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Advances in plant microRNA and stresses response
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Abstract: MicroRNAs (miRNAs) are endogenous 16-29 nt non-coding small RNAs that were are generally found in
species and typically encoded by endogenous genes. They play an important regulatory role at post-transcription level by
targeting mRNA cleavage and translation repression. More and more plant miRNAs had been predicted and identified along
with the development of bioinformatics and experimental techniques. At stress conditions, plant miRNAs also play a role in
adaptation by up-regulating or down-regulating the miRNA expression. The biogenesis, action mode with target genes, bio-
logical functions of plant miRNAs, as well as the stress-responsive miRNAs, were reviewed and the methodologies of
miRNA study were also briefly summarized in this paper.
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miRNA (http://microrna.sanger.ac.uk) , ,
miRNA 28 127. 28] , miRNA
Release 7.1(2005 10 1291 ,
)2l miRNA (D miRNA Allen BY
miRNA miRNA ,  miRNA “ i
; miRNA s Release 7.1 “ 7z . e ”miRNA
2.7 miRNA ,
RNA miRNA ; “< ””miRNA
, miRNA [24.23) ,
miRNA RNA (Small RNA) 1o.26] miRNA
RNA il 281

% 1 miRBase f miRNA ZEZ Y8 B9 %

Release 14 Release 7.1
miRNA miRNA miRNA miRNA
(Oryza sativa L.) 152 452 46 178
(Physcomitrella patens L.) 111 281
(Populus trichocarpa L.) 42 237 33 213
(Arabidopsis thaliana L.) 114 215 46 117
(Sorghum bicolor L.) 25 140 16 72
(Vitis vinifera L.) 29 137
(Medicago truncatula L.) 27 116 10 16
(Zeamays L.) 20 113 18 97
(Glycine max L.) 53 86 11 22
(Selaginella moellendorffii L.) 45 64
(Brassica napus L.) 18 48
(Aquilegia coerulea L.) 20 45
(Pinus taeda L.) 27 38
(Triticum aestivum L.) 31 32
(Solanum lycopersicum L.) 17 30
(Brachypodium distachyon L.) 17 19
(Brassica rapa L.) 9 19
(Saccharum officinarum L.) 6 16 6 16
(Gossypium hirsutum L.) 6 13
(Phaseolus vulgaris L.) 8 9
(Populus euphratica L.) 7 8
(Brassica oleraceaL.) 5 7
(Lotus japonicus L.) 2 2
(Vigna unguiculata L.) 1 2
(Gossypium raimondii L.) 1 2
(Carica papaya L.) 1 1
(Gossypium herbecium L.) 1 1

(Malus domestica L.) 1 1
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