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Comparison of representative examples of sperm fractions. Using the respective reference profiles of the DNA donors, each allele of the STR profiles was assigned to the correct donor as such. mav still be protected by law
and highlighted according to origin: Female donor (orange dot), or male donor including shared alleles (blue dot). One strip = one sample, i.e., one specific sperm fraction STR profile (coming from Representative parts of electropherograms (blue channel). All profiles of the sperm fractions (SF) were tested against the reference profiles of female and male donors. The epithelial fraction - may P 4 ’
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