A FOXA3

M. amblycephala genome 33,856,190 33,857,410
Chromosome 18

Sequence by Sanger method

C. alburnus genome
Chromosome 18 20,152,105 20,153,325
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B8 { mey VYN Y.V e cTeT oo A A (- R A ATV WE S ALY (o ani O AAA-1 (i
< GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCIIGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
BT_maternal_parent GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCGGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
BT_paternal_parent GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCHIGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC

BTF1_recombination-1 GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCIMIGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
BTF1_recombination-2 GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCIIGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC

BTF3_recombination GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCGGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
TB_maternal_parent GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCHIGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
TB_paternal_parent GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCGGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
TBF1_recombination-1 GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCGGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAGCACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTCC
TBF1_recombination-2 GAACTCAGTGAGCAGCTTGAACAGCTACATAAATCTGAACTCGGCCTGTTCCACATCCAGCATGAATATGGGCTATCCCAG(ACAGGTCTCAACAGCAGCCCATTGAGCAGCATGGGTGGAGGCCCCAACCACATGAGCCTGTC(
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BsB S5 L (LT (o oY oo TeToh MeTCTeT o Yool ool LT ol M CTETEN Mool oh A Mo G COC L CACCC .Y Y S K
TC CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTEIGGCTCHTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
BT_maternal_parent CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTGGGCTCCTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
BT_paternal_parent CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTRIGGCTCHMTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
BTF1_recombination-1 CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTRIGGCTCHITCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
BTF1_recombination-2 CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTEIGGCTCHITCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
BTF3_recombination CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTGGGCTCCTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
TB matemal_parem CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTIIGGCTCIITCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
_paternal_parent CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTGGGCTCCTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
TBF\ _recombination-1 CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTGGGCTCCTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA
TBF1_recombination-2 CCCTCCTCTCTGAACCCCAGTTCTCTGACCCAGCTGGGCTCCTCAGCCTCCTCGCTGGGTCCCCTCTCGCATTACCAAAGCATGGGTCAGCCCATGTCCCAGATCAGCTACCCCTCTCCTACCTCTCTTAACCGGACTAAGGAGA

310 320 350 £ 380 390 490 410 420 430
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BSB C
TC ACCGTCGCTCTCTGACC(ACGC GTACTC!TACATAT CCTCATCACGATGGCGATCCAG AGTCCAACAGCAAGATGCTAAC TCAACGAAATCTACCAGTGGATCATGGATC
BT_maternal_parent TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCTTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
_paternal_parent TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCMTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
BTF1_recombination-1 TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCTTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
BTF1_recombination-2 TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCMTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
BTF3_recombination TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCTTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
TB_maternal_parent TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCMTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
TB_paternal_parent TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCTTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
TBF1_recombination-1 TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCMTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
TBF1_recombination-2 TGCCAAAGCCCTACCGTCGCTCTCTGACCCACGCCAAGCCACCGTACTCTTACATATCCCTCATCACGATGGCGATCCAGCAGTCCAACAGCAAGATGCTAACCCTCAACGAAATCTACCAGTGGATCATGGATCTGTTCCCGTA
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BSB
TC CTACCGMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCIMCCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
BT_maternal_parent CTACCGTGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCGCCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
BT_paternal_parent CTACCGMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCRICCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
BTF1_recombination-1 CTACCGTGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCGCCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
BTF1 recomblnauor»z CTACCGMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCGCCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
BTF3_ _recombination CTACCGTGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCICCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
TB_maternal_parent CTACCGMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCRICCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
paternal_parent CTACCGTGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCGCCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
TBF |_recombination-1 CTACCGEMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCIMICCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
TBF1, recombmaunmz CTACCGEMGAGAACCAGCAACGCTGGCAGAACTCCATCCGCCACTCTCTGTCCTTCAACGACTGCTTCGTCAAAGTGGCGCGTTCECCTGACAAGCCTGGCAAGGGCTCCTACTGGGCATTGCATCCCAATTTCGGGAACATGTTC
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Bs8 [ CTCCOTC C .
T GAGAACGGCTG(TACCTGCGTCGCCAGAAGCGCTTCAAGATﬁGAGGAAAAATCCGGTAAAAAGAGCT(GACAAAGTCCCAGGAGGGTGGCAGTG(CGCCAAGGGCGGCCACAGTGG.GAGGGGATGCAGGAGGAGCACAGTCC.G
BT_maternal_parent GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATTGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGCGAGGGGATGCAGGAGGAGCACAGTCCCG
BT_paternal_parent GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATMIGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGIMGAGGGGATGCAGGAGGAGCACAGTCCG
BTF1_recombination-1 GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATTGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGCGAGGGGATGCAGGAGGAGCACAGTCCCG
BTF1 re(nmbmadnn- GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATTGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGCGAGGGGATGCAGGAGGAGCACAGTCCCG
BTF3_recombination GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATMGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGIMGAGGGGATGCAGGAGGAGCACAGTCCIG
TB_maternal_parent GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATMIGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGHIGAGGGGATGCAGGAGGAGCACAGTCCHIG
TB_paternal_parent GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGAT FGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGGCGAGGGGATGCAGGAGGAGCACAGTCCCG
TBF1_recombination-1 GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATMGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTG GGATGCAGGAGGAGCACAGTCCHIG
TBF1_recombination-2 GAGAACGGCTGCTACCTGCGTCGCCAGAAGCGCTTCAAGATIIGAGGAAAAATCCGGTAAAAAGAGCTCGACAAAGTCCCAGGAGGGTGGCAGTGCCGCCAAGGGCGGCCACAGTGG GAGGGGATGCAGGAGGAGCACAGTCCCG
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TC CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCBGTGCCAAYCCC
BT _maternal_parent CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCGGTGCCAATCCC
paternal_parent CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCAGTGCCAATCCC
BTF‘! reccml-nnallon—! CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCGGTGCCAATCCC
BTF1_recombination-2 CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCGGTGCCAATCCC
BTF!_recumb{nauon CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCGGTGCCAATCCC
TB_maternal_parent CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCEMGTGCCAATCCC
TB_paternal_parent CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCGGTGCCAATCCC
TBF1_recombination-1 CCACCGGCTCCGAAGGTGCCGACTCTGCCCATTCCGACAGCTCCCATGCCGGATCAGCCTCGGAGGAGCAGCAGAGGAGCCTGGTGCAGCTGGACTGCCCTTCTCAAGCGCCCAACCTTTCACACAGCTCGCCIMGTGCCAATCCC
TBF1_recombination-2 CCACCGGCTCCGAAGGTGCCGACTCTG(CCATTCCGACAGCTCCCATGCCGGATCAGCCT(GGAGGAGCAGCAGAGGAGCCTGGTGCACCTGGACTGCCCTTCT(AAGCGCCCAAC(TTTCACACAGCT(GCC.GTGCCAATCCC
80 o 910 o0 ) 40 o0 7 o80 ) 1000 1010
830 sgo 900 90 520 930 Bfﬂ s§o 970 980 990 1,000 1910
BSB CCTCC CC CC C ( CACCTG CAGCACCTGGA Lo (o (S CCCAC A
TC GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
BT_maternal_parent GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
BT_paternal_parent GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
BTF1_recombination-1 GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
BTF1_recombination-2 GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
BTF3_recombination GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
TB_maternal_parent GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
TB_paternal_parent GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT

TBF1_recombination-1 GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
TBF1_recombination-2 GTCTTCGGTGTCCTCCTCCATGCCCCCGTCCAGCTCGCACCTGCACTCTCAGGGCATGGGCGGCAGCCCTCACCTGTTGGCCAGCCCGATGCAGCACCTGGACCTGCAGAACGACCCTCTGAAGTCCATGGACCCACACTACAAT
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BSB TTC CATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCCACARGAT GGACCTC CTCATACC C i C ACAG CCACATCTTCTC TGCCAA TAT w\ TCCICC
TC TTCAACCATCCGTTCTCCAT(ACCAATCTCATGTCCAA(GAGCAG/\AGATGGA(CTCAAGTCATACCAGGACCAGGTGATGGCTYACAACAG(TAEACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTG(TGGTC
BT_maternal_parent TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
BT_paternal_parent TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
BTF1_recombination-1 TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
BTF1_recombination-2 TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
BTF3_recombination TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
TB_maternal_parent TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
TB_paternal_parent TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
TBF1_recombination-1 TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
TBF1_recombination-2 TTCAACCATCCGTTCTCCATCACCAATCTCATGTCCAACGAGCAGAAGATGGACCTCAAGTCATACCAGGACCAGGTGATGGCTTACAACAGCTACACCACATCTTCTCCCATGGCTGCCAAACAGATCTATGACACTGCTGGTC
1170 1190 1200 1210 1221
1170 1% 1.200 1210 1221
BSB
Tc CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
BT_maternal_parent CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
BT_paternal_parent CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
BTF1_recombination-1 CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
BTF1_recombination-2 CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
BTF3_recombination CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
TB _maternal_parent CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
TB_paternal_parent CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
TBF1_recombination-1 CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC
TBF1_recombination-2 CGTCCGCCATTGACTCTGGTGCGTATTACCAGACCCTCTACAGCAGGTCTGTCCTCAATGC

Supplemental Fig. S21. Diagram and alignment of FOXA3 (DNA) from BSB, TC, and their reciprocal cross hybrids
(BT and TB) in the F, and F3 generation. (4) Schematic map of relationships between the reference genome and Sanger

sequences. (B) Sequence alignment for FOXA3.



