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Domestication of plants may have impacted the interactions between plants and their rhizosphere microbiome. Considering that
plants rely on the rhizosphere microbiome for functions related with plant growth, nutrition and health, the objective of this work was to
analyse the rhizosphere microbiome of wild relatives and modern varieties of wheat and to investigate whether wild relatives recruit a
higher proportion of beneficial microbes than modern cultivars. By 16S-rRNA gene amplicon, ITS and 18S-rRNA gene amplicon, we
assessed the bacterial, fungal and cercozoa rhizosphere community composition of five modern cultivars and three wheat ancestors
cultivated in forest and agricultural soils. Results revealed a pronounced soil type and rhizosphere effect on microbial community
structure. Our data showed a higher abundance of plant growth promoting microbial groups at the core community shared among wild
genotypes when compared with the core community of modern cultivars. In addition, network analysis revealed a more complex
microbiome structure associated with the rhizosphere of wild accessions compared to modern cultivars. This suggests that
domestication and plant breeding may have unintentionally altered the rhizosphere microbiome composition and frequency of
beneficial microorganisms and traits that may contribute to plant growth. Thereby, the future plant breeding programs may be directed
toward understanding the basis of molecular interaction between plants and beneficial members of the rhizosphere microbiome, in an
effort for reducing our dependence on inorganic fertilizer application.
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