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T. aestivum D copy (TraesCS5D02G141200)
[image: https://plants.ensembl.org/img-tmp/temporary/2019_10_21/LWWZMNRKURbPOBVKPAAAAZea.png]


[bookmark: _GoBack]Ae. tauschii D copy (AET5Gv20357200)
[image: https://plants.ensembl.org/img-tmp/temporary/2019_10_21/LWWZNJBcKQZYUCaMcAAAAbNM.png]


image4.png
@ Mail- X el Chror x [ Morph X | B Googl x | [l Sewel X | @ Europ X | W ONA® X | @ exVi x | B8 AMst x | [@ Resut x | @f Ttcu x | @ Totcw X | & TheRe x | Towns x

barcla. x | 9 Thank x | B Comp x | + = x
File Home  Insert  Pagelayout  Formulas  Data  Review View Help O Tell me what you want to do & Share 2 Comments <« C @ hitpsy/plants.ensembl.org/Triticum_aestivum/Location/View?db=core;g=TraesCS5802G131900;r=5B:246136701-246141392:t=TraesCS5B02G131900.1 Q f« &
i Calibri 25 Wrap Text General A B 7 oma 8ad Good |Neutral  [Calculation BB W | 2o Ay O 1 Apps @] Trticum aestiom .. @ New-expVlP-Wheat @ WheatTraining @ Wheat efP Srowser 20 HomeWheat-WH.. (1 Clustsl Omega <M. @ PlantPAN20 @ funRiceGenes - Wel.. @ El- Blast Whest Var.. [B Mortin's Blost DB se. [ RAP-DB - ID Comve. £4PASy - Transate .. ”
cor - - il
Paste o 3 s | Condiionsl Formetos [T evplanotory... [impu ] Linkedcell _[Not | et Detee Format Sort8: Fnds: — a
< S rae erge&cCenter - | B~ % 9 | B | i e | e ey e ST Qe ik sdea Location:  5B:246136701-246141392 Go
Cipbears = . o s 3 «J(«[+ 0 = [>][»
Gene: Go
BS54 - fe | Analyse RNA-Seq data v
A 5 c o 3 F PRPCPRPSPTPLPVPYPXPYPZQ/QEQ(IQKF(QH | QIQHALQNAIQ(QHA(QFASQTANQQ1Q) QY QERARBRCRERERFRGRHRI RIRKRLRNRNRCRPRGRARSRTRURRVRORYRZSASBSCSCSESFSGSt (<

3.69 kb Forviard strand e
— — — — — — — — — —
246.137Mb 246.138Mb 246.139Mb 246.140Mb 246.141Mb

Genes.

Altemative gene
models

ing C
-

TRIAE_CS42_5BL_TGACv1_405756_AA1334750.2 >
protein coding

[N LULRY A AR U T A U 1 | AT TRI 1T B
4 . \ L n ala )

A A

e - - - - - -
AT AT I LW LT Y TAAYTARY, ¥
246.137Mb 246.138Mb 246.135Mb 246.130Mb 246.131Mb
{=Reverse strand 4.69 kb
Variant Legend
B splice acceptor variant B splice donor variant
[ missense variant I splice region variant
W synonymous variant W 3 prime UTR variant
M intron variant
Gene Legend
Protein Coding Non-Protein Coding
W protein coding Genes aligned from TGACV1 non translating CDS
I Genes aligned from TGACv1 protein coding
There are currently 55 tracks turned off.
Ensembl Plants Triticum aestivum version 98.4 (IWGSC) Chromosome SB: 246,136,701 - 246,141,392
- = o >

[ mart_export (10 A~ 8 msss20s Mok A B msssao7smxisx A | [ martexport @it A~ 8 msss20s Mok A B missa017 s M A 2018- Sexuallinea...pdf A Showall | X





image5.png
503 kb Forvard strand e
T53 6065 TS3eeTvE 553 6065,

I O e A s |

TRIDCSBG023360.1 >
protein coding

TS3chs

Genes

[ e 2 S T S S B R e

TRIDCSBG023360.2 >
protein coding
| e T S T S e B B D T ]
TRIDCSBG023380.4 >
protein coding
| s S T S B B R mm e i |
TRIDCSBG023380.3 >
protein coding
O OO .
TRIDCSBG023360.5 >
protein coding
[ e T S T S S B S R B S T s}
TRIDCSBG023380.6 >
protein coding
[ e S S T S e S S T 2]
TRIDCSBG023360.7 >
protein coding

O e .
TRIDCSBG023380.8 >
protein coding

—-—
TRIDCSBG023360.5 >

protein coding
Contias

%GE v

T53.0m5 2530605
~aReverse strand 503 kb
Gene Legend

Protein Coding
' WEWSeq high confidence protein coding

There are currently 54 tracks turned off.
Ensembl Plants Triticum dicoccoides version 98.1 (WEWSeq_v.1.0) Chromosome 5B: 253,883,577 - 253,888,608




image6.png
Contias.
Genes.

Altemative gene
medels

Variant - All sources.

%GE

Gene Legend

Variant Legend

244 kb
ToaSaTve P EEE To550m5.

< TRIAE_CS42_SDI_TGACY1_435342_AAL449300.2
protein coding

TRIAE CS42_SBL_TGACV1_40875
trandfating CDS

TRIAE CS42| 5AL_TGACVI[377116_AA1244210,2

PontrandTating CDS

fariant - Al sour
JLLLAIR R AU T T T H\I\IHH\IIH HIII\ H\IHIHHIIIIIIII\HHI HHII
b b Al 4 Lo Ay s A I AMM YA
Pl i T o 2 ALl T v
224 55mb, 23 55005, T2 5homb, T2.55005.

—aReverse strand 449 kb
Protein Coding Non-Protein Coding
I 1WGSC high confidence protein coding ‘Genes aligned from TGACV1 non translating CDS
mm Genes aligned from TGACvL protein coding
= splice acceptor variant = splice donor variant
= stop gained [ missense variant
= splice region variant = synonymous variant
[ 3 prime UTR variant . intron variant

There are currently 55 tracks tured off.
Ensembl Plants Triticum aestivum version 98.4 (IWGSC) Chromosome SD: 224,946,551 - 224,950,990




image7.png
Contias.
Genes.

%GE

Gene Legend

kb, Forvard strand
Py 255 o0 251 o005
B01000005.1:230000001

C m o - - 0

< AETSGV20357200.1

protein coding

e S N W W Wy - —— = et

< AETSGV20357200.2

protein coding

[ E— e e e SR S S}
< AETSGV20357200.6

protein coding
[ A ]
< AETSGY20357200.5

protein coding

== S’ & —mp=U-UnU. e, S e e |
< AETSGY20357200.3 < AETSG20357200.16
protein coding protein coding

[—— S W |
< AETSGV20357200.4.
protein coding
Cm - e --es ®O0 O O
< AETSGV20357200.7
protein coding
C = - w - es =& 5 = - o
< AETSGV20357200.8
protein coding
e S S
< AETSGV20357200.9
protein coding
— N A
< AETSGV20357200.10
protein coding
C—m —m————
< AETSG20357200.11
protein coding
C_ = _ amm = - e s == = m
< AETSG20357200.12
protein coding
I e S N N N S S Sy S S
< AETSGV20357200.13
protein coding
I e S N N O S S Sy S
< AETSGY20357200.14
protein coding
[ o W e
< AETSG20357200.15
protein coding

= L AVl AT T o v M AATAR
BT o7, 5130805,
—aReverse strand G35 kb

protein Coding
mm Act v4 high confidence protein coding

There are currently 64 tracks turned off.
Ensembl Plants Aegilops tauschii subsp. strangulata version 96.3 (Act_v4.0) Chromosome SD: 231,395,027 - 231,399,378




image1.png
Contias.
Genes.

Altemative gene
medels

Variant - All sources.

%GE

Variant Legend

Gene Legend

TRIAE Cap_t
trandlating CDS

[e— N P N D SRR A S ]

<TRIAE_CS42_SAL_TGACV1_377116_AAI244210.3
protein coding

\ \II IIIIHHIIH Al e \I\IIIHHII AN I LU TTRAN UL TR TR TH TN IH
MU,
A i LA T LA BAVAVACAVAN, T M
25555805, 2550005,
—aReverse strand 421 kb

= splice donor variant
- stop gained

= splice region variant
[ 3 prime UTR variant

= splice acceptor variant
[ missense variant

= synonymous variant
. intron variant

Protein Coding
. protein coding
mm Genes aligned from TGACvL protein coding

There are currently 55 tracks tured off.

Non-Protein Coding
‘Genes aligned from TGACV1 non translating CDS

Ensembl Plants Triticum aestivum version 98.4 (IWGSC) Chromosome SA: 299,597,630 - 299,601,842





image2.png
Contias.

Genes.
%GE
E;
—aReverse strand.
Gene Legend

Protein Coding
. protein coding

There are currently 41 tracks turned off.
Ensembl Plants Triticum urartu version 98.1 (ASM34745v1) Supercontig scaffold100545: 14,608 - 18,275




image3.png
Contias
Genes

%GE

Gene Legend

Forviard strand e
255 200w 255 200w 555 2030

<TRIDCSAG022500.1

protein coding
[ o W A i S —— ]
< TRIDC5AG022500.2
protein coding
[ S oS U U e . ——
< TRIDCSAG022500.3
protein coding
A " 7 X
oo i LV
b 25520005,

25520005,
~aReverse strand

protein Coding
' WEWSeq high confidence protein coding

There are currently 54 tracks turned off.
Ensembl Plants Triticum dicoccoides version 98.1 (WEWSeq_v.1.0) Chromosome 5A: 295,198,761 - 295,203,092




