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Fig. S1. Distribution of the genetic potential for cellulose and hemicellulose degradation 

in C. fulviceps and N. aquilinus. Identified glycoside hydrolases were detected in the 

metagenome of the two termite samples showing a higher coverage of glycoside 

hydrolases in N. aquilinus than in C. fulviceps. In each boxplot, a point represents a 

single gene per category and its detected coverage; the diamond symbols represent the 

mean. The box boundaries represent the first and third quartiles of the distribution and 

the horizontal line inside each box represents the median. Boxplots whiskers span 1.5 

times the interquartile range of the distribution and large points outside of the whiskers 

denote outliers. Statistical differences were evaluated with Kruskal-Wallis test and 

pairwise comparisons were done using a two-sided Wilcox test with P-values adjusted 

according the Benjamini-Hochberg method. 

 

Fig. S2. (A) Distribution of metagenome extracted genomes from each termite sample. 

Yellow to red colour gradient indicates increased average coverage of each genome in 

each analysed termite. (B) Normalized gene content (putative GHs) per genome. 

Genomes were phylogenetically assigned using microbial single copy protein coding 

marker genes, and their metabolic potential defined by protein prediction and annotation 

against the dbCAN databases. Number of detected genes per genome for each of the 

analysed categories was normalized by genome size to account for differences in 

genome recovery. White to dark blue colour gradient indicates increased gene number 

counts in each genome. 

 

 

 

 

 



Supplementary figure S1 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary figure S2 

 


