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Online Resource 4. Average number of glutamine residues in the first (PQI) and second (PQII) polyglutamine regions in 226 α-gliadin

transcripts from 11 spelt accessions, according to the genome of origin (A, B and D). The PQI region overall had a higher average

number of glutamine residues (16.8 +/- 4.1) than the PQII region (9.0 +/- 4.4). Alpha-gliadins from the A genome displayed a significantly

higher average number of glutamine residues in the PQI region (19.3 +/- 3.1) than B (13.5 +/- 3.5) and D (14.6 +/- 2.9) genome sequences.

For the PQII region, A genome sequences had a significantly lower average number of glutamine residues (6.9 +/- 0.5) than B (11.1 +/- 7.3)

and D (11.6 +/- 2.2) genome α-gliadins.



For the PQII region, A genome sequences had a significantly lower average number of glutamine residues (6.9 +/- 0.5) than B (11.1 +/- 7.3)


