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Suppression Subtractive Hybridization;

Aim To clone a novel rabbit’ s gene involved in hyperlipidemia.

Results

Atherosclerosis;  Gene
Methods The hypercholesterolemic

The differentially expressed gene was obtained by suppression
After identified by ¢cDNA microarray and fluorescent semr quanti-
A novel rabbits gene involved in hypercholesterolemia had been
The full length of cDNA is 1 386 bp and encodes 321 amino acids, which has

Conclusions These results will contribute to reveal the molecular mecha
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Figure 1. Analysis of efficiency of suppression subtractive hy-

bridization
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Figure 2. The ¢cDNA microarray hybridization of F68 between
hypercholesterolemia sensitive group and hypercholesterolemia

insensitive group
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Figure 3. The results of Fluorescent semi quantitative RT- PCR
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Figure 4. Nucleotide and deduced amino acid sequence of gene
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Figure 5. Multiple tissue RT-PCR of AY248719 gene expression
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