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A Study on the Quality and Quantity of
DNA from Dried Blood Spots

in Forensic Case Work
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’Department of Forensic Medicine, Faculty of Medicine Thammasat University, Patumtani 12120, Thailand

ABSTRACT The Division of Forensic Medicine at Thammasat University Hospital collected dried
blood spots (DBS) on Whatman filter paper from deceased individuals who had died within 24 hours.
To reduce sample storage space in collecting biological evidence, sample spoilage and biodegradation, which
frequently occur, this study was undertaken aiming to explore the DNA content and quality of 49 DBS
specimens that had been kept for 1-5 years. The results showed that DNA concentrations as measured by
260/280 nm absorbances were 6.10-200.60 ng/uL with DNA purity of 1.04-1.56. In addition, as analyzed
with real-time PCR, the DNA concentrations were 0.24-66.32 ng/uL. Other DNA quality parameters
or indices were found: Degradation index, 1.000-5.020; Inhibition index, 7.266-34.882; Mixture index,
3.613-6.200, and Male degradation index, 0.500-1.901. In conclusion, DNA degradation values increased
more over time during the period of 1-5 years, but the DNA quantity was sufficient for forensic human
identification. Further development efforts should be made to create a method for effective DNA extraction
and inhibitive substance elimination; then the DNA samples extracted from DBS filter paper would be

better used in forensic medicine.

Keywords: Dried blood spot on filter paper, DNA degradation, Forensic medicine

L+ NSASNSNINENANFasMTUINE

B ) 117 65 niiuit 5 NSNYIAN - AUENHU 2566



