
Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

0k 3k 6k 9k 12k 15k 18k 21k 24k

psbA matK trnK rps16 psbD psbC 

LSC trnS

trnT trnY

trnD

psbM

petN

trnC rpoB rpoC1 rpoC2

psbI trnS  t

trnQ psbK trnS psbZ trnM

T.turgidum subsp.durum(MZ230674)

T.aestivum(KJ592713)

T.aestivum(NC002762)

T.aestivum(KJ614403)

T.aestivum(KJ614396)

T.macha(NC025955)

T.turgidum subsp.durum (KM352501)

T.sphaerococcum (MZ230675)

T.monococcum (LC005977)

T.timopheevii_TA944 (KJ614409)

T.timopheevii_TA1485 (KJ614408)

T.timopheevii_Tim01 (NC024764)

T.timopheeviiTA0941 (KJ614407)

T.turgidum PI520121 (KJ614398)

T.turgidum TA0060 (KJ614401)

T.turgidum TA0073 (KJ614400)

T.turgidum TA1133 (KJ614402)

T.turgidum TA2801 (KJ614399)

T.turgidum TA2836 (NC024814)

T.urartu_p1428335 (KJ614411)

T.zhukovskyi (NC046698)

Dr-Sajjad-Asaf
Cross-Out



Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

25k 28k 31k 34k 37k 40k 43k 46k 49k

LSC

rpoC2 rps2 atpI atpH atpF atpA psaB psaA ycf3 trnS

rps4

trnT trnL trnF

ndhJ

ndhK

ndhCtrnR  trnM rps14

contig
gene
exon
UTR
CNS
mRNA



Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

50k 53k 56k 59k 62k 65k 68k 71k 74k

LSC

rbcL rps3  psaI ycf4 cemA petA   petLtr psaJ

rpl33

rps18

rpl20

clpP psbB psbT

psbN

psbH petB petD rpoA

rps11

trnV trnM atpE atpB

psbJ psbL psbFpsbE



Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

75k 78k 81k 84k 87k 90k 93k 96k 99k

LSC rpl22 IRB

trnL ndhB rps7 trnV rrn16S trnT trnA rrn23S rrn4.5S

rrn5S trnN

rps15

 rps8 rpl14 rpl16 rps3

rps11 rpl36 infA rps19 trnH rpl2 rpl23 trnM



Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

100k 103k 106k 109k 112k 115k 118k 121k 124k

IRB

rps15 SSC

ndhF rpl32

trnL

ccsA ndhD psaC

ndhE

ndhG

ndhI

ndhA ndhH

IRA

rps15

trnN

trnR

rrn5S

rrn4.5S

rrn23S trnA trnT rrn16S trnV



Alignment 10
sequence11
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 11
sequence12
Triticum_timopheevii
4 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 12
sequence13
Triticum_timopheevii
10 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 13
sequence14
Triticum_turgidum
7 alignments
Criteria: 70%, 100 bp
Regions: 235

Alignment 14
sequence15
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 15
sequence16
Triticum_turgidum (+)
1-135835
Criteria: 70%, 100 bp
Regions: 234

Alignment 16
sequence17
Triticum_turgidum (+)
1-135865
Criteria: 70%, 100 bp
Regions: 234

Alignment 17
sequence18
Triticum_turgidum
4 alignments
Criteria: 70%, 100 bp
Regions: 234

Alignment 18
sequence19
Triticum_turgidum (+)
1-135836
Criteria: 70%, 100 bp
Regions: 234

Alignment 19
sequence20
Triticum_monococcum_subsp._monococcum
7 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 20
sequence21
Triticum_urartu
9 alignments
Criteria: 70%, 100 bp
Regions: 236

Alignment 21
sequence22
Triticum_zhukovskyi
8 alignments
Criteria: 70%, 100 bp
Regions: 236

X-axis: 1
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

125k 128k 131k 134k

IRA

rps7 ndhB trnL trnM

rpl23

rpl2 trnH

rps19




