Supplementary Figure S2: Alignment of (A) nucleotide sequences of TaHKTI;4.3 &
TaHKTI1;4.2 (last-quarter of gene body) and (B) amino acid sequences of TaHKT1;4.3 &
TaHKT]1;4.2 from HD-2329 (HD) and Kharchia-65 (Kh).
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HKT-1.4-HD TATTTAGGCAACACACAATCAAGCATGCTTCAATARATTGATTGTCAGAG
HKT-1.4-Kh TATTCAGGCAACACATAATCATGCATGCTTCAATATATAGATTTTCAGAG
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HKT-1.4-HD AGTAATGCACGCAAGGGTCACTGATCCTCTTTCTGTTCCAGGTACCTGCC
HKT-1.4-Kh AGTAATGCACGCAAGGGTCACTCATCCTCTTTCTGTTCCAGGTACCTGCC
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HKT-1.4-HD TCCATACACCACATGGTTTCCATTTGAGGAGAGCTCGGGCGAGAAGGACC
HKT-1.4-Kh TCCATACACCACATGGTTTCCATTTGAGGAGAGCTCGGGCGTGAAGGACC
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HKT-1.4-HD ATCCCACGGAGGAGACCCCGGGGGTCAGGTTGCTCAAGAGCACGGGCTCTG
HKT-1.4-Kh ATCCCACGGAGGAGACCCCGGGGGTCAGGTTGCTCAAGAGCACGGCTCTG
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HKT-1.4-HD TCACAACTCTCCTACCTCGCCATCTTCATCATCGCCATCTGCGTCACCGA
HKT-1.4-Kh TCACAACTCTCCTACCTCGCCATCTTCATCATCGCCATCTGCGTCACCGA
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HKT-1.4-HD AAGGGAAAACCTCGAGGAAAACCCCCTCAACTTCAGCTTGCTCAGCATCG
HKT-1.4-Kh AAGGGAAAACCTCGAGGAAGACCCCCTCAACTTCAGCTTGCTCAGCATCG
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HKT-1.4-HD TCGTCGAAGTCGTCAGGCAAGCCCCTTCTAACGCAAATCAAAAAAGCCAG
HKT-1.4-Kh TCGTCGAAGTCGTCAGGCAAGCCCCTTCTAACGCAAATCAAAAAAGCCTG
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HKT-1.4-HD AAAACGAATAAAAAATATGACTGCTTCTTACTTCCGGCGTTGTITGGTTTC
HKT-1.4-Kh AAAACGAATAACAAATATGACTGCTACTTACTTCCGGCGTTGTTGGTITTC
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HKT-1.4-HD CTTCATGGAAGATGACATGTTTTATCCTTCACATTCCGGAGTGCGGATGG
HKT-1.4-Kh CITCATGGAAGCITIGACATGITTTATCCITCACATTCCGCAGIGCGGATGG
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HKT-1.4-HD AAATGGGGGCTTCTCCATGGGCTACGGTTGCAATTGACAGATCAGCCCGG
HKT-1.4-Kh AAATGGGGGCTTCTCCATGGGCTACAGTTGCAATAGACAGATCAGCCCGG
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HKT-1.4-HD ACTGGCTGTGCACCGACGGGTGGACCGGCTTCGTCGGGAGGTGGAGCGAT
HKT-1.4-Kh ACGCGCTGTGCACCGACGGGTGGACCGGCTTCGTCGGGAGGTGGAGTGAT
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HKT-1.4-HD TCTGGCAAGCTCAT
HKT-1.4-Kh TCTGGCAAGCTCAT
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HKT-1.4-HD= nucleotide sequence of TaHKTI;4.3 in HD-2329; and HKT-1.4-Kh= nucleotide sequence
of TaHKTI;4.2 in Kharchia-65.
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HKT-1.4-Kh-aa= amino acid sequence of TaHKT1;4.2 in HD-2329; and HKT-1.4-HD-aa= amino acid
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sequence of TaHKT1;4.3 in Kharchia-65.



