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Abstract: [Objective] The study was done to clone duck MHC- | « chain mature peptide gene cDNA
sequence of the extracellular domain and construct a prokaryotic expression plasmid. [Method] The cDNA
of duck MHC- | « chain extracellular domain of mature peptide gene amplified with RT-PCR from healthy
duck spleen tissue was cloned into pGEM-T Easy vector by T/A Ligation. After double digestion, MHC- [
o chain extracellular domain of mature peptide cDNA fragment was subcloned into pET-28a (+) vector to

construct a prokaryotic expression plasmid. Restriction endonucleases analysis and sequencing were used to
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conform the recombinant plasmid. [Result] The duck MHC- | o chainmature peptide gene of the extracel-
lular domain is 813 bp in length encoding 200 amino acids. The gene shared 89. 4% —91. 7% nucleotide ho-
mology and 78. 2% —83. 7% amino acid homology with other duck MHC- | « chain mature peptide gene of
the extracellular domain. Phylogenetic tree analysis indicated that the duck MHC- | o chain mature peptide
gene sequence variation was related to genus,the nearer relationship,the higher homology. The duck MHC-
I o chain mature peptide gene of the extracellular domain was correctly inserted into prokaryotic expres-
sion vector. [Conclusion) The result showed that the recombinant plasmid pET/Du MHC- ] was construc-

ted correctly, which paved the way for further studies on the MHC- | protein expression and its biological

activities.
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Fig.3 Duck MHC- [ « chain mature peptide of the extracellular domain gene nucleotide and amino acids sequence

The underlined nucleotide sequence represent primer sequence; The bold italic represents restricti on sites.

The framed residues represent potential N-glycosalation sites; The shaded amino acids represent cysteine
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