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HEEEL (EX) Molecular basis of the action of Hfg-binding small RNA in
Escherichia coli.
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WFTERR R OBEEE (Fn30) @ SgrS # €7 /L & LT Hfq 5 6PE sSRNA OEBFEZ DWW COME %
TV, LFOSEEZH ST L, (1) SgrS @ 14 HEILAEIK (168-181) N E 7e i Fa kI Ak s L O
FHARBLE (B2 i/ NEI C b D, (2) RNase E N 711-750 fEIRAY Hfq f5 A IR C. 2 O%HT
I% RhIB A HEIk & E72 > TV 5, (3) sRNA DIRE AL 7O AR Y U EHIA Hiq 5 &0
& LTH<, (4)sRNA @ Hfq f&E Y = —/Lid, Rho RFIFEAEIEY — I X —F —B L UOANT
EURBEERTOWNET U Y v FESID G5, (5) Hig fEEEY 2 — VA2 BRIC LI EO#B T
I BT ROREEIZRE LT,

FFFERRE DOBEZE (J£3) : Molecular basis of the function of Hfg-binding SRNA has been studied using
SgrS as a model. The major findings are as follows. (1) The 14 nt region within SgrS is the minimum
region required for base-pairing and translational repression of ptsG mRNA. (2) The region between 711
and 750 of RNase E is sufficient for the functional interaction with Hfq to support the rapid degradation
of ptsG mRNA. (3) The polyU tail of rho-independent terminator is essential for Hfq action. (4) The
functional Hfg-binding module of bacterial sSRNAs consists of a double or single hairpin preceded by a
U-rich sequence and followed by a 3’ poly(U) tail. (5) The synthetic Hfq-binding small RNAs to knock
down desired mRNAs have been successfully designed.
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72725, (3)SgrS |2 Xk 5 ptsG mRNA Ol
IR T, ptsG mRNA OFFRAE N —
FTHITH D, (4) ptsG mRNA DV 7R Y — Lk
BIALATIE D 6 HEEXEA SerS 2 X D pisG
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& ptsG mRNA OHFHRTER ZEET 5, (6)
ptsG mRNA OEFIEMED SgrS D ptsG mRNA
~OMRBRIENCH G LTV D, (7) HEE
R OB DM SgrS/Hfq (2 & D pisG
mRNA OFFRAE QK TH 5.
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