Gracilaria edulis, a large marine
economic algae, widely distributed in
the South China Sea. Gracilaria is rich
in colloids, polysaccharides, crude fiber
and protein, and it’s an important raw
material for the production of agar and
health food. Recently, with the
increasing use of Gracilaria, it is
crucial to carry out the research on its
germplasm resources and genetic
diversity of Gracilaria to better develop
and utilize this kind of seaweed
resources.

Universal Plastid Amplicon(UPA) is
often used as a molecular marker in the
molecular identification of algae, which
is widely used in the study of red algae
species identification, phylogeny and
population genetic diversity. In this
study, we amplied the UPA gene
sequence of G. edulis sampled from
Hainan province sea area, and analyzed
the genetic distance and phylogenetic
relationship of G. edulis with other
algae. The results of this research will
help to explore the status of population
germplasm resources and genetic
diversity of G. edulis in Hainan
province sea area.

Result
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Conclusion

1.The results of the study showed that the average content of T, C, A, and G of the UPA gene were 24%,
17.1%, 31.0%, and 27.9%, respectively, and the average content of A+T base was 55%, which was
higher than C+G base content. From 358 bp of UPA gene sequences, 4 haplotypes and 11 polymorphic
sites were detected, and they were all singleton variable sites.

2.The UPA gene fragments can distinguish different genera. The dendrogram results show that G. edulis
form independent branches earlier, and Gracilaria and Gracilariopsis are relatively closely related, were
first merged into a branch. The results of phylogenetic tree anlaysis were consistent with the results of
traditional taxonomy.




