A Fl10

M. amblycephala genome 258,153 259,731
Chromosome 1

Sequence by Sanger method

C. alburnus genome
Chromosome 1 558,67

560,243

m £ %0 100 10 120 130 110
7 80 0 100 110 120 130 140

B

Tc GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATAT TTGATGCACAAAAGAG
BT_maternal_parent GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
BT_paternal_parent GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
BTF1_recombination GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
TB_maternal_parent GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCT TACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
TB_paternal_parent GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
TBF1_recombination GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG
TBF3_recombination GCTCACTGTATGAATCAGTCGCTCTCCACCAGGGTGGTCTTAGGTACGGCCTTTTATAGGAACATTTGTGACTCTTTTACACTTCAACATTTGTCAAAACTGAAATATTCTCATGCAAATATTTTCAGATATTTGATGCACAAAAGAG

150 160 170 180 190 20 210 220 20 240 250 %0 270 20 2%
150 160 170 180 150 200 210 220 230 210 250 260 270 E 2

BSB C ATCATCGTTCTTCA GITG C RCC CITCATATCCATCATCCAAACT CCATCCH C ich

TC CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTMT TATTACACCTAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGEIGGGTTTCGCAGAGC

BT_maternal_parent CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTTTTATTACACCTAAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGAGGGTTTCGCAGAGE

BT_paternal_parent CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTMTITATTACACCTAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGEGGGTTTCGCAGAGC

BTF1_recombination CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTTTTATTACACCTAAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGAGGGTTTCGCAGAGC

TB_maternal_parent CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTMT TATTACACCTAAAIATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGEIGGGTTTCGCAGAGC
TB_paternal_parent CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTTTTATTACACCTAAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGAGGGTTTCGCAGAGC
TBF1_recombination CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTTTTATTACACCTAAAAATATATGT TGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGT TTCCAAAAGAGGGTTTCGCAGAGEC
TBF3_recombination CTGAATGATGTTCTTCAAATTGGTGTTGTTTCTCCTTTEMT TATTACACCTAAAATATATGTTGATATCGATGATCCAAACTTTTAACATCCATGGAATAATTCTTCACTCTTGAAAATAAAGTTTCCAAAAGEGGGTTTCGCAGAGC

300 310 20 30 40 350 350 370 380 %0 400 410 20 % 40
BSB AA CC = AC A C C C
Tc TGCAAAAGAAGAACCATTTTGGATTCCCCAAATIATGTTTTATTAACAAAGT TCGGGAGGAGCACATTCAAABGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
BT_maternal_parent TGCAAAAGAAGAACCATTTTGGATTCCCCAAATGATGTTTTATTAACAAAGT TCGGGAGGAGCACATTCAAAGGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
BT _paternal_parent TGCAAAAGAAGAACCATTTTGGATTCCCCAAATHATGTTTTATTAACAAAGTTCGGGAGGAGCACATTCAAAIGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC

BTF1 _recombination TGCAAAAGAAGAACCATTTTGGATTCCCCAAATGATGTTTTATTAACAAAGTTCGGGAGGAGCACATTCAAAGGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
TB_maternal_parent TGCAAAAGAAGAACCATTTTGGATTCCCCAAATIIATGTTTTATTAACAAAGTTCGGGAGGAGCACATTCAAAGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
TB_paternal_parent TGCAAAAGAAGAACCATTTTGGATTCCCCAAATGATGTTTTATTAACAAAGT TCGGGAGGAGCACATTCAAAGGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
TBF1_recombination TGCAAAAGAAGAACCATTTTGGATTCCCCAAATGATGTTTTATTAACAAAGTTCGGGAGGAGCACATTCAAAGGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
TBF3_recombination TGCAAAAGAAGAACCATTTTGGATTCCCCAAATIIATGTTTTATTAACAAAGTTCGGGAGGAGCACATTCAAAGATCTACCCAATCAGCATAAGAGGAGGCCTATAAACACGTAGCCGACTCGCCTATGTTCCTCTACAGGTGCATCC
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BSE C e e g C AC A .
Tc CTCEACCAECCCGTCTCCTCACACTTGCCTGGTTACTA‘I‘ECTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCBGAGCCCTCCCTCGGACAGCACGCCAAATATGEATAGGGCCTACTTTTTATTETATC
BT_maternal_parent CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATTCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCACGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
BT _paternal_parent CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATMCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCMGAGCCCTCCCTCGGACAGCAIGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
BTF1_recombination CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATTCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCACGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
TB_maternal_parent CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATMCTGACCAAAGATACGGGGGAGTACTCTGGEGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCAMGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
TB_paternal parent CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATTCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCACGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
TBF1_recombination CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATTCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCACGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
TBF3_recombination CTCCACCACCCCGTCTCCTCACACTTGCCTGGTTACTATEMCTGACCAAAGATACGGGGGAGTACTCTGGGTTCGGGCGACATTCCAAGCTCAGAGCCCTCCCTCGGACAGCACGCCAAATATGCATAGGGCCTACTTTTTATTCTATC
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BsB . L [/ A
TC TAAGTGTCACTGCGTAN!CCCCCTTCTGGAACCCTTATTTTTA&GAGTﬂTAGAﬁ\GAAATAAAAHCCGACCAAAATGEGTCGAC)\GTCATCATCCAGTAAGTTGTAEATGAAAGTGGAGCAGCTTGGATCATTTGATG-' TTTG
BT_maternal_parent TAAGTGTCACTGCGTAAACCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAATCCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATGAGAAATGTTTG
BT _paternal_parent TAAGTGTCACTGCGTAAMCCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAABCCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATG------~ TTTG
BTF1_recombination TAAGTGT:ACTG:GTAAACCCC:TTCTGGAAC:CTTATTTTTAAGAGTATAGAAGAAATAAAATC:GACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATGAGAAATGTTTG
TB_maternal_parent TAAGTGTCACTGCGTAAMICCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAABICCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATG- -~~~ TTTG
TB_paternal_parent TAAGTGTCA CTGCGTAAACCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAATCCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATGAGAAATGTTTG
TBF1 recombination TAAGTGTCACTGCGTAAACCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAATCCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATGAGAAATGTTTG
TBF3_recombination TAAGTGTCACTGCGTAAACCCCCTTCTGGAACCCTTATTTTTAAGAGTATAGAAGAAATAAAATCCGACCAAAATGAGTCGACAGTCATCATCCAGTAAGTTGTAAATGAAAGTGGAGCAGCTTGGATCATTTGATGAGAAATGTTTG
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BSB

TC CGTTCACATTGAGATC TCMEGAGCACAATT THIAGATCTCTTCTGAAACTCTAGAGGEGACACMTGTGAGATTTCTGGGGTCTTTT TCAMAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCAIIT TMCCCTCTTGGCCATC
BT_maternal_parent CGTTCACATTGAGATCTCT GAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGAGACACGTGTGAGATTTCTGGGGTCTTTTTCAAAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCACTTACCCTCTTGGCCATC
BT_paternal_parent CGTTCACATTGAGATCTCMEGAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGEMGACACMTGTGAGATTTCTGGGGTCTTTTTCAMAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCAINT TMCCCTCTTGGCCATC
BTF1_recombination CGTTCACATTGAGATCTCT GAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGAGACACGTGTGAGATTTCTGGGGTCTTTTTCAAAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCACTTACCCTCTTGGCCATC
TB_maternal_parent CGTTCACATTGAGATCTCMEGAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGEIGACACMTGTGAGATTTCTGGGETCTTTTTCAMAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCANITTMCCCTCTTGGCCATC
TB_paternal_parent CGTTCACATTGAGATCTCT GAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGAGACACGTGTGAGATTTCTGGGGTCTTTTTCAAAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCACTTACCCTCTTGGCCATC
TBF1_recombination CGTTCACATTGAGATCTCT GAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGAGACACGTGTGAGATTTCTGGGGTCTTTTTCAAAGGAGAAACATCTGAGAGGGAGACTTAAGTAGAAGTCTCCACTTACCCTCTTGGCCATC
TBF3_recombination CGTTCACATTGAGATCTCT GAGCACAATTTGAGATCTCTTCTGAAACTCTAGAGGAGACACGTGTGAGATTTCTGGGGTCTTTTTCAAAGGAGAAACATC TGAGAGGGAGACTTAAGTAGAAGTCTCCACTTACCCTCTTGGCCATC

890 900 920 % 940 a50 950 70 g %50 1,000 1010 1020 1030
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858 CAAC CA / (o (¢ ¢ CATTTS CC ¥ CTATTCH ¢ g { TCTTTTCATT

T TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCAcATCCATTTAIATTTATGCATTTAGCAGAEGCTTTTAGCTAACE‘I’GCATTGTAUTCAAGATACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCET
BT_maternal_parent TTGAAGAAACAATTGGGAAACGAAAAAGAYCTCAYTCCAGAGCACATCCATTTACATTTATGCATTTAGCAGATGCT‘rT‘rAGcTAAccTGcATTGTATYCAAGHTACACATYTACAYTTGATCAGTYCTTGGGTGTYTTCAYTAGCAT
BT paternal_parent TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTAMAT TTATGCATTTAGCAGAMGCTTTTAGCTAACHTGCATTGTART CAAGATACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCET
BTF1_recombination TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTACATTTATGCATTTAGCAGATGCTTTTAG(TAAC(TGCATTGTATTCAAGETA(ACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCAT
TB_maternal_parent TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTAMATTTATGCATTTAGCAGAMGCTTTTAGCTAACIITGCATTGTABITCAAGATACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCET
TB_paternal_parent TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTACATTTATGCAT TTAGCAGATGCTTTTAGCTAACCTGCATTGTAT TCAAGETACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCAT
TBF1_recombination TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTACATTTATGCATTTAGCAGATGCTTTTAGCTAACCTGCATTGTATTCAAGETACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCAT
TBF3 recombination TTGAAGAAACAATTGGGAAACGAAAAAGATCTCATTCCAGAGCACATCCATTTACATTTATGCATTTAGCAGATGCTTTTAGCTAACCTGCATTGTATTCAAGETACACATTTACATTTGATCAGTTCTTGGGTGTTTTCATTAGCAT
1,o_en 1.080 Y 1.100 110 L4 113 1180
1109

BSB A

TC TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCEACGA(GTAGACGAGATTCTGATTCACAAGAACTACATGECGGACACCTACCACAMIGATATCGCCCTCATTAAGCTCABCAAGCCCATI]
BT_maternal_parent TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGGCGGACACCTACCACAACGATATCGCCCTCATTAAGCTCAGCAAGCCCATC
BT_paternal_parent TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGEICGGACACCTACCACAAIIGATATCGCCCTCATTAAGCTCAIMCAAGCCCA
BTF1 recombination TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGGCGGACACCTACCACAACGATATCGCCCTCATTAAGCTCAGCAAGCCCATC
TB_maternal_parent TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGEICGGACACCTACCACAACGATATCGCCCTCATTAAGCTCARMCAAGCCCATI
TB_paternal_parent TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGGCGGACACCTACCACAACGATATCGCCCTCATTAAGCTCAGCAAGCCCATC
TBF1_recombination TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGGCGGACACCTACCACAACGATATCGCCCTCATTAAGCTCAGCAAGCCCATC
TBF3_recombination TCATGTTTTTCTGTCAGGTGAGTTTGACACGCTGGTCATCGAGGGTCGTGAGGTCACCCACGACGTAGACGAGATTCTGATTCACAAGAACTACATGGCGGACACCTACCACAACGATATCGCCCTCATTAAGCTCAGCAAGCCCATC

1130 1.300 1310 1320 1330 1240 1250 1.260 1.270 1,280 1,290 1,300 1310 1320 1430
1189 1199 1209 1318 1229 123 1249 1,289 1,269 1279 1.289 1299 1,309 1315 1329

BSE

C AEATTCACCABATTCATEETCCCEGCCTGCCTG(CGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGHGGAAGGTATAGTGAGIGGETTCGGC TECGTGAAGGCGGCCTTCAGTCCACCAICCTCCAGAAGCTAGLGG

BT_maternal_parent AGATTCACCAAATTCATTCTCCCCGECTGCCTGCCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGCGGAAGGTATAGTGAGCGGATTCGGCCGTGTGCGTGAAGGCGGCCTTCAGTCCACCACCCTCCAGAAGCTAGEGG

BT _paternal_parent ABATTCACCABATTCATECTCCCCGCCTGCCTGCCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGRGGAAGGTATAGT GAGIIGGMT TCGGCCCMGTRICGTGAAGGCGGCCTTCAGTCCACCAMCCTCCAGAAGCTAGCGG
BTF1_recombination AGAT TCACCAAATTCATTCTCCCCGCCTGCCTGCCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGCGGAAGGTATAGTGAGCGGATTCGGCCGTGTGCGTGAAGGCGGCCTTCAGTCCACCACCCTCCAGAAGCTAGLCGG
TB_maternal_parent AMATTCACCABATTCA TCCCCGCCTGCCTGCCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGRGGAAGGTATAGTGAGHIGGETTCGGCCCEMGTERCGTGAAGGCGGCCTTCAGTCCACCAIICCTCCAGAAGCTAGCGG

TH_paternal parent AGATTCACCAAATTCATTCTCCCCGCCTGCCTGCCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGEGTCAGGCGGAAGGTATAGTGAGCGGATTCGGCCGTGTGCGTGAAGGCGGCCTTCAGTCCACCACCCTCCAGAAGCTAGCGG
TBF1_recombination AGATTCACCAAATTCATTCTCCCCGCCTGCCTGLCGGAGTCCAACTTCGCCGAGCGTGTGCTGATGCGTCAGGCGGAAGGTATAGTGAGCGGATTCGGCCGTETGCGTGAAGGCGECCTTCAGTCCACCACCCTCCAGAAGCTAGLGE
TBF3_recombination AGATTCACCAAATTCATTCTCCCCGCCTGCCTGLCGGAGTCCAACTTCGCCOAGCGTGTGCTGATGCGTCAGGCGGAAGGTATAGTGAGCGGATTCGGCCGTGTGCGTGAAGGLGECCTTCAGTCCACCACCCTCCAGAAGCTAGLGG
1,380

L;ﬂu 1400 1420 1430 1440 1450 1460 1480

BSB

TC TGCCGTACATCGACCGTGGCAAGTGCATCGAGTCCAGCﬁ\AGTTCAAAATCTCT#\ATCGCATGTTCTGCGCCGGATACGAIICAGGAGGAAAAAGA"GCGTGTCAGGGCGACAGEGGCGGGCCGCATGTGACGCGCT&CAAA&ACAC&TG

BT_maternal_parent TGCCGTACATCGACCGTGGCAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATACGACCAGGAGGAAAAAGACGCGTGTCAGGGCGACAGTGGCGGGCCGCATGTGACGCGCTACAAAAACACATG

BT _paternal_parent TGCCGTACATCGACCGTGGCAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATACGA.CAGGAGGAAAAAGA.GCGTGTCAGGGCGACAGEGGCGGGCCGCATGTGACGCGCTACAAAAACACATG
AGGA

BTF1_recombination TGCCGTACATCGACCGTGEICAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATA AGGAAAAAGAIIGCGTGTCAGGGCGACAGMGGCGGGCCGCATGTGACGCGCTACAAAAACACATG

TB_maternal_parent TGCEGTACATCGAECGTGGCAAGTGCATCGAGTCCAGCAAGTTCAAAATCTETAATEGCATGTTCTGCGCCGGATAEGA AGGAGGAAAAAGAIIGCGTGTCAGGGCGACAGMGGCGGGCLCGCATGTGACGCGLTACAAAAACACATG

TB_paternal_parent TGCCGTACATCGACCGTGGCAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATACGACCAGGAGGAAAAAGACGCGTGTCAGGGCGACAGTGGCGGGCCGCATGTGACGCGCTACAAAAACACATG

TBF1_recombination TGCCGTACATCGACCGTGEICAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATACGAMCAGGAGGAAAAAGAIIGCGTGTCAGGGCGACAGEMGGCGGGCCGCATGTGACGCGCTACAAAAACACATG

TBF3_recombination TGCCGTACATCGACCGTGGCAAGTGCATCGAGTCCAGCAAGTTCAAAATCTCTAATCGCATGTTCTGCGCCGGATACGACCAGGAGGAAAAAGACGCGTGTCAGGGCGACAGTGGCGGGCCGCATGTGACGCGCTACAAAAACACATG
1430 1500 1510 1520 1530 1550 1580 1570 1578

489 1549 1559
BSB A I-Xe 1

TC GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCC[GGAAGGGCAAGTACGGCGT[TACA[GCAGGTTTCCAAGTACATCCAGTGGATC[AGAA
BT_maternal_parent GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA
BT_paternal_parent GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA

BTF1 _recombination GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA
TB_maternal_parent GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA
TB_paternal parent GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA
TBF1_recombination GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA
TBF3_recombination GTTTGTCACGGGCGTGGTGAGCTGGGGCGAGGGATGCGCCCGGAAGGGCAAGTACGGCGTCTACACGCAGGTTTCCAAGTACATCCAGTGGATCCAGAA

Supplemental Fig. S14. Diagram and alignment of F/0 (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 F70.



