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Test of adaptation through micorrhizal symbiosis
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Mycorrhizal communities associated with roots of Quercus dentata and Quercus
crispula were revealed by metabarcoding analysis. Genetic background of the host individuals were also
revealed by RAD-seq. Based on those datasets, we found that a principal coordinate axis of genotypic
distances among host individuals significantly correlated with community similarity of basidiomycetes and
ectomycorrhizal fungi although any axes were not significant in ascomycetes. On the other hand,
correlation between fungal community similarity and genotypic distances among hosts was not significant
in both basidiomycetes and ascomycetes. Those results suggest that fungal community composition correlate
with not merely genotypic similarity of hosts but an element involved in host’ s genotype.
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Russula

Frequency Taxonomic assignment using the QCauto Method

order: Helotiaes, family: Hyal oscyphaceae
order: Helotiales, family: Helotiaceae

order: Helotiales, family: Hyal oscyphaceae
order: Helotiales, family: Helotiaceae
genus: Russula, species: Russula vesca
phylum: Ascomycota, class: L eotiomycetes
genus: Lactarius, species: Lactarius quietus
family: Nectriaceae, genus: Neonectria
subkingdom: Dikarya, phylum: Ascomycota
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