Figure S2. Alignment of the y-gliadin (a) and d-gliadin (b) gene sequences from the durum wheat cv. Svevo. The premature stop codons are
boxed in red, the TGC codon that encodes the extra cysteine in the G/i-y/b is boxed in blue, the region of Domain IV rich in glutamine codons is
boxed in green.

(@)

Gli-yla
Gli-y2a*
Gli-y3a
Gli-y4a
Gli-ylb
Gli-y2b
Gli-y3b
Gli-y4b*
Gli-y5b

Gli-yla
Gli-y2a*
Gli-y3a
Gli-y4a
Gli-ylb
Gli-y2b
Gli-y3b
Gli-y4b*
Gli-y5b

Gli-yla
Gli-y2a*
Gli-y3a
Gli-y4a
Gli-ylb
Gli-y2b
Gli-y3b
Gli-y4b*
Gli-y5b

1
ATGAAGACCTTQITCATCCTGAC
ATGAAGACCTTAGTCATCCTCAC
ATGAAGACCTTATTCATCCTRAC
ATGAAGACCTTATTCATCCTAAC
ATGAAGACCTTAGTCATCCTAAC

AC

100
aTcaTTecBcicecAcian€raccaleac GCIAATATAC GTCG CCCIAGT GCCBAGTACAATGGCCACA
ATCTTTGCAGCGGCTCEA CACEGCEAATATACAGGTCGACCCEAGEGGCCAAGTACAATGGCCACA

c
CcA
c

|ATC TTGC GGCAAC T CACCGCGAATATGCAGGTCGACCCCAGCGGCCAAGTACAATGGCC

ATCCTTGC GGCAACAACT CACCGCGAATATGCAGGTCGACCCCAGCGGCCAAGTACAATGGCC
ATCCTTGC GGCAAC CACCGCCAATATGCAAGTCGACCCCAGCGGCCAAGTACAATGGCC

ATGAAGACCTTAGTCATCCT ATCETTGCEATGGCAACAATA CACTGCEAATATECAGGTCGACCCTAGEAGCCGAGTACAATGGCCACAAG
ATGAAGACCTTAGTCATCCTGACGATCET TGCEANGGCARTA CAGCACCGCCAATAT GTCGACCCEAGTEGCCAAGTACAATGGCCACA
ATGAAGACCTT TCATCCTIACIATC GGCIiI CEGCACEGCEAATAT GTCGGCCCHAGEEGCCAAGTACAATGGCCAC
ATGAAGACCTTAGTCATCCTGACAATC GGCAATA CEGECACEGCEAATAT GTCGRCCCHAGEEGCCAAGTACAATGGCCGCA
101 200
AACAACAAC C TIc AACAACCACAAC TTTTTCCCCAACCCCAACAAACATTCCCCCATCAACCACAACAAGI
AACAAC--- C TECCAGCAACCACAACAAG= === === === = == mm e
AACAAC--- C TACCAGCAACCACAACAAA ——— == === === = e I
AACAAC--- C TACCAGCAACCACAACAAR ~—— === === = = m e e
AACAAC--- C TGCHAGCAACCACAACGAACTATTCCCCAACCCCATCAAACATTCCACCATCAACCACAACAAAL
AACAAC--- C

T€cBaGcancchcaac TATTTCCCCAACCCCAACAAACATTGCCCCATCAACCACAACAAGI
AACAAC---TAGHiC Bcec CATTATECEAGCAACCGCAACAAG
AACAAC———IAG CITG“CTCAGC CATTIT c CAACCICAAC il c
AACAAC---CABICETGERGECTCACCAACCATTETECEAGCARCCACAAC T
201 300
ArrrccccaaccBeancarn@atii@ccccBrcBaccacallcanClafrTccccrBECEEAGEAACCACAACAACEATTTC

GTTTCCCCAACCEOAACARAGATEECCCCTTCAACCACAGCAAGTATTCCCCA-———————- ACCACAACAACBATTTC
TTTCCCCAACCEGAACAAAGATECCCCCATCAACCAC TTCCCCABOCCCAGCAACCACAACAACAATTTCEGCAGCC
TTTCCCCAACCEGAACAAATATEECCCCATCAACCAC TTCCCCA ACAACCACAACAACHATTTCEGCAGCC
TTTCCCCAACCEGAACAA CCCCATCAACCAC TTCCCCAGACCCARCARCCACAACAACCATTTCEBCAGCC

TTTCCCCAACCTCAAC CCCCATCGACCAC TTCCCCA ACCACAACAACCATTTCCTCAGCCCCAACAA-—————

TTTCCCCAACCEGAACAA TcccclTclaccac T ACCACAACAACCATTTCTECAGCC
TTTCCCCAACCEEAACAA CCCCATCBACCAC AR TTCCCCAGEETCAACAACCACAACAACAATTTCTECAGCCAC
TTTCCCCAACCEEGAAC CCCCATCAACCAC TTCCCCAGEETCABCAACCACAACAACAATTTCTECAGCCECGAC
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301 400

ACCATTTCC
AACCATTTCC

CAAGCATTTCC

ACCATTTCC
cC CAACC

T —
ICCIAICAACCAC A-TCICTCAGACTCAACAACCACAACAACCATTTCCCCAGCAACCACAACAACCATTCCCCCAGM

CCCEARCAACCAC CA-ATICCCAACAACCACAACAACCATTCCCCCAGACTCAACAACCCCAACAACTATTTCCCCAGT-G-A-
CCCEAACAACCACAACAACCATA

401 500
caaccBcaacaaccBrr@ccceaceclicalicaaccBcancaac@BrrrTCCC caac@itTacc
CAACCCCAACAACCATTTCCCCAGTCACAGCAACCACAACAACETTTT CAACAATTCCC
CAACC CAACAACC TICCCCAGCC CAACC CAACAACEATTTECCCA CAACITT
CAACC CAACAACCATTECCCCAGCCIC CAACC CAACAACEATTTECCC CAACEETT

CAGCC GCAACCCCAACAACC TTTCCCCAGTCACAACAACCACAACAACETTTT CAACAATT,

CAGCCICARCAACCCCAACAACCATTTCCCCAGTCACAGCAACCACAACAACETTTT CAACAATT,

—————— ccanccleaacaaccaArTgecceacadicaBcanccacancancEATTT - CACCAACERTT,
GCAACCECAACAACCATTECCCCAGACEC CAACC CAACAACAATTTECCCAATCC cc c CAACEATT
GCAACCHCAACAACCGTTECCCCAGAC CAACC CAACAACEATTT CCCA.CCA-CC CAACEETTECC

501 600

€caccceanacaar €8cAACAACCATTCT caBcancRATEATTEATTCABEEATACCTACAACAACAGATGAAC

GCAGCCCCAACAAC-———-————————————————— CATTC CAGCAACAACT ATTCA CTACAACAAC TGAAC
IC CCCCAACAAL--———————————————————— CATTC CAACAAC ATTCA CTACAACAAC TGAAC
CAGCCCCAACAAC-———————————————————— CATTC CAACAAC ATTCA CTACAACAAC TGAAC
GCAGCCCCAACAAC-——-————————————————— CATTCCCCCAACAACAACAA GCGATTCA CTACAACAAC TGAAC
GCAGCCCCAACAAC-———-————————————————~— CATTCCCCCAACAACAACAATGGATGATTCA! CTACAACAAC TGAAC
CAGCCCCAACAACAATTCCCGCAGCCCCAACAACLCGCAAC CATTC TCC;\IC CAACGA“CATTC A CTACAACAACGTTTGAAC
CAACCCCAACAA CATTCCCCCAGCAACAACCAT CATTCA CTACAACAAC“CTGAAC

- ———————-—————- ce CATTCEECCAACANCAACCATEATTGATTCAL CTACAACAACAGTTGAAC
601 700

CCCTGCAAGAATIAICTCTTIC rT@cTETCATCEcTcBRcTcAATEATETEGCCAC TTGCCABETGATGRGG
CCCTGCAAGAATEAGCTCTTECABCAATG TTAGTETCGTCECTCEHGTCAATGATETEGCCAC TTGCCABGTGATG
CCTTGCAAGAATEAGCTCTTACAGCAATG TCECTCEEGTCAATEATETEGCCAC TTGCCABGTGATG
CCTTGCAAGAATEAECTCTTACAGCAATG TCECTCEEGTCAATGATETHGCCAC TTGCCAGETGATG
CCCTGCAAGAATIMECTCTTECABCAATG GTC TCTCTCEEGTCAATAATTTEGCCAC TTGCCABGTGATG
CCCTGCAAGAATHREECTCTTECAGCAATG GTC TCTCTCGEGTCAATAATETHGCCAC TTGCCAGCTGATG
CCATGCAAGAATARECTCTTGCAACAATGEARACEEGCGTC TCBCTCTGGTCGATAATETGGCCACAAAGCGATTGCCARETGATGEAG
CCATGCAAGAATEHMACTCTTGCABCAATGTAGACCEGEGTCATTGGTCTCATCECTCTGGTCHATBATETGGCCACAAAGCGCTTGCCARGTGATGAGGA
CCATGCAAGAATEEECTCTTECAGCAATGEARACETGEGTCCcTTEGTETCATCECcTCTGGTCAATCATETlGCCACCAAGCGHTTGCCABETGATGEGGE




701 800

Gli-yla AACAATG AACTAGCAC ATTCCTCIGC CTCCAGTGCGCAGCCATCC GGTGTIG GCATICCATC
Gli-y2a* AACAATG AACTAGCACAGATTCCTCGTCAGCTCCAGTGCACAGCCATCC GCGTGGIGCATGCCATC
Gli-y3a AACAATG AACTAGCACAGATTCCTCGCCAGCTCCAGTGTGCAGCCATCC GCGTCGIGCATICCATCG
Gli-y4a AACAATG AACTAGCACAGATTCCTCGCCAGCTCCAGTGTGCAGCCATCC GCGTCGIGCATICCATC
Gli-ylb AACAATG AACTAGCACAAATTCCTC CTCCAGTGCGCAGCCATCCACAGCGTCGCGCATTCCATC
Gli-y2b AACAATG AACTAGCACAAATTCCTC CTCCAGTGCGCAGCCATCCACAGCGTCGCGCATTCCATCG
Gli-y3b AACAATGCTG CAAGAACTAGCAC?IATTCCTC CTCCAGTGCGCAGCCATCC GCGTCGIGCATICCATC
Gli-y4b* AACAATGCTGCCAACAACTAGCACAGATTCCTC CTCCAGTGTGCAGCCATCC GCGTCGIGCATICCATC
Gli-y5b AACAATGITGTC AACTAGCACAAATTCCTCAGCAACTCCAGTGTGCAGCCATCC GCGTCGIGCATICCATC

801 900
Gli-yla |ACAACAR——————— = CGCATACAGATCAT CACTTTECCAGC-———————————————————
Gli—p2a* A mm oo CGCATACAGATC n@cacTcTillcAlc---—-----——————————-

Gli—p3a |Ammmmmmmmm e CGCATACAGATC CACTGTETCAGC-————===———=————————
Gli—pda |A———mm oo CGCATACAGATC CACTGTTTCAGC-———————————————————
GLi=plb |Ammmm e mm e EGEGTECCEATC CACTATTTCAGC-————===——=—==———————
GLi—y2b |A——mm oo CGEGTGCAGATC CACTATTTCAGC-———————————————————

Gli-y3b |ACAACAACAACAACAACAACAACAA-———————————————————————— CGCATGCATATCCTGCTGACACTATCICAACAACAACAGTTGGGTCAAGGT
Gli-y4b* |ACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAAIGCATGCGTATCCTGCTGCCACTAT CAICAACAACAGGTGGGTCAAGGT

Gli-y5b |ACAACTACAG-—————————————————————————————————————— GGTGT CIAATC TIGT.CACTGTC CAACAGCAACAGGTGGGTCAAGGT
901 1000

Gli-yla ----T@aBccalcclcBBccEaTcarccanccicancaacBacercanTii@caceficaTcacercarTeeThrrescanaclicTTccan@caTeTcCanTG
Gli-y2a* ----TTEECCAAGGACAGGGEATCATCCAACCECAACAACEAGCTCAATATGAGGEGATCAGGTCATTGGTATTGRGAACCCTTCCAAACATGTGCAARG

Gli-y3a ----TE@ATCCAAGGECAGGGEATCATCCAACCECAACAACCAGCTCAATATGAGGEGATCAGGTCATTGGTATTGAGAACCCTTCCAAACATGTGCAALG
Gli-yda ----TEGICCAAGGECAGGGEATCATCCAACCICAACAACEAGCTCAATATGAGGIGATCAGGTCATTGGTATTGAGAACCCTTCCAAACATGTGCAALG
Gli-ylb ----T

CCCiIGG CTGGGTATCATCCAACCTCAACAACCAGCTCAATTGGAGGGGATCAGGTCATTGGTATTGAAAACTCTTCC CATGTGC G
Gli-y2b —----TCGCCCAGGGECTGGGTATCATCCAACCECAACAACCAGCTCAATTGGAGGGGATCAGGTCATTGGTATTGAAAACTCTTCCAACCATGTGCAATG
Gli-y3b ACTCT CCAAGGCCAGGGCATCATCCAACCTICAACAACTAGCTCAATTIGGAGGCGATCAGGTCATTGGTGTTGCAAACTCTTCC CATGTGC G
Gli-y4b* ACTCT CCiIGGCC GG ATCATCCAACCCCAACAACIAGCTCAAT GAGGCGATCAGGTCATTGGTGTTGCAAACTCTTCCAACCATGTGCAALCG

Gli-y5b ATTCT cC GGIC AGG ATCATCCAACCICAACAAC AGCTCAAT GAGGIGATCAGGTCATTGGTGTTGC AACTCTTCC CATGTGC G
1001 1074

Gli-yla TATTTGTTCEACCTGAGTGCTCEABCACCABGGEACCATETGCEAGCATAGETECEEACAT GTGGICAATGA

Gli-y2a* TBTRTGTECGACCTEABTGCTC CARBGEACCATETGCEAGCATAGHTECEGECATRGGTGGECAATGA
Gli-y3a TETATGTECGACCTEAGTGCTC CARGGEACCATETGCEAGCATAGEEGCEGEEATCAGTGGACAATGA
Gli-yda TGTATGTECGACCTEACTGCTC CABCGEACCATETGCTAGCATAGECGCEGGCATCAGTGGACAATGA
Gli-ylb TETATGTGCEACCTEAGTGCTC CARGGTACCATATGCEARCATAGACECTGEEATHEGTGGBCcAATGA
Gli-y2b TGTATGTECEACCTGAGTGCTC CABCGTGCCATATGCCABCATAGACGCTGTEATEGGTGGECAATGA
Gli-y3b TETATGTECEACCTEAGTGCTCEATCARCAGGGEACCATHTGCEAGCATAGECECCEEGATEGGTGGECAATGA
Gli-ydb* TETATGTECEACCTEAGTGCTCTATCARCANGGEACCATETGCEAGCATAGTCACBEEAATIGGTGGECAATGA
Gli-y5b TGTATGTECEACCTTABTGCTCEABCATCAGGGEACCATITGCTAGCATAGICEGCCAGEATEGGTGGECAATGA
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1 100
ATGAAGATCTTCTTGGTCTTTGCCCTCCTCGTTG CAACGAIC CACCACCG GCAGCTCGACCCTAG TCCATG GAAAGGCCAC
ATGAAGATCTTCTTGGTCTTTGCCCTCCTCGTTG CAACGACC CACCACCG T GCAGCTCGACCCTAGT TCCATG GAAAGGCCAC
ATGAAGATCTTCTTGGTCTTTGCCCTCCTGGTTGCCACAACGAICAGCACCACCGGC TGCGCAGCTCGACCCTAGCGTCCATGACTTAGAAAGGCCAC

101 200

CAATCATTTCCAC CAGC CCACTTAATC CAACCATTCCCGC GCcaAGABCC CAACC CAGCAA-———————————————-
CAATCATTTCCGC CAGC CCACTT CAACC GAGCCACAACAACC
ceecc GTTG

CAACCATTCCCGC GCAAGAACC
ACCAATCATTTCCICAACAGCAGCCACTT

CTACAACCATTCCCGCCGCAAGAICC?-:AACCA———TTTC —————————————————
201 300

——————————————————————————————— ccacaacaBr@AcTicc€cancaaclacrrccc@abeancarrraTTiccdTaGEAR
ATTTTTGCTGCAGCAACCACAACCCCAGG CCACAACAGCEACTECTECAACAACAACTTCC

AACATETATTCCCGEAGCAG
Gcall

————————————————————————————————————— CABCAACCACAACAC---CTGCAACAACAACCACTTCCCEAACAACATETATTRCCG

301 400
chCCGCAACAACAATTTcCICAGC_ichiCAACAAATATTCCCGCIACICAACAACC ———————————— clacanc
CCACCACAACAACAATTTCCGCAGC GBACAAC TTCCCGCTACAACAGCAACGGC CCACAAC
ccliccllcaacaacaarTreccacea----—————————————- TTCCCGCRACCTCATCAACA-- clacanc

401 500
CATTT.CCAATATCAACAACCATT CACAACAACCATACCCG GAGCAACCATTGCCACAACAACAACCTT TIT GAGG CCAAC TGAA
CCG GAGCAACCATTGECCAC

CATTTCCCCAATATCAACAACCATTAACACAACAACCAT CAACAACCTT TAT GAGG. CAAC TGAA
CATT T.CCAATAT CAACAACCATTTACACAACAACCATAACCGAAAGAGCAACCATTGGCACAGCAACAACCT TGTITAGAGG CAACGACTGAA
501 600

CITGTGCAAGG TTCCTG GCAICAGTGCAACCCGGAGGAG TGTC CTGC GTGATCCCGTTCCTCCGACCAAAGACCTCGCAACAG
CGTGTGCAAGG TTCCT GCAACAGTGCAACCCGGAGGAG. TGTC I GTGATCCCGTTCCTCCGACCAAAGACCTCGCAACAG

C TGTGCAAGGAATTCCT TCGCAICAGTGCAACCCGGAGGAGAAGGTGTCGTCACT CATTCGGTGATCCCGTTCCTCTGACCAAAGACCTCGCAACAG
601 700

AACAACTGCCAGTTGAAGCGGC TGTTGTCEACAACTTGCACATATCAGCGABCEGTCEEGATGCCCGACCATCCAGARCATTGTGCABGCCATCA
CTGCCAGTTGAAGCGTC TGTTGTC CAACTTGCACATATCIﬂGAAC GTC GATGCCCGICCATCC TGTGC GCCATCG

CTGCCAGTTGAAGCGACIAGAATGTTGTC CCAACTTGCACATATCC G CAGTCTTGATGCCCG CCATCCAAAGCCCTGTGCATGCCATC
701 800

1 TI AACAACAACA TGGATAGAGGTTTTGTCCAGCCTCAACC-ACAACAGTTGGGCCAGGGAATGCCCATGC
TGGATAGAGGTTTCGGCCAGCCTCAACC-ACAACAGTTGGGCCAGGGAATGCCCATGC
GGCCAGCCTCAACCCACCACAGTTGGGCCAGGGAATGCCCATGC

TCGTTLAACAACAACA

T TI AACAACAACA TTGATAGAGGTTT
801 900

CCTC C TGGGCCAGGGCTTAAGCCTACCTC?ICAACTAGCCCAGTTIiiGTTGGTTAGGTIiCTTGIGATTCAGACCTTGCCTATGTTATG

CCTC TGGGCCAGGGCTTI@ICCTACCTC CAACTAGCCCAGTTEAAGTTGGTTAGGTEACTTG

AACCTC GCCACTGGGCCAGGGCTT CCTACCTCAGCAACTAGCCCAGTTTAAGTTGGTTAGGTCACTTGCGATTCAGACC
901 979

CAATGTGCATGTCCCITCTGATTGCTACACCAITiITGC:\.TITGGTGGCATCACTGCCTAIA:ICAGTGGACAITGA

caABGTGCATGTCCCATCTGATTGCTACACCACTAGTGCACEATCTGGTAGCATBACTGCCTTGANCGGTGGACAGTGA
CAAEGTGCATGTCCCGTCTGATTGCTACACCARTACTGCATATTHTGGTAGCATEACTGCCTGBAGCTGTGGACARTGA

GATTCAGACCCTGCCTATGTTATG
TGCCTATGTTATG



