Takifugu_rubripes-_cox1_sequence.seq [TATAATCGGAGCCCCAGACATGGCCTTCCCCCGAATGAACAACATAAGCTTCTGACTIGCTTCCCCCAT CClm(]
TrSSCs-cox1_sequence_.seq [TATAATCGGAGCCCCAGACATGGCCTTCCCCCGAATGAACAACATAAGCTTCTGACTIGCTTCCCCCATCH 70
Consensus tataatcggagccccagacatggccttcccccgaatgaacaacataagettctgactgettcccccatcec
Takifugu_rubripes-_cox1_sequence.seq [TTCCTCCTTCTGCTCGCATCCTCTGGAGTAGAAGCCGGAGCGGGTACGGGCTGAACTIGTTTACCCA & 140
TrSSCs-cox1_sequence_.seq [TTCCTCCTTCTGCTCGCATCCTCTGCAGTAGAAGCCGCAGCGGGTACGGGCTGAACTIGTTTACCCA ® 140
Consensus ttcctccttctgetcgecatcctctggagtagaagccggagecgggtacgggetgaactgtttacccacccce
Takifugu_rubripes-_cox1_sequence.seq [TAGCAGGAAATCTTGCCCACGCAGGGGCTTCTGTAGACCTCACCATCTTCTCTCTTCATCTTGCAGGGGT jwate
TrSSCs-cox1_sequence_.seq [TAGCAGGAAATCTTGCCCACGCAGGGGCTTCTGTAGACCTCACCATCTTCTCTCTTCATCTTGCAGGGCT Al
Consensus tagcaggaaatcttgcccacgcaggggcttctgtagacctcaccatcttctctcttcatcttgcaggggt
Takifugu_rubripes-_cox1_sequence.seq CTCCTCTATTCTAGGGGCAATCAACT TCATCACAACCATCATTAACATGAAGCCCCTAGCAATCTICACAAIFEN
TrSSCs-cox1_sequence_.seq ICTCCTCTATTCTAGGGGCAATCAACTTCATCACAACCATCATTAACATGAAGCCCCCAGCAAT CTICACAARIVAN]
Consensus ctcctctattctaggggcaatcaacttcatcacaaccatcattaacatgaagcccccagcaatctcacaa
Takifugu_rubripes-_cox1_sequence.seq [TACCAAACACCTCTTTTCGTGTGAGCCGTTTTAATTACTGCTGTACTTCTCCTGCTGTCCCTTCCA ® 350
TrSSCs-cox1_sequence_.seq [TACCAAACACCTCTTTTCGTGTGAGCCGTTTTAATTACTGCTGTACTTCTCCTGCTGTCCCTTCCA @ 350
Consensus taccaaacacctcttttcgtgtgagccgttttaattactgctgtacttctcctgetctcccttecagtece
Takifugu_rubripes-_cox1_sequence.seq [TTGCAGCAGGGATTACAATACTTCTCACTGACCGAAACCTAAATACAACCTTCTTTGACCCAGCAGGAGGEYA]
TrSSCs-cox1_sequence_.seq [TTGCAGCAGGGATTACAATACTTCTCACTGACCGAAACCTAAATACAACCT TCTTTGACCCAGCAGCAGGE:YA)
Consensus ttgcagcagggattacaatacttctcactgaccgaaacctaaatacaaccttctttgacccagcaggagg
Takifugu_rubripes-_cox1_sequence.seq AGGAGACCCCATCTTGTACCAACACTTATTCTGATTCTTTGGACACCCTGAAGTCTACATTCTAATTCT Cltel]
TrSSCs-cox1_sequence_.seq IAGGAGACCCCATCTTGTACCAACACTTATTCTGATTCTTTGGACACCCTGAAGT CTACATTCTAATTCT CRitel]
Consensus aggagaccccatcttgtaccaacacttattctgattctttggacaccctgaagtctacattctaattctc
Takifugu_rubripes-_cox1_sequence.seq ICCTGGCTTCGGAATAATTTCACACATCGTAGCCTACTACTCGGGCAAAAAAGAACCATTCGGCTACAT GG
TrSSCs-cox1_sequence_.seq ICCTGGCTTCGGAATAATTTCACACATCGTAGCCTACTACT CGGGCAAAAAAGAACCATTCGGCTACAT GG
Consensus cctggecttcggaataatttcacacatcgtagcctactactcgggcaaaaaagaaccattcggctacatgg
Takifugu_rubripes-_cox1_sequence.seq IGCATGGTCTGAGCCATAATGGCCATCGGTCTTCTTGGTTTTATTGTATGAGCCCACCACATGTTTIACAGT eelt)
TrSSCs-cox1_sequence_.seq IGCATGGTCTGAGCCATAATGGCCATCGGTCTTCTTGGTTTTATTGTATGAGCCCACCACATGT TTIACAGT el
Consensus gcatggtctgagccataatggccatcggtcttcttggttttattgtatgagcccaccacatgtttacagt
Takifugu_rubripes-_cox1_sequence.seq ICGGCATGGACGTAGACACCCGAGCCTACTTTACCTCTGCCACAATAATTATTGCCATICCCGACAGGAGT Clmm{ili]
TrSSCs-cox1_sequence_.seq ICGGCATGGACGTAGACACCCGAGCCTACTTTACCTCTGCCACAATAATTATTGCCATICCCGACAGCAGT Clm{li]
Consensus cggcatggacgtagacacccgagcctactttacctctgccacaataattattgccatcccgacaggagtc
Takifugu_rubripes-_cox1_sequence.seq IAAAGTATTTAGCTGACTTGCAACCTTGCATGGAGGATCAATTAAATGAGAAACCCCTIATACTATGAGCCCEE(]
TrSSCs-cox1_sequence_.seq IAAAGTATTTAGCTGACTTGCAACCT TGCATGGAGGATCAATTAAATGAGAAACCCCTIATACT ATGAGCCCIENE(]
Consensus aaagtatttagctgacttgcaaccttgcatggaggatcaattaaatgagaaacccctatactatgagccc
Takifugu_rubripes-_cox1_sequence.seq [TCGGCTTCATCTTCCTATTTACAGTGGGTGGCCTAACCGGAATTGTCCTAGCCAATTICATCCCT. A 840
TrSSCs-cox1_sequence_.seq [TCGGCTTCATCTTCCTATTTACAGT GGGTGGCCTAACCGGAATTGTCCTAGCCAATTICATCCCTAGACAT IR
Consensus tcggcttcatcttcctatttacagtgggtggectaaccggaattgtcctagccaattcatcectagacat
Takifugu_rubripes-_cox1_sequence.seq ICGTATTACACGACACCTACTACGTAGTTGCCCATTTCCACTA(] 883
TrSSCs-cox1_sequence_.seq [CGTATTACACGACACCTACTACGTAGTTGCCCATTTCCACT A 883

Consensus

cgtattacacgacacctactacgtagttgcccatttccactac

Supplementary Figure S1. Sequence of cox! gene of 7. rubripes and TrSSCs. The
cox1 PCR product was 883 bp in length. The sequence alignment analysis showed 100%
similarity between the sequences from TrSSC and that from tiger puffer fish (Genbank
accession number: AJ421455).



