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S3 Fig. Interactive graph of biological processes and molecular function
GO terms, as determined by AgriGO and REVIGO algorithms. GO terms are
represented by bubbles and are plotted according to semantic similarities to
other GO terms (bubbles linked by edges are most closely related). Bubble
size indicates the frequency of the GO term; color indicates semantic
similarity. In mycorrhized roots, GO category (A) biological process and (B)
molecular function. In nodulated roots, GO category (C) biological process and
(D) molecular function.



