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120l Al Posttranscriptional Gene Silencing(PTGS)oll
}@%1 small interfering {sij RNAQ} SAMEE Zi=r)

, dsSRNAE RNase Il helicase®! DICERO Ql&HA]
SIRNA HECE ZaFo] HEHQ RNAJ g5l
RNA interference silencings S43IAIAH, &= target
mRNAE ZaicHA Ant. AEAE mRNAE S0l
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2 Zc Targetd} HSAESR: AQE HHEH. A
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(Bonnet et al. 2004. Detection of 91 potential
conserved plant microRNAs in Arabidopsis thaliana
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and Oryza sativa identifies important target genes.
PNAS 101: 11511-11516;
Bartel. 2004. Computational identification of plant
microRNAs and their targets, including a stress—
induced miRNA. Molecular Cell 14: 787-799). #¢]
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ox AR MA ZA QAHtranscription factor) 2l
ubiquitinationoll «]9_} oEEl 23 pEo] #ogle
TIR1 E3 ubiquitin ligase SCF complex F—box subunit
O} TIR1-like &AL sulfur assimilationdll FHAsk=
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FQT) targetOF o] ATUCE

10 £2
A5l EH%* T CSH0) H
430511 UK
| letalol 3 2, SIS Ll )
B g MR
B2 - (RRElo] 228 9 GENS U= o

W, A, g4, DR HRIE SHe= o
E’gé a0 & Dlt+
o3jH|
H3 ¢ 15,0008 | oS3l 500,000
o Yot 10,00080 | eCHHSI® 00,0008
o StlislE 5,0002

o3F : AIFTHLY FHF YL [079-17-038786]

Korea Genome Organization &8



