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1.4 miRNA miRNAs psRNATarget miR-
NAassist PatScan ~ miRU . psRNATarget ( http: // plantgrm. noble. org/psRNATar—
get/) miRNAs EST miRNAs
0, 3 o psRNATarget
20 nt miRNAs 3G:U 0.5
2 - 1 3 25.0
kecal /mol miRNAs o=t miRNAs NCBI
blastx o
2
2.1 miRNAs miRNAs
EST(3 ) .GSS(6 ) HTGS(1
) 10 miRNAs( 1) 8  miRNAs o miR156  miR160
2 miRNAs 6  miRNAs 1 o
1 miRNAs
miRNA miRNA ML 1D PL  Arm miRBase best hit ID  E-value
mac-miR156a  TGACAGAAGAGAGTGAGCAC 20 ES434836. 1( EST) 114 211 98 6 zma-MIR156d 2.00E -13
mac-miR156b  TTGACAGAAGATAGAGAGCAC 21 HN242063.1( GSS) 131 216 86 5 pte-MIR156j 4.00E -22
mac-miR160a TGCCTGGCTCCCTGTACGCCA 21 AC186747.2( HTGS) 77930 77841 90 5 sbi-MIR160a 2.00E -17
mac-miR160b  TGCCTGGCTCCCTGTATGCCA 21 HN248011.1( GSS) 536 620 86 5 osa-MIR160b 7.00E -23
mac-miR162a  TCGATAAACCTCTGCATCCGG 21 HN247504.1( GSS) 814 682 133 3 zma-MIR162 3.00E - 14
mac-miR166a  TCGGACCAGGCTTCATTCCCC 21  FF558732.1( EST) 149 231 83 3 bna-MIR166d 1.00E -09
mac-miR168a TCGCTTGGTGCAGGTCGGGAA 21 HN253213.1( GSS) 117 24 94 5 sof-MIR168a 7.00E -13
mac-miR172a  GAATCTTGATGATGCTGCAC 20  HN239201. 1( GSS) 119 2 118 3 gma-MIR172a 5.00E -08
mac-miR396a TTCCACAGCTTTCTTGAACTG 21 DX457510.1( GSS) 482 585 104 5 1ja-MIR396 7.00E -12
mac-miR2118a TTGCCGATCCCTCCCATGCCGA 22 FF557264.1( EST) 63 221 159 3 osa-MIR2118b 4.00E -08
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>mac—miR156a
= - A GGAA GC
GGGGGGUUGACA GAAGAG AGUGAGCAC CAGCGGG AAUGGCAU G
UUUUCCGACUGU CUUCUC UCACUCGUG GUUGCCU UuGUCGUG A
(9 U G e GC

>mac-miR156b

Uy = U -| cu CU
G UGACAGAAG AUAGAGAGCACAGA GA UGG UGCAA C
C ACUGUCUUC UAUCUCUCGUGUUU CU ACC ACGUU U
AU G cC cC w uu

>mac—miR160a

uu C @ A | A A A
GUGC UGGCUCC UGUACGCCAC CAU GUAG UCGAU UCU U
CACG ACCGAGG ACGUGCGGUG GUG CAUC GGUUA AGG G

CG A A 6 U - G G

>mac-miR160b
] c A -] ACC CAU
CGUGC UGGCUCC UGUAUGCCAC CAUA UAG  AAUC G
GUACG ACCGAGG ACGUGCGGUG GUGU AUC ~ UUAG G
A A G G GA-  UGA

>mac-miR162a

uc| C C uc G C UGGUC b u6U U AU
UCUGGA GCAG GGUUUAUCGAUC UUCCUG C UUGU CCUC  CA G GGA UAG \
AGGCCU CGUC CCAAAUAGCUGG AAGGGC G AACA GGAG GU U CCU GUU C

uc” A U CU - A UU—- Ul cbu C AG

>mac—miR166a

UlA uu CU ACUGCUAG C G
G GGGGAAUG  GUCUGG  CGAGGUC UC UCCAC \
C CCCCUUAC CGGACC GCUCUAG AG AGGUG C
AC uu AG = A U

>mac-miR168a

G/ 0] u C C GA- C

CCGCCUCUGGUUCG UUGGUGCAGG CGGGAA GC GC  UCCG C
GGCGGAGGCUAAGU AACCACGUUC GCCCUU CG €6 AGGC G
A C 5! - C AGC G

»mac—miR172a

GGC— ACGU AA A — C ucu
AGUCG UUGC  GUGUAGCAUCAUUAAGAUUC CAU AGUU GAGCG G
UCAGU AACG  CACGUCGUAGUAGUUCUAAG GUG UUAA CUCGU U

CCACA GGAU AC A AMGUT U cuc

>mac-miR396a
] G C S sas s | = U
CUC UUGUAGU UUCCACAGCUUU UUGAACUGCA CUCA UCC \
GAG GACAUUA AGGGUGUCGAAA AACUUGACGU GAGU AGG U
U A C UAACUCUACAUACGC™ GA U

>mac-miR2118a

Ul AG C CACA U C G G - G U = e - GGC
GGG GAG GAGAGGAAG GGGAU CCUA AAGCUGU GG AUGGG GG AUCGGCA GC CCAU ACCUGU UCU  \
CCC UUC cucuccuuc CUCUA GGAU UUUGGUA CC UACCC CC UAGCCGU CG GGUA UGGACG AGA U
U" ¢ C = = U G G U C U u GU U GAG

2 10 miRNAs
Mfold



226 2012

2 miRNA
miRNA_ID _ID
mac-miR156a 6 FF558536 1 12.616 SPL
ES434709 1 12.682 SPL
ES431356 1 16.633 SPL
FF560486 1 22.572 SPL
ES432808 2 11.517 SPL
ES435047 2.5 15.624
mac-miR156b 5 FF560486 1.5 23.555 SPL
ES432808 2 11.231 SPL
FF558536 2 12.65 SPL
ES434709 2 12.845 SPL
ES431356 2.5 16.332 SPL
mac-miR160a 0
mac-miR160b 1 ES437336 3 20.303
mac-miR162a 1 ES431955 3 15. 047
mac-miR166a 0
mac-miR168a 1 FF560697 3 16.931
mac-miR172a 4 ES436968 1.5 15.863 APETALA2 -
FF559887 1.5 16.782 APETALA2 -
FF562345 3 20.517 13-
FF560010 3 23.201 13-
mac-miR396a 4 FF559506 3 18.501
FF560944 3 21.018
FF561310 3 23.73 SNE2
£S434228 3 24.765
mac-miR2118a 2 ES436760 2 21.136 NBS-H.RR
ES435616 2.5 14.812
miRNAs N o miRBase
291 miRNAs V581 miRNAs V234 miRNAs 2362
miRNAs .163 miRNAs 172 miRNAs 63 miRNAs
miRNAs o 8  miRNA 10
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Bioinformatic Prediction of Conserved microRNAs
and Their Target Genes in Musa acuminata

YE Ke-yong' CHEN Yao® LI Rui-mei' FU Shao-ping' GUO Jian-chun'

(1. Institute of Tropical Bioscience and Biotechnology Chinese Academy of Tropical Agricultural Sciences Haikou 571101 China;

2. Scientific and Technological Information Research Institute Chinese Academy of Tropical Agricultural Sciences Haikou 571101 China)

Abstract: MicroRNAs ( miRNAs) are small RNAs ( sSRNA) that regulate post-transcriptional gene expression by

cleaving or inhibiting the translation of target gene transcripts. Based on the conservation of miRNAs in many

plant species and the currently available genome sequence 10 individual conserved miRNAs have been predic—

ted in Musa acuminata and these miRNAs were found to belong to 8 families. Online psRNATagret software was

run and 24 pairs of miRNAs were predicted to interact with their targets in Musa acuminata and these target

genes are involved in metabolism development response to biotic and abiotic stresses and other cellular

processes. This study has provided information on Musa acuminata miRNAs and their targets for future studies.
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