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Fig. A two-dimensional ordination by principal component analysis (PCA) of the mycobiomes, as 

determined through ITS1 sequencing, of apical (N = 6; red) and coronal root segments (N = 6; blue) were 

not statistically significantly different (F = 0.327, p = 0.966, PERMANOVA). Principal components PC1, 

PC2 and PC3 (not shown) explained 33%, 19% and 13% of the overall variance among samples, 

respectively. Corresponding apical and coronal root segments are connected with a line 
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