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Figure S1. The 16S rRNA Gene Sequencing Biomass and Alpha Diversity by Hair Length. (a) 

Alpha diversity (Shannon index) in single hair shaft samples from the scalp and pubis (> 500 reads) 

that were classified as short (<2cm), medium length (2-4 cm) or long (>4cm). Pairs of hair lengths 

having significantly different alpha diversity using Tukey test adjusted p-value < 0.05 are shown by 

an asterisked bracket. (b) Microbial biomass of single hair shaft samples taken from the scalp and 

pubis also divided by length into short, medium and long. 

  



Figure S2. The 16S rRNA Gene Biomass and Alpha Diversity by Number of Hairs. (a) Alpha 

diversity (Shannon index) in hair shaft samples from the scalp and pubis (> 500 reads) and the 

number of hairs in the sample with the least-squares fitted line for both body sites. (b) Microbial 

biomass and the number of hairs from hair shaft samples taken from the scalp and pubis with the 

least-squares fitted line for both body sites. 
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