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A flora of aquatic macro?hytes in Lake Shinji basin from the past to the
present: a wide-area analysis using environmental DNA.

Komuro, Takashi
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sp.
DNA

This study was conducted to compile a species list of existing aquatic
macrophytes in reservoirs and Lake Shinji within the Lake Shinji watershed. A comprehensive survey
of the reservoirs in the Lake Shinji watershed allowed us to determine the waterweed fauna in the
watershed. It is unlikely that the species of Potamogeton sp. present in Lake Shinji are of hybrid
origin with Potamogeton sp. as a single parent or unknown species, as we had initially assumed. The
environmental DNA survey of the sediments revealed that the past fish fauna can be reconstructed
from the sediments as well.
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