Bk FBom
20034 3H

FIRFEFR (ARBEER)
ACTA SCIENTIARUM NATURALIUM UNIVERSITATIS SUNYATSENI

Vol.42 No.2
Mar. 2003

PUFhHE 8 25S rRNA sarcin/ricin

A AR ER A

54, A

A

&, RAZ, BRH

(PLRFABIERFL TS /ABIERKTRELELT, & M 510275)

W E: RARREMER NTP SRR, 40 78K, 2K, BREAIKRE 255 rRNA sarcin/ricin X 8,4 iy FF
HACET, KBLTIX 4 FRHY) 255 fRNA B55 3 023, 2 966 7 2 962 o7 K M0 | o st imde i A B I v - 2/ -O-FR L4k
Bt 7R 22 JIVRE T 25S tRNA 958 2 992, 2 990 {0 FA ffd s i 1 15 04 S22 47 5 BLAL ) B A A B 27-0-F LA %
T 294 A ENREEREIN, 2K, ERAKEH-—RER B%E; MA, MY 255 rRNA S 3 023 {if
FH B AL R 4 B WITET (2T sarcin/ricin Z5HISM2E3F 1, SHOBRKRIEEA VB S AR 5 MHR, WEW
B RNA RIS R BAE BREABHMAE, REX—ZEHN, RPs REHYZEE RNA B

REF TS X — R RBIE X,

KER: BREMABE; sacin/ricin ZHIR; Y RNA
XEHS: 05296579 (2003) 02-0062-04

PESES: o523 XEIRIAE: A

ERSHEY R ZAAE— KR EE A%
BRI B EL R KIEEY (ribosome in-
activating protein, RIP), BLE M 350 LR MY+ &
B} 100 £#"Y, RIP K NBHEIEHE, T—1
7K A% 28S rRNA 55 4 324 [ IREEPG AR, FH LMK
SRMEF 2844, NTLILEEARERY . RP
£ IRNA EERM R R — 1 EHRFHERL
¥, FRM a-sarcin/ricin loop (SRL), tEFEMBET 2
KRB . RIP RARRNIEY & —H, Tk
KBRS R pE R, (HEERE B B9 fRNA RE;
XIEERE . PL 30 ) AL 40 A B R R AR R Y
rRNA #EA RIEEM, T EXBOR AR E M LR
i RNA &, AR AREBEESAMERE
Wi RIP 5 RNA 456, RIMEH RIP MR B
N, Zhang SR T FMEF RS 5 B RIPs K
YRS, RAENAREREBSHBEEER
RNA, EMEMAZSMOBEEE T (S100) B4
BERBEHER X A SRR RE, XEEREH,
RIP K IR AAE Y128 RNA ) sarcin/ricin [X 3% 7] B
RAET HEgsH FEmEEcE, BHIET RIP AR
HIFBEAL

HEZgMS, PEAREREA RNA REEK
HREBMN, RTOBULREEREMLS, KR
RBHEN 2-0-F Bk, X BB KA T

* WCAEEHE: 2002 - 06 - i2
ELTE: EXARPEZESTETE (39970171)

RNA MEERFX . ABEGH@EIIY T, 5%
PR ALE R R . & RNA B
HRIEA, E5MABE. BRFZHRHEN
RNA & H AT 865 «RNA BOIRA. TBR%EH X,
BATA X EZFWREE S RNA B BRIPE X,
AR5 8 I W 8 R LGB 4 M JL R LA A B 2557288
tRNA o-sarcin/ricin loop (X 35 A FH B fb 4% H, it
RNA AL RPER

Yt

1.1 1% /& RNA fIH&

Bt 22 )\ Luffa cylindrica . 75 )X Momordica cha-
rantia W B R AT 5, HKE Oryza sativa A ZE R
ik, BIEF, BEIHE; B Ricinus communis
FFWEMTAR, BREF, BRHAZZE, B1
gHMAR, ABRERGFHERY, BHARREAR
I8 $RBR & RNA
1.2 EEHEMSIMERE

EREM5 Y H L% Sangon 2 A B, FF
K
SRF1; 5'GTTACCACAGGGATAACTGG3'

SRR2: 5'CCAAGCGCGATGACCAATTG3'
5|%) SRF1 # SRR2 Fi T4 1% 255 BWHA DNA 5 B
214 SRR2 PL [y-2P] ATP (W B ALK WAELF])

EERN: TEE (196244), B, MAmast,; EWBERA: JERHM; Emal: lsbre04@zsu.edu.cn



508

FEEZ. OFEY 255 (RNA sarcin/ricin 254438 ! AL B 69047 63

FRID SR, AT REFMBE, HTRRZR
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Fig.2 Determination of the methylated nucleotides in

sarcin/ricin domain and its flanked sequences
of 258 rRNA from four plants
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Scerevisige  ————— BAUGU-ACCA —A—A—F -UGAA-—U— ———— —A-UUCA— ~G~—U-A— —U-U—C~G C—U
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Fig.3 Analysis of methylated nuclectides in sarcin/ricin loops of 255/28S rRNA from 6 eukaryotic cells
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Determination of the Methylated Nucleotides in Sarcin/Ricin Domain
and Its Flanked Sequences of 25S rRNA from Four Plants

WANG Jia-fu, ZHOU Hui, CHEN Yue-qin, QU Liang-hu
( Biotechnology Research Center//
Key Laboratory of Gene Engineering of the Ministry of Education,
Sun Yat-sen University, Guangzhou 510275, China)

Abstract: Using primer extension at different dNTP concentrations the methylated nucleotides in sarcin/ricin domains
and its flanked sequences of 25S rfRNA were analyzed and determined from Oryza sativa, Momordica charantia, Luffa
cylindrica and Ricinus commurus. A3023, U2966 and A2962 were 2'-O-ribose methylated nucleotides and U2944 was
base methylation modification in 25S rRNA of those four planis. €2992 and G2990 were two sites of 2’-O-ribose
methylation only found in Momordica charantia and Luffa cylindrica. Interestingly, A3023 was located at sarcin/ricin loop
of plant 25S rRNA. However, the site was 5 nucleotides down stream from a-sarcin/ricin cleavage site and unmethylated
in mammals and S. cerevisiae TRNAs. The results suggest that the methylation modification in sarcin/ricin loop of plant
rRNAs prevent the recognition and hydrolysis from the ribosome inactivating proteins.

Key words: methylated nucleotides; sarcin/ricin loop; plant fRNA



