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ABSTRACT

Sea Anemone is a small carnivore that grows in water and has a very simple construction
method. It does not have an organization capable of central information processing, not even the
lowest brain. There are more than 1,000 species of cnidarians belonging to marine animals. Since
China started late in the research and development and comprehensive utilization of marine drug
resources, there is still little in-depth research on the gene sequencing of this species.

In this coastal experiment, we collected 18 sea anemone samples from the coast of Xiamen,
China at one time, combined with the genetic sequences of the COI and 16S-rRNA samples in
NCBI, and passed the mitochondrial COI, 16S-rRNA gene sequence fragments. 18 Chinese sea
anemone samples collected from Xiamen coast were subjected to genomic DNA extraction, PCR
amplification and sequence diversity determination, and the genetic diversity of the population
genome and population genetic genome structure were analyzed, and a phylogenetic tree was
constructed. There is a genetic distance table. The results showed that the average content of T,
C, A, and G in the samples of the Xiamen anemone mitochondrial COI gene sequence were:
27.3%, 17.5%, 30.1%, 25.1%, and T, C, A in the 16s-TRNA sequence , The average content of G
is: 23.4%, 22.7%, 34%, 20%. Based on the mitochondrial COI and 16s-rRNA genome sequences
of Xiamen Anemone, the population genetic diversity of Xiamen Anemone is still at a high level.
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