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IT the root-associated microbial communities are substantially different
depending on the plant genotype, it may be possible to breed crop genomes for advantageous rhizosphere
composition. As a first step to addressing these questions we surveyed a series of plant species and
cultivars spanning the Oryza genus, growing them in the same nutrient-poor soil and assessing the
composition of their rhizosphere and surrounding soil bacteria and archaea using 16s rDNA sequencing. We
found that differences between microbes associated with differing plant genotypes were not correlated
with Bhylogenetic distance of the Oera species or cultivars.

Microbial populations associated with the rhizosphere of wild rice species were less diverse than those
associated with cultivars, suggesting that wild species may exert a greater influence on their
rhizosphere than cultivated species, and the ability to select rhizosphere microbes may have been eroded
during rice domestication.
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Figure 1.D Measures of alpha diversity for
individual cultivars Shannon’ s
diversity index for all samples arranged
by cultivar and sample. Blue bars

indicate cultivated rice samples
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