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Ultimate goal
Climate-resilient, sustainable crop, production via microbiome, engineering & breeding
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Section V: Translational applications & future perspectives
(How can we apply this knowledge to agriculture?)
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Section llI: Driving forces of microbiome assembly (What shapes the plant microbiome?)
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Section Il: Mechanisms of plant-microbe interactions (How do they interact with plants?)
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(A) Precision quantification (QMP)
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(B) Precision interaction (multi-omics Association)
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