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TGAAGCTGCCAGCATGATC 19
TGAAGCTGCCAGCATGATCT 20
GAAGCTGCCAGCATGATCTA 20
TGAAGCTGCCAGCATGATCTA 21
TGAAGCTGCCAGCATGATCTAA 22
GAAGCTGCCAGCATGATCTAAAC 23
TGAAGCTGCCAGCATGATCTAAA 23
TGAAGCTGCCAGCATGATCTAAAC 24
TGAAGCTGCCAGCATGATCTAAACT 25
miR167b
TAAAGCTGCCAGCATGAT 18
TAAAGCTGCCAGCATGATC 19
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TAAAGCTGCCAGCATGATCTGG 22
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Supplementary figure 1. miR167 homologs and isoforms, relative expression level of their slice variants.

A, Predicted stem-loop structures of precursors of MIR167 as generated by mFold Software. B, Different variants
of mature miR167a and miR167b found in tomato as detected by NGS analysis (n=2 plants). Bar diagram

shows the percentage of expression of different sized variants. 21 and 22 nucleotides variant is predominant for
miR167a and miR167b, respectively.



