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Fig. 1 The structure feature of the class I polypeptide release factors®

1 F—LREERMETHER LY

2 E—ZRAEERMETRIThEE

HHT, 3 A R IR 114 3 Sl fa il sy
AT 3 DAFE T RE(E 1b). N gt Iarp R 57 1)
NIKS Fl YxCxxxF [X ] §§ -5 2% 1125 [R50 47 558,
AR T X AL T o2 Al o3 8 . A s
W38 R B AW, A 5 R IR BE R R F- RFs
(1) M gt ssrb, s FE DR SF 1) GGQ DX nT U Ik Tk
tRNA 7K fil#B. RF 1) GGQ X #% 1] HE A 48l tRNA
AutiF) CCA, I dr¥i A AL ARAH A B, C 45
S0 P SIS TR TR - AH ELAE FH AR DX 3.

2.1 F—ZERKSERR A FRRADAY AT BEAR X

HAT, SR T Pk e 55— SRR BRI
DR 70 2 T IR i . — PR T 16 S
123 S rRNA [WHEZVE, X H T4 rRNA (R4
2 MR P HERR D, 7R T tRNA 5 mRNA 8
L LT -RF Z AR WA REAFAEA EAE . ) —Fp
B G — RIR RN T LR ERS
mRNA |28 1|21 1) B A LA AL

Jikzanfart, 454 TRk B RF2 5200
2 R, SRS R IRRERS I
[Xl-f- RF1 Ml RF2 {ERZ 88K B iR g i or: &
T PVT Z KA E 1K) loop X 3 PR 48 45 28 11 % 0
T RS I L AR 2)9.
Ah, oS- BB 1 A ity 5 AT 2% 1 A 1R 5 AL

5, WRESH0RET U BB, TR A T 4
IR T8 — M iIE. e mARET, HR
WA IS B~ B 1) A i [) 2% 1136 AL 1 37 s 2 1)
5 T) AL, 5 B SR A5 1R N R A T B R TS AT
mtRF1 LS, I PVT BEHR I & 4 DNEsh
2R, "ENTRES 5 SR AARs ek 25 1l
BT AGG T AGA FR A, T 7E 3 (2007 4F)
B8 N ZR AR RS A 1 mtRF1a W EE 54001
RF19.

Fig. 2 Interaction of RF1 with the decoding center
of the 30 S subunit from E. coli®
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Fig. 4 Interaction of RF1 with the peptidyl transferase
center of the 50 S subunit from E. coli
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New Progress in Function and Structure of

The Class I Polypeptide Release Factors®
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Abstract The process of protein synthesis is terminated by one of the three stop codons which are recognized by

class [ polypeptide release factors. Subsequently, it could promote the hydrolysis of the ester bond of

peptidy-tRNA, resulting in release of the nascent polypeptide. Recent results from cryoelectron microscopy,

crystallography, NMR, molecular dynamic and biochemical experiments have shed considerable light on the

function and structure of the class [ release factors. The progress in these aspects were summarized.
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