A AMT

M. amblycephala genome 20,252,389 20,252,773

Chromosome 8
Sequence by Sanger method

C. alburnus genome
Chromosome 8 12,911,799 12,912,183

BSB AAA A A
TC GTCTCGCTGAETGAAAAGCTGTTAGC(AATAGTGAGGTAAACTCGCTGGTCTCGGGGCEAGAGATAGTCTCAGGCTGGAGGCAGGBCTTTGTCTCTATGGCA)\TGACATTGATGAGACCACCA
BT-maternalparent GTCTCGCTGACTGAAAAGCTG GTGAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGGCTTTGTCTCTATGGCAATGACATTGATGAGACCACCA
BT-paternal_parent GTCTCGCTGACTGAAAAGCTGTTAGCCAATAGTGAGGTIAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGHCTTTGTCTCTATGGCAATGACATTGATGAGACCACCA
BTFi-recombination GTCTCGCTGACTGAAAAGCTGT GGTGAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGGCT T GGCAATG GATG CCACCA
BT recombination1 GTCTCGETGACT GAAAAGETGTTACECAATACT GAGGTIIAAACTCEETOCTCTCGa00ECAGAGATACTCTCAGOCTOEAGECAGCRCTITOTCTCTATGECAATGACATTOATCACACCACCA
BTF3-recombination2 GTCTCGCTGACTGAAAAGCTGT A GAGGTHMAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGGCTTTGTCTCTATGGCAATGAC c A

ret GTCTCGCTGACTGAAAAGCTGTTAGCCAATAGTGAGGTHAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGRCTTTGTCTCTATGGCAATGACATTGATGAGACCACCA
TB-paternal parent GTCTCGCTGACTGAAAAGCTGTT CAA GAGGTGAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGGCTTTGTCTCTATGGCAATGACATTGATGAGACCACCA
TBF1-recombination GTCTCGCTGACTGAAAAGCTGTTAGCCAATAGTGAGGTGAAACTCGCTGGTCTCGGGGCCAGAGATAGTCTCAGGCTGGAGGCAGGGCTTTGTCTCTATGGCAATGACATTGATGAGACCACCA

1. 10 150 150 1P 150 b B 20 2 0 @0
130 140 150 160 170 180 1% 200 210 220 230 240
BSB [CAC CT T GGAAGCAAGTCTTGTCTGGACTATAGGTGCGTCAAGAC T T T TAT TATCAGT TCTCATGCAAGTATATTGGGTGTTAATCTGTITIGTTTGTGT TAAGGTAAGCGCCGTICGACAGACACH
TC CACCTGTGGAAGCAAGTCTTEITCTGGACTATAGGTGCGTCAAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTIATTAAGGTAAGCGCCGTCGACAGECAC
BT-maternalparent CACCTGTGGAAGCAAGTCTTGTCTGGACTATAGGTGCGTCAAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTGTTAAGGTAAGCGCCGTCGACAGACAC
8T et CACCTGTGGAAGCAAGTCTTEATCTGGACTATAGGTGCGTCAAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGG TTAATCTGTTTGTTTGTTTAAGGTAAGCGCCGTCGACAGCAC
BFi-recombination CACCTGTGGAAGCAAGTCTTGTCTGGACTATAGGTGCGTCAAGACTTTTAT CAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTGTTAAGGTAAGCGCCGTCGACAGACAC
BTF3-recombination1 CACCTGTGGAAGCAAGTCTTGTCTGGA GTGC AAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTGTTAAGGTAAGCGCCGTCGACAGACAC
BTF3-recombination-2 CACCTGTGGAAGCAAGTCTTGTCTGGACTATAGGTGC AGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTINTTAAGGTAAGCGCCGTCGACAGECAC
TB-maternal parent CACCTGTGGAAGCAAGTCTTITCTGGACTATAGGTGCGTCAAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTINTTAAGGTAAGCGCCGTCGACAGMCAC
Tepetemalparent  CACC TG TGGAAGCAAGTCT Ta e T GGAC TATAGETGC G CAAGAC T T T AT AT CAGT T T CA TG ARG TATAT T Gaa TG T TAATCTGTTTGTTTGTGTTAAGGTAAGCGCCATCGACAGACAC
T8F1-recombination CACCTGTGGAAGCAAGTCTTGTCTGGACTATAGGTGCGTCAAGACTTTTATTATCAGTTCTCATGCAAGTATATTGGGTGTTAATCTGTTTGTTTGTGTTAAGGTAAGCGCCGTCGACAGCAC
330

BSB GGGACT SAC G
TC GAGATTTCCCCGGTGC.GACATTATTGTTCCACAAATAAAGGCAAA@ACTCAGAGAAAGAGAGTGGGACTF‘AT.TCCACTGGACCACCTGTCAG"CAACACACA. CATCCTGTCATCTGATGG
BT-maternalparent GAGATTTCCCCGGTGCTGACATTATTGTTCCACAAATAAAGGCAAAAACTCAGAGAAAGAGAGTGGGACT ATTTCCACTGGACCACCTGTCAGGCAACACACACCCATCCTGTCATCTGATGG
BT-paternal parent GAGATTTCCCCGGTGCMGACATTATTGTTCCACAAATAAAGGCAAAMBACTCAGAGAAAGAGAGTGGGACTIATMTCCACTGGACCACCTGTCAGIICAACACACACCCATCCTGTCATCTGATGG
BTF-recombination  GAGATTTCCCCGGTGCTGACATTATTGTTCCACAAATAAAGGCAAAMACTCAGAGAAAGAGAGTGGGAC T CCACTOCACCACETETCACREARCACACABCEATCCTATEATET GATOS
BTF3-recombination1 GAGATTTCCCCGGTGCTGACATTATTGTTCCACAAATAAAGGCAAABACTCAGAGAAAGAGAGTGGGAC TETCCACTGGACCACCTGTCAGENXCAACACACACCCATCCTGTCATCTGATGG
BTF3-recombination-2 GAGATTTCCCCGGTGCMGACATTATTGTTCCACAAATAAAGGCAAAMMACTCAGAGAAAGAGAGTGGGAC TIMTCCACTGGACCACCTGTCAGIICAACACAC ATCTGATGG
GAGATTTCCCEGGTEC.EACATTATTGTTCCACAAATAAAGGCAAAEACTCAEAGAAAGAGAGTGGEACTL\ATTECACTGGACCACCTETCAGE‘CAACACACACCCATCETGTCATETGATGG
TBaat:mal_pa’ent GAGATTTCCCCGGTGCTG ATTGTTCCACAAAT ACTCAGAGAAAGAGAGTGGGA TCCACTGGACCA ACCCATC
o recontination  GAGATTTCCCCOOTOCMOACATTATTGTTCCACAAATAAAGECAAABACTCAGAGAAAGAGAGTGGGACTEIATINT CCACTAGACCACCTATCACICAACACACARCCATCETATCATCTOAT O
380 384
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Supplemental Fig. S16. Diagram and alignment of AM7 (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 AMT.



