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Abstract: Molecular biology technology has been gradually extended from the study of model
organisms to the study of seagrass,providing a new train of thought for solving the problem of
decline of seagrass beds,and it has contributed to elucidate the molecular mechanism of adapta-
tion to climate change of seagrass. Compared with the model organisms, the molecular biology
of seagrass started relatively late. At present,there are two types of seagrasses have been se-
quenced in the whole genome. They are Zostera marina and Zostera muelleri . respectively. In

this paper,the main research progress of molecular biology of seagrass is reviewed,and the fu-

ture development direction of this field is prospected.
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