
 

 

 

miR1846a-c_5p 
5’ GGCGGCCCCGGCCUCCUCACU 3’ LOC_Os02g43950 (Express ed protein) 
   :|||||||||||||||||||| 
3’ UCGCCGGGGCCGGAGGAGUGA 5’ miR1846a-c_5p, 0.5 

5’ GGCGGCCCCGGCCUCCUCACU 3’ LOC_Os10g12320 (Express ed protein) 
   :|||||||||||||||||||| 
3’ UCGCCGGGGCCGGAGGAGUGA 5’ miR1846a-c_5p, 0.5 

5’ AGCCGCCGCCGCCUCCUCUCU 3’ LOC_Os01g74520 (Ubiquin one biosynthesis methyltransferase coq5, putative) 
   ||| ||| | |||||||| || 
3’ UCGCCGGGGCCGGAGGAGUGA 5’ miR1846a-c_5p, 4.0 

5’ ACCGCCGCCGGCCUCCUCUCU 3’ LOC_Os05g08930 (Chloroplast lumen common family protein, putative) 
   | || | ||||||||||| || 
3’ UCGCCGGGGCCGGAGGAGUGA 5’ miR1846a-c_5p, 4.0 

5’ CGCGGCGCCCGCCUCCUCCCU 3’ LOC_Os12g09630 (Hypothetical protein) 
    ||||| || |||||||| || 
3’ UCGCCGGGGCCGGAGGAGUGA 5’ miR1846a-c_5p, 4.0 

miR1846d.2_3p 
5’ CCUCCCUGCGGCGCCGGAUA 3’ XM_463600 (Predicted mRN A, no annotated function) 
   |||||||||||||||||||| 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 0 

5’ CCGCACGGCGGCGCCGGAGA 3’ LOC_02g47810 (Dof domain , zinc finger family protein) 
   || | | |||||||||||:| 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 3.5 

5’ CUUCGCCGCGGCGCCCGAUA 3’ LOC_09g28400 (Alpha-amyl ase isozyme 3A precursor) 
   |:|| | |||||||| |||| 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 3.5 

5’ UCUUCCUACGGCGCCGGAUC 3’ LOC_01g68720 (Expressed protein) 
   :||:||| ||||||||||| 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 4.0 

5’ GCCCCCGGCGGCGCCGGAUC 3’ LOC_02g49800 (Eukaryotic  aspartyl protease family protein) 
    | ||| |||||||||||| 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 5.0 

5’ CAUCGCUGGGGCGCCGGAUG 3’ LOC_08g39220 (Wall-assoc iated kinase-like 1, putative) 
   | || ||| ||||||||||: 
3’ GGAGGGACGCCGCGGCCUAU 5’ miR1846d.2_3p, 4.0 

miR1847_5p 
5’ GUUCCACAAUUGCAUACUGCA 3’ LOC_Os09g38390 (PB1 dom ain containing protein) 
   || ||||||:|||| |||||| 
3’ CACGGUGUUGACGUUUGACGU 5’ miR1847_5p, 2.5 

5’ AUGGCACAUCUGGAAACUGCA 3’ LOC_Os03g12450 (Nup133 nucleoporin family protein) 
    || |||| ||| |||||||| 
3’ CACGGUGUUGACGUUUGACGU 5’ miR1847_5p, 4.0 

5’ AUGACUCAACUGCAAACUCCA 3’ LOC_Os05g25890 (Express ed protein) 
    || | |||||||||||| || 
3’ CACGGUGUUGACGUUUGACGU 5’ miR1847_5p, 4.0 

5’ GAGUCACAGCUGCAAACUGCC 3’ LOC_Os06g05640 (Hypothe tical protein) 
   | |:||||:||||||||||| 
3’ CACGGUGUUGACGUUUGACGU 5’ miR1847_5p, 4.0 

miR1847_3p  
5’ GUUGUGACCCUGACAAGUGGGCCA 3’ LOC_Os11g27240 (Pentatricopeptide, putative)  
   |||||| | ||:||| |||||||| 
3’ CAACACCGUGAUUGUACACCCGGU 5’ miR1847_3p, 3.5 

miR1848   
5’ UGCGCGCGCGCGUCGGCGAGG 3’ LOC_Os04g40590 (Membrane bound O-acyl transferase) 
   |||:||||||||:|||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 1.0 

5’ UCCGCGCGCGCGCCGACGAGG 3’ LOC_Os08g10649 (GTP-binding protein ERG, putative) 
   | |:||||||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 2.5 
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5’ AGCAGGCGGGCGCCGGCGAGG 3’ LOC_Os06g45330 (Endonuclease V, putative, expressed) 
    ||| ||| |||||||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.0 

5’ UGCAGGCGAGCGCCGGCGUGG 3’ LOC_Os11g14400 (Polygal acturonase family protein) 
   |||| ||| ||||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.0 

5’ UCCGCGCGCACGCCGGCGAGG 3’ LOC_Os02g36110 (Cytochr ome P450 76C2) 
   | |:||||| ||||||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 2.5 

miR1848 
5’ GGUACGCGCGCGGCGGCGAGG 3’ LOC_Os12g18374 (NB-ARC domain containing protein) 
    |:||||||||| |||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 2.5 

5’ CGCAGGCCCGCGCCGGCGUGG 3’ LOC_Os01g16770 (Alpha-e xpansin 15 precursor, putative) 
    ||| || |||||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ AGCUCGUGCGCGCCGGCGACG 3’ LOC_Os01g42540 (ENT domain containing protein) 
    || ||:|||||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ UGCUCGAGCUCGCCGGCGCGG 3’ LOC_Os02g02040 (Protein  kinase domain containing protein) 
   ||| || || |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UCCGCGCGCACGCCGGGGAGG 3’ LOC_Os02g36070 (Cytochr ome P450 family protein) 
   | |:||||| |||||| |||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ GGGACGCGCACGCCUGCGAGG 3’ LOC_Os03g05070 (Xyloglu can galactosyltransferase KATAMARI 1, putative) 
    | |||||| |||| |||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGCUCGUGCUCGCCGGCGCGG 3’ LOC_Os06g13160 (Plant v iral-response family protein) 
   ||| ||:|| |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ UACCCGCGUGCGCCGGCGAUG 3’ LOC_Os06g20120 (Hypothetical protein) 
   | | ||||:|||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ UCCGCGCCCGCGCCGGCGACG 3’ LOC_Os07g39530 (NPH3 family protein) 
   | |:||| ||||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ GGCACGUGCACGCCGGCGCGG 3’ LOC_Os10g41270 (Lipase family protein) 
    |||||:|| |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 3.5 

5’ CGCACGCCCGCGCCGGCGAGA 3’ LOC_Os04g54970 (Hypothetical protein) 
    |||||| |||||||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ AGAACGCGCUCGCCGGCGCGG 3’ LOC_Os06g08710 (Leucine  Rich Repeat family protein) 
    | |||||| |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGCUCGAGCUCGCCGGCGACG 3’ LOC_Os04g52800 (Hypothetical protein) 
   ||| || || ||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGCCCUCCCGCGCCGACGAGG 3’ LOC_Os04g40400 (Eukaryotic translation initiation factor 4B, putat ive) 
   ||| | | ||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ AGAACGCCCGCGCCGGCGACG 3’ LOC_Os03g30250 (Phytochelatin synthetase-like conserved region family protein) 
    | |||| ||||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ CGCACCCGCUCGCCGGCGCGG 3’ LOC_Os03g08720 (Transfe rase family protein) 
    |||| ||| |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 



 

 

 

5’ UCCAGGCGCUCGACGGCGAGG 3’ LOC_Os07g38030 (GRAS family transcription factor containing protein) 
   | || |||| || |||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ GGGACGCGCUCGCCGGCGUGG 3’ LOC_Os08g04710 (Hypothetical protein) 
    | |||||| |||||||| || 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ CGCUCGCCCGCGCCGGCGACG 3’ LOC_Os08g37520 (Pentatr icopeptide, putative) 
    || ||| ||||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGCUCGAGCUCGCCGGCGACG 3’ LOC_Os08g39320 (Hypothetical protein) 
   ||| || || ||||||||| | 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGGAGGAGCGCGCCGCCGAGG 3’ LOC_Os09g14510 (Peroxin -3 family protein) 
   || | | |||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ CGCCCGCCCGCGCCGCCGAGG 3’ LOC_Os09g36070 (Cytochr ome P450 family protein) 
    || ||| ||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ AGCACGGGCACGGCGGCGAGG 3’ LOC_Os09g37200 (Transfe rase family protein) 
    ||||| || || |||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ AGCACGCCCUCGCCGGAGAGG 3’ LOC_Os10g32509 (Hypothe tical protein) 
    |||||| | |||||| |||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGGAGGCACGCGCCAGCGAGG 3’ LOC_Os10g40300 (Hypothetical protein) 
   || | || |||||| |||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGAAGGCGAGCGGCGGCGAGG 3’ LOC_Os11g42340 (Hypothetical protein) 
   || | ||| ||| |||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UCCUCGAGCGCGCCGCCGAGG 3’ LOC_Os12g42370 (Express ed protein) 
   | | || |||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

miR1848 
5’ AGCUCGCCCGCGCCGUCGAGG 3’ LOC_Os06g44430 (Protein  kinase domain containing protein) 
    || ||| ||||||| ||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 4.0 

5’ UGGACGAGCUCGCCGGCGAGU 3’ LOC_Os04g32980 (Express ed protein) 
   || ||| || |||||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 5.0 

5’ CGCACCCGCUCGCCGGCGAGA 3’ LOC_Os11g42290, LOC_11g42370 ( Transferase family protein, expressed) 
    |||| ||| |||||||||| 
3’ ACGUGCGCGCGCGGCCGCUCC 5’ miR1848, 5.0 

miR1850 
5’ CCCCAAACUUCCAACUUUCCA 3’ AK068321 (No annotation available for this full length cDNA) 
   |||||| ||:||||||||||| 
3’ GGGGUUAGAGGGUUGAAAGGU 5’ miR1850, 1.5 

5’ CCCCCAACUCCCAACUUUCCA 3’ AK106712 (No annotation available for this full length cDNA) 
   |||| |||| ||||||||||| 
3’ GGGGUUAGAGGGUUGAAAGGU 5’ miR1850, 2.0 

5’ CCCCCAACUUCCAACUUUCCA 3’ LOC_Os04g33510 (Express ed protein) 
   |||| | ||:||||||||||| 
3’ GGGGUUAGAGGGUUGAAAGGU 5’ miR1850, 2.5 

5’ CUCCCAACUCCCAACUUCCCA 3’ LOC_Os09g29200 ( Glutathione S-transferase, N-terminal domain containing protein) 
   |:|| | |||||||||| ||| 
3’ GGGGUUAGAGGGUUGAAAGGU 5’ miR1850, 3.5 



 

 

miR1851  
5’ GCCAAAAUGCCAUCCCGGACG 3’ LOC_Os01g61520 (Hypothe tical protein) 
   ||||||||||||||||:|||| 
3’ CGGUUUUACGGUAGGGUCUGC 5’ miR1851, 0.5 

miR1852 
5’ ACCCGAACUCUGAUUCCAUAU 3’ LOC_Os03g62690 (Pentatr icopeptide, putative) 
   ||| | | ||||| ||||||| 
3’ UGGACGUAAGACUUAGGUAUA 5’ miR1852, 4.0 

5’ ACCUCCUUACUGAAUGCAUAU 3’ LOC_Os07g11280 (Pentatr icopeptide, putative) 
   |||| | | |||||| ||||| 
3’ UGGACGUAAGACUUAGGUAUA 5’ miR1852, 4.0 

miR1853  
5’ GCAUCCAAUCAUCCCCAAUUG 3’ LOC_02g38340 (Actin-lik e protein 3) 
   ||| || | |||||||||||: 
3’ CGUUGGCUUGUAGGGGUUAAU 5’ miR1853, 3.5 

5’ GCCACCAAAAAUCCCCAAUUC 3’ LOC_09g26340 (Histone H 4, putative) 
   || ||| || ||||||||||: 
3’ CGUUGGCUUGUAGGGGUUAAU 5’ miR1853, 3.5 

miR1854 
5’ UCCAGUAUGCAAAUUUCAACA 3’ LOC_12g38770 (Diphospho nucleotide phosphatase 1) 
   ||||:| |:||||||||| || 
3’ AGGUUAGAUGUUUAAAGUGGU 5’ miR1854, 3.0 

miR1855 
5’ GCUGUUGGCUACUCCAAUGCU 3’ AK109729 (No annotated function) 
    || |||||||||||| |||| 
3’ AGAGAACCGAUGAGGUCACGA 5’ miR1855, 3.0 

5’ ACUCUUGCCAACUUCAGUGCU 3’ LOC_Os01g46610 (Isocitr ate dehydrogenase, chloroplast precursor) 
    |||||| | |||:||||||| 
3’ AGAGAACCGAUGAGGUCACGA 5’ miR1855, 3.5 

5’ UUUAUUAGCUACUUCAGUGCU 3’ LOC_Os05g08370 (Cellulo se synthase A catalytic subunit 1) 
   |:| || ||||||:||||||| 
3’ AGAGAACCGAUGAGGUCACGA 5’ miR1855, 3.0 

miR1857 
5’ CGUGGUCUCCUUGGAGCAAGA 3’ LOC_Os03g30750 (Hypothe tical protein) 
   | |||| | ||||||||| || 
3’ GGACCAAAAGAACCUCGUACU 5’ miR1857, 4.0 

miR1858 
5’ GCCCUACUCCGUCCUCCUCUC 3’ LOC_Os01g53800 (Transferrin receptor-like dimerisation domain containing protein) 
   ||||:|||||||||||||||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 0.5 

5’ GCCCUACUCCGUCCUCCUCGC 3’ LOC_Os01g54010 (Transferrin receptor-like dimerisation domain containing protein) 
   ||||:|||||||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 1.5 

5’ GCCCAACUCCGUCCUCCUCGC 3’ LOC_Os04g34230 (Zinc fi nger, C3HC4 type family protein) 
   ||||:|||||||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 1.5 

5’ UCCCCCCUCCGUCCUCCUCUC 3’ LOC_Os04g35880 (DDT domain containing protein) 
    |||| ||||||||||||||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 2.0 

5’ GCUCCUCUUCGUCCUCCUCGC 3’ LOC_Os03g19410 (Prolyl oligopeptidase family protein) 
   ||:|| ||:|||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.0 

5’ GCUCCACCCCGUCCUCCUCUC 3’ LOC_Os07g26000 (F-box d omain containing protein) 
   ||:|||| ||||||||||||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 1.5 

5’ CCCCUACUUCGUCCUCCUCGC 3’ LOC_Os01g21650 (Express ed protein) 
    |||:|||:|||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.0 

5’ GUCCCCCUACGUCCUCUUCUC 3’ LOC_Os01g21850 (Protein  transport protein, putative) 
   |:||| || |||||||:|||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.0 



 

 

 

 

miR1858 
5’ GUCCAACUUCGUCCUCCUCGC 3’ LOC_Os06g36330 (MATE ef flux family protein) 
   |:|| |||:|||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.0 

5’ GCUCGACGCCGUCCUCCUCCC 3’ LOC_Os02g20560 (Fascicl in domain containing protein) 
   ||:| || ||||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.5 

5’ CCCCCUCUUCGUCCCCCUCUC 3’ LOC_Os02g53530 (Zinc fi nger protein) 
    |||| ||:||||| |||||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.5 

5’ CCCCCGCGCCGUCGUCCUCUC 3’ LOC_Os08g23730 (GMP synthase) 
    ||||:| ||||| ||||||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.5 

5’ CCUCCCCUCCGUCCUCCGCUC 3’ LOC_Os06g13810 (Pyrophosphate-fructose 6-phosphate 1-phosphotransferase beta subunit) 
    |:|| ||||||||||| ||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 3.5 

5’ CCGCGACUCCGUCCUCCUCGC 3’ LOC_Os01g73200 (Peroxid ase 12 precursor, putative) 
    | | |||||||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 4.0 

5’ GCCGCUCGCCGUCCUCCUCCC 3’ LOC_Os02g04800 (Avirule nce-responsive protein, putative) 
   ||| | | ||||||||||| | 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 4.0 

5’ CCCCGACGCCGUCCUCAUCUC 3’ LOC_Os09g24970 (Express ed protein) 
    ||| || |||||||| |||| 
3’ CGGGGUGAGGCAGGAGGAGAG 5’ miR1858, 4.0 

miR1859 
5’ CUGGAUUGGAUGUCAUGGGAAA 3’ AA754051 (EST) (Simila r to Rice mRNA for nucleoside diphosphate kinase) 
    |||| ||||:|||||:||||| 
3’ AACCUUACCUGCAGUAUCCUUU 5’ miR1859, 3.0 

5’ CGAGGAAAGCUAGCUUUCAGAU 3’ LOC_09g36100 (Expresse d protein) 
    |||:||| |||||||:||||| 
3’ UCUCUUUUGGAUCGAAGGUCUA 5’ miR1860, 3.0 

miR1860 
5’ AGCGAGAGCCUAGCUUCUAGAU 3’ LOC_11g38120 (F-box do main containing protein) 
   || ||:|:|||||||||:|||| 
3’ UCUCUUUUGGAUCGAAGGUCUA 5’ miR1860, 2.5 

miR1861h,j 
5’ CCCAGUUUCUUCCUCAAGACCG 3’ LOC_Os05g51790 (Struct ural maintenance of chromosomes family protein) 
   | |||||:|| ||||||||||| 
3’ GAGUCAAGGACGGAGUUCUGGC 5’ miR1861h,j, 2.5 

miR1861n 
5’ UUGAGCUCUUGCCACAAGAUCA 3’ LOC_Os03g03710 (RNB-li ke protein) 
   :| |||||:||||||||||||  
3’ GAGUCGAGGACGGUGUUCUAGC 5’ miR1861n, 3.0 

miR1861b,f,i,l 
5’ CCCAGUUUCUUCCUCAAGACCG 3’ LOC_Os05g51790 (Struct ural maintenance of chromosomes family protein) 
   | |||||:|| |||||||| || 
3’ GAGUCAAGGACGGAGUUCUAGC 5’ miR1861b,f,i,l, 3.5 

miR1862a-c 
5’ UGUCCCACAAAAAACCAACCUAGU 3’ LOC_Os01g58240 (Subt ilisin N-terminal Region family protein) 
   :|||||| || |||||||||| || 
3’ GCAGGGUUUUAUUUGGUUGGAGCA 5’ miR1862a-c, 3.5 

5’ CAUCCCAUAAAAAACCAACCUGGU 3’ LOC_Os06g37610 (Cyclopropane-fatty-acyl-phospholipid synthase family protein) 
   | ||||| || |||||||||| || 
3’ GCAGGGUUUUAUUUGGUUGGAGCA 5’ miR1862a-c, 4.0 

5’ UGUCCCACAAAAAACCAACCUAGU 3’ LOC_Os01g58240 (Subt ilisin N-terminal Region family protein) 
   :|||||| || |||| |||||||| 
3’ GCAGGGUUUUAUUUGUUUGGAUCA 5’ miR1862d, 3.5 

miR1862d 
5’ UGUCCCAUAAAAAACAAAUCUAGU 3’ LOC_Os02g30730 (SART-1 family protein ) 
   :|||||| || |||||||:||||| 
3’ GCAGGGUUUUAUUUGUUUGGAUCA 5’ miR1862d, 3.0 



 

 

 

 

 

 

miR1862e 
5’ CCGUCCCAUAAAAAACAAAUCUAG 3’ LOC_04g31120 (Beta s cruin) 
   |||||||| || |||||||||||| 
3’ GGCAGGGUUUUAUUUGUUUAGAUC 5’ miR1862e, 2.0 

5’ CUGUCCCAUAAAAAACAAAUCUAG 3’ LOC_02g30730 (SART-1  family protein) 
   |:|||||| || |||||||||||| 
3’ GGCAGGGUUUUAUUUGUUUAGAUC 5’ miR1862e, 2.5 

miR1867 
5’ ACUCCCUCUGCCCUAAAAAAAAAA 3’ AU058111 (EST, no annotated function) 
   |||||||||| |||| |||||||| 
3’ UGAGGGAGACAGGAUCUUUUUUUU 5’ PI_miR28, 2.0 

miR1872 
5’ UUACCCGUCACAAACUCACAGUUC 3’ LOC_Os12g14230 (Hypothetical protein) 
   |||||||||||| ||| ||||||| 
3’ AAUGGGCAGUGUCUGAAUGUCAAG 5’ miR1872, 2.0 

5’ UUAGCAGUUACAGACUUACAGUUA 3’ LOC_Os06g46910 (Zinc  finger family protein) 
   ||| | ||:|||||||||||||| 
3’ AAUGGGCAGUGUCUGAAUGUCAAG 5’ miR1872, 3.5 

miR1876 
5’ GGGCCAACUCGCAAACCUACUUAU 3’ AK066235 (No annotat ed function) 
   |||||| |:|:||||||:|||||| 
3’ CCCGGUCGGGUGUUUGGGUGAAUA 5’ miR1876, 2.5 

miR1883a-b 
5’ UUCCAUUCUAGACCCGUCACAGGU 3’ LOC_12g15260 (Hypothetical protein) 
   ||||||||| | |||||||||||| 
3’ AAGGUAAGAGCCGGGCAGUGUCCA 5’ miR1883a-b, 2.0 

5’ CAGCUGUCCUCUCUCUCUCCU 3’ LOC_Os05g14010 (Express ed protein) 
    |||||| |||||||||| || 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 3.0 

5’ AUGUUUUACUCUCUCUUUUCU 3’ LOC_Os01g65780 (Secondary cell wall-related glycosyltransferase family 8, putative) 
   | |:| ||||||||||:|||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 3.0 

5’ GAUCUUUACUCUCCCUCUUCU 3’ LOC_Os06g28840 (Expressed protein ) 
   :| || ||||||| ||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 3.5 

5’ AUGCUGCAUUCUCUAUCUUCU 3’ LOC_Os08g35939 (Expressed protein ) 
   | |||| |:||||| |||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 3.5 

5’ UAGCUCUCCUAUCUCUCUUCU 3’ LOC_Os07g25484 (Hypothe tical protein) 
    |||| | || |||||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 4.0 

5’ GAGCUCUCCUCUCUCUCUUCC 3’ LOC_Os03g57900 (AN1-lik e Zinc finger family protein ) 
   :|||| | |||||||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 4.5 

5’ CAGUUAUACUCUCUCUCUUCC 3’ LOC_Os08g34820 (F-box d omain containing protein ) 
    ||:| |||||||||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 4.5 

miR529b 
5’ GAGCUGUGCUCUCUCUCUUCU 3’ LOC_Os08g39890 and LOC_Os09g31438 (SBP-domain protein 5, putative) 
   :||||||:||||||||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 1.0  

5’ CAACUGUGCUCUCUCUCUUCU 3’ LOC_Os01g69830 (SBP-domain protein 5, putative) 
    | ||||:||||||||||||| 
3’ UUCGACAUGAGAGAGAGAAGA 5’ miR529b, 2.5 

miR531b  
5’ CGGCGCGCGGCCGCGGCGAG 3’ LOC_Os01g59819 (Glycosyl  hydrolase family 1 protein) 
   ||||:|||:||| ||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 2.0 

5’ CGGCGCGCGGCGCCGGCGAG 3’ LOC_Os04g55240 (VQ motif  family protein) 
   ||||:|||:|| |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 2.0 



 

 

5’ CCGCACGCCGCCGCGGCGAG 3’ LOC_Os03g58010 (Acetyltr ansferase, GNAT family protein) 
   | |||||| ||| ||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.0 

miR531b 
5’ AGGCGCGCGGCCCCGGCGAG 3’ LOC_Os09g36600 (Nodulin- like family protein) 
    |||:|||:||||||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 2.0 

5’ UGGCCCGCCGCCCCGGCGAG 3’ LOC_Os10g34420 (LysM domain containing protein) 
   :||| ||| ||||||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 2.5 

5’ CGGCGCCCGGCCCCGGCGGG 3’ LOC_Os12g35610 (Respirat ory burst oxidase homolog, putative) 
   ||||:| |:|||||||||:| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 2.5 

5’ UGGCGCGCCGCCCCUGCGAG 3’ LOC_Os02g45700 (Fringe p rotein, putative) 
   :|||:||| ||||| ||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.0 

5’ CUGCGCGCCGCGCCGGCGAG 3’ LOC_Os04g47520 (Axi 1, p utative) 
   | ||:||| || |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.5 

5’ CGGUACACCGCCCCGGCGCG 3’ LOC_Os02g55040 (Vacuolar  ATP synthase subunit D 1, putative) 
   |||:|| | |||||||||:| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.0 

5’ CGCCGCGCUGCGCCGGCGAG 3’ LOC_Os10g39820 (Zinc knu ckle family protein) 
   || |:||| || |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.5 

5’ GGCCACUCAGCCCCGACGAG 3’ LOC_Os01g39970 (Protein kinase domain containing protein) 
    | ||| |||||||| |||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 4.0 

5’ CGCCCCGCCGCACCGGCGAG 3’ LOC_Os07g44560 (AMP-bind ing enzyme family protein) 
   || | ||| || |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 4.0 

5’ CCGCCCGCUGCCCGGGCGAG 3’ LOC_Os09g02380 (Hypothet ical protein) 
   | || ||| |||| |||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 4.0 

5’ CGCCAGGCUGCUCCGGCGAG 3’ LOC_Os09g33970 (Expresse d protein) 
   || || || ||:|||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.5 

5’ CGCCGCGCCGCCGCGGCGAG 3’ LOC_Os11g04830 (Expresse d protein) 
   || |:||| ||| ||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.5 

5’ GGGCAUGAAGCACCGGCGAG 3’ LOC_Os11g31140 (Hypothet ical protein) 
    ||||:| ||| |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 3.5 

5’ AGGCUCGCCGCGCCGGCGAG 3’ LOC_Os09g31462 (Hypothet ical protein) 
    ||| ||| || |||||||| 
3’ GCCGUGCGUCGGGGCCGCUC 5’ miR531b, 4.0 

miR806i_as 
5’ UUAAAAAGUCAACGGCGUCAUA 3’ LOC_Os03g19380 (CP12, putative) 
    | |||||||||||||||||:| 
3’ UACUUUUCAGUUGCCGCAGUGU 5’ miR806i_as, 2.5 

5’ UUAAAAAGUCAACGGCGUCAUA 3’ LOC_Os09g33710 (Glycos yl hydrolase family 1 protein) 
    | |||||||||||||||||:| 
3’ UACUUUUCAGUUGCCGCAGUGU 5’ miR806i_as, 2.5 

5’ UUAAAAAGUCAACGGCGUCAAA 3’ LOC_Os10g33510 (Hypoth etical protein) 
    | ||||||||||||||||| | 
3’ UACUUUUCAGUUGCCGCAGUGU 5’ miR806i_as, 3.0 



 

 

 

miR806j_as 
5’ AAAAAGUCAACGGCGUCAUACAUU 3’ LOC_Os03g19380 (CP12, putative) 
    ||||||||||:|||||||||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 1.5 

5’ AAAAAGUCAACAGCGUCAAACAUU 3’ LOC_Os03g62330 (Expr essed protein) 
    ||||||||||||||||| ||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 2.0 

5’ AAAAAGUCAACGGCGUCAUACAUU 3’ LOC_Os09g33710 (Glyc osyl hydrolase family 1 protein) 
    ||||||||||:|||||||||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 1.5 

5’ AAAAAGUCAACGGCGUCAAACAUU 3’ LOC_Os01g73250 (ABA/WDS induced protein) 
    ||||||||||:|||||| ||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 2.5 

5’ AAAAAGUCAACGGCGUCAAACAUU 3’ LOC_Os09g30454 (Wall -associated kinase-like 1) 
    ||||||||||:|||||| ||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 2.5 

5’ AAAAAGUCAACGGCGUCAAACAUU 3’ LOC_Os11g34460 (Adagio 3, putative) 
    ||||||||||:|||||| ||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 2.5 

5’ GAAAAGUUAACGGCGUCGUACAUU 3’ LOC_Os04g09900 (Terpene synthase, N-terminal dom ain containing protein) 
    ||||||:|||:|||||:|||||| 
3’ AUUUUCAGUUGUCGCAGUAUGUAA 5’ miR806j_as, 2.5 

miR812f (two target sites in the same gene) 
5’ CCGUGCCCAACUUUAAUCGUCCGU 3’ LOC_Os02g07960 (Leucine Rich Repeat family protein) 
   ||||| ||||||||||||:||||| 
3’ GGCACAGGUUGAAAUUAGUAGGCA 5’ miR812f, 1.5 

5’ UCGUGCCCAACUUUGAUCAUCCGU 3’ LOC_Os02g07960 (Leucine Rich Repeat family protein) 
   :|||| ||||||||:||||||||| 
3’ GGCACAGGUUGAAAUUAGUAGGCA 5’ miR812f, 2.0 

miR812g-j 
5’ UGCCCAACUUUAAUCGUCCGUCUU 3’ LOC_Os02g07960 (Leucine Rich Repeat family protein) 
   || ||||||||||||:|||||||| 
3’ ACAGGUUGAAAUUAGUAGGCAGAA 5’ miR812g-j, 1.5 

5’ CGUCCAACUUUGAUCGUCCGUCUU 3’ LOC_Os02g53180 (1-aminocyclopropane-1-carboxylate oxidase 1) 
    ||||||||||:|||:|||||||| 
3’ ACAGGUUGAAAUUAGUAGGCAGAA 5’ miR812g-j, 2.0 

5’ CGCCCAACUUUGAUCAUCCGUCUU 3’ LOC_Os04g47140 (Expressed protein) 
    | ||||||||:|||||||||||| 
3’ ACAGGUUGAAAUUAGUAGGCAGAA 5’ miR812g-j, 2.5 

5’ CAAAUACAAGGCAUUAUCUCC 3’ LOC_Os08g37800 (Carbon catabolite dere pressing protein  kinase) 
   ||||| || |||||||||| 
3’ GUUUAAGUACCGUAAUAGAAU 5’ miR1428e_3p, 4.0 

miR1428e_3p 
5’ CAAAUACAAGGCAUUAUCUUC 3’ LOC_Os03g17980 (Carbon catabolite dere pressing protein  kinase) 
   ||||| || ||||||||||| 
3’ GUUUAAGUACCGUAAUAGAAU 5’ miR1428e_3p, 3.0 

5’ CGAAUUCUUUGCAUAAUCUUA 3’ AK109886 (No annotation available for this full length cDNA) 
   |:||||| | |||| |||||| 
3’ GUUUAAGUACCGUAAUAGAAU 5’ miR1428e_3p, 3.5 

miR1428b_3p 
5’ AAUAUUCACAGCUUUUUCUUA 3’ LOC_Os09g16449 (ABC tra nsporter family protein) 
    | |||||| ||||| ||||| 
3’ GUUUAAGUGCCGAAAUAGAAU 5’ miR1428b_3p, 4.0 



 

 

B. Predicted target genes of the candidate miRNAs 

PI_miR56_5’  
5’ AAAAAUCUAUGUCAUCGUCCA 3’ lOC_Os01g64290 (Express ed protein) 
   |||||||:||||||||:|||| 
3’ UUUUUAGGUACAGUAGUAGGU 5’ PI_miR56_5’, 1.0 

5’ AAGAAUCCCUGUCUUCAUCCA 3’ lOC_Os01g34350 (RNA dep endent RNA polymerase family protein) 
   ||:||||| |||| ||||||| 
3’ UUUUUAGGUACAGUAGUAGGU 5’ PI_miR56_5’, 2.5 

5’ AUAAAGCCAUGCCAUCAUCCA 3’ lOC_Os11g35580 (NB-ARC domain containing protein) 
   | ||| ||||| ||||||||| 
3’ UUUUUAGGUACAGUAGUAGGU 5’ PI_miR56_5’, 3.0 

PI_miR56_3’ 
5’ UGUGGACGAUGACAUGGAUUU 3’ lOC_Os01g31870 (Natural  resistance-associated macrophage protein) 
    |||:||||||||||:||||| 
3’ UCACUUGCUACUGUAUCUAAA 5’ PI_miR56_3’, 2.0 

5’ AGUCAAUGAUGACAAAGAUUU 3’ lOC_Os12g31880 (Eukaryo tic translation initiation factor 5B, putative) 
   ||| ||:||||||| |||||| 
3’ UCACUUGCUACUGUAUCUAAA 5’ PI_miR56_3’, 2.5 

PI_miR58_5’ 
5’ AUAGACCAUGCCUAUACCUAC 3’ UniGene, Os#S16415035 
   | ||| ||||||||| ||||| 
3’ UCUCUAGUACGGAUAGGGAUG 5’ PI_miR58_5’, 3.0 

PI_miR60_3’a-b  
5’ CCAACGUUUGACCACUUGUCUUAU 3’ LOC_Os04g5200 (Methi onine aminopeptidase, putative) 
    |||||||||||||||:||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR60_3’a-b, 1.5 

5’ ACAACGUUUGAUCACUCGUCUUAU 3’ LOC_Os07g40450 (Expressed protein) 
    ||||||||||:|||||||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR60_3’a-b, 1.5 

5’ CCAACGUUUGACCAUUCGUCUUAU 3’ LOC_Os11g34910 (Expressed protein) 
    |||||||||||||:||||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR60_3’a-b, 1.5 

PI_miR59_5’  
5’ CAGCGGUGAUCUACACAAGAA 3’ LOC_Os07g26650 (Hypothe tical protein) 
   || ||:||||||||||||| | 
3’ GUAGCUACUAGAUGUGUUCCU 5’ PI_miR59_5’, 2.5 

5’ CCUUGCUGAUCUACAAAAGGA 3’ LOC_Os02g20160 (Pentatr icopeptide, putative) 
   | |:| ||||||||| ||||| 
3’ GUAGCUACUAGAUGUGUUCCU 5’ PI_miR59_5’, 3.5 

5’ CCUCUAUGAACUACAUAAGGA 3’ LOC_Os08g07290 (HEAT re peat family protein) 
   | || |||| |||||:||||| 
3’ GUAGCUACUAGAUGUGUUCCU 5’ PI_miR59_5’, 3.5 

PI_miR58_3’ 
5’ AGGUAGGGAUAGGCAUGAUCU 3’ UniGene, Os#S16415035 
   ||||||| ||||||||| ||| 
3’ ACCAUCCAUAUCCGUACCAGA 5’ PI_miR58_3’, 2.0 

PI_miR63_3’ 
5’ GGCGAGGAGACCGGGGUCACC 3’ LOC_Os02g43950 (Express ed protein) 
   ||||||||| ||||:|||||| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 1.5 

5’ GCCGAGGAGGCCGGAGUCAGC 3’ LOC_Os12g27340 (Hypothetical protein) 
   | ||||||||||||||||| | 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 2.0 

5’ GGCGACGACGCCGGAGUCACC 3’ LOC_Os12g27810 (F-box d omain containing protein) 
   ||||| || |||||||||||| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 2.0 

5’ GGUGAGGAGACCGGGGUCACC 3’ LOC_Os12g33290 (Hypothetical protein) 
   ||:|||||| ||||:|||||| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 2.0 



 

 

5’ AGCGAGGAGACCGGGGUCACC 3’ LOC_Os10g12320 (Hypothe tical protein) 
    |||||||| ||||:|||||| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 2.5 

5’ GGGGUGGACGCCGGAGUCGCC 3’ LOC_Os12g10320  (Uncharacterized plant-specific domain TIGR01627 family protein) 
   || | ||| |||||||||:|| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 3.5 

5’ GUCGGGGACGCCGGAGCCACC 3’ LOC_Os05g16230 (Express ed protein) 
   | |:|||| ||||||| |||| 
3’ CCGCUCCUCCGGCCUCAGUGG 5’ PI_miR63_3’, 3.5 

PI_miR66_3’a-b  
5’ GUAACGUUUGACCACUCGUCUUAU 3’ LOC_Os01g12820 (Harpin-induced protein 1 containing protein) 
   |:|||||||||||||||||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR66_3’a-b, 0.5 

5’ GUAACGUUUGACCACUCGUCUUAU 3’ LOC_Os01g15970 (Expressed protein) 
   |:|||||||||||||||||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR66_3’a-b, 0.5 

5’ GCAACGUUUGACAACUUGUCUUAU 3’ LOC_Os03g50390 (Prot ein kinase, putative) 
   |||||||||||| |||:||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR66_3’a-b, 1.5 

5’ GUAACGUUUGACUACUCGUCUUAU 3’ LOC_Os12g16350 (3-hydroxyisobutyryl-coenzyme A hydrolase)       
   |:||||||||||:||||||||||| 
3’ CGUUGCAAACUGGUGAGCAGAAUA 5’ PI_miR66_3’a-b, 1.0 

5’ GGCGCUCCAGCAGGAGAUCGC 3’ LOC_Os04g59160 (Peroxid ase family protein) 
   || |||||| ||||||| ||| 
3’ CCACGAGGUGGUCCUCUUGCG 5’ 06g21900_P3(+),  3.0 

5’ GGCGCUCAACCAGGAGAAGGC 3’ LOC_Os08g07810 (Stricto sidine synthase family protein) 
   || |||| |||||||||| || 
3’ CCACGAGGUGGUCCUCUUGCG 5’ 06g21900_P3(+), 3.0 

5’ GCUGCUGCGCCAGGUGAACGC 3’ LOC_Os03g54770  (Cleavage stimulation factor, 50 kDa subunit, putative) 
   | |||| |:||||| |||||| 
3’ CCACGAGGUGGUCCUCUUGCG 5’ 06g21900_P3(+), 3.5 

5’ GGUGGUACAUCAGGAGAUCGC 3’ LOC_Os07g04530 (GYF domain containing protein) 
   |||| | ||:||||||| ||| 
3’ CCACGAGGUGGUCCUCUUGCG 5’ 06g21900_P3(+), 3.5 

06g21900_P2_5’  
5’ CCUGAUGUUGUUCCUCAGACA 3’ LOC_Os08g22750 (Hypothe tical protein) 
   |||| || |||||||||| || 
3’ GGACCACCACAAGGAGUCCGU 5’ 06g21900_P2(+),  3.0 
5’ CUUGCUGCUGUUCCUAAGGCA 3’ LOC_Os05g06530 (Express ed protein) 
   |:|| || ||||||| ||||| 
3’ GGACCACCACAAGGAGUCCGU 5’ 06g21900_P2(+),  3.5 

06g21900_P3_5’  
5’ GGUGCUCCACCAGGACAACGC 3’ LOC_Os02g48570 (POU family protein) 
   ||||||||||||||| ||||| 
3’ CCACGAGGUGGUCCUCUUGCG 5’ 06g21900_P3(+), 1.0 

C. Predicted target genes of the phased small RNAs from the newly-identified MIRNA-like long   
hairpin  

06g21900_P4_5’  
5’ GGAGGCAGUCAAUAGAGUCAG 3’ LOC_Os03g18454  (Gamma interferon inducible lysosomal thiol reductase family protein) 
    ||||| |:|||||| ||||| 
3’ GCUCCGGCGGUUAUCGCAGUC 5’ 06g21900_P4(+), 3.5 

06g21900_P6_5’  
5’ CUUCUUCUCUCUCUUCUCUGC 3’ LOC_Os02g39630 (Iron-st ress related protein, putative) 
   | |||||||:||||||| ||| 
3’ GUAGAAGAGGGAGAAGACACG 5’ 06g21900_P6(+), 2.5 

5’ CACCUUCUUCCUCUUCUGCGC 3’ LOC_Os04g43210 (Sugar t ransporter family protein) 
   || |||||:||||||||| || 
3’ GUAGAAGAGGGAGAAGACACG 5’ 06g21900_P6(+),  2.5 

5’ CAUCCUCUUCCUCCUCUGUGC 3’ LOC_Os08g41690 (Express ed protein) 
   |||| |||:|||| ||||||| 
3’ GUAGAAGAGGGAGAAGACACG 5’ 06g21900_P6(+),  2.5 



 

5’ CAUCAUCACCCUCUUCUGUUC 3’ LOC_Os09g25784 (Integra l membrane protein DUF6 containing protein) 
   |||| || ||||||||||| | 
3’ GUAGAAGAGGGAGAAGACACG 5’ 06g21900_P6(+),  3.0 

5’ GAUCCUCUCACUUUUCUGUGC 3’ LOC_Os09g19560 (Protein  arginine N-methyltransferase 1, putative) 
    ||| |||| ||:|||||||| 
3’ GUAGAAGAGGGAGAAGACACG 5’ 06g21900_P6(+), 3.5 

06g21900_P1_3’  
5’ UGACCAUGGCAAGGCUGAAGA 3’ LOC_Os03g18490 (Express ed protein) 
    | ||||||||| |||||||| 
3’ CCAGGUACCGUUGCGACUUCU 5’ 06g21900_P1(-), 3.0 

5’ GCUUCAUGCCAAGGCUGAAGA 3’ LOC_Os03g13590 (Tropomy osin, putative) 
   | |:|||| ||| |||||||| 
3’ CCAGGUACCGUUGCGACUUCU 5’ 06g21900_P1(-), 3.5 

06g21900_P4_3’  
5’ UGCUGAAGUUGUUGCUGGCCA 3’ LOC_Os02g57780 (Express ed protein) 
   |||||| ||||||| |||||| 
3’ ACGACUACAACAACCACCGGU 5’ 06g21900_P4(-), 2.0 

5’ CGCUGCUGUUGUUGGUAGCCA 3’ LOC_Os01g70940 (Potassi um transporter 7, putative) 
    |||| |||||||||| |||| 
3’ ACGACUACAACAACCACCGGU 5’ 06g21900_P4(-), 3.0 

5’ UGUUGGUGUUGGUGGUGGCCA 3’ LOC_Os03g60720 (Alpha-e xpansin 4 precursor, putative) 
   ||:||:||||| ||||||||| 
3’ ACGACUACAACAACCACCGGU 5’ 06g21900_P4(-), 2.0 

06g21900_P6_3’  
5’ AAGCACUAAAGAGGGCAGAGA 3’ LOC_Os12g17310 (Myosin heavy chain, putative) 
   |||||||||||||||||:||| 
3’ UUCGUGAUUUCUCCCGUUUCU 5’ 06g21900_P6(-), 0.5 

06g21900_P2_3’  
5’ ACCGCCGGAAGAUCAUCACCA 3’ LOC_Os09g37100 (Phospho lipase D delta, putative) 
    ||||||||||| |||||||| 
3’ GGGCGGCCUUCUUGUAGUGGU 5’ 06g21900_P2(-), 2.0 

5’ UCCGCCGCAAGAACUUCACCA 3’ LOC_Os05g04380 (Peroxid ase family protein) 
   :|||||| |||||| |||||| 
3’ GGGCGGCCUUCUUGUAGUGGU 5’ 06g21900_P2(-), 2.5 

5’ CCGGCGGGGAGAACAUCAGCA 3’ LOC_Os01g24030  (Adenosine monophosphate binding protein 2 AMPBP2, putative) 
   || || ||:||||||||| || 
3’ GGGCGGCCUUCUUGUAGUGGU 5’ 06g21900_P2(-), 3.5 

5’ CCGGCGGGGAGAACAUCAGCA 3’ LOC_Os03g19240 (AMP-bin ding enzyme family protein) 
   || || ||:||||||||| || 
3’ GGGCGGCCUUCUUGUAGUGGU 5’ 06g21900_P2(-), 3.5 


