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Abstract : Objective

Methods

To construct eukaryotic expression vector of SARS-CoV M protein,and detect its expression in Vero cell.
A pair of PCR primers with a Flag sequence, ligated downstream, were designed to amplify gene fragments, encoding M
protein, from plasmid pGEX-6P-1+ SARS-M. PCR products, digested by enzymes, were cloned into expression vector pcDNA3. 1
(+) to construct recombinant plasmid pcDNA3. 1(+)-SARS-M. Recombinant plasmid was transfected into Vero cell with Super-
fect. The expression of recombinant M protein in Vero cell was detected by Western blot. Results Recombinant plasmid was con-
firmed correct with enzymes digestion and gene sequence analysis. Western blot demonstrated that M protein fragments could be
correctly expressed in Vero cell. Conclusion Eukaryotic expression vector of SARS-CoV M protein was construct successfully,and

recombinant M protein could be expressed correctly in Vero cell, which laid a foundation for investigating the function of M protein.
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L5 L G B 2R (A E A 3 415 R 3 IR R 58 e M W) Al R
B AP A AW WRE RN K E Y 27 ~ 32
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E & AR S . A ARG L SARS-CoV ) M
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AL DR R BIER M AR [ B I Xk B A 5 ) HL ST 40 i
SENL R R PR B . M AU A R B R
BTN R T i g a0 . H ST A B 5T ik
52, F4l SARS-CoV M & [ H A MR AT 1 G s I 1k At Ji ke
20 M 2 A AT SN RO AR B A R TR A0 R A
EFUMET M E G R B3 N 5 4] R R R R
R TER A R s GST m4 & 1E 58 2 8% e ik
FORTHBEUF ST N B 1~15 MR EBRP & H BafEm .
S FA% R M E A E AR BAZ R R R E AL A n] 8 R 3k
b, MBEMEMWIEME N 7EH NG 1 A7 N-3E B bt
A7 S5 R A A O-3 R Al . B 3 1k ot 38 41 28 A 19 I
BE R tE G A B ., MR (R R Sk Ak B B )
SR KL B 5 9% 3 AN AE 3 1) A9 A 4R DI AH 56T . Flag
FAARE )Y B & B 8 A & 5 iz 5% 3 (DYKDDDDK) 41 J ) 3
Pibric . fl & 23554 B AR R B MM I BER /N . AR
I P T 5 4 B A% 3235 BB pcDNAS3. 1(+)-SARS-M, £ WL jif§
Yl Uk % %8 . 343 K /N2 180 bp. Y Flag ¥ AHEL & M
Hgmig 3 A A B, 20 )7 J5iF X 5 GeneBank #' SARS-CoV
BJO1 ¥k 55 58 4 — 5, R Superfect H HA PR Y T Ve-
ro i fifd , 4 Western blot JIESEE 4] M & H 3K 15 1E i ik UL B
T FORFE Y Vero 20 ARAF R B0, BT M 8 576 5 R 7
BN 5T AR % AN A e g S O T B R R T iR AR B
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T, 345 o7 2R R 28 50 8 4 v (4 K i) 2 R, 4n PCRG B I 8 A i .
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ARG H-TP YR N 1. 04% LR T HBsAg, 4
HeMiEE KRR EARY, SER MR R ENE T, O
R R P A S TR [ B, 5 TR R A R S % DA
5 AR LR R R A M LB ™ R, O 3 I R TRAT B
THAE . BN B EETT 5] A G IR PR b 3E 8 B IR 2
97 1149 D A R S 5 (N R G M 2L B AR IE 9 B 13 JE L
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B R AL ML 2 PR U LT 2 R B HIV S e . 5 -
BT ML) A S B HIV e 1 5 S B 2l 2y . DL 1 R
A X HIV g g i B A5 1k s o il LR 2 IR LR .
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