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F ACAATACATCTCACCTGATC (AC)ao

TP2 -1 (PP949272) 43 1 081 0.77 075
R GTGTCATATGCAACAATGG
F CCTCTCATCCTTGTTCAC (CA)zo

TP2 -2 (PP949273) 43 10 0.70 0.81 0.79
R GAAGTAGTCATCAGTCATCA
F TGGATAGGTCATAAGTTCAC (AC)zo

TP2 -3 (PP949274) 43 12 098 0.80 0.78
R GAACTAGAATCAGTAGAGGC
F AAGATAGGAGTTCTGCAAC (GT)yo

TP2 -4 (PP949276) 43 16 0.86 0.87 086
R ATCTGGTATTCATCACTACG
F GGTGTCCAGCCATAAGAG (TG)yo

TP2 -5 (PP949277) 43 17 0.63 0.92 091
R GCAGATACACAACAGATATC
F TTCACCAAGAATATAGACGG (AC)s

TP2 -6 (PP949278) 43 12 077 0.89 088
R ATGAATGAGTCCTTGGTATG
F GCTTATTAGAGTAACGCTTG (TCA);5

TP 3-1 (PP949275) 43 8 0.65 0.66 063
R GTAACGGACAATCATCAAC
F TTGCTATTCTTGTGATCTCG (CAG)s,

TP 3-2 (PP949281) T 43 24 0.98 0.93 093
R GTATGTTCATGAGTAACCTG
F AATTATCAGGTCAGAAGCTC (CT T

TP3-3 (PP949282) 43 23 088 0.92 092
R CATAATCTGCACCGAGAA
F CTCACGGAGCGATTCTAT (GAT)

TP3-4 (PP949286) 43 18 093 0.90 0.89
R CAAGAACACCAGGACACT
F AGACTTGACGACTCTCTT (ATCT)5

TP4-1 (PP949279) 43 19 091 091 0.90
R CATCGCTCCAGGATTAATTA
F TTATGAACATACAGCGACTC | (CCAT)ys

TP4-2 (PP949283) 43 14 0.84 0.90 089
R CAGTAGACAGAGATACATGT
F CGCATCATGITAGTGGAA | (COACCCA)

TP7-1 (PP949280) 1 43 14 0.74 0.88 0.87
R GAACTGCTCATCATCGCT
F ATCATACATCCTTCAGTCAG | (CACAGAA),

TP7-2 (PP949284) 43 9 0.79 0.84 0.82
R CTGTGTGTTCTCTGTTCTC
F ccattaGAcTGTACTGoTe | (GTOTETTD

TP8-1 (PP949285) ’ 43 4 065 0.66 0.59
R CGACTGTAACACGTGTAA

*: Each accession number for the SSR loci deposited in GenBank is shown in parentheses. N, sample size; N, number of alleles; Ho, observed heterozygosity; i, expected heterozygosity: PIC,
polymorphic information content.
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Col-Cytb fragments (934 bp) 15 SSR loci

HR h
rcTR 20 1 0.00 0.0000 + 0.0000 | 0.000000 + 0.000000 20 327 3.24* 0.60 0.72 -0.181 -
rwTR 15 3 1.60 0.2571 £ 0.1416 | 0.000428 + 0.000471 15 9.87 9.20 0.83 0.84 0.020 %
rwTP 16 4 2.45 0.4417 + 0.1446 | 0.000651 + 0.000609 16 1047 9.31 0.83 0.77 0.105 ¥
wTC 12 1 0.00 0.0000 + 0.0000 | 0.000000 + 0.000000 12 ‘ 993 9.93 0.81 0.82 0.027 0.8258
sTC 16 1 0.95 0.0000 £ 0.0000 | 0.000000 * 0.000000 16 12.07 10.79 0.86 0.73 0.182 %
sTX 15 1 0.00 0.0000 + 0.0000 | 0.000000 + 0.000000 15 827 7.67 0.69 0.63 0.094 ¥
Entire groups 94 7 0.83 0.3743 £ 0.0570 | 0.006849 * 0.003626 94 2127 11.10 0.88 0.75 0.154 #

N, sample size; Ny, number of haplotypes; HR, haplotype richness; h, haplotype diversity; 75 nucleotide diversity; N 5, observed mean number of alleles across fifteen loci; AR, allelic richness; Hy,
expected heterozygosity Ho, observed heterozygositys Fys, inbreeding coefficient; HWE, P values for multi-locus tests for Hardy-Weinberg equilibrium; rcTR, reference cultured T. rubripes;
rwTR, reference wild T. rubripes; rwTP, reference wild T. pseudommus; rwTC, reference wild T. chinensis; csTC, commercial T. chinensis; csTX, commercial T. xanthopterus; *: P<0.01.
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Groups rcTR r rwTP e csTC csTX
rcTR 0.1884* 0.1773* 0.2006* ‘ 0.1866* 0.3034*
rwIR 0.01984 -0.0021 0.0075 0.0266* 0.1722*
rwlP 0.04364 -0.03488 -0.0018 0.0259* 0.1848*
rwlC 0.00000 -0.01572 0.00497 0.0291* 0.1879*
csTC 0.00000 0.00444 0.02667 0.00000 0.1653*
csTX 1.00000* = 0.99138* | 0.98636* = 1.00000* | 1.00000*

Pairwise genetic differentiation based on mtDNA Col-Cytb sequences (below diagonal) and

fifteen simple sequence repeat loci genotypes (above diagonal) for the six Takifugu groups;
rcTR, reference cultured T. rubripes; rwTR, reference wild T. rubripes; rwTP, reference wild T.
pseudommus; rwTC, reference wild T. chinensis; c¢sTC, commercial T. chinensis; csTX,
commercial T. xanthopterus; *P<0.01.
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