A IGFALS

M. amblycephala genome 38,728,900 38,730,754
Chromosome 3

Sequence by Sanger method

C. alburnus genome
Chromosome 3 16,664,952 16,666,806

BSB
T GTTCTGTCCACAACGTCACCGTCATTCCGGAGTCGTCCTTTTAACGCTTCATTCAACGGACTGTCATCGTCCATTAGTTCTAAGAAGTCCGGTATTTTACACACCCTCCACTACCTCAATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGETGTTTTGAGACTGCCAGGTG
B‘r—matemaljanant GTTCTGTCCACAACGTCACCGTCATTCCEGAGTCGTCCTTTTAACGCTTCATTCAACGGACTGTCATCGTCCATTAGT TCTAAGAAGTCCGETATTTTACACACCCTCCACTACCTACAATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGETGTTTTGAGACTGCCAGETG
BT-paternal_parent GTTCTGTCCACAACGTCACCGTCATTCCGGAGTCGTCCTTTTAACGCTTCATTCAACGGACTGTCATCGTCCATTAGT TCTAAGAAGTCCGGTATTTTACACACCCTCCACTACCTECAATTGACCAACTTGGAATCTAGT TCGACAACGTCCGGAACATCAAGETGTTTTGAGACTGCCAGGTG
BTFl-recombination GTTCTGTCCACAACETCACCETCATTCCGGAGTCGTCCTTTTAACGCTTCATTCAACGGACTETCATCETCCATTAGTTCTAAGAAGTCCOETATTTACACACCCTCCACTACCTECAATTEACCAACTTGGARTCTAGTTCGACHACGTCCGGAACATCAAGETGTTTTGAGACTGCCAGETG
BTF3-recombination GTTCTGTCCACAACGTCACCETCATTECGEAGTCGTCETTTTAACGCTTCATTCAACGGACTGTCATCETCCATTAGTTETAAGAAGTCCGGTATTTTACACACCCTCCACTACCTECAATTGACCAACTTGEAATCTAGTTCGACAACGTCCGGAACATCAAGETGTTTTGAGACTGCCAGETG
TB-matemal_parent GTTCTGTCCACAACGTCACCGTCATTCCGEAGTCGTCCTTTTAACGCTTCATTCAACGGACTGTCATCETCCATTAGTTCTAAGAAGTCCGETATTTTACACACCCTCCACTACCTIBCAATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGGTGTTTTGAGACT GCCAGGTG
TB-paternal_parent GTTCTGTCCACAACGTCACCGTCATTCCEGAGTCGTCCTTTTAACGCTTCATTCAACGGACTGTCATCGTCCATTAGTTCTAAGAAGTCCGGTATTTTACACACCCTCCACTACCTEC AATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGGTGTTTTGAGACT GCCAGGTG
TBF1-recombination GTTCTGTCCACAACGTCACCGTCATTCCEGAGTCGTCCTTTTAACGCTTCATTCAACGEACTGTCATCGTCCATTAGTTCTAAGAAGTCCGGTATTTTACACACCCTCCACTACCTECAATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGGTGTTTTGAGACTGCCAGGTG
TBF3-recombination GTTCTGTCCACAACGTCACCGTCATTCCEGAGTCGTCCTTTTAACGC TTCATTCAACGGACTGTCATCETCCATTAGTTCTAAGAAGTCCGETATTTTACACACCCTCCACTACCTIBCAATTGACCAACTTGGAATCTAGTTCGACAACGTCCGGAACATCAAGGTGTTTTGAGACT GCCAGGTG

190 200 20 220 230 240 250 260 270 280 250 300 e 320 3 340 350 360 370

150 200 20 220 2% 20 250 250 270 250 20 30 310 20 30 340 350 360 0

BSB

T GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGETCACT TTEAAACCCOCTCTHEAAACAGTTTGTCGEAGATAGT TCCACT TATGACACC TAGAAACTGTTTGEGAACTTTTGAACTAGGCCATCCGARACTTTTGTTGACGGTCAGT CAAAATAGT GECERTCCA
BT-maternal_parent GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGGTCACT TTGAAACCCGTCTCTGAAAACAGTTTGTCEGAGATAGT TCCACTTATGACACC TAGAAACTGT TTGGGAACT TTTGAAC TAGGCCATCCGATACTTTTGT TGACGGIBCAGTCAAAATAGT GTCGTTCCA
BT-paternal_parent GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGGTCACT TTGAAACCCGRCTCTGBAAACAGTTTGTCGGAGATAGTTCCACTTATGACACCTAGAAACT GTTTGGGAACTTTTGAACTAGGCCATCCGAMACTTTTGTTGACGGTCAGTCAAAATAGT GTCGETCCA
BTF1-recombination GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGGTCACT TTGAAACCCGIC TCTEBAAACAGTTTETCEGAGATAGT TCCACTTATGACACCTAGAAACT GTTTGGGAACTTTTEAACTAGGCCATCCGAMACTTTTGT TGACGGTCAGTCAAAATAGT GTCEETCCA
BTF3-recombination GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGGTCACT TTGAAACCCGRCTCTRBAAACAGTTTGTCEGAGATAGT TCCACTTATGACACC TAGAAACT GTTTGGGAACTTTTGAACTAGGCCATCCGAMACTTTTGTTGACGGTCAGTCAAAATAGT GTCGTTCCA
TB-maternal_parent GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGGTCACTTTGAAACCCORICTCTHBAAACAGTTTGTCGGAGATAGT TCCACTTATGACACC TAGAAACTGT TTGEGAAC TTTTEAACTAGGCCATCCGAACTTTTGT TGACGGTCAGTCAAAATAGT GTCGITCCA
TB-paternal_parent GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGETCACTTTGAAACCCGTCTCTGAABACAGTTTGTCGGAGATAGT TCCACT TATGACACC TAGAAACTGT TTGEGAACTTTTGAACTAGGCCATCCGAACTTTTGTTGACGGTCAGT CAAAATAGTGTCETTCCA
TBF1-recombination GCATCTTTACAACAACACAACGTCCTTTTCCGCTGCTTCTGGACAATCTGETCACTTTGAACCCGRC TCTABAAACAGTTTGTCGGAGATAGT TCCACTTATGACACC TAGAAACTGT TTGGGAACTTTTGAACTAGGCCATCCGARACTTTTGTTGACGGTCAGTCAAAATAGT GTCEBTCCA
TBF3-recombination GCATCTTTACAACAACACAACGTCCTTTTCCGCTGETTCTGGACAATCTGETCACTTTGAAACCCGRACTCTHBAAACAGTTTGTCGGAGATAGTTCCACTTATGACACC TAGAAACTGTTTGEGAACTTTTGAACTAGGCCATCCGAMACTTTTGTTGACGGTCAGTCAAAATAGTGTCEETCCA

T CTAAGTCCGGGTATTTACACGGE THCGCACGIAGAACATCGGCCAACAAGAGE TACAAG TCGTGAAGATC TACTGGE TCGGGAAGT TTT TGAGAGTGAGEG T TCCGAGCATAGACCAACACTGT T TCCGTCTCAAGGAGT TCTATGACGT TTAGTGCC TTTCAGEGTCCAGAATCTGATGATTAA
BT-maternal_parent CTAAGTCCGGCTATTTACACGGETACGCACGGAGAACATCGECCAACAAGAGE TACAAGTCGTGAAGATC TACTGGETCCGGAAGT TTTTGAGAGTGAGGETTCCGAGCATAGACCAACACTGTTTCCGTCTCAAGGAGTTCTATGACSTTTAGTGCCTTTCAGGETCCAGAATCTGATGATTAA
BT-paternal_parent CTAAGTCCGGGTAT TTACACGGGTACGCACGGAGAACATCGGCCAACAAGAGE TACAAGTCGTGAAGATC TACTGGG TCGGGAAGT TTTTGAGAGTGAGGG T TCCGAGCATAGACCAACACTGT T TCCGTCTCAAGGAGT TCTATGACGTTTAGTGCCTTTCAGGGTCCAGAATCTGATGATTAA
BTF1-recombination CTAAGTCCGGGTATTTACACGGGTACGCACGGAGAACATCGGCCAACAAGAGE TACAAGTCGTGAAGATC TACTGGG TCGGGAAGT TTTTGAGAGTGAGGGTTCCGAGCATAGACCAACACTGTT TCCGTCTCAAGGAGT TCTITGACGTTTAGTGCCTTTCAGGGTCCAGAATCTGATGATTAA
BTF3. CTAAGTCCGGGTATTTACACGGE TACGCACGGAGAACATCGGCCAACAAGAGETACAAGTCGTGAAGATC TACTGGG TCGGGAAGT TTTTGAGAGTGAGEG TTCCGAGCATAGACCAACACTGTTTCCGTCTCAAGGAGT TCTATGACGT TTAGTGCCTTTCAGEGTCCAGAATCTGATGATTAA

TB-maternal_parent CTAAGTCCGGGTATTTACACGGG TACGCACGGAGAACATCGGCCAACAAGAGGTACAAGTCGTGAAGATCTACTGGETCGGGAAGT TTTTGAGAGTGAGGE TTCCGAGCATAGACCAACACTETTTCCGTCTCAAGGAGTTCTATGACGTTTAGTGCC TTTCAGEGTCCAGAATCTGATEATTAA
TB-paternal_parent CTAAGTCCGGGTAT TTACACGGGTACGCACGGAGAACATCGGCCAACAAGAGGTACAAGTCGTGAAGATC TACTGGGTCEGGAAGT TTTTGAGAGTGAGEGTTCCGAGCATAGACCAACACTGTTTCCGTCTCAAGGAGTTCTATGACGTTTAGTGCCTTTCAGGGTCCAGAATCTGATGATTAA
TBF-recombination CTAAGTCCGGGTATTTACACGGGTACGCACGGAGAACATCGGCCAACAAGAGGTACAAGTCGTGAAGATCTACTGGETCGGGAAGTTTTTGAGAGTGAGGGTTCCGAGCATAGACCAACACTGTTTCCGTCTCAAGGAGTTCTATGACGTTTAGTGECTTTCAGGGETCCAGAATCTGATGATTAA
TBF3-recombination CTAAGTCCGGGTATTTACACGGGTACGCACGGAGAACATCGGCCAACAAGAGGTACAAGTCGTGAAGATCTACTGGETCGGGAAGTTTTTGAGAGTGAGGE TTCCGAGCATAGACCAACACTGTTTCCGTCTCAAGGAGTTCTATGACGTTTAGTGCCTTTCAGEGTCCAGAATCTGATGATTAA
560 sm 580 590 50 &1¢ 620 &0 640 50 0 670 620 0 e o 720 70 740
560 570 580 590 600 L 620 630 540 50 560 670 600 590 0 720 730 740
C AN

BSB

TC cTcnnucTcrcAcrTTcGT(:rArA'rccz:AcArnrmz:rrccwﬂ'u‘s'rn(:cAr,rrn( GTCTATCTGCTAAAGACGACTCTAGGTTGG |AGAATTTCTAAAGTACGGGTGTTTACGGGATCFG(‘GGTGBCAGTGATAGA(‘CAAAA(‘CCGGT(‘TATTTCGAAGACGTCGAAACCATCAAA
BT-maternal_parent CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTGCAAAGTAGCACTTCACGTCTATCTGCTAAAGACGACTCTAGGTTGGTAGAATTTCTAAAGTACGGGTGT TTACGGGATCCGCGETGTCAGTBATAGACCAAAACCCGGTCTATTTCGAAGACGTCGAAACCATCAAA
BT-paternal_parent CTCAATAAACTGTCAGCTTCGTGTECATCCGACACATCTGGTTCCTTHICAAAGTAGCACTTCACCTCTATE TGCTAAAGACGACTCTAGGTTGGTAGAATTTETAAAGTACGGGTGTTTACGGGATCCGCGE TOMCAGTGATAGACCAAAACCCGETCTATTTCGAAGACGTCEAAACCATCAAA
BTF1-recombination CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTRIICAAAG TAGCACTTCACCTCTATCTGC TAAAGACGAC TCTAGGT TGETAGAAT T TCTAAAGTACGGGTGT TTACGGGATCCGCGE TCRCAGTGATAGACCAARACCCGETCTATTTCGAAGACGTCEAAACCATCAAA
BTF3-recombination CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTHICAAAG TAGCACTTCACGTCTATCTGCTAAAGACGACTCTAGGTTGETAGAATTTCTAAAGT ACGGGTGT TTACGGGATCCGCGE TCRCAGTEATAGACCAAMACCCEGTCTATT TCGAAGACGTCEAAACCATCAAA
TB-maternal_parent CTCAATAAACTGTCAGCTTCGTGTACATCCGACACAIICTGGTTCCTTIICAAAGTAGCACTTCACGTCTATC TGCTAAAGACGACTC TAGGTTGGTAGAAT T TCTAAAGTACGGGTGTTTACGGGATCCGCGG TGMCAGTGATAGACCAAAACCCGGTCTAT TTCGAAGACGTCGAAACCATCAAA
Tag?‘a:ema |_parent CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTGCAAAGTAGCACTTCACGTCTATCTGCTAAAGACGACTECTAGGTTGGETAGAATTTCTAAAGTACGGGTGTTTACGGGATCCGCGETETCAGTGATAGACCAAAACCCOGTETATTTCEAAGACGTCGARACCATCAAA
-recombination CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTGCAAAGTAGCACTTCACGTCTATCTGCTAAAGACGACTCTAGGTTGETAGAATTTCTAAAGTACGGGTGT TTACGGGATCCGCGGTGTCAGTGATAGACCAAAACCCGGTCTATTTCGAAGACGTCEAAACCATCAAA
TBF3-recombination CTCAATAAACTGTCAGCTTCGTGTACATCCGACACATCTGGTTCCTTGCAAAGTAGCACTTCACGTCTATCTGCTAAAGACGACTETAGGTTEETAGAAT TTETAAAGTACGGGTGTTTACGGGATCCGCGGTGTCAGTGATAGACCAAAACCCGETE TATTTCEAAGACGTCGAAACCATCAAA

750 750 7 780 7% 800 810 a0 a0 840 850 860 870 850 880 %00 90 920

750 760 L 780 790 800 80 20 a0 820 850 860 a7 850 830 a0 o 920

BSB
T GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGTTAAGAAACTCGAGTCATTCTGGGACTTTATCGACGCCAACCTCTATGCGETCTGCTAAGGGTCGTTCTTGATTGAGAGCATTAGGTACATCCAGGACC TTGGGGCAGAGTCCGTCCTGTCMGTCACTTAAGGTAG
BT-maternal_parent GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGTCAATCCAGGTTAAGAAACTCGAGTCATTETGGGACTTTATCGACGECAACCTCTATGCGGTCTGCTAAGGEGTCGTTCTTGATTGAGAGCATTAGGTACATCEAGGACCTTEGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
gr_rigmzma |_parent GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGTCAATCCAGGTTAAGAAACTCGAGTCATTCTGGGACTTTATCGACGCCAACCTCTATGCGGTCTGCTAAGEGTCGTTCTTGATTGAGAGCATTAGGTACATCCAGGACCTTGGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
-recombination GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGTTAAGAAACTCGAGTCATTCTEGGACTTTATCGACGCCAACCTCTATGCGETCTGCTAAGGGT CGTTCT TGATTGAGAGCAT TAGG TACATCCAGGACC TTGGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
BTF3-recombination GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGT TAAGAAACTCGAGTCATTCTGGGACTT TATCGACGCCAACCTCTATGCGGTCTGCTAAGGGTCGTTCTTGATTGAGAGCAT TAGG TACATCCAGGACCTTGGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
TB-matemnal_parent GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGTTAAGAAACTCGAGTCATTCTGGGACTTTATCGACGCCAACCTCTATGCGGTCTGCTAAGGGT CGTTCTTGATTGAGAGCATTAGGTACATCCAGGACCTTEGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
TB-paternal_parent GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGT TAAGAAACTCGAGTCATTCTGGGACTTTATCGACGCCAACCTCTATGCGGTCTGCTAAGEGTCGTTCTTGATTGAGAGCAT TAGGTACATCCAGGACCTTGGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
TBF1-recombination GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGT TAAGAAACTCGAGTCATTCTGGGACTTTATCGACGECAACCTCTATGCGGTCTGCTAAGGGTCGTTCTTGATTGAGAGCAT TAGG TACATCCAGGACC TTGGGGCAGAGTCCGTCETGTCTGTCACTTAAGGTAG
TBF3-recombination GTCTTTGTGTAAACGGAACTATTGAAAATCTATCAAAGGT CAATCCAGGTTAAGAAACTCGAGTCATTCTGGGACTTTATCGACGCCAACCTCTATGCGGTCTGCTAAGEGTCGTTCTTGATTGAGAGCATTAGGTACATCCAGGACCTTGGGGCAGAGTCCGTCCTGTCTGTCACTTAAGGTAG
a30 40 950 950 970 ) a0 1,000 1010 1,020 1040 150 1,060 1070 1080 109 1,100 1110

BSB AA
T GATCCAAGTTGTTEETGTACACCGACTCAGGTCGCTTETTGAACAGEAGATAAGC TCTGTCAACTAACAACAACTCTGACTCCCTGLGTTCCAACCCACACGEGACCTTCTGACACGGTCCATTACT TGCTTATAACAAGGAGAGT TCCACGTCCACTCETTCCCTTAAGTCTGEAGATTTCTGT
BT-matemal_parent GATCCAAGTTGTTGETGTACACCGACTCAGGTCGETTETTGAACAGTAGATAAGCTCTGETCAACTAACAACAACTCTGACTCCCTECATTCCAACCCACACGEGACCTTCTGACACEATCCATTACT TGCTTATAACAAGGAGAGTTCEACGTCCACTCATTCCCTTAAGTCTEGAGATTTCTGT
BT-paternal_parent GATCCAAGTTGTTGGTGTACACCGACTCAGGTCGCTTGTTGEACAGMAGATAAGCTCTGTCAACTAACAACAACTCTGACTCCCTECGTTCCAACCCACACGEGACCTTCTGACACGGTCCATTACT TGETTATAACAAGBAGAGT TCCACGTCCACTCGTTCCCTTAAGTCTGGAGATTTCTGT
BTF1- jinati GATCCAAGTTGTTGGTGTACACCGACTCAGGTCGCTTGTTGEACAGEMAGATAAGCTCTGTCAACTAACAACAACTCTGACTCCCTGCGTTCCAACCCACACGGGACCTTCTGACACGGTCCATTACTTGCTTATAACAAGGAGAGT TCCACGTCCACTCGTTCCCTTAAGTCTGGAGATTTCTGT
BTF3- GATCCAAGTTGTTGGTGTACACCGACTCAGGTCGCTTETTGAACAGTAGATAAGCTCTGTCAACTAACAACAACTCTGACTCCCTGCGTTCCAACCCACACGGGACCTTCTGACACGGTCCATTACTTGCTTATAACAAGGAGAGTTCCACGTCCACTCGTTCCCTTAAGTCTGGAGATTTCTGT
ity maternal_parent GATCCAAGTTGTTGGETGTACACCGACTCAGGTCGCTTETTGBACAGAGATAAGC TCTETCAACTAACAACAACTC TGACTCCCTEEGTTCCAACCCACACGEGACCTTCTGACACGGTCCATTACTTGCT TATAACAAGEAGAGT TCCACGTCCACTCETTCCCTTAAGTCTGGAGATTTCTGT
Iga;em; Lparent GATCCAAGTTCTTEETGTACACCGACTCAGGTCGCTTETTGAACAGTAGATAAGC TCTETCAACTAACAACAACTCTGACTCCCTEEET TCCAACCCACACGEGACCTTCTGACACEGTCCATTACT TGCTTATAACAAGGAGAGT TCEACGTCCAIITCGTTCCCTTAAGTETEEAGATTTETGT
recombination GATCCAAGTTGTTGGTGTACACCGACTCAGGTCGCTTETTGAACAGTAGATAAGCTCTGTCAACTAACAACAACTCTGACTCCCTGCGT TCCAACCCACACGGGACCTTCTGACACGGTCCATTACTTGCTTATAACAAGGAGAGT TCCACGTCCACTCGTTCCCTTAAGTCTGGAGATTTCTGT
TBF’S—rEcnmbmahun GATCCAAGTTGTTGGTGTACACCGACTCAGGTCGCTTGTTGAACAGTAGATAAGC TCTGTCAACTAACAACAACTCTGACTCCCTGCGTTCCAACCCACACGGGACCTTCTGACACGGTCCATTACTTGCTTATAACAAGGAGAGT TCCACGTCCACTCGTTCCCTTAAGTCTGGAGATTTCTGT

1120 1130 1,140 1,150 1160 1170 1180 1190 1200 1210 1320 1230 1200 1.250 1260 1270

1170 1,180 1190 1200 1210

BSB

TC ACCOGTRGCTCCCTCTGGTEGTCCGACGEBACGTCCAAAT CCTTGAGGTCTAACCTATCGAAAAGCTTTCGTCGOMGACCATTCAAGCATTTGTCCAAAGG TAGGTCEGTATCGCTCECMCATCTGTCTCCCTACAGCCTCCCTTGGACCCABTTCAACGCACACGACGTCATCTGCAACTCGAG
BT-maternal_parent ACCGGTAGCTCCCTCTGGTTGTCCGACGGEACGTCCAARTCCTTGAGGTCTAACCTATCGAAAAGCTTTCGTCGGTGACCATTCAAGCATTTGTCCAARGGTAGGTCGGTATCGCTCGCGCATCTGTCTCCCTACAGCCTCCCTTGGACCCACTTCAACGCACACGACGTCATCTGCAACTCGAG
BT-paternal_parent ACCGGTAGCTCCCTCTGGTEGTCCGACGEGACGTCCAAATCCTTGAGGTCTAACCTATCGAAAAGCTTTCGTCGGMGACCATTCAAGCATTTGTCCAAAGETAGGTCGGTATCGCTCGORCATCTGTCTCOCTACAGCC TCCCT TGEACCCABT TCAACGCACACGACGTCATCTGCAACTCGAG

BTF1-recombination ACCGGTAGCTCCCTCTGGTEGTCCGACGEMACGTCCAAATCCTTBAGGTCTAACCTATCGAAAAGCTTTCGTCGOEGACCATTCAAGCATTTGTCCAAAGETAGGTCGGTAT CGCTCGCACATCTGTCTCCCTACAGCCTCCCTTGGACCCABTTCAACGCACACGACGTCATCTGCAACTCGAG
BTF3-recombination ACCGGTAGCTCCCTCTGGTEGTCCGACGEGACGTCCAAATCCTTGAGGTCTAACCTATCGAAAAGCTTTCETCGGMGACCATTCAAGCATTTGTCCAAAGETAGGTCGGTATCGCTCGCACATCTGTCTCCCTACAGCCTCECTTGGACCCACTTCAACGCACACGACGTCATCTGCAACTCGAG
TB-maternal_parent ACCGETAGCTCCCTCTGGTEGTCCGACGEGACGTCCAARTCCTTGACGTCTAACCTATCGAAAAGCTTTCGTCGCEGACCATTCAAGCATTTGTCCAAAGETAGGTCGGETATCGCTCGCAICATCTGTCTCCCTACAGCCTCCCTTGGAC CCARTTCAACGCACACGACGTCATCTGCAACTCGAG
TB-paternal_parent ACCGGTAGCTCCCTCTGGTTGTCCGACGEGACGTCCAAATCCTTGAGGTCTAACCTATCGAAAAGCTTTCGTCGGTGACCATTCAAGCATTTGTCCAAAGGTAGGTCGGTATCGCTCGCGCATCTGTCTCCCTACAGCCTCCCTTGGACCCACTTCAACGCACACGACGTCATCTGCAACTCGAG
TBF1-recombination ACCGGTAGCTCCCTCTGGTMGTCCGACGGGACGTCCAAATCCTTGAGGTCTAACCTATCGAAAAGCTTTCGTCGGMGACCATTCAAGCAT TTGTCCAAAGG TAGGTCGGTAT CGCTCGCRCATCTGTCTCCCTACAGCC TECCT TGGACCCAMTTCAACGCACACGACGTCATCTGCAACTCGAG
TBF3-recombination ACCGGTAGCTCCCTCTGGTEGTCCGACGEGACGTCCAAATCCTTGAGGTCTAACC TATCGAAAAGCTTTCGTCGGMEACCATTCAAGCAT TTETCCAAAGG TAGGTCEGTATCGCTCGCRCATCTGTCTCCC TACAGCC TCCCTTEEACCCAIBT TCAACGCACACGACGTCATCTGCAACTCGAG

1300 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430 1440 1450 1450 1464

1300 1310 1320 1390 1340 1350 1360 1370 1.:uu 1.:90 mpu 1410 1420 1430 1440 1450 1454
BSB AT TTGACATCAGTAGAACTTCTGTCCATCTAGGGAAACTCGTTCCGAGT GAAAARAC G G Gl CCTAACGTGARACAACCCCAGACGGTCGTGGTGACTACAGGGGTCACACAT G
T ATTTGACATCAGTAGAACTTCTGTCCATE TAGGGAAACEC GTTCCGAGTGAAAAAACCEG TCACCBAAGGAGGC TCCCGAAACCTAGAT GGCTC TCGGAGCLGAGGAGAC TCCCAGACC TAACE TGAAACAACCCCAGACGGTCGTGGTGACTACAGGEGTCACACATG
BT-maternal_parent ATTTGACATCAGTAGAACTTCTGTCCATET. TCGTTCCGAGT! CGGTCACCCAA TCCCGAMCCTAGAT GGCTCTCGGAGCCEAGGAGAC TCCCAGACC TAACE TGAAACAALCCCAGACGGTCGTGGTGACTACA-GEGTCACACATG

BT-paternal_parent ATTTGACATCAGTAGAACTTCTGTCCATGTAGGGAAACECGTTCCGAGTGAAAAAACCGGTCACCIHAAGGAGGCTCCCGAAACCTAGAT GGCTCTCGGAGCCGAGGAGACTCCCAGACC TAACGTGAAACAACCCCAGACGGTCGTGGTGACTACAGGGGTCACACATG
BTFI-recombination ATTTGACATCAGTAGAACTTCTGTCCATETAGGGAAACECGTTCCGAGTGAAAAAACCGGTCACCHAAGGAGGCTCCCGAAACCTAGAT GGCTC TCGGAGCLGAGGAGACTCCCAGACC TAACGTGAAACAACCCCAGACEGTCGTGGTEACTACAGGGGTCACACATG
BTF3-recombination ATTTGACATCAGTAGAACTTCTGTCCATET, TCGTTCCGAGT! CGGTCACCC TCCCGAAACCTAGAT GGCTCTCGGAGCCGAGGAGAC TCCCAGACC TAACGTGAAACAACCCCAGACGGTCGTGGTGACTACAGGGGTCACACATG
TB-maternal_parent ATTTGACATCAGTAGAACTTCTGTCCATGTAGGGAAACECGTTCCGAGTGAAAAAACCEGTCACCBAAGGAGGCTCCCGAAACCTAGATGGC TCTCGGAGCCGAGGAGACTCCCAGACCTAACGTGAAACAACCCCAGACGGTCGTEGTGACTACAGGGETCACACATG
TB-paternal_parent ATTTGACATCAGTAGAACTTCTGTCCATGTAGGGAAACTCGTTCCGAGTGAAAAAACCEGTCACCCAAGGAGGCTCCCGAAACCTAGATGGCTCTCGGAGCCGAGGAGACTCCCAGACCTAACGTGAAACAACCCCAGACGGTCGTGGTGACTACAGGGETCACACATG
TBF)-recombination ATTTGACATCAGTAGAACTTCTGTCCATET, CBCGTTCCGAGT CGGTCACCEBAA TCCCGAAACCTAGAT GGCTETCGGAGLCGAGGAGACTCCCAGALCTAACG TGAAACAACCCCAGACGGTCGTGGTGACTACAGGGGTCACACATG
TBF3-recombination ATTTGACATCAGTAGAACTTCTGTCCATGTAGGGAAACCGTTCCGAGTGAAAAAACCGGTCACCIBAAGGAGGCTCCCGAAACCTAGAT GGCTCTCGGAGCCEAGGAGACTCCCAGACCTAACGTGAAACAACCCCAGACGGTCGTGGTGACTACAGGGGTCACACATG

Supplemental Fig. S9. Diagram and alignment of /GFALS (DNA) from BSB, TC, and their reciprocal cross hybrids

(BT and TB) in the F; and F; generation. (4) Schematic map of relationships between the reference genome and Sanger

sequences. (B) Sequence alignment for /GFALS.



