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16S rRNA gene seguencing—based exploring bacterial DNA markers for the
identification of forensically relevant body fluids from degraded samples
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This study aimed to clarify the robust bacterial DNA markers for the
identification of saliva from degraded samples via analysis of the composition change of oral
bacterial flora during the degradation of saliva samples. The viability of human oral bacteria in
saliva samples was decreased with drying and degrading saliva, and the bacterial DNA degradation
ratio of saliva samples was increased. While the bacterial composition of the above saliva samples
was changed from the natural state, Streptococcal DNA was stably detected from the degraded saliva
samples. Thus, we consider that the oral Streptococcal DNA markers would be useful for the
identification of saliva from highly degraded saliva samples.
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(c) S. salivarius DDR (Degraded saliva) (d) V. atypica DDR (Degraded saliva)
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Core genus of human oral microbiome Relative abundance (% of total read)
[ SD1_1 SD7_1 uv_i

Streprococcus 423 220 0.1 21.9
Rothia 5.3 1.6 0.0 7.9
Actinomyces 4.1 1.8 0.0 49
Granulicatella 22 0.9 0.0 21
Haemophilus 6.5 0.2 0.0 2.1
Prevotella 16.9 0.0 0.0 23.6
Veillonella 64 12 0.0 8.7
Neisseria 4.3 0.2 0.0 183
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