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Supplementary Table S1. Diversity measures and estimates. 

Supplementary Table S2. Metadata and water chemistry of samples from pools and 
S. magellanicum interstitial waters. 

Supplementary Figure S1. Rarefaction curves. (a) 16S rRNA genes (b) nifH genes. 

Supplementary Figure S2. Diversity measures for the three habitats. The middle line 
in each box depicts the median of the respective data set. The box width represents 
50% of the data, while both whiskers and outliers indicate the distribution of 
remaining data points, thus representing the overall variation. Different letters above 
each box denote a significant mean difference between respective habitats (P < 0.05). 
CP, clear pools; VP, vegetated pools; SM, S. magellanicum interstitial waters. 

Supplementary Figure S3. Taxonomic affiliation of putative nitrogen-fixing bacteria 
obtained by BLAST analysis. CP, clear pools; VP, vegetated pools; SM, S. 
magellanicum interstitial waters. 

Supplementary Figure S4. Multidimensional scaling diagrams showing the degree 
of similarity (weighted UniFrac) between (a) total bacterial communities, (b) putative 
nitrogen-fixing communities. 

Supplementary Figure S5. Differences in within-habitat dissimilarity (Bray-Curtis 
index) measured by permutation dispersion. Different letters above each box indicate 
statistically significant differences in means between (a) bacterial communities and 
(b) environmental data (P < 0.05). CP, clear pools; VP, vegetated pools; SM, S. 
magellanicum interstitial waters. 

Supplementary Figure S6. Differences in environmental conditions. Different letters 
above each box denote a significant mean difference between respective habitats (P < 
0.05). CP, clear pools; VP, vegetated pools; SM, Sphagnum magellanicum interstitial 
waters. 

Supplementary Figure S7. Maps of the sampling area. AN, Andorra peat bog; RH, 
Rancho Hambre peat bog. CP, clear pools; VP, vegetated pools; SM, S. magellanicum 
interstitial waters. The maps were generated using Google Earth Pro v7.0 (https://
www.google.com) and CorelDRAW vX8 (http://www.coreldraw.com). Map data: 
Google, DigitalGlobe. 

https://www.google.com
http://www.coreldraw.com
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Supplementary Figure S5. 
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Supplementary Figure S7. 
 


