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Short tandem repeat (STR) analysis is prone to failure as DNA is frequently
damaged by various environmental factors; hence, increasing the number of starting templates may
constitute a feasible approach to improve STR profiling success. One approach to increase the number

of DNA templates is whole genome amplification (WGA), however, few studies have demonstrated that
WGA can be used on degraded samples in forensics. Therefore, we utilized modified improved primer
extension preamplification (mIPEP) prior to STR analysis. For the 5 ng DNA sample on paper, at a DI
< 0.2, the number of detectable STRs was greater with mIPEP than without it. The 0.05 ng DNA sample
deposited on paper, at when DI was 0.7 or higher, and the 0.05 ng DNA sample deposited on glass, at
when DI was 0.4 or higher, exhibited higher numbers of detectable STRs when prepared usin? mIPEP.
These findings suggest that performing mIPEP in accordance with sample DNA condition may lead to
increased success of STR analysis.
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