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Abstract : Objective
was applied to wild-type ABCDI1 gene cloned in the pGEX-4T-2 vector. Three mutant recombinant plasmids (pGEX-4T-2-R617C,
pGEX-4T-2-P508L and pGEX-4T-2-G512S) were constructed and identified by sequencing. The expression of these mutants was de-
tected by SDS-PAGE and western blotting. Results
PAGE and western blotting analysis showed the expression of fusion protein(NBD-GST)with 40. 5X 10° molecular weight. Conclu-

To construct prokaryotic expression vectors for three ALDP mutants. Methods Site-directed mutagenesis

DNA sequencing confirmed the successful construction of three mutants. SDS-

sion The successful construction of the three ALDP mutants would lay the foundation for further study on X-ALD molecular path-

ogenesis and effects of ABCD1 gene mutation on the structure and function of ALDP.
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