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[Abstract]  Objective ~ To Detect B-thalassemia homozygous mutations by high-resolution melting

analysis. Methods In this study, we used high-resolution melting (HRM) analysis to identify four kinds

of most common B-thalassemia homozygous mutations in China. We also used homozygous mutations PCR

product and wild-type product mixture to perform HRM analysis again. Results We successfully detected

four kinds of common homozygous mutations samples (IVS-]]-654 (HBB:c. 316-197C>T), Codons 41/

42 (HBB:c. 126_129 delCTTT), Codon 17 (HBB:c. 52A>T) and -28 (HBB:c.-78A>>G)). Conclusion
Our results indicated that High-resolution melting analysis is a time saving and cost-effective technique.

It can be used to identification of the commonest homozygous mutations. HRM will be a simple method to

B-thalassemia prenatal diagnosis.
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