Plant beneficial bacteria dominate a multispecies Populus root
endosphere core microbiome
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1) What is the root endosphere core microbiome? (1)
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Figure 9. Four most dominant core taxa and their biological function. Circle
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1) There is a subset of core taxa that are potentially
beneficial to the plant. Bradyrhizobium is a
diazotroph (nitrogen-fixing bacteria). Acinetobacter

(ASVs 18 and 23) may promote plant growth.
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Figure 1. The plant microbiome is made up of above-ground and below-
ground microbiomes. The root endosphere (RE) microbiome lies below-

ground within the roots. 2) Core taxa that are shared between the two

Aug2018 Oct2018 Aug2019 Oct2019 Populus species have similar abundance and
occupancy.
M ETHODS Figure 6. 2018 shared ASVs between months. Figure 7. 2019 shared ASVs between months. 3) The core microbiome is limited but contains
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Experimental Design Methods Table 1. Dominant core taxa from 2018 and 2019 with the highest occupancy and average relative abundance.
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