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Supplementary Figure 1 

 

 

 

Supplementary figure 1. Occurrence versus abundance plot of the 8,471 rDNA MOTUs 

assembled from the dataset. The colors indicate their taxonomic attribution after comparison to 

the PR² database (Guillou et al., 2012). The rectangle encloses the MOTUs considered to 

characterize the foraminiferal diversity within the dataset (Fig. 1). 

 

 

 

 

 

 

 



 

 

Supplementary Figure 2 

 

 

 

Supplementary figure 2. Distribution of the patristic distances for the Intra Genetic Type (Intra 

GT), Inter Genetic Type (Inter GT) and Inter Morphospecies (Inter MS) for each of the six 

clades (Fig. 1) drawn with ggplot258 implemented in R (R Development Core Team 2014).  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure 3 

 

 

 

 

 

Supplementary figure 3. Genetic identity of the environmental MOTUs to PR² and the meta-

reference databases (see Material & Methods section). The histograms show the identity level 

of the MOTUs with the PR² database and the meta-reference. The connected dots show the 

cumulative percentage of the dataset volume (reads). 

 

 

 

 

 

 

 

 



Supplementary Table 1 

 

     Kolmogorov-Smirnov test Mann-Whitney test 

Clade 
Nb. of Intra 

Genetic Type 
distances 

Nb. of Inter 
Genetic 

Type 
distances 

p p(permutation) p p(permutation) 

Basal 301 1469 6,55E-221 0,0001 6,58E-165 0,0001 

Long Branch I 11 18 4,09E-07 0,0001 9,54E-06 0,0001 

Long Branch II 38 58 1,42E-21 0,0001 1,55E-16 0,0001 

Microperforates 535 1586 1,31E-129 0,0001 4,41E-153 0,0001 

Non-Spinose 39 571 4,79E-28 0,0001 1,62E-23 0,0001 

Spinose 87 648 1,91E-68 0,0001 5,57E-51 0,0001 

 

 

Supplementary Table 1. Results of the Kolmogorov-Smirnov and Mann-Whitney tests for 

patristic distance comparisons. 

 

 


