Supplemental Figure.l Inland culture System
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Supplemental Figure.2 M2 locus
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Supplemental Figure.3 F1 genotyping MYL
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exon 6th * * * * * * * * *
1>NNNNNAANCCNNNNCNNNNCNNNGGCTGACAGGTTTAACCAATCAGAGGTAAGTGAACCTGGGAACACACCCATAGCAACTAATAGTAGAGTGGAGGARA->99

1> NENNDAANEENNN NN CE G GCRGACAGGTTEARCCAATCAGACGTAACECHANTNCCCAN N A MEp——" . L MM TEA TAGTACECTGCECGAME>85

* * * * * * * * * *
100>ATGGGACACCTTTTCAGTCCATTTTCTCGTCCCAT-TTGGTAGTARACAAARATAATTCA-ARCAAT-TATAAAACCGTATCCT-CAGGACTCCCATAGA>195

86>ETCCCACACCTTTEEACEIC AT T CEY Y AT T TCC TG T g iCMEAAASA AT TR ASA RS ST T AT HEA TN CEAHaETRCACEE TRRIA TG 1 82

* * * * * * * * * *
196>CCEC-TCTTAATTCTTTAAAACACCAT - -CACGATATTTGAATATTATCTGCTAAAGETGTCCCATCTTCCCCCACCCTATTACATCTATGCTGCTCCEE>292
183>eCATHT TN TECTTTAANACSEC AT HECATCA AN A A TEANITCMEAAAFCHGTECCATCTTCCCCCACCC TINH T A M T A, T/Sp——" o, 5 ¢ 5

& * i * sexon 7th ; & * * *
293>CTGTAATGAAGCTATAATAAAACTCACAATTTACCGCCCCGEGTTTCAGTTAAATCAAATGTTCGAGATCGCCCCGATCGACGCTGCTGGCAACTTGGACTA>392

26 6> ——— A A C S CAAT{ T TTACEICCIZiGGTTTCAC TTAAATCARATG TTCGAGATCGCCCCGATHGACGC TGCTGGCARCTTGGACTA> 347

* * * * * * * * * *
393>CAAGTCACTCTGCTACATCGTCACCCACGGACAAGAAGAAGAATAAATCGCTTTTTAATCAACGACCTTTCGATTTCATGCAGTTCATCACCGTTATATG>492
348>CAAGTCACTCTGCTACATCGTCACCCACGGACARGAAGAAGAATARATCGCTTTTEAATCAAGGACETTTAGATTTCATGCAGTTCATCACCGTTATATI> 447
sequence primer

* * * * * * * x * *
493>TACATTATGCATCACCGETATTATACACCGGCCTATTTCGCCTCTATTTCAA-TTCTAGCCACTTTTAACTTTTAGTGGCGECGAAAGAACAGCAAGTCG>591
448>TACATTANGCATCACCGGTATTATACACHCCCCTATTTCCGCCTCTATTTIHAAMETCTA A C A A C TTTTECTCCCECCCCARACGAMCAGCAAGTCG>539

* * * * * * *
592>TAAAAGTCTAATTTCATGTTTGGTGAATGTTTGGTTTGAATATATTGGCNNNNNNNNNNNNNNNTNNNNNENN>664 C. intestinalis
540>TAAAAGTCTAATTTCATGTTTGGTGAATGTTTGCTTTCAATATANTCCCHEINGINNEN TS a T INEN>608 C. robusta

D myiz/510
C. robusta Rxl IXR C. intestinalis

AB BA Ab Ba aB bA ab ba

M

800bp
700bp
600bp

500bp

E  wmyi2/5/10

GTAAAATATGGGTTTT GAAATATAGAAG

C. robusta

Rxl

IXR

C. intestinalis




Supplemental Table.S1 Primers

gene name primers sequence
FoxF Forward 5'-GAATTCCGTCCGCCACAATC-3'
Reverse 5'-AGTGGAAACCTCAGCACAGT-3'
Mesp Forward 5'-TGTTTTGGGGATAAATGGGGA-3'
Reverse 5'-GACACACATTGGTTAACGGGT-3'
Erk1/2 Forward 5'-CCGTTACTACACTTGTTTTCGC-3'
Reverse 5'-ACTCATGGGCGCTTTGATTT-3'
Piwi-like Forward 5'-GGAACCATTCGTGTACCAGC-3'
Reverse 5'-GTTTCTATTGCCACCCACGG-3'
Myl2/5/10 Forward 5'-GAAATCCTCACGACACAGGC-3'
Reverse 5'-CAAGAACACAAAACCTGCGC-3'
Sequence 5'-TTCTTCTTGTCCGTGGGTGA-3'
Tubb2b/4b Forward 5'-TTGGCGAGATTTTCAGGTGC-3'
Reverse 5'-CCTGTGTGCATATTCCTTGGT-3'
Smad1/5/9 Forward 5'-GTCGATCATTTTGGCCAGCT-3'
Reverse 5'-GGATCGGCGTGTCAAAATCA-3'
Dync1lLl1/2 Forward 5'-CACCAGGAAACATGTGCAAGA-3'
Reverse 5'-GCGATGGACTGAAACACACA-3'
Marker 1 Forward 5'-TGTATTTACTATTTTCAACG-3'
(Suzuki et al., 2005, J. Mol. Evol.) Reverse 5'-CTCCACTGCTAGCAACTGC-3'
Marker 2 Forward 5'-GTGTCTTAGAAGAGGAGAAT-3'
(Suzuki et al., 2005, J. Mol. Evol.) Reverse 5'-CTTTGTCCACTGAGAGCACT-3'




Supplemental Table.S2 Sumary BC2

BC1 type father mother fertilization rate hatched larvae survival rate (28dpf) (28dpf/5dpf) size at 28dpf (mm)
(Rx)xR  (R2I1)2xR10  R28 25% 1000< 66.7% (2/3) 1.5,7
R29 100% 1000< 66.7% (4/6) 1.5,3,4,5
R30 94.90% 1000< 100% (3/3) 2.5,4,5
(IXR)xR (11R2)2xR11 R28 100% 1000< 91.7% (11/12) 2.5,5,5,5.5,6,7,2.5,3.5,6,1.5,3
R29 100% 1000< 83.3% (10/12) 2,5.5,5,5,7,5,4.5,2,5,6.5
R30 97.30% 500< 83.3% (5/6) 2,1.5,7,4,1.5
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