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Supplementary Figure S1. Example of SNP detecting a deletion in all homeologues
(SNP#55811). This SNP probe hybridised to a region within the 1I-FEH gene in all three
homoeologues and detects a deletion in each HIB line. The genotypes are predicted based on
shifts in NormaTheta (x-axis), which reflect the ratio of A/T to C/G alleles. [Screenshot from
GenomeStudio]. Chara (dark green), provided Chara (light green), provided HIB mutants (light

blue) and other HIBs genotype previously (light grey).
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Supplementary Figure S2: Null allele for SNP#71378 in 6A HIB (Genome Studio Screenshot).
Chara (dark green), provided Chara (light green), provided HIB mutants (light blue), and
other HIBs genotyped previously (light grey).
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Supplementary Figure S3: Example of Chara biotype. The provided Chara (light green) is
located in a different position compared to all provided HIB mutants (light blue) and other

HIBs genotyped previously (light grey).
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Supplementary Figure S4: Deletion region on Chromosome 6A.The dark blue bar/arrow
indicates positions of high confidence genes and the light blue bar/arrow indicates positions
of low confidence genes. The whole list of the genes is available in supplementary Table S1.



I SC.ASIO.OOO Sl‘SOIO.OOO sa.sslo.ooo 54.50|0.000 Sl.GSIO.OOO I S‘.70|0.000

54,750,000 154‘800,000 54,850,000 | ‘.900‘000 54,950,000 55,000,000 55,050,000
1 I 1 1 I I 1

55,100,000 55,150,000 55.200.0? 55,250,000 55,300,000 ’ 55,350,000
1 1 I 1 1 I

| ss.7o|o.ooo

55,400,000 | Iss.dso.ooo 55,500,000 55,550,000 55,600,000 ‘ 55,650,000
1 I 1 1 I 1

Il 55.75|0.000 SS,BOIO.DOO SS.GSIO.OOB 55.90I0.000 55.95|0.000 I 5’0‘. 1

56,100,000 56,150,000 56,204,000 56,250,000 56,300,000 56,350,000
1 ]I i [ i} | B n |

‘ I 56‘ 000 ' I“ 56.50[0,000 SG.SSIO,OOQ ' 56.6()'0.000 56.65|0,000

56,700,000 56,750,000 56,800,000 56,850,000 56,900,000
I 1 1 I 1

56,950,000 |$7.000,000
1 I

57,050,000 57,10|0.000 57,150,000 SLZO[0.000 57.25|0.000 ’ §7,300,000 ’ ‘I 57.350‘0?0
1 1 1

I S7,40|0‘000

. 57.‘50,‘00‘ ’ 57.50]0.000 57,550,000 } 57,600,000 SLSSIO.OOO
1 | 1

“000 ‘ ‘ ‘ 57.7§I0.000 57‘80:).000 57.85I0‘000 57.90I0.000 57‘95:7.000 SB‘OOIO.OOO

58,050,000 58,100,000 58,150,000 58,200,000 58,250,000 58,300,000 I
I 1 1 I 1 1

58,350,000 58,400,000 58,450,000 58,500,000 58,550,000 58,600,000 58,650,000
1 1 I 1 1 I I

58.70'0,000 58.75|0.000 ‘ 58,800,000 | I SB.GSIO.OOQ 58.90?7.000 58,950,000
1 1

59,000,000 59,050,000 59.109.000 59,150,000 59,200,000 59,250,000 PP
1 I | 1 | 1 | [ ]

Supplementary Figure S5: Deletion region on Chromosome 6B. Dark blue bar/arrow
indicate positions of high confidence genes and the light blue bar/arrow indicates positions
of low confidence genes. The whole list of the genes is available in supplementary Table S2.

ds,sso.ooo 28,670,000 zs,sso& in.soo,o(a “ v ‘za.na,ooo 28,720,000 28,730,000
1 1 I I 1 I I

2&74]0.000 28,750,000 28,760,000 28,770,000 28,780,000 28,790,000 28,800,000 28,810,000 28,820,000
1 I | 1 1 | | I
Zs.s!lo‘oao 23.5‘[0.000 w@o 23,55]0.000 28,870,000 28,880,000 28,890,000 1&90?.000
1 | |
28,910,000 28,920,000 28,930,000 28,94 28,950,000 28,960,000 28,97, 28,980,000

\ | | 4 | | 1 11 1 ‘ 4

'5.990‘? ZWQ I 29.01?.000 29.02I0.000 29,030,000 29,040,000 29,050,000 29,060,000 29,070,000
| I 1 | | |
29,080,000 29.0?.000 . 29.10:’.000 29,1l|0.0_ 29‘12.0.000 29.13I0,000 29,140,000 ,000 ‘
I I

29,160,000 29,170,000 29,180,000 29,190,000 -Zs.zoo.ono ’ 29,210,000 29,220,000 iB,zso.ooo 29,240,000
I I 1 I I 1 I I 1

29,260,000 29,270,000 29.28I0.000 29.29]0.000 29.30|0.000 29,310,000 29,320,000
) | | )

29,330,000 29,340,000 29,350,000 29,360,000 19,}70.0_ 19.380,* I 29.390,(& I 29,400,000 29,410,000
I I 1 1 I 1 I I 1

29,420,000 29,430,000 29,440,000 29,450,000 29,460,000 . & 29,480,000 29,490,000
) 1 1 1 ) | |

29.50|0.000 29.5110.000 29.52[0.000 29.5310.000 29.54|0.000 ZQ.SSIO.DDO 29.55I0.000 2957{).000 ZQ.SBO.OIOD
zg,sslo.ooo zs.soln,ooo zs,sllo.ooa zs.szlo,oao 29.63|0.000 29.64]0.000 29.55[0.000 ZB.EGID.OOO
29.67|0.000 29.6!]0.000 I 29‘69|0.000 29.70|0.000 29‘7l|0.000 29.72|0‘000 29‘”I0.00° 29,744,000
|29.7S0.000 } 29.75|0.0DD ZQM 29.7B|0.000 29‘79|0.000 29,80|0,000 IQ‘BIIO.OOO 29.81|0‘000 29.83:),000

29,840,000 - 29.1“ 29,860,000 29,870,000 ﬂo,ooo 29,890,000 29,900,000 29,910,000
| 1 I 1 1 1
29,920,000 - 29,930,000 . 2934]0.000 ‘95& 29,960,000 29,970,000 29,980,000 ‘ Zw 000 30,000,000
1 | ) 1 1 1

30.01I0.000 30.02{).000 30,03I0,000 30.05]0.000 30.06|0‘000 ‘ 30,070,000 ’ ‘80.000
1

30,090,000 ﬂoo.noo 30,110,000 30,120,000 30,130,000 30,140,000 30,15, ,ooo‘ 30,160,000 30,170,000
1 1 | | | 1 1

p oaepooe fe o 02100 < — il i

30,260,000 30,270,000 30.280,00_ 30.29.0‘000 30.300.00&1
1 1 1




Supplementary Figure S6: Deletion region on Chromosome 6D. Dark blue bar/arrow
indicate positions of high confidence genes and the light blue bar/arrow indicate positions
of low confidence genes. The whole list of the genes is available in supplementary Table S3.
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Supplementary Figure S7: Expressional comparison of 1-FEH w1 with the identified
functionally close genes in the mutated region on 6A. Gene expressions were compared
from all the available related datasets at ExpVIP (http://www.wheat-expression.com). No of
samples used in expression analysis has been indicated as “n” in each of the individual
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vegetative, none, none, Chinese Spring (n=2)
reproductive, none, none, Azhurnaya (n=51)
reproductive, none, none, Chinese Spring (n=48)
reproductive, none, none, other (n=33)
reproductive, none, none, Mutant (n=3)
reproductive, none, mo3h, other (n=6)
reproductive, none, mo6h, other (n=6]

reproductive, disease, fu24h, other (n=6
reproductive, disease, fu36h, other (n=6/
reproductive, disease, fu48h, other (n=6;
reproductive, abiotic, drou, other (n=61)
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Supplementary Figure S8: Expressional comparison of 1-FEH w3 with the identified
functionally close genes in the mutated region on 6B. Gene expressions were compared
from all the available related datasets at ExpVIP (http://www.wheat-expression.com). No of
samples used in expression analysis has been indicated as “n” in each of the individual
experiments.
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vegetative, none, none, Chinese Spring (n=2)
reproductive, none, none, Azhurnaya (n=51)
reproductive, none, none, Chinese Spring (n=48)
reproductive, none, none, other (n=33)

| | reproductive, none, none, Mutant (n=3)
reproductive, none, mo3h, other (n=6)
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reproductive, none, mo12h, other (n=6)
reproductive, none, mo24h, other (n=6)
reproductive, none, mo36h, other (n=6)
reproductive, none, mo48h, other (n=6)
reproductive, disease, fu3h, other (n=6)
reproductive, disease, fuéh, other (n=6)
reproductive, disease, fu12h, other (n=6)
reproductive, disease, fu24h, other (n=6)
reproductive, disease, fu36h, other (n=6)
reproductive, disease, fu48h, other (n=6)
reproductive, abiotic, drou, other (n=61)
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Supplementary Figure S9: Expressional comparison of 1-FEH w2 with the identified
functionally close genes in the mutated region on 6D. Gene expressions were compared
from all the available related datasets at ExpVIP (http://www.wheat-expression.com). No of
samples used in expression analysis has been indicated as “n” in each of the individual
experiments.
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Supplementary Figure S10: Correlation with seed wt/main stem with WSC remobilization

and WSC concentration.



