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Comparative analysis of influential factors for STR genotyping
in forensic pathological sections
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Abstract:Objective To explore the effects of tissue types, length of pathological sections preserved and
death ages on STR genotyping through fluorescent 16 loci multi-STR-PCR detection. Methods Pathological sec-
tions were prepared from the brain, heart.liver,lung,spleen,kidney and ileum tissue obtained in 14 cases of fresh
autopsy by 7 death ages,and preserved for 7,14, 30, 90,180,360 and 720 days. respectively,in terms of Latin
square by double 7-order design. The DNA templates were extracted by silicon bead method,and DNA samples of
section were genotyped with AmpFISTR® Identifiler™ system in ABI 310 Genetic Analyzer. Additional DNA was
extracted from the fresh autopsies as positive controls. Results Death age group showed no significant difference
in detection of STR loci{ P>>0. 05). No difference was found in the sections preserved for 30 days concerning STR
loci{ P>>0. 05) , though 12 loci were detected on STR that was negatively correlated with the profiling success
number and length of storage. Allele dropout(ADO) and loss of heterozygosity(LOH) occurred more frequently in
the sections maintained beyond 360 days, which commonly led to faint STR genotyping. Yet. different tissues main-
tained in the same length revealed significant difference with the accurately detected STR loci, which remained the
highest in the lung section( P<C0. 01). Conclusion The length of sections saved tends to affect the STR genoty-
ping and accurate detection of it in pathological sections with time extension. Apart from that,pulmonary tissue sec-
tion appears to be favorable samples for STR genotyping in individual DNA identification.
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