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In forensic casework, the number of DNA analysis of mixture samples of two
or more individuals has rapidly increased. We developed a new software (nhamed as “ Kongoh” ) which
can estimate the likelihood ratio (LR) about contribution of a person of interest (POl) by analyzing

DNA typing results from the capillary electrophoresis (CE) based on a continuous model, and
validated it by referring to the SWGDAM guidelines. Kongoh showed much higher LR values about a

POI’ s contribution with those based on other models. Analysis of experimentally generated DNA
mixture samples by the high-throughput sequencing (NGS) were also performed whether it can be
applied to forensic mixture analysis. The sensitivity of NGS was higher than that of conventional CE
although the number of NGS reads differs depending on the locus, and a few loci could not obtain
any reads. It is necessary to revise the plug-in software which extracts the exact target STR
sequences to improve the accuracy of mixture analysis.
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