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Development of a method for personal identification from mixed samples using
single-cell genomics technology

Nagai, Atsushi
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Single-cell genomics technology was used to develop a highly accurate
individual identification method from mixed-blood spots. Anti-human CD3 antibodies were found to be
useful for cell labeling when isolating single leukocytes from mixed-blood spots by the flow
cytometric cell sorting in terms of allele determination rate. To solve the problem of not obtaining

a complete profile of DNA types due to allele drop-out, which is likely to occur in the whole
genome amplification (WGA) of a single-cell, the "Overlay method® and the *WGA product mixing
method™ were newly devised. By using these methods, the complete profile of DNA types of each
contributor in the mixed-blood spots was obtained, showing that both methods can be used for
mixed-blood spots where the DNA type of the contributors are unknown.
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Personal identification from mixed and dried blood spots by single-cell genome analysis
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Single-cell profiling from mixed-blood spots using principal component analysis
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