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[ Abstract] Mycorrhiza is a common existence in nature, and it is a symbiosis formed by mycorrhizal fungi in soil and

roots of higher plants. In view of its important role in nature, mycorrhizal research has attracted more and more attention from
scholars all over the world. In this paper, we summarized recent progresses in the research of arbuscular mycorrhiza, ecto-
trophic mycorrhiza and orchidaceous mycorrhiza symbiosis using high throughput sequencing.
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