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[ . . . . : . . .
ATGGCTGCTTTCGTTCTCTTCCTCTGCTTGCTCGTGCCGCTCGTCCTCGCGTGCGCCGTCCGCGCCAGGAAGAAGGGCGC

. 1 . . . . : .
CGGCGGGAGGTCGTCGTCGGGCGGCGGCGGCGGCAAGAAGGGCGGCAGCAGCAGCCTGCCGCTGCCGCCGGGGTCCATGG

: . . . . 3 . .
TACGGGCCCATCTTCAAGACGCACATCCTCGGGTGCCCCTGCGTCATGGTGTCCAGCCCCGAGGCCGCCAAGTTCGTGCT

TACGGGCCCATCTTCAAGACGCACATCCTCGGGTGCCCCTGCGTCATGGTGTCCAGCCCCGAGGCCGCCAAGTTCGTGCT

TACGGGCCCATCTTCAAGACGCATATCCTCGGGTGCCCCTGCGTCATGGTGTCCAGCCCCGAGGCCGCGAAGTTCGTGCT

TACGGGCCCATCTTCAAGACGCACATCCTGGGGTGCCCCTGCGTGATGGTGTCCAGCCCGGAGGCCGCCAAGTTCGTGCT
RABex1F

. . : . . . . 4
CGTCACTCAGGCGCACCTCTTCAAGCCTACCTTCCCGGCCAGCAAGGAGCGGATGCTGGGCCCCCAGGCCATCTTCTTCC
CGTCACTCAGGCGCACCTCTTCAAGCCTACCTTCCCGGCCAGCAAGGIAGCGGATGCTGGGCCCCCAGGCCATCTTCTTCC
TGTTACTCAGGCGCACCTCTTCAAGCCTACCTTCCCGGCCAGCAAGGIAGCGGATGCTGGGTCCCCAGGCCATCTTCTTCC
CGTCACGCAGGCGCACCTCTTCAAGCEACCTTCCCGGCCAGCAAGGAGCGGATGCTGGGCCCCCAGGCCATCTTCTTCC

ABA/1/364 PAM

AGCAGGGGGACTACCACGCCCACCTCCGCCGTCTCGTCTCCCGCGCCTTCTCCCCCGAGGCCATCCGCGGCTCCGTCCCC
AGCAGGGGGACTACCACGCCCACCTCCGCCGTCTCGTCTCCCGCGCCTTCTCCCCCGAGGCCATCCGCGGCTCCGTCCCC
AGCAGGGGGACTACCACGCTCACCTCCGCCGTCTGGTCTCCCGCGCCTTCTCCCCCGAGGCCATCCGCGGCTCCGTCCCC
AGCAGGGGGACTACCACGCCCACCTCCGCCGCCTCGTCTCCCGCGCCTTCTCCCCCGAGGCCATCCGCGGCTCCGTCCCC

. 5 . . . . : .
GCCATCGAGGCTATCGCCCTCCGCTCCCTCGGCTCCTGGGAAGACCTGCAAGTCAACACCTTCCAGGAGATGAAGACTgt
GCCATCGAGGCTATCGCCCTCCGCTCCCTCGGCTCCTGGGAAGACCTGCAAGTCAACACCTTCCAJGAGATGAAGACTgt
GCCATCGAGGCTATCGCCCTCCGCTCCCTCGGCTCCTGGGAAGACCTTCAAGTCAACACCTTCCAAGAGATGAAGACTgt
GCCATCGAGGCCATCGCCCTCCGCTCCCTCGCCTCCTGGGAGGACCTGCAGGTCAACACCTTCCAAGAGATGAAGACTgt

ABA2 ngsk

. . . 6 . . . .

gagtgcttcttcttcttcctecctcttccattecccecgecacttgetetgetttectetgetctgetctagtgetaaatgat

gagtgdttcttcttcttcctcctcttccattccccgecacttgetetgetttectetgetctgetctagtgectaaatgat
gagtgdttcttcctcttcca------------- ttcccacttgetetgettecctetgetetgetctactgetaaataat
gagtgdctcttcttcttcttccattcccact---------- tgctctgctttcctctgectctgetctagtgetgaatgat

: . . . . 7 . .
tgg----agctcgaggctgatcg----- ttgtgttggtgttatggcgcagTACGCTCTGAATGTGGCATTGCTGTCCATC
tgg----agctcgaggctgatcg----- ttgtgttggtgttatggcgcagTACGCTCTGAATGTGGCATTGCTGTCCATC
tgg----agcttgagactgatcc----- ttctgttggtgtcgtggcgcagTACGCTCTGAATGTGGCATTGCTGTCCATC

tgattggagcttgaggctgatggtttcttttggtgtcatggegggcgcagTACGCTCTGAATGTGGCATTGCTGTCCATC

. . : . . . . 8
TTCGGGGAGGAGGAGATGCAGTACATCGAGGAGCTGAAGCAGTGCTACCTGACGCTGGAGAAGGGGTACAACTCGATGCC
TTCGGGGAGGAGGAGATGCAGTACATCGAGGAGCTGAAGCAGTGCTACCTGACGCTGGAGAAGGGGTACAACTCGATGCC
TTCGGGGAGGAGGAGATGCAGTACATCGAGGAGCTGAAGCAGTGCTACCTGACGCTGGAGAAGGGGTATAACTCGATGCC
TTCGGCGAGGAGGAGATGCAGTACATCGAGGAGCTGAAGCAGTGCTACCTGACACTGGAGAAGGGGTACAACTCGATGCC

GGTGAACCTGCCGGGCACGCTGTTCCACAAGGCCATGAAGGCCCGGAAGCGGCTGGGCGCCATTGTGGCCCACATCATCT
GGTGAACCTGCCGGGCACGCTGTTCCACAAGGCCATGAAGGCCCGGAAGCGGCTGGGCGCYATTGTGGCCCACATCATCT
GGTGAACCTGCCGGGCACGCTGTTCCACAAGGCCATGAAGGCCCGGAAGCGGCTGGGCGCYATTGTGGCCCACATCATCT
GGTGAACCTGCCGGGCACGCTGTTCCACAAGGCCATGAAGGCCCGCAAGCGGCTGGGCGCYATTGTGGCCCACATCATCT
ABA3_ngsF

. 9 . . . . : .
CGGCCCGGCGCGAGCGCGAGCGCGGGAGCGACCTCCTGGGCTCCTTCATGGACGGCCGCGAGGCGCTCACCGACGACCAG
CJsGCCCGGCGCGAGCGCGAGCGCGGGAGCGACCTCCTGGGCTCCTTCATGGACGGCCGCGAGGCGCTCACAGACGACCAG
(J3GCCCGGCGCGAGCGTGAGCGCGGGAGCGACCTCCTGGGCTCCTTCATGGACGGCCGCGAGGCGCTCACCGACGACCAG
(J3GCCCGGCGCGAGCGGGAGCGCGGGAGCGACCTCCTGGGCTCCTTCATGGACGGCCGCGAGGCGCTCACCGACGACCAG

. . . 0 . . . .
ATCGCCGACAACGCCATCGGCGTCATCTTCGCCGCGCGCGACACCACCGCCAGCGTGCTCACGTGGATGGTCAAGTTCCT
ATCGCCGACAACGCCATCGGCGTCATCTTCGCCGCGCGCGACACCACCHCCAGCGTGCTCACGTGGATGGTCAAGTTCCT
ATCGCCGACAACGCCATCGGCGTCATCTTCGCCGCGCGCGACACCACCHCCAGCGTGCTCACGTGGATGGTCAAGTTCCT
ATCGCCGACAACGCCATCGGCGTCATCTTCGCCGCGCGGGACACCACCECCAGCGTGCTCACGTGGATGGTCAAGTTCCT
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Figure S1. TSABA8'OH partial sequences of Triticale cv. Bogo (NCBI MW538321-MW538323) generated with Clustal Omega and visualized with MView
on-line tools [47-48]. Sequences were aligned to common wheat genone A reference sequence of ABA 8'-hydroxylase. Primers and gRNAs used in this
study were marked with black boxes. Notice NSP in R genome sequence of ABA/1/364 and site for introduced mismatches in genome specific primers

Aex3R, Bex3R and Rex3R (marked with red boxes, compare to Table S1).
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Figure S1. TsABA8'OH partial sequences of Triticale cv. Bogo (NCBI MW538321-MW538323) generated with Clustal Omega and visualized with MView on-line tools [47-48].  Sequences were aligned to common wheat genone A reference sequence of ABA 8'-hydroxylase. Primers and gRNAs used in this study were marked with black boxes. Notice NSP in R genome sequence of ABA/1/364  and site for introduced mismatches in genome specific primers Aex3R, Bex3R and Rex3R (marked with red boxes, compare to Table S1).





