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Introduction

Seed plants have co-evoluted with microorganisms by forming beneficial relationships in order to facilitate their adaptation to

microbes terrestrial lifestylelll. Indeed, more and more studies are demonstrating the inter-relationships of the microbiome and their hosts
33?%”"“:2; and the resulting impacts of such relationships in terms of the host's fitness, environmental response, adaptation and
e Cfcre e evolutionl?l, These studies have given rise to a relatively new concept of the holobiont which views the host organism and its

associated microbiota as a single functional unit, where evolutionary selection occurs between both the host and its microbiota,
as well as among different microbial species within the microbiotal3l.
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