Plant-Microbe Interfaces: developing a synthetic community system
to test preferential allocation to nitrogen-fixing bacteria
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Abstract

Plant-microbiome function results from complex interactions among microbial
members, host plant genetics/physiology and surrounding environmental conditions.
Once the plant - microbiome is established (after initial colonization events), a key
question is whether the host plant can actively discriminate among mutualists by
‘rewarding’ beneficial members through preferential allocation of carbon. To begin to
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