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Name Sequence(5'—3") HE
Paa-CytB-Forward(3) CCTAGTCTCCCTGGCTTTATTCTCT 1*
Paa-CytB-Reverse GTAGAATGGCGTAGGCGAAAA 1*
Paa-CytB-Probe FAM-ACTTCACGGCAGCCAACCCCC-TAMRA 1*

1* The use of environmental DNA of fishes as an efficient method of determining habitat connectivity
(Hiroki Yamanaka, Toshifumi Minamoto,2015)& Y 5| F
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1 | PointA 33.25 9.90E+01 1.89E+01
2 — PointB 30.44 6.95E+02 5.33E+01
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