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Abstract ; Objective
15 gene SNP. Methods

lution melting curve analysis with unlabeled probes, small amplification method, genotype results were corroborated by gene sequen-

We were going to establish the high resolution melting analysis with unlabeled probes for genotyping IL-
Genotypes of the 11.-15 gene SNPs were determined in 80 unrelated Han healthy children using High reso-
cing. Results The genotype result from unlabeled probes method and gene sequencing were consistent, the accuracy rate was
100 % ; small amplification method without temperature inter calibration could not differentiate the wild homozygous and mutant ho-

mozygous. Conclusion High resolution melting curve analysis with unlabeled probes is a cheap,convenient, fast and accurate geno-

type technology for known SNP sites.
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