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Forensic identification using skin bacterial communities
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PNAS (2010) 107:6477-6481.
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Anaerococcus nagyae
Finegoldia magna
Staphylococcus capitis
Staphylococcus epidermidis

Staphylococcus hominis subsp. novobiosepticus

Streptococcus salivarius
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59.5
59.1
60.0
41.4
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48.3
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2.5
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Short Communication

A HPLC-based Method for Counting the Genome Copy Number of Cells Allows
the Production of a High-quality Mock Community of Bacterial Cells
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A Comparison of Techniques for
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Effects of sampling strategy and
DNA extraction on human skin
microbiome investigations
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Figure 3. Variation by skin site. (a) A heatmap of Bray-Curtis distances between samples, with metadata
plotted on the axis above and color code to the right. 0 indicates that samples share the same OTU and 1 that
they are totally different. (b) Violin plots illustrating Shannon alpha-diversity and Chaol richness according to
skin site, * when statistical significance in a Kruskal-Wallis-test corrected for multiple testing by the Benjamini-
Hochberg procedure (p < 0.05). (c) Bar charts depicting relative abundances of bacteria at the order taxonomic

level. Samples are sorted by skin site and number of kit used is assigned above the charts. Individual subject
numbers is indicated by the colour bar at the bottom of the figure.
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