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In addition to plant uptake pathway, the mycorrhizal uptake pathway comprises : -fungal transporters in the extraradical mycelium (red or green symbols) -transport through the hyphae (mycorrhizal interface) -mycorrhiza-inducible plant transporters in the periarbuscular membrane (orange symbols).

Conservation of symbiosis-upregulated genes

A phylogeny based on a concatenation of 784 single copy, orthologous protein sequences strongly supports the erection of Mucoromycota to unite Glomeromycotina, Mortierellomycotina and Mucoromycotina (Spatafora et al., 2016).

We compared the gene repertoires encoded by sampled Mucoromycota taxa and identified (i) sets of core genes shared by all Mucoromycota species; (ii) sets of dispensable genes shared by at least two species of Mucoromycota; (iii) sets of species-specific genes only found in a single genome. As expected for species that diverged >450 million years ago, clustering led to a very restricted core set of genes. Each AM species is characterized by a large set of species-specific genes, which are also referred to as taxonomically restricted genes

Genome annotation and portals

Conclusion

In the present study, we investigated the evolutionary dynamics of key genomic traits in the subphylum Glomeromycotina of Mucoromycota. Our enhanced AM fungal taxon sampling, allows us to perform both within-and across-lineage comparisons, thus covering the different time scales at which the evolution of genome features occurred. Overall, our findings show that extant Glomeromycotina genomes have been shaped by both retention of ancestral states present in saprotrophic Mucoromycota and secondary innovations, for the multiple genomic traits investigated in the present study, namely genome size, protein domain diversity and gene content. 
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