ZHR M RIS, J. Anhui Agric.Sci. 2018,46(30) :99-101

HpESRES AHI6E VPl EANEZERER &L

ab 1 2 % w2 e 3 ) ) )
B EAATT BRI G MIT (L e 1 B A SR B U 3 DA T
5 SEHLIIT 7500052, H A8 IS SRR WS 25 A R RS T FEA 22 730050, 3. 22 MUBEAE A A AT R 71 4l 22 730050)

HE [ A REREFEITETRAE A 2016 B (CVAL6) VPL & &, [ 5 %k |4&3E GenBank CVAL6 VP1 LB A7), 5% VPl 24 R,
#3) H AR pET30a, 32 R A% F K ks pET30a~-CVAL6-VPL, 0l 5B #6440 2 4540 2 K B AF # BL21(DE3) ,IPTG # 3% & &
ik ,Ni-NTA 3% fe A7 #64%,SDS-PAGE #= Western Blot 52 £20% &, [ 4R R MEFTMRE pET30a-CVA16-VP1, £ 38 & & % SDS
-PAGE 2 745F %% 38.7 kDa, B $9& @ A LKW X A2, B8 % W At 465 3k 90% vk b5 % Western Blot #] , iE 5 & k 49 &
A VP1EG, (L ]IRANFMLT SEN VP1 &G, AR A T RS T T 7 A8,

XKEIR ATIFEHRAE A 416 B (CVAL6) ;VP1 & & R kik 4tk

RESEE R3732°3 CEAFRIERR A XXEHE 0517-6611(2018)30-0099-03
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Abstract [ Objective | To express and purify the VP1 protein of coxsackie virus group A 16 strain (CVA16) in E.coli. [ Method ] The CVA16 VP1
gene was manually synthesized according to the GenBank VP1 sequence, and then cloned into pET30a to construct the expressional plasmid
pET30a-CVA16-VP1.The plasmid pET30a-CVA16-VP1 confirmed through sequencing was transformed into E.coli BL21 (DE3) for inducing VP1
expression by IPTG and purification by Ni-NTA affinity chromatography.The purified protein was identified by SDS-PAGE and Western Blot.[ Re-
sult ] The recombinant plasmid pET30a-CVA16-VP1 was obtained.The relative molecular mass of the protein was 38.7 kDa by SDS-PAGE analysis.
The target protein existed as inclusion bodies.The purity of the purified protein was above 90%.Western Blot proved that the expressed product is
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VP1 protein.[ Conclusion ] The recombinant CVA16 VP1 protein was successfully expressed in E.coli ,which laid a solid foundation for the clinical

diagnosis of MTB infection.
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