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Table1l Sequencesof nev miRNA s and their locations in the rice chromosome

. . miRNA
mTIR:s'XAnLrn ber Cr;r;orr]neo- p%Sriitg;(i)r?a?f Candidated matu ritT/ Irw?lR/_l\\lA sequence o E?Q?;eg?qg\?
sequence thaliana

miR0O1 1 38139509 38139603 U GCCAAA GGA GAUUU GCAUAC ath-M IR399
miR02 1 5718080 5718148 UGUCAUCUUCAUCAUCAUCUG ath™M IR414
miR03 2 12956021 12956100 UU GGA GAA GA GA GU GA GCACA ath-M IR156
miR04 3 30345921 0346041 A GCU GCCA GCAU GAUCUAACU ath-M IR167
miR05 4 32655912 32656028 UU GUAUAUAGU GAAGUGUUUG ath-M IR395
miR06 4 31838759 31838870 A GU GUUU GGGGGAACUCUCGA ath-M IR395
miR07 5 2832917 2833037 UCCAAA GGGAUCGCAUU GUCU ath-M IR393
miR08 7 28469789 28469879 GAA GCA GGGCA CGU GCAU GCA ath-M IR164
miR09 8 1701243 1701325 CUCCCUGUAUGCCACUCAUCU ath-M IR160
M iR10 12 25510435 25510546 U GCCA GCAU GAUCUA GCU CU G ath-M IR167

Tt .

Note +. Sense strand, - . A nti-sense strand
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Computational identification of novel family members
of microRNA genes in Oryza sativa genome
JINW ei-bo™",W U Fang-Ii, KONG Dong’, GUO A i-guang”’,YANG Shu-shen®

(aCollege d L if eScience, b K ey L aboratory o A gricultureM olecular B iology in Shannxi,N orthwest A & F U niversity, Yangling, Shaanxi 712100, China)

Abstract: M icroRNA s (miRNA ) are about 21 nt long non-coding RNA s derived from larger hairpin

RNA precursrs and play mportant regulatory roles in both animals and plants The low abundance of
omemiRNA sand their time- and tissue-pecific expression patternsmake experimental miRNA identifica-

tion

difficult Here aprogran- PreM iRFind for genomew ide prediction of O ryzamicroRNA sw aspresent-

ed Thismethod used characteristic features of known Oryza miRNA s as criteria to search for miRNA s
Our prediction identified 1 375 prem iRNA candidates The 166 prem iRNA sw ere reservation as criteria to
search for miRNA s conserved betw een A rabidgpsis and Oryza sativa 153 premiRNA swere the sane as
know n miRNA s and then the structuresof the 13 prem iRNA sw ere analyzed further. Finally 10 nev miR-
NA sw ere obtained

Key words rice genome RNA fold; m icroRNA



