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Supplementary methods 

Terminal-restriction fragment (T-RF) relative abundances (in this instance normalized as ‰ 

integer values to satisfy formatting requirements) were plotted using the radfit function of the 

Vegan package (Oksanen et al. 2012) in the R 2.15.0 statistical environment (R Development 

Core Team 2012) to model broken-stick, pre-emption, log-normal, Zipf and Mandelbrot-Zipf 

relative abundance distributions against the T-RF relative abundance distributions. The fit of the 

zero-sum model to T-RF relative abundances was conducted using TeTame 2.1 (Jabot et al. 2008). 

The fit of all models to the T-RF data was evaluated using Akaike’s Information Criterion (AIC; 

Akaike 1974) where the best-fitting model is accorded the lowest score. In the instance of zero-

sum models, the output of TeTame 2.1 is provided as minimum log-likelihood values, requiring 

transformation to yield maximum likelihood values for calculation of AIC (Feinstein & 

Blackwood 2012). 
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Supplementary Table S1. Akaike Information Criterion (AIC) values for model evaluation of 

terminal-restriction fragment (T-RF) abundance distribution; the lowest value, i.e., the best AIC 

score, for each sample is in boldface. The number of T-RFs per sample is indicated. 
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Supplementary Table S2. Permutational analysis of variance (PERMANOVA) of bacterial 16S 

presence–absence terminal-restriction fragment length polymorphism (T-RFLP) profiles; p(perm) 

values of less than 0.01 have been highlighted in bold to indicate highly significant differences 

between sample groups upon pairwise PERMANOVA.  
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See Fig. 1 for location of the two tundra sites. 

 


