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Fig. 1 Structure of deduced LRRC4 protein predicted by SMART program

SP: signal peptide: LRR1~ 7: seven leucine rich repeats; LRRNT: leucine rich repeat N-terminal domain: LRRCT: leucine rich repeat

C-terminal domain; 1gC2: immunoglobulin C2 domain; Tm: transmembrane region.
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Fig. 2 Identification of pGEM T Easy/ LRRC4 recombinant
by EcoR1 digestion
I: DL 2000 marker; 2~ 5., 7~ &: positive recombinant; 6, 9:
negative recombinant: /0: X DNA/ Hind Ill marker.
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Fig. 3 LRRCA fusion plasmids
{a) pEGFP-CI/LRRC4: (b) pEGX-4T-2/LRRC4: (¢} pEGX-4T-2/ mLRRC4.
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Fig. 4 Expression of LRRC4 fusion protein in U251 cell
(a) expression of pEGFP-C1/U251: (b) expression of pEGFP-C1/LRRC4/U251.
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Fig. 5 SDS PAGE analysis of the expression of fusion protein of LRRC4
(a) Expression of LRRC4 and GST fusion protein, I~ 3: GST/LRRC4/BL21, 3 h, 2 h and 0 h after induction; 4: low molecular

mass protein marker: 5, 6: GST/BL2IL, 2 h and 0 h after induction. (b) Expression of truncated LRRC4 fusion protein. [~ 4:

GST/mLRRC4/BL21, O h, 2h, 3 hand 5 h respectively after induction: 5: low molecular mass protein marker.
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Preliminary Study of LRRC4 Protein: Bioinformatic Analysis, Fusion
Expression in Eukaryote and Prokaryote

WANG Jie Ru", DONG Li", JIANG Ming”, TAN Chen", LI XiaoLing",
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#
2'P(’qq'n‘r' Haspital of Shenzhen Lantian District, Shenzhen 518081, China)

Abstract In previous study, a novel gene, LRRC4, a member of leucine rich repeat ( LRR) superfamily was
cloned. Expression analysis indicated that LRR may play an important role in the central nervous system. To
investigate the function and the structure function relationship of LRRC4, full length coding region was
amplified and subcloned into pGEM T Easy vector. Further, the recombinant plasmid, pEGFP-C1/LRRC4,
was constructed and transfected transiently into U251 cell. Under the fluorescence microscope, the green
fluorescence produced by LRRC4 fusion protein was observed on the cytoplasmic membrane. Consistent to
prediction by bioinformatics, this result indicated that product of LRRC4 is a membrane protein. In addition,
the recombinant of LRRC4, pGEX-4T-2/LRRC4 and truncated LRRC4 recombinant, pGEX-4T-2/ mLRRC4,
were constructed and transformed into E. coli BL21. Induced by 0.5 mmol/L IPTG, The band corresponding
to fusion protein were observed in SDS-PAGE as expected. Together with bioinformatic analysis of LRRC4

protein, these results establish the basis for functional study of LRRC4.

Key words LRRC4, fusion protein expression, EGFP, GST, bioinformatics
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