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In forensic practice, DNA typing is mainly performed targeting highly
polymorphic short tandem repeats (STRs). However, it is expected that the discrimination ability can
be improved by adding information on single nucleotide polymorphisms (SNPs) adjacent to STRs.

In this study, we targeted nine STR loci and their adjacent SNPs based on DNA polymorphism
information of Japanese and attempted to construct a reaction system using the widely used capillary
electrophoresis (CE) method. As a result, correct typing was possible at eight loci. It was

suggested that this method could contribute to improving the accuracy of DNA typing.
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D1S1656 1 rs4847015 C T +6
D2S441 2 rs74640515 G A -25
D3S4529 3 rs149466976 G A +10
D552800 5 rsl12187142 C T +12
D5S818 5 rs25768 A G +16
D7S820 7 rsl16887642 G A +9
VWA 12 rs75219269 A G -7
D13S317 13 rs9546005 A T +1
D16S539 16 rs11642858 A C +19
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