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B5#tH 4. 5S RNA BEEESEHR S SHENERHRE
E0E &2 A % F FHY XZHE

(ERAFEWEE LR 100871

MR A KA (Escherichia coli ) AT BB B & (Enterobacteriacece) AR R H
i = B B, B 3558 F I B (Proteus vulgaris ) K5 B KB (Serratia marcescens YHIFES
B ¥ Wi (Enterobacter aevogenes), 43 BI#T 4. 55 RNA XEFE SRE LN B (PCR), RS
WP ER T F R e 8 & 50 (SSCPy ¥, LR RRA, LA MW 4. 5SSRNA &
ER R MNEREHRHAETERNER . A-SEFEANAENSEHBFRR. AL
4.55 RNA #EE7E# & L AR, =BT H 4.55 RNA BERNFENBA T, PR
HAXHNERER,

WA BT 4SS RNA ER,.AHAR L5

FEEYHARAT ZFE - ERERBEN /DT T RNA EIIHEEHEEN. #
PR EHRAGTER 4. 55 RNA , Bl 114 MREARD. BRXERNA R 54
g B RNA B8 0.4, HAREMAEKIBPAWERS M TE, Poritz Hf0
Struck U4 BB KR +TH 4.5S RNA 5 #% £ 8550 58 A (SRP) P 7SL
RNA RFILFRIMEBIFE. X MEAFITEE T i 40 8 H B /MrF RNA B, /7
HEERAEREFHINME. B, Ribes HERT, KIGFF & 4- 5S RNA 5 48kD HH R
HARMEECATES SRP Xl £ R ECNHESRPERLAER.

Bk Hy % F AH (single strand conformation polymorphism , f4 Ff SSCP ) 43 #7114 $ 42
R DNA REER T RMTBRR  XHZTRANARES THRRERAMESSHE
ERI R Ry R Z HF MRS, 4 DNA FARERT, BIE RS -1 REn
T RE B HARAR, AU R ke TR, PCR S HEWR R4
BAME G (PCR-SSCP), RET R BREN —FIERMEH R . HE. AREFSHR
BERRTFEFEANFER. EAARTLFREFHEIRAMIGEEREBEE
By Feagioel

LB F B PCR-SSCR AR, KB H (Escherichia coli) R BEHABFERR
R B ) = Fd bk, B35 W I B (Proteus vulgaris) 35 R YE W (Serratia marcescens)
=B i (Enterobacter aerogenes)#] 4.55 RNA EE#TILEMNE., TRERFN
4.53 RNA HEE B Z WY R<F,

- BEOENER2EHEL,
£XF 19924 9 4 18 AR,
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1 HEFE*®
1.1 HEh

E.coli B \E. coli C600 fl E. coli K12 ¥ & PEBEBRNEDHRT. AT LRE
BRI EE M E R IR R R,

1.2 HEF0IR IR

E.coli K12 /i BPY ¥% 2183 . K. coli B, E. coli C600, E. coli ]M101 I DH5a #
RALBEFEER, JlWEH AL EREASBTEU ALk EE
. LRMEINTE 37 CHH 18—24 /it
L3 4N DNA MRBHE

#: Kavenoff % A p907 300,

1.4 RS R E (PCR)

PCR H#iR DNA 8B H E. coli IM101, E. coli B, E. coli C600, E. coli K12,DH
CSe EETEW AN E REN U E.

5'%514 % GGGGGCTCTGTTGGTTCTCC

3' %51 GGGTGGGGGCCCTGCCAGCT
L4.1 X#RPCR @95 974 5 X4 DNA, &% R E# 100p1, HPEFE 104l 10X PCR
W 2ul 4X ANTP R & ¥ (& 10mol/L) , 4pl BEH DNA (& 2—3ug), 3 8H1 5 885
W5 4p1 (% 60pmol) . 76p] EMEX B K. 95 THIdh 10 524, M 0. 5pul Taq DNA B &
W (Su/p) B 100 BB GREM . RS RN S E T PCR (U BT, T4 93C45 7,
BK 50C 1408h, FEM 72°C 1 5+8F, 3t 35 MEIR, RS — W EM 72T 10 4080, B 558
LI 10pl =347 S MR BCRE BB L 3k . ] EB Juts, JheE B AT M (L F R
R WA,

1.42 AXFEPCR AIH PCR M= W ER ¥4 DNA , B 3 3ok B B4k
% 1pmol 5, H Ak R R4 R R R W 5574 ¥k PCR MR,
1.5 MERRSHMEHH(SSCP)

EREW % DNA f34BRRA X7 PCR 74y o A B Bk i (9K BE 4 50%),100°C
KEEHE S 540, REEFREB (100 HHE . REWA 0. 1%EBELS, #TFE
PRI A RS B BLAR B3 R R0 5 %6, A BEBE N 1259, HLFE 200V, B T
AP, E R RPRREREY 10C, BRSEES, BEREET e,

1.6 @Rk

SRERSHF RN,
1.7 DNA #FRME

H Hae N B§W#09 pGEM7ZI()DNA MRS RBY, L& E B4 TR E S
FE®THERER, &R R PCR I BT RE LR Fi.

2 &R
21 B#H M 4. 55 RNA XEKL/NER
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S AN E 10p] KB FFBE PR B (E. coli B, E. coli C600. E. coli K12, E. coli JM101
UERBHEBSARAREA=MEKETER EREDEREMNESHFE) KN DNA
PCR 741, 47 5 % PV IG B AR SR e e bk . IR B & LR B % DNA PCR ¥ BB 54 F
BBy IBRY L, EHENNS FRADEAN 114 bp, 5 XRBEN KR
FFH 4. 58 RNA ERK/MEFE 1 ZE 2),

142bp—

162bp

A1 KBIFETFAEH..5SRNAEXFEPCR = H?2 BHFESFEREH 4.55 RNA 258 PCA

& PAGE [ 748 PAGE &
Fig. 1 PAGE pattern of PCR products of 4.55 RNA Fig. 2 PAGE pattern of PCR products of
gene from different strains of E. coli 4. 55 RNA genes from three strains in differ-
1. Standards (pGEM7Z{(+ )/Hae 1 );2 -5. PCR ent genera of Enterobacteriaceae
products of 4. 58 RNA gene of E. coli B, E. coli 1. Standards (pGEM7Z{(+ ) /Hae I ); 2—4.
C600, E. coli K12,E. coli JM101 respectively. PCR products of 4.55 RNA genes from P.

vulgaris,S. marcescens,and A. aerogenes re-

spectively.

2.2 BH¥FE 4.55 RNA XENEBHR ST

3 A KB #F B8 TR B R (E. coli B, E. coli C600, E. coli K12, E. coli JM101,DH5¢)
UREHERAARE MRk (S ETRE MRV EREN BT 4.5
RNA EH PCR P4 iets , T A S B AR ORIk , S 6 3E A,

M 3 FIE 4 ATLAE B, FRANES 4. 5S RNA 2 sk s doT B A0, By
SBHENNERREERGHBEN AT AN KBTS S E SR E R E
PGB 4.5S RNA EE RS DNA FAETRENLER, P HHEZEENE
FIBEER ERREREXEEHNEARS AL, B 35, L0 xHTEE %R
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RIXFS: BIFHE 4. 55 RNA EHNFHMS T H 1y L%

13 KBS H BRI 4. 55 RnA EEPCR ™ M4 B MR RER 4 5 RNA [ PCR
#89 SSCP 4 7 P89 SSCP 4} 47

g3 SSCP analysis of PCR products of 4.58 RNA Fig. 4 - Sscp analysis of PCR products of 4.55 RNA

genes from different strains of E. coli genes from three strains in different genera of

1—5. Denatured PCR products of 4. SSVRNA Enterobacteriaceae

genes from E. coli M101 E. coli K12,DH 5a,E,

coli C600, E. coli B respectively; 6. Standards garis; 2— 5. Denatured PCR products of 4.58
(pGEM7Z{(+ )/Hae X.);7. Non denatured PCR

RNA genes from P. valgaris, S. marcescens, A.
products of £. coli 4. 55 RNA gene . aerogenes and E. coli

1. PCR products of 4. 58 RNA gene of P. pai-

JM101 respectively; 6.
Standards(PGEM?Zf( +)/Hael ).

3 KEG#FH 4. 55 RNA BERESSHgnme

| WABHE 4. 55 RNA HHE R PCR POBATIAL IR KB T EE DNA B et

__ ﬁ%ﬁﬁ-fﬂﬂiﬁ&ﬁ%%-—%ﬁmﬁﬁﬁ%o A4 PCR =0T 8 5 1T

s RITRA 5' 95319 5 335 51 Y164 Fi 4k W) 60 1(pmol) . i A xf# PCR =Y
ERES(E 5),

1

.ﬁ E&i%ﬁlﬁ&i%éﬁﬁEﬁ&ﬁ%ﬁﬁﬁﬁ#?#ﬁﬁﬂ%ﬂﬁ%’ﬁ%ﬁ&%‘s

WA G, Eﬁ&%&?ﬁ%iﬂﬁ'}ﬁﬁ(ﬁ?)iﬁ%ﬁﬁElﬁi_tfrfz‘&ﬁ‘ﬁ%%
H%ﬁ.ﬁlﬁﬁiﬁmﬁﬁjﬁtﬂﬁ SRP &ﬁ%%.#ﬁﬁrﬁif&ﬁ%EEEWEtT,ﬁ

BUE B LR 7SR5I Bk i 7SL RNA (#8300 PRI AAHFRGEY

A, KIAFF B R & SRP, (H 1 4. 58 RNA 5 48kD EEﬁE%&E%’F@ﬁ%SﬁL%‘BE
PR LA 1), ﬁTﬁ—iﬁTﬁi&—ﬁﬁB‘Jﬁ?ﬁﬁ,ﬁﬂ]ﬁ PCR-SSCP # A %t g #F

Tl i 5. im. ac. cn
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B 4. 55 RNA SHH#FTHETR.

5 KEBATE 4- 55 RNA EE X #5F 3 H PCR =4
SSCP 47 ,
Fig.5 SSCP analysis of sy tric Or asy ric PCR prod-

ucts of E. coli 4.55 RNA gene -
. Non-denatured PCR products of E. coli JM101 4. 55
RNA gene;
2. Denatured symmetric PCR products of E. coli
JM101 4. 58 RNA gene; 3 — 7 Denatured asymmetric
PCR products from E. coli K12,DH 5a;, E. coli C600,
E. coli B, E. coli JM101 respectively; 8. Standards
(pGEM7Zf(+)/Hae 1 ).

LRGSR RA, BT 052 K B #F B T 50 B8 060 B #F B R LA A R R i = bk L
4. 58 RNA EFEMR/NERMF BRSBTS, HAE B 4. 55 RNA RHEKMBERR
WAEMHR EMENHFALBEEN. B HE 4.5S RNA ZANAERESH
KREHNARNRAF, HESARNHE . RWUFSBHITH 4. 5S RNA EHHFF
AHBE, XYWL ESNEARR. HILAW,4.55 RNA I _SZWERLP
RAEYLRTFH.

i AABRFEHBERIERENL, EHHE.
£ £ X K
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COMPARATIVE STUDY OF SINGLE STRAND
CONFORMATION POLYMORPHISM OF 4. 5S RNA
GENE IN ENTEROBACTERIA

Huang Yixiu Gong Li Zhang Lei

Li Siming Zhu Shenggeng
(Departmeni of Biology,Peking University, Beifing 100871)

Abstract A recently developed technique ,non-isotopic single strand conformation poly-
morphism analysis (PCR-SSCP), was applied to study the conserved feature of 4. 5%
RNA gene in enterobacteria. The 4. 55 RNA gene was amplified by the polymerase chain
reaction, using the template DNA extracted respectively from five strains of Escherichia
colé and three strains of different genera in Enterobacteriaceae.i. e. Proteus vulgaris,Ser-
ratia marcescens and Esmterobacter aerogenes. The PCR products were then carried out
SSCP analysis. The experimental results showed that there seemed to be no detectable
differences in the size and single strand conformation of 4.58 RNA genes from above
strains , except the negétive strand conformation of Enterobacter aerogenes. Thus it can
be seen that the secondary structures of 4. 55 RNA gene in enterobacteria are guite con-
servative .

Key words Enterobacteria, 4. 55 RNA gene,Single strand conformation polymorphism
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