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[Abstract] Objective
and GvpJ in Rhodococcus sp. R04. Methods

To conduct a preliminary study on the expression and location of airbag protein GvpA
Through the airbag structure protein GvpA and Gvp] gene cloning and
identification, the protein induced expression was analyzed and fluorescence microscope observation was performed.
Results Due to the airbag structure of the protein components widely exists in many microorganisms in nature,
which is full of gas, provide buoyancy to aquatic organisms. The genome sequencing found that the airbag protein
gene cluster also exists in soil microbial Rhodococcus sp. R04. By comparing speculation, GvpA in Rhodococcus sp.
RO4 is the main structural protein constituting airbags, Gvp] and GvpA have very high homology, speculating that
GvpJ and GvpA participate in the formation of airbag cap structure. Conclusion This experiment clones and expres-

ses the GvpA and Gvp] R04 airbag protein of Rhodococcus sp R04,and its protein localization is analyzed, the re-

search provides the basis for elucidating the physiological function of R04 airbag protein.
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1.2 REHEMEN GvpA 5 Gvpl JER Y e B FI %

1.2.1 glyiit MRAEZLERE Ro4 KB M ED GvpA 5
Gvp] R ¥ 3, G656 % H 1 GFP JEH )P 51, A Prim-
er 5.0 BB Y. EBFEI4 F1.5-TAG AAT TCA TGG
CCC GTC CCA ACT CGT CCG-3'(EcoR T ) ; FilEaI 4 R1.5'-
TAA AGC TTG TCC TCA CCC CTG CGT GAT CGT CG-3'
(Hindl), F#8149 F2.5'-TAG AAT TCA TGA CGG TGG
TCG GTG GGG GAG GCG-3' (EcoR [); F i34 R2:5'-
TAA AGC TTG TCA CGG TTC TCC TCG TCC ACG ATC-
3"(Hind M) . E#E31# F3.5-TAG AAT TCA TGA GTA
AAG GAG AAG AAC-3' (EcoR 1); Fi5] 4 R3:5-TAA
AGC TTT TAT TTG TAT AGT TCA TCC-3'(HindIll), I
W81 # F4.5-TAG GAT CCA TGA GTA AAG GAG AAG
AAC-3"(BamH [ ); FifF 514 R4:5-TAG AAT TCT TAT
TTG TAT AGT TCA TCC-3'(EcoR 1) 8| ¥ /1 L4 TR
A BR2 A AR
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PAGE) Kz . [F] % 37 K 175 T e ik %) 1R

1.4 WHBMENE LAEKS IPTCIEFEFRSh)E,
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D2000plus DNA Marker (A Xf 43 F i & 24 100, 250,500,750, 1 000,
2 000.3 000 I 5 000 bp).,
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H:1~3 & pETm3c-Gvp] FHPE:P #E 25 R ;5~7 &y pETm3c-GvpA
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