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”RiverlGS”, a DNA database for rivers that can be used with Mtinsects-16S primers.
-Can the DNA database developed in Kanagawa Prefecture really be used in rivers nationwide?-
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The KERC has been working on the development of an environmental DNA survey method for insects for the purpose of ecological evaluation of river

environments.
The Mtlnsects-16S primer developed by Dr. Takenaka of Shinshu University was found to have superior insect specificity and detection rate compared to the
conventionally used primers for insects in the COI region.
On the other hand, the number of 16S regions registered in the public DNA database (Genbank), which is linked to species name information for reference,
was small, and it was not possible to identify them to species.
Therefore, we obtained DINA sequences of Mtlnsects-16S primer regions mainly from insects in Kanagawa Prefecture, and developed our own DNA database.
We also obtained DNA sequences from public DNA databases, checked their accuracy, and integrated them with the above databases to develop "River16S," a
DNA database for rivers compatible with MtInsects-16S primers.

v" We also verified whether the developed "River16S" could be used in rivers nationwide.
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Development of Kanagawa Prefecture's own DNA database Sequence retrleva\ from public DNA databases
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v" Obtain biological samples, extract DNA as nondestructively as Sequences were obtained from GenBank using the keywords

possible, and sequence the mitochondrial 16STRNA region using "16S" and "Class".
NGS. For Insecta, extract the Mtlnsects-16S region.The successfully

v BLAST analysis and phylogenetic trees are used to check for extracted sequences of Mtlnsects-16S region are checked for
misidentification of the obtained sequences. misidentification by BLAST analysis.
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Bivalvia ~ KB different species determination thresholds (pident*qcovs) would result in different detection rates.
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