Supplementary Figure S3: Alignment of bisulfite sequences of TaHKT1;4 gene alongwith the
reference (unmodified) DNA sequences in shoot (Sh) and root (Rt) of Kharchia-65 (Kh) and HD-
2329 (HD) grown under control (C) and salt stress (T) conditions.
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HD-Sh-C1 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
HD-Sh-C2 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
HD-Sh-T1 GAAGGAAACCAA[MAA[MGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
HD-Sh-T2 GAAGGAAACCAA[MAA[MGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
HD-Rt-C1 GAAGGAAACCAA[MAATGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
HD-Rt-C2 GAAGGAAACCAA[MAATGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
HD-Rt-T1 GAAGGAAACCAATAATGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
HD-Rt-T2 GAAGGAAACCAATAATGCCGGAACTAAGTTGCAGTTATATTTGTTATTCG
Reference-HD GAAGGAAACCAA[MAA[MGCCGGAACTAAGTTGCAGTEATATTTGTTATTCG
Reference-Kh GAAGGAAACCAA[MAA[MGCCGGAACTAAGTTGCAGTMATATTTGTTATTCG
Kh-Sh-C1 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Sh-C2 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Sh-T1 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Sh-T2 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Rt-C1 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Rt-C2 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Rt-T1 GAAGGAAACCAATAATGCCGGAACTAAGTT TTATATTTGTTATTCG
Kh-Rt-T2 GAAGGAAACCAATAAT AAGTT TTATATTTGTTATTCG
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HD-Sh-C1 TTTCA TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Sh-C2 TTTCA TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Sh-T1 TTTCA TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Sh-T2 TTTCA TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Rt-C1 TTTCA TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Rt-C2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Rt-T1 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
HD-Rt-T2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Reference-HD TTTC TTTTGCTTTGCMTTCGAGGGGGCTTGCCTGGCGACTTCA
Reference-Kh TTTC TTTTGCTTTGCE®TTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Sh-C1 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Sh-C2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Sh-T1 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Sh-T2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Rt-C1 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Rt-C2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Rt-T1 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
Kh-Rt-T2 TTTC TTTTGCTTTGCTTTCGAGGGGGCTTGCCTGGCGACTTCA
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ACGATGCTGAGCAAGCTGAAGTTGAGGGGGT

STCGAGGHT
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HD-Sh-C1 CTTCC TTCTCCCT
HD-Sh-C2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Sh-T1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Sh-T2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Rt-C1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Rt-C2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Rt-T1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
HD-Rt-T2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Reference-HD ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Reference-Kh ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Sh-C1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Sh-C2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Sh-T1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Sh-T2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Rt-C1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Rt-C2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Rt-T1 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
Kh-Rt-T2 ACGATGCTGAGCAAGCTGAAGTTGAGGGGGTCTTCCTCGAGGTTCTCCCT
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CGGTGATGCAGATGGCGATGATGAAGATGGCGAGGTAGGAGAGTTGTG
CGGTGATGCAGATGGCGATGATGAAGATGGCGAGGTAGGAGAGTTGTG
CGGTGATGCAGATGGCGATGATGAAGATGGCGAGGTAGGAGAGTTGTG
CGGTGATGCAGATGGCGATGATGAAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT GAAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
GGTGAMGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
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GGTGA[®MGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGAT AAGATGGCGAGGTAGGAGAGTTGTG
GGTGATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG

GTGATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
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ATGCAGATGGCGA AAGATGGCGAGGTAGGAGAGTTGTG
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ACAGAGCCGTGCTCTTGAGCA CTGCTCCC GGTCTCCTC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC GGTCTCCTCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC GGITCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC GGTCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCT CHGCJlCCC JCIECCIECC
ACAGAGCCGTGCTCT CTGC[ECCC TCTCCTCC
ACAGAGCCGTGCTCT CTGC[gCCC TCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCT CTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCT CHGCIlCCC JTCTCCITCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC TCTCCTCC
ACAGAGCCGTGCTCTTGAGCAACCTGCTCCC TCTCCTCC

Bisulfate sequences in duplicate only were used for alignment.



