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Abstract: High-Resolution Melting( HRM ) is an ideal approach for SNP( Single Nucleotide Polymorphism ) genetic typing. An
optimal detection system based on HRM should be established in order to obtain credible results on genetic typing studies. In
this study, Fad3a gene, encoding a key enzyme for fatty acid synthesis of soybean, was cloned in two soybean cultivars
(Hefeng25 and 1.-5) with different content of linolenic acid in soybean seed and sequenced to investigate the influence of PCR
product length and annealing temperature on HRM genetic typing by designing five pairs of SNP mutation primers with different
product lengths using LSPD software. The result indicated that melting peak and curve of PCR product were single and smooth
under the condition that amplicon length was less than 150 bp and the annealing temperature was relatively high on the basis of
successful amplification.
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