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FOO, T &S L L-8EE DNA 290 T, K4
HARIZ DWW CHA L OB 2R EG T 2 72 EE &I O
KTBZEIZLY  HENAHFEOTY ZI1FE L ORI
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(forward: 5’-~ACACTCTTTCCCTACACGACGCTCTTCCGA
TCTNNNNNNGTCGGTAAAACTCGTGCCAGC-3’, reverse:
5’-GTGACTGGAGTTCAGACGTGTGCTCTTCCGATCTNN
NNNNCATAGTGGGGTATCTAATCCCAGTTTG-3") B Lt
MiFish E (forward: 5>~ ACACTCTTTCCCTACACGACGCTC
TTCCGATCTNNNNNNGTTGGTAAATCTCGTGCCAGC-3’,
reverse: 5-GTGACTGGAGTTCAGACGTGTGCTCTTCCGA
TCTNNNNNNCATAGTGGGGTATCTAATCCTAGTTTG-3)
BRELIET T4 ~—ty FEHAWTHR L DNA I
DWTESE DNA A ¥ R—a—F ¢ U 7B L D8/
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MiFish pipeline Hi /)7 5% B ZHE R
Fh s Fh g
Cyprinus carpio = Cyprinus carpio oA
Cyprinus megalophthalmus aA LU B4 O Cyprinus carpio aA
Pseudorasbora parva v Cyprinus carpio aA
Carassius gibelio 7F Carassius auratus EV e
Oryzias latipes AR T Oryzias latipes IFIAT T
Carassius sp. TATFLEU BRSO Carassius langsdorfii e s
Rhinogobius sp. 7ay RIERU R4 O Rhinogobius sp. OR NYEPFLN)
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b, ENENRELD 1 FORETCOLERINIZ, '
AR T I NI OREEFRWTEB L2 &b, KA
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(RCHF)
Possibility of fish fauna survey by environmental DNA analysis of river water

Shusaku HIRAKAWA and Jun NAKAJIMA

Fukuoka Institute of Health and Environmental Sciences,

Mukaizano 39, Dazaifu, Fukuoka 818-0135, Japan

We investigated the extent to which environmental DNA analysis using the metabarcoding method can detect fish species
identified in the fishing survey in the Osano River in Fukuoka Prefecture. In seven fishing surveys conducted between 2014 and
2020, the identified fish species differed from survey to survey, but all the fish species identified in seven fishing surveys were
detected by a single environmental DNA analysis. In addition, a largemouth bass (Micropterus salmoides) was detected in
environmental DNA, which fishing survey had not identified. As a result of an upstream survey, the presence of largemouth bass
was confirmed by visual inspection. Thus, environmental DNA analysis is considered an effective method for ichthyofaunal
surveys because of its ability to detect fishes living at, or upstream from, a study site.

[Key words ; environmental DNA, metabarcoding]
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