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--CAGGGAACAAGCAGAGCA---UG-G

---GGGGAACAGGCAGAGCA---UG-G
------- AU-AGGCAGGGCAGCCAGUG
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-C-GGGGACGAGGUAGUGCA---UG-G
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a

R408
CCCAGGGAAGAGGCAGTGCAG 3' LOC_0s03g15340 (Chemocyan precursor, putative, expressed)

[T
CGGTCCCTTCTCCGTCACGTC 5’ miR408, 1.0

" GCTAGGCAAGAGGCAGTGCTG 3' LOC_0s029g43660 (Plastocya nin-like domain containing protein)

[T TP
CGGTCCCTTCTCCGTCACGTC 5 miR408, 2.5

GCCGGGGAAGAGGCAGTGCAA 3' LOC_0s06g15600 (Chemocyan precursor)

[H=FTTTTEAT
CGGTCCCTTCTCCGTCACGTC 5 miR408, 2.5

" ACCGGGGCAGAGGCGGTGCAG 3' LOC_0s03g49820 (Hypothetical protein)

" CGGTCCCTTCTCCGTCACGTC 5 miR408, 3.0

" GCGATGGAGGAGGCGGTGCAG 3' LOC_0s059g12160 (Hypotheti cal protein)

" CGGTCCCTTCTCCGTCACGTC 5’ miR408, 3.0

" GACAAGGAGGAGGCATTGCAG 3' LOC_0s01g01400 (Expressed protein)

" CGGTCCCTTCTCCGTCACGTC 5" miR408, 3.5

GCGAAGGGAGAGGCAGTGGAG 3' LOC_0s04g5322@ignal recognition particle 14 kDa protein, putative)

[LEIEITHTL
CGGTCCCTTCTCCGTCACGTC 5 miR408, 3.5

CCCAGAGAACAGGAAGTGCAG 3’ LOC_0s049g33950 (flanscription factor E2F/dimerisation partner family protein)

(LA
CGGTCCCTTCTCCGTCACGTC 5 miR408, 4.0

ACCAAGGAACAGGCACTGCAG 3’ LOC_0s09g02130 (Expressed protein)

(L HHE T AT
CGGTCCCTTCTCCGTCACGTC 5’ miR408, 4.0

R408*
TCAAGCACTGCCTCTTCCCTG 3' LOC_0s02g49670 (Zinc knuc  kle family protein)(AK072350)

AN
GGTACGAGACGGAGTAGGGAC 5 miR408*, 3.5

R529 (previously m R529*%)
ATGTTTTACTCTCTCTTTTCT 3' LOC_0s01g65780 (S econdary cell wall-related glycosyltransferase family 8, putative)
BRI

" TCCGACATGAGAGAGAGAAGA 5 miR529, 3.0

GGGCTCTCCTCTCTCTCTGCT 3 LOC_0s02g37340 (Hypotheti  cal protein)

ST AT
TCCGACATGAGAGAGAGAAGA 5 miR529, 3.5

" ATGCTGCATTCTCTATCTTCT 3' LOC_0s08g35939 (Expressed protein)

" TCCGACATGAGAGAGAGAAGA 5 miR529, 3.5

R529* (previously m R529)
GAAGTATACAGAGGGGACAGC 3’ LOC_0s079g12730 (Expressed protein)

" CTTCTTCTCTCTCCCATGTCG 5 miR529, 4.0



