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DNA barcoding of 5 fish economy from Ping River, Tak Province
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Abstract

The purpose of this study is to determine the COI sequences to gather DNA barcodes for fish 5 species
of economic importance: horseface loach (Acanfopsis choirorhynchos); three spot gourami (Trichogaster
trichopterus); rohu (Labeo rohita); tiger loach (Syncrossus helodes); and silver barb (Barbonymus gonionotus) from
Ping River, Tak province. The average of COIl sequence length for 5 fish species was 623 bp ranging from 580 to
636 bp. The genetic divergences within species was 0.000 in three spot gourami, tiger loach and silver barb,
whereas, horseface loach and rohu was 0.005. The phylogenetic tree tested on 5 fish species revealed that all
included species could be classified into two groups belonging to Order Cypriniformes included horseface loach,

rohu, tiger loach and silver barb and Order Perciformes which was including three spot gourami.
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A. choirorhynchos 5 5 580 JN896630 - JN896634
T. trichopterus 5 5 636 JN896635 - JN896639
L. rohita 5 5 635 JNB896640 - JN8I6644
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Accession NMIURNTRAURSIUTONA
Al = =

no. GenBank BOLD
JN896630 Acantopsis choirorhynchos Tribolodon hakonensis (85%) -
JN896631 Acantopsis choirorhynchos Tribolodon hakonensis (85%) -
JN896632 Acantopsis choirorhynchos Tribolodon hakonensis (85%) -
JN896633 Acantopsis choirorhynchos Tribolodon hakonensis (85%) -
JN896634 Acantopsis choirorhynchos Tribolodon hakonensis (85%) -
JN896635 Trichogaster trichopterus Trichogaster sp. (94%) Trichogaster trichopterus (99.84%)
JN896636 Trichogaster trichopterus Trichogaster sp. (95%) Trichogaster trichopterus (100%)
JN896637 Trichogaster trichopterus Trichogaster sp. (95%) Trichogaster trichopterus (100%)
JN896638 Trichogaster trichopterus Trichogaster sp. (95%) Trichogaster trichopterus (100%)
JN896639 Trichogaster trichopterus Trichogaster sp. (95%) Trichogaster trichopterus (100%)
JN896640 Labeo rohita Labeo rohita (99%) Labeo rohita (100%)
JN896641 Labeo rohita Labeo rohita (99%) Labeo rohita (100%)
JN896642 Labeo rohita Labeo rohita (99%) Labeo rohita (100%)
JN896643 Labeo rohita Labeo rohita (99%) Labeo rohita (100%)
JN896644 Labeo rohita Labeo rohita (99%) Labeo rohita (99.84%)
JN896645 Syncrossus helodes Bangana tonkinensis (83%) -
JN896646 Syncrossus helodes Bangana tonkinensis (83%) -
JN896647 Syncrossus helodes Bangana tonkinensis (83%) -
JN896648 Syncrossus helodes Bangana tonkinensis (83%) -
JN896649 Barbonymus gonionotus Barbonymus gonionotus (99%) | Barbonymus gonionotus (99.53%)
JN896650 Barbonymus gonionotus Barbonymus gonionotus (99%) | Barbonymus gonionotus (99.53%)
JN896651 Barbonymus gonionotus Barbonymus gonionotus (99%) | Barbonymus gonionotus (99.68%)
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A. T. trichopterus L. rohita S. helodes B. gonionotus
choirorhynchos
A. choirorhynchos 0.005
T. trichopterus 2424 0.000
L. rohita 2.485 2.039 0.005
S. helodes 2.485 2.079 0.032 0.000
B. gonionotus 2.618 0.037 2.079 2122 0.000
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