Supplementary figures

Fig. S1. Model for the separation of polymeric and monomeric prolamins in 50% 1-propanol.
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Fig. S2. Haplotype analysis for the a-gliadin locus and flanking regions on chromosome 6A.
Tetraploid accessions are indicated in blue. Sequenced genomes are indicated in bold. Data S2.
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Fig. S3. Haplotype analysis for the a-gliadin locus and flanking regions on chromosome 6B.
Tetraploid accessions are indicated in blue. Sequenced genomes are indicated in bold. Data S3.
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Fig. S4. Haplotype analysis for the a-gliadin locus and flanking regions on chromosome 6D. Ae
tauschii accessions are indicated in green. Sequenced genomes are indicated in bold. Data S4.
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Fig. SS. Wildtype Kronos and Agli-B1 Agli-D1 combined deletion line. The left panel shows
normal floral organs in wildtype Kronos and the right panel shows abnormal sterile flowers with
no stamens and multiple pistils in the combined Agli-B1 Agli-D1 deletion line.




Fig. S6. Extension results. (A) Distance to break (indicates the extensibility of the dough). (B)
Force (indicates the strength of the gluten). The control line RIL143 was compared with deletion
lines Agli-A2, Agli-B2, Agli-D2, and Agli-A2 Agli-D?2 in the same genetic background. Means of
the deletion lines were compared with control line RIL143 using Dunnett tests. ns= not
significant, ** = P< (.01, *** = P<(0.001. Error bars (s.e.m.) are based on four blocks. Each
genotype within a block was represented by five homozygous sister lines that were averaged and
treated as subsamples. Average values of the five subsamples are presented in Table S10.
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Fig. S7. Alignment between 7-CYS and 6-CYS a-gliadins from Chinese Spring detected in the
proteomics study. Genes indicated as CSU were assigned to chromosome 6D based on high
similarity to colinear genes in Fielder. Amino acids that separate the 7-CYS from the rest are
marked in red and highlighted in yellow.
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Fig. S8. Examples of diagnostic peptides for 7-CYS a-gliadins detected in the proteomics study.
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