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Abstract: Objective To analyze the peculiar typing phenomenon of alleles at the D18S51 locus in the Han
population in Guangdong. Methods Chelex-100 method was used to extract DNA,Powerplex®21 system was
used to perform PCR multiplex amplification on 9 419 subjects of Han nationality in Guangdong, the allele
typing of STR locus was analyzed by capillary electrophoresis,and Identifiler™ system was used to verify its
special classification. Results It was found that there were two special types of three-band alleles and off-lad-
der (OL) alleles in the D18S51 locus. The genotype frequencies were 0. 010 6% and 0. 0212% , respectively.
The OL allele was named 28 and was passed from mother to child. Different detection systems had confirmed
the authenticity of the occurrence of special typing. Conclusion For the special typing of STR loci, different
kits should be used to verify,correctly name the OL alleles and calculate the parental index of the three-band
alleles.
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