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Research progress on population genetics and genomic evolution of Morchella
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Abstract: Morchella esculenta is a kind of medicinal and edible fungi of Ascomycetes subphylum, which is famous for its unique edible
and economic values. In recent years, the habitats of Morchella is severely broken due to the rapidly global climate changes. In addition,
many consumers are fond of Morchella cuisine, overharvesting resulted in the serious shortage of wild resources of Morchella.
Therefore, it is an urgent scientific question to protect the diversity resources of Morchella. One of the important research contents is
the distribution pattern of genetic diversity in conservation biology. Genetic diversity is associated with the evolutionary potential and
future destiny of a species and/or group. The research of genome and evolution is beneficial to determine excellent genes and/or alleles
of species. It is very important to protect and utilize species resources scientifically. Research progress on genetic diversity, genetic
structure, genetic relationships, and genome evolution were reviewed in this paper, in order to provide an important basis for scientific
protection of Morchella resources.
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Table 1 Genome-wide evolution of Morchella
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