
Figure S5 

Principal component analysis on multilocus genotypes of truffle samples of the regional data set, using 

R packages ade.4 and adegenet. The color code corresponds to the compartment where the sample 

originated from (blue, planted; red, spontaneous). Representation of the two most predictive 

eigenvectors do not permit to reveal any genetic differentiation between samples from the two 

compartments.  

 

 


