300LC
< Share thi < TRIAE_GS42_SAL_TGACV1_374014_AAT1BT
are this page TragsCS5A02G414400LC > < TRIAE
B T Mb 494.65 Mb 434.70 Mb 43475 Mb 494.80 Mb 434.85 b 494.90 Mb 434.95 Mb 435.00 Mb 435.05 Mb 43510
Bool is page
pag Gene Legend Genes aligned from TGAGY1 non translating GDS Il Genes aligned from TGAGV! protein coding
Ensembl Plants is produced in Ml wasc high confidence protein coding Il (WGSC low confidence protein coding

collaboration with Gramene

Location: 5A:494863152-494863340 a Gene: a @E] [ e e e s s @@

¥ Addfremove tracks | §§j Custom tracks | =< Share | [ Resize image | (] Exportimage | %3 Resetconfiguration | S5 Reset track order |

I 189 bp Forward strand  _pge:
i 494,863,160 494,863,180 494 863,200 494,863,220 494,863,240 494,863,260 494,863,280 494,863,300 494,863,320 494, BSL’:.
cl ands Pl
Alternative gene AE CS47 B0 o] A3c790| Anlacaand o
modele TRIAE_CS42_SDL TGACv]_435792| AA14549802 >
-------------------------------- nortranslating COS
TRIAE_CS42 5AL TGACv1 374543 AA1202840.1 =
nontranslating COS
TRIAE_C542 5BL TGACv1 406187 AA1341980.3 =
nortranslating COS
Ge e —— e —— e ————— . N e e T T e e e B
N - s iz MADS-201 - TraesCS5A02G286800 1 =
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Triticum aestivum (IWGSC) v

Location: 5A:494,863,058-494,863,435 ¥ BLAST/BLAT results ¥
Location-based displays

- Whale genome Chromosome 5A: 494,863,058-494,863,435

- Chromosome summary

- Region overview

- Region in detail Variant table

B Comparative Genomics

- Synteny _
- Alignments (image) Location: EA:494863058-494863435 Gene: | n
- Alignments (text) @ m @ E] [.E =
I Region Comparison

L Polyploid view

B Genetic Variation
| Variant table Filter m Y Conseguences: All ¥ Filter Other Columns

I~ Resequencing
— Linkage Data

— Markers Show/hide columns

(1]
[v)
¥)

£ Configure this page Chr: bp Alleles Class Source Evidence ClinVar ID Consequence Phenotype
" 5A_494863069 5A:494863070-494863097 AGGAGGAGGAGG indel Watkins-exome-capture - = | 5 prime UTR variant =
¥ Custom tracks AGGAGG../AGGAG
GAGGAGGAGGAG
tH Export data G...
Kronos3067.chr5A.494 5A:484863074 GlA SNP EMS-induced mutation - - -
=, Share this page 863074
Cadenzal670.chr5A.49 5A:494863089 GlA SNP EMS-induced mutation - - -
F+ Bookmark this page 4863089
Ensembl Plants is produced in Kronos890.chr5A.4948 5A:484863095 GlA SNP EMS-induced mutation - - -
collaboration with Gramene 63095
Cadenza1354.chr5A.49 5A:494863085 GlA SNP EMS-induced mutation - - -
4863095
Kronos950.chr5A.4948 5A:484863096 GlA SNP EMS-induced mutation - - -
63096
Kronos481.chr5A.4948 5A:494863087 GIA SNP EMS-induced mutation - - -
63097
Kronos2469.chr5A.494 5A:494863112 cT SNP EMS-induced mutation - - -
83112
Cadenzal213.chr5A.49 5A:494863116 cT SNP EMS-induced mutation - - -
4863116
Cadenza0216.chr5A.49 5A:494863121 cT SNP EMS-induced mutation - - -
4863121
Kronos2296.chrsA.494 5A:494863124 G/A SNP EMS-induced mutation - - -
863124
KronosB84.chr5A.4948 5A:494863130 GIA SNP EMS-induced mutation - - I: -

=

RA13N
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