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Figure'S3.'Spurious variation in Universal Single-Copy Genes (USiCGs) is correlated with sample-specific properties 
in tongue dorsum samples of the Human microbiome project (HMP) (A) The relative abundance of  USiCGs show 
spurious variation between different tongue samples. Box plots illustrate the distribution of USiCGs relative 
abundances in each sample. Each box plot represents the 25th and 75th percentiles (edges of the box, median in 
white), while the whiskers extend to approximately ±2.7 standard deviations.  (B) The median abundance of USiCGs 
across tongue samples is negatively correlated with the average genome size (R=-0.6, P<10-3). Each point represents 
a tongue sample, magenta line shows the result of a regression analysis. Average genome size is based on the 
predicted genome content by PICRUSt (Langille et al., Nat Biotech, 2013) (C) The median abundance USiCGs 
across tongue samples is positively correlated with the species richness in the sample (R=0.43, P<10@3'). Each point 
represents a tongue sample, magenta line shows the result of a regression analysis. (D) The median abundance of 
USiCGs across tongue samples is negatively correlated with the average genome mappability (R=-0.85, P<10@17). 
Average genome mappability is based on the Nearest sequenced taxon index (NSTI) from PICRUSt. (E+F) After 
correcting the median USiCGs abundance with respect to average genome size, the residuals are still significantly 
correlated with the average genome mappability and sample species richness (R=0.33, P=0.06,'R=-0.67, P<10@4,'
respec6vely).'
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