A

M. amblycephala genome

SLC43A4

9,543,050 9,544,731

Chromosome 14

C. alburnus genome
Chromosome 14

B

Sequence by Sanger method

11,168,215 11,169,915

BSB

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIRAAGGGATAGTTCACCCEAAAATTIRAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGCGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTGAAGGGATAGTTCACCCAAAAATTTAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAAAGGGATAGTTCACCCIEAAAATTIRAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAAAGGGATAGTTCACCCEAAAATTIAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGCGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTGAAGGGATAGTTCACCCAAAAATTIAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIRAAGGGATAGTTCACCCEMAAAATTIRAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAAAGGGATAGTTCACCCEAAAATTIAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAAAGGGATAGTTCACCCEAAAATTIRAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGCGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTGAAGGGATAGTTCACCCAAAAATTTAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGIIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAMAAGGGATAGTTCACCCMAAAATTIAAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGCGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTGAAGGGATAGTTCACCCAAAAATTTAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGCGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTGAAGGGATAGTTCACCCAAAAATTTAAATTATCCCAT
GGTCTGGTCTGCCTCAACTGTTTCCTGAACTGGCCAGHIGGAAGGGTTTGCTACCCCTGAAGAGATTGAGTTAGTACAAGATTTTTGTAATCCTGTTIAAAGGGATAGTTCACCCEAAAATTRIRAAATTATCCCAT
140 150 160 170 180 190 200 210 220 230 240 250 260

BSB

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

GATTTACTAATCCTCAARCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATCCTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAARRCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATCCTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAARCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIEICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAIRRCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATCCTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAARCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATCCTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATCCTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
GATTTACTAATCCTCAAGCCATCCTAGGTGTATATGACTATCTTTTTTCAGATGAACACAATCGGAGATATAAAAATATIICTGGCTCTTCCAAGCTTAATAATGGTAGTGAATGGGGGGAGGGGGGACCAGAT
270 280 290 300 310 320 330 340 350 360 370 380 390

BSB

270 280 290 300 310 320 330 340 350 360 370 380 390
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGT TAAGCAATGGATTTTTGTAAGAAGAATATCCATATTTAAAACTEEEIT TATTA

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTIEAAGHIAATIHGIETTTTTGTAAGAAGAATATCCATATTTAAAACTINGEETTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTTAAGCAATGGATTTTTGTAAGAAGAATATCCATATTTAAAACT TTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTIEAAGIHAATIHGIETTTTTGTAAGAAGAATATCCATATTTAAAACTINGITTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTIESAAGIHAATIHGIETTTTTGTAAGAAGAATATCCATATTTAAAACTINSITTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTTAAGCAATGGETTTTTGTAAGAAGAATATCCATATTTAAAACT TTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATAIIAGCTGEIAGGGGGTTTATAAAGGCCTTCTGAAGTIEAAGIHIAATIHIGIETTTTTGTAAGAAGAATATCCATATTTAAAACTINGETTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTIEAAGIHIAATIHGIETTTTTGTAAGAAGAATATCCATATTTAAAACTINGITTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGEIAGGGGGTTTATAAAGGCCTTCTGAAGTIEAAGHIAATIHIGEETTTTTGTAAGAAGAATATCCATATTTAAAACTINGETTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTTAAGCAATGGATTTTTGTAAGAAGAATATCCATATTTAAAACT -TATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTIETAIIAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTIEBAAGHAATIHAETTTTTGTAAGAAGAATATCCATATTTAAAACTINGETTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTTAAGCAATGGATTTTTGTAAGAAGAATATCCATATTTAAAACT TTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATACAGCTGCAGGGGGTTTATAAAGGCCTTCTGAAGTTAAGCAATGGATTTTTGTAAGAAGAATATCCATATTTAAAACTINGRITTATTA
TTTGAAGCCCAAAAAAGTGCATTCATCCATCATAAAAGTAATCTATAIIAGCTGHIAGGGGGTTTATAAAGGCCTTCTGAAGTIBAAGIHAATINGIETTTTTGTAAGAAGAATATCCATATTTAAAACT TTATTA
400 410 420 430 440 450 460 470 480 490 500 510 520 530

BSB

397 407 a7 427 437 447 457 467 477 487 492 502 512

GICTTGATTTCTGAATAAAAAT TCCITT

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

ACTATAATABCTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHHIGAGAATCACTGAAACCTTTAATAT GINYNdeIRRY-VNN Xl G/V-VNalah1 T TIVAT[@RNeV) AMAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTAGAGAATCACTGAAACCTTTAATATAG GTCTTGATTTCTGAATAAAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTIIGAGAATCACTGAAACCTTTAATATG GINE T [@HMEE TN T[N ARAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHHGAGAATCACTGAAACCTTTAATAT GINYNAAIRRY-VINXeIG/ V.V Naahl T TIVAT[@RNEVI ARAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTAGAGAATCACTGAAACCTTTAATATAG GTCTTGATTTCTGAATAAAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHIGAGAATCACTGAAACCTTTAATAMG GINE T (RN T T [@RNeV) ARIAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHIGAGAATCACTGAAACCTTTAATAT GINYNAIRRY-VNNXehiG/.V.VNelehl T TEVA TGNV ARIAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHIGAGAATCACTGAAACCTTTAATAMG GINCE T [eREECYN TN T[@RNEVN ARRAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTAGAGAATCACTGAAACCTTTAATATAG GTCTTGATTTCTGAATAAAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHHGAGAATCACTGAAACCTTTAATAT GINYNAIRRV-VINNeIG/V.VNalahl T TIVA T[@RNVI ARAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTHHGAGAATCACTGAAACCTTTAATAT GINYNdeIRRY-VNNXehiG/V-VNalehl T TIVA T[NV ARAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTAGAGAATCACTGAAACCTTTAATATAG GTCTTGATTTCTGAATAAAAATTCCTTT
ACTATAATAACTAGCTTCCGGCAGACGGCTGTATGCATCGATTTGCGTCAGAAGAGTAACTCTTAGAGAATCACTGAAACCTTTAATATG GTCTTGATTTCTGAATAAAAATTCCTTT
540 550 560 570 580 590 600 610 620 630 640 650 660

BSB

522 532 542 552 562 572 582 592 602 612 622 632 642

ACTCITTCCITTITCCAACCATTTAT TAGGAAAAAGAAGCAATCAGCTGAAAAC TACAAACTGICTCCAGT T GAAGAGGCAACGGGAGAAACC GAGAAATTGCCTGCTGTAGCACAGGATACACAATGT GAGAC

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

AITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACGGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACRRGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AINITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIRAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
ACTCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACGGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIITCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACGGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
AIRTCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
ACTCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACIAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
ACTCTTTCCTTTTCCAACCATTTATTAGGAAAAAGAAGCAATCAGCTGAAAACTACAAACTGTCTCCAGTTGAAGAGGCAACRAGGAGAAACCGAGAAATTGCCTGCTGTAGCACAGGATACACAATGTGAGAC
670 680 690 700 710 720 730 740 750 760 770 780 790
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TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
ACTTTGAGACAAAGTGATATATTTGGAGACTCTTTGTTAAACTTGTGTGAATGTGTAGCTGAAGATGTGTCCTGGCTTCTGAAAAATTACATCCTGGAAATCTTTTTCTCAGCTTCTGTCCCGTTCCGTCGCT
800 810 820 830 840 850 860 870 880 890 900 910 920 930
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782 792 802 812 822 832 842 852 862 872 882 892 902 912
CGGTGTTCTCTCCCATCTICCTIGTIGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTICTTTATGGCGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAAMCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAIRAGAMGCATGGTAAGTHE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGARAGAMGCATGGTAAGTIE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAINAGAIGCATGGTAAGTIE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAINAGAMGCATGGTAAGTHE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAINAGAMGCATGGTAAGTIE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGARAGAMGCATGGTAAGTHE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAINAGAISGCATGGTAAGTHE
CGGTGTTCTCTCCCATCTTCCTGTGGAGTCTGATCACTATGGGAATGACTCAGCTGAGAATCATCTTCTTTATGGGAGCCATGAACAAGATGCTCGAGTTCCTGGTCACCCATGGAGAGAAGCATGGTAAGTC
940 950 960 570 980 950 1,000 1,010 1,020 1,030 1,040 1,050 1,060

BSB

9122 9]32 942 9‘52 9([52 972 9[82 9‘92 1,q02 1,Q12 1,q22 1,(?32 1,0l42

AAGCAACAGAACTTGTGCATTATCACTGIATTIATTAAACCTGACATCTIGTCCAGGTGAAATGCATTTCCACT TAAAATGCATTICTIGICTITGITTAGACTCTGATGAACT GAAGGAGGAGGCAGAGAAGGAA

TC
BT_maternal_parent
BT_paternal_parent
BTF1_recombination
BTF3_recombination-1
BTF3_recombination-2
BTF3_recombination-3
TB_maternal_parent
TB_paternal_parent
TBF1_recombination-1
TBF1_recombination-2
TBF3_recombination-1
TBF3_recombination-2

AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGE------------ CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGAAATGCATTTCCACTTAAAATGCATTTCTGTCTTGTTTAGACTCTGAINGAACTGAAGGAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA-----=------~- CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA----------—-- CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA------------ CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGAAATGCATTTCCACTTAAAATGCATTTCTGTCTTGTTTAGACTCTGAINGAACTGAAGGAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA-----=------~- CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA-----=--—---—-~- CTTAAAATGCATTTCTGTCTTGTTTAGACTCTGAINGAACTG---GAGGAGGCAGAGAAGGAA
AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA----------—- CTTAAAATGCATTTCTGTCTTGTTTAGACTCTGATGAACTG---GAGGAGGCAGAGAAGGAA

AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGAAATGCATTTCCACTTAAAATGCATTTCTGTCTTGTTTAGACTCTGATGAACTGAAGGAGGAGGCAGAGAAGGAA

AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGAAATGCATTTCCACTTAAAATGCATTTCTGTCTTGTTTAGACTCTGATGAACTGAAGGAGGAGGCAGAGAAGGAA

AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGA-=-==-=-=-===-== CTTAAAATGCATTTCTGTCTTGTTTAGACTCTRAINGAACTG---GAGGAGGCAGAGAAGGAA

AAGCAACAGAACTTGTGCATTATCACTGTATTTATTAAACCTGACATCTGTCCAGGTGAAATGCATTTCCACTTAAAATGCATTTCTGTCTTGTTTAGACTCTGAINGAACTGAAGGAGGAGGCAGAGAAGGAA
1,070 1,080 1,090 1,100 1,110 1,120 1,130 1,140 1,150 1,160 1,170 1,180 1,190
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GGTGAGACCCTTAAAACTTTTGITAGTTTIGATGAATGAAACCGATRIAATGTGTTTCAGGGCAATCTGAGCACGATAAATGTIGCTGATTATGACTATATTTTAACTTICCAGTIGAGTITTCTACGCATCCATCTTT
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GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAMTGAAACCRATHHAATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAATGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAEMTGAAACCGATIHAATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAEMTGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAIETGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAEMTGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAETGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAEMTGAAACCGATIHAATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAATGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAATGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAATGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAETGAAACCGATHAATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
GGTGAGACCCTTAAAACTTTTGTTAGTTTGATGAIETGAAACCGAT AATGTGTTTCAGGGCAATCTGAGCACGATAAATGTGCTGATTATGACTATATTTTAACTTCCAGTGAGTTTCTACGCATCCATCTTT
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GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATEIGAAAAAGAGTAAGAMATTTAAGTTC---TGHE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTCTTCTGA
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATEIGAAAAAGAGTAAGAMATTTAAGTTC---TGE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTCTTCTGA
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTCTTCTGA
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATIIGAAAAAGAGTAAGAMATTTAAGTTC---TGE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTC---TAE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATIIGAAAAAGAGTAAGAMATTTAAGTTC---TdAE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTC---TGA
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTC---TGE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTCTTCTGA
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATEIGAAAAAGAGTAAGAMATTTAAGTTC---TGHE
GGCACGCTGCAGCTCTTGTGTCTGGTCACCTGTCCTCTGATTGGATACATCATGGACTGGAAGATGAAAGAGTGTGAGGTGGATCAGAAGACAATAGAGATAGAAAAAGAGTAAGAAATTTAAGTTCTTCTGA
1,340 1,350 1,360 1,370 1,380 1,390 1,400 1,410 1,420 1,430 1,440 1,450 1,460
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TTTCAGTAGTCTCTACTTTGATGAIIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTMACATCIAGATCCACCAATAGCAAACCACAAACCATCCAATCAIET C ClATNEdINI VY.V NI -YXhNdee G CCC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAAGTCCT GCCC
TTTCAGTAGTCTCTACTTTGATGAMIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEACATCIAGATCCACCAATAGCAAACCACAAACCATCCAAT CAIEHT C C[ATNEIINTV-V-VNIT-YXhleeea G CCC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAIEBGTCCT GCCC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAAGTCCT GCCC
TTTCAGTAGTCTCTACTTTGATGAMIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEMACATCIAGATCCACCAATAGCAAACCACAAACCATCCAAT CAENT C C[ANEdINTV-V-V-NN-YXcaNeaeea G CCC
TTTCAGTAGTCTCTACTTTGATGAIIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEACATCIAGATCCACCAATAGCAAACCACAAACCATCCAAT CAICIT C ClaerNNdIN-V.V.V-NNe-V.-Xchele{e G C CC
TTTCAGTAGTCTCTACTTTGATGAMIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEACATCIAGATCCACCAATAGCAAACCACAAACCATCCAATCAIET C CETNEIINIV-VYNIF-YXANdae G CCC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAAGTCCT GCCC
TTTCAGTAGTCTCTACTTTGATGAMIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEMACATCIAGATCCACCAATAGCAAACCACAAACCATCCAAT CAENT C C[ATNEdINTV-V-V-NN-YXheleea G C CC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAAGTCCT GCCC
TTTCAGTAGTCTCTACTTTGATGAIIGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTEACATCIAGATCCACCAATAGCAAACCACAAACCATCCAAT CAIERIT C ClaarNaNcaI NI VV-V-NEF-VXaNeaee G CCC
TTTCAGTAGTCTCTACTTTGATGACGTGTTTACTGGCGTGAGGGCAGGACAACCTGTCACTTACATCTGATCCACCAATAGCAAACCACAAACCATCCAATCAAGTCCT GCCC
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TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGIEAAGACAAGACTATCEICAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAIEBTCTCCTIEBATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGIEAAGACAAGACTATCEICAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACARTCTCCTIBATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGEAAGACAAGACTATCECAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACABTCTCCTIEATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGIEAAGACAAGACTATCEICAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAETCTCCTIEATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGIEAAGACAAGACTATCECAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAEBTCTCCTIEATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGEAAGACAAGACTATCECAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAETCTCCTIEATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGIEAAGACAAGACTATCECAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACABTCTCCTIEATT
TACAGTTTTTTTTTTTTTCTTGTTCGAGAAGCTGTTTCACTCGGATATACATCACAATAGGAAAGACAAGACTATCACAACTTCCGTTTCATACCGAGATGACTTTAGGAAGCAAAAGAACAATCTCCTAATT
1,600 1,610 1,620 1,630 1,640 1,650 1,660 1,670 1,680 1,690 1,700 1,710 1,719
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GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGATAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGACIAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGACAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGACIAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEAAGCGTGACIAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGACIAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCHITCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCEMAAGCGTGACIAGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG
GTTCTATAAAGTATCCTCTTTGACTTCTTGTCTCCTGCCAGAGCTGTTGCTGTACCAAAGCGTGACGGAAAGATCCAGAAGTTGACCAATGCCATGAGAGCCTTCATCTTCACAAATGTGCTG



Supplemental Fig. S12. Diagram and alignment of SLC434 (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 SLC43A4.



