






Figure S4. Alignment of DND1 and Cl3 region  

 
 

Hs_DND1_140030567     1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Ptr_DND1_142431156    1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Hs_chr17_41692196     1 TACTAACCAGGGGTTTAAC-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Hs_chr17_h2R          1 TACTAACCAGGGGTTTAAC-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Hs_chr17_41019840     1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCCAAACTATACAGAAA-CCAAAAC 

Ptr_chr17_11917365    1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Hs_chr17_h2F          1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CTAAAAC 

Ppy_chr17_43819715    1 TACTCACCGAGGGGTTGAT-ATTAATACAACCAGCATGGAAAGACCCAAATCTATACAGAA--CCCAAAT 

Ppy_DND1_             1 TACTAACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAAGACCCAAAACTATACAGAAA-CCAAAAC 

Mmu_DND1_580548182    1 TACTATCCAGGGGTTTAATTATAAATACAACCAGCATAGAAAGACCCAAAACTACACAGAAAACCAAAAC 

Mmd_DND1_36923507     1 ---------------------------------------------------------------------- 

Ef_DND1_36233886      1 --------AGGGGTTTAAT-ATAAATATAACCAGCATAGAAAAACTCAAAACTACACACGCA-CCAAAAC 

Bt_DND1_51121458      1 ----AACCAGGGGTTTAAT-ATAAATACAACCAGCATAGAAGAATTCAAAACTACACATACA-CCAAAAC 

Cf_DND1_38675152      1 ---------------------------------------------------------------------- 

 

 

Hs_DND1_140030567    69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Ptr_DND1_142431156   69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Hs_chr17_41692196    69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Hs_chr17_h2R         69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Hs_chr17_41019840    69 CAGAATGCCATGTGGTGGAGGCAAAGGGCATAATTCCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Ptr_chr17_11917365   69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Hs_chr17_h2F         69 CAGAATGCCATGTGGTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Ppy_chr17_43819715   68 CAGAATGCCATGTGGTGGAG-CAAAGGGCAGAATT-CTGACCC-TTTGGCTCAGCTGCC-TTCCCCACAA 

Ppy_DND1_            69 CAGAATGCCATGTGTTGGAGGCAAAGGGCAGAATTTCTGACCCCTTTGGCTCAGCTGCCCTTCCCCACAA 

Mmu_DND1_580548182   71 CAGAATGCCATGTGGTGGAGCCAAAGGGCAGAATTTCTGACCCCTGTGGCTCAGCTGCCCCTCCCCGCAA 

Mmd_DND1_36923507     1 ---------------------------------------------------------------------- 

Ef_DND1_36233886     61 CAGAATGCCAAGTGGTAGGGACAAAAGGCAGATTT-CTGATACTTTGGCTCAGCCAGCCCCCAAATAAAA 

Bt_DND1_51121458     65 CATAA--CCAAGTGGTGGGGGCAAA-GGCAGATGT-TTGACCCTTTGGTTCCACCAGCCCTCAAATAAAA 

Cf_DND1_38675152      1 ---------------------------------------------------------------------- 

 

 

Hs_DND1_140030567   139 ATAAAAACCAACAAAGAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Ptr_DND1_142431156  139 ATAAAAACCAACAAAGAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Hs_chr17_41692196   139 ATAAAAACCAACAAAGAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Hs_chr17_h2R        139 ATAAAAACCAA----GAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Hs_chr17_41019840   139 ATAAAAACCAACAAACAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Ptr_chr17_11917365  139 ATAAAAACCAACAAACAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Hs_chr17_h2F        139 ATAAAAACCAACAAACAGGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Ppy_chr17_43819715  134 ATAAAAACCAACAAAGCGGACAAATCAGGACAATAAAGAAGATTCATTGTAAGCTGTGGCAGAGGG-GGG 

Ppy_DND1_           139 ATAAAAACCAACAAAGAGGACAAATCAGGACAATAAAGA---TTCATGCTAAGCTGTGGCAGAGGG-GGG 

Mmu_DND1_580548182  141 ATAAAAACCAACA---AAGACAAATCAGGACAATAAAGAAGATTCATGCTAAGCTGTGGCAGAGGG-GGG 

Mmd_DND1_36923507     1 ---------------------------------------------------------------------- 

Ef_DND1_36233886    130 AC--CAACAAGGAAGACAAATCAAGAAAATAAGAAACAAAGATTCATGCTAAGCTGTGGGAGGAGG-GAG 

Bt_DND1_51121458    131 ACTTCAACAAAGAAGACAAAACAGGGAAATAAGAAACAAAGATTCATACTAAACTGTGGGAGGAGGAGAG 

Cf_DND1_38675152      1 ---------------------------------------------------------------------- 

 

 

Hs_DND1_140030567   208 AAGGTATGATCGGGTGGGGGTGGGACAAGGAACGGCCATGGAAGATCACTGGGTCAG------------- 

Ptr_DND1_142431156  208 AAGGTATGATCGGGTGGGGGTGGGACAAGGAACGGCCATGGAAGATCACTGGGTCAG------------- 

Hs_chr17_41692196   208 AAGGTATGATCGGGTGGGGGTGGGATAAGGAATGGCCATGGAAGATAACTGGGTCAG------------- 

Hs_chr17_h2R        204 AAGGTATGATCGGGTGGCGGTGGGACAAGGAATGGCCATGGAAGATAACTGGGTCAG------------- 

Hs_chr17_41019840   208 AAGGTATGATCGGGTGGGGGTGGGACAAGGAATGGCCAGGGAAGATAACTGGGTCAG------------- 

Ptr_chr17_11917365  208 AAGGTATGATCGGGTGGGGGTGGGACAAGGAATGGCCATGGAAGATAACTGGGTCAG------------- 

Hs_chr17_h2F        208 AAGGTATGATCGGGTGGGGGTGGGACAAGGAATGGCCATGGAAGATAACTGGGTCAG------------- 

Ppy_chr17_43819715  203 AAGGTATGATCGGGTAGGGGTGGGACAAGGAATGGCCATGGAAGATCACTGGGTCAG------------- 

Ppy_DND1_           205 AAGGTATGATCGGGTGGGGGTGGGACAAGGAATGGCCACGTAAGATCACTGGGTCAGTGACCTGGCTGGG 

Mmu_DND1_580548182  207 AAGTTATGATCGGGTGGGTGTGGGACAAGGAATGGCCATGGAAGACCACAGGGTAGC------------- 

Mmd_DND1_36923507     1 ---------------------------------------------------------------------- 

Ef_DND1_36233886    197 AGGGTGTGTGTGCCACACAGGATGGCCAAGGAAGACCATGGGGTTCAGGTCAGACCT------------- 

Bt_DND1_51121458    201 AGGGTATGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGTGACATAGAACACCTTG------------- 

Cf_DND1_38675152      1 ---------------------------------------------------------------------- 

 

 

Hs_DND1_140030567   265 ---------------------------------------------------------------------- 

Ptr_DND1_142431156  265 ---------------------------------------------------------------------- 

Hs_chr17_41692196   265 ---------------------------------------------------------------------- 

Hs_chr17_h2R        261 ---------------------------------------------------------------------- 

Hs_chr17_41019840   265 ---------------------------------------------------------------------- 

Ptr_chr17_11917365  265 ---------------------------------------------------------------------- 



Hs_chr17_h2F        265 ---------------------------------------------------------------------- 

Ppy_chr17_43819715  260 ---------------------------------------------------------------------- 

Ppy_DND1_           275 AGGGGAGGCAAGCCCTCACACAACTAAGCAAACTAGCTGCTCCAGGGGGTGGGACAAAGTATGGCCCAGG 

Mmu_DND1_580548182  264 ---------------------------------------------------------------------- 

Mmd_DND1_36923507     1 ---------------------------------------------------------------------- 

Ef_DND1_36233886    254 ---------------------------------------------------------------------- 

Bt_DND1_51121458    258 ---------------------------------------------------------------------- 

Cf_DND1_38675152      1 ---------------------------------------------------------------------- 

 

Hs_DND1_140030567   265 -----------------GTT--GGACCCTGGGCTG----GGAGCGGGAG--GGCAAGGCCCCTCACCACA 

Ptr_DND1_142431156  265 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCCTCACCACA 

Hs_chr17_41692196   265 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCCTCACCACA 

Hs_chr17_h2R        261 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCCTCACCACA 

Hs_chr17_41019840   265 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCATCACCACA 

Ptr_chr17_11917365  265 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCATCACCACA 

Hs_chr17_h2F        265 -----------------GTT--GGACCCTGGGCTG----GGAGGGGGAG--GGCAAGGCCCCTCACCACA 

Ppy_chr17_43819715  260 -----------------GTT--G-ACCCTGGGCTG----GGATGGGGAG--GGCAAGGCCCCTCACCACA 

Ppy_DND1_           345 TAAGATCCACTTGGTCAGTTTGGAACCTTGGGCTG----GGAAGGGGAG--GGCAAGGCCC-TCACCACA 

Mmu_DND1_580548182  264 ------------------TT--GGACCCTGGGCTG----GGAGGGGGAG--AGCAAGGCCCCTCACCACA 

Mmd_DND1_36923507     1 -----------------------GACCCTGGGCTC----AGTGGGGGAG--GGCAAGGTTCCTCAC---- 

Ef_DND1_36233886    254 ----------------------TAGGCTGGGGAGG----GGGGTGGGAG--GGCAAGGTCCCTCACCACA 

Bt_DND1_51121458    258 ----------------------GGGTCCAATGAAACCCCAGAATGGGAGAAGGGAAGTTCCCTCACCACA 

Cf_DND1_38675152      1 -----------------------GACCCTGGGCTG----GGAGGGGGAG--AGCAAAGTCCCTCCCCACA 

 

 

Hs_DND1_140030567   310 ACTTAACCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Ptr_DND1_142431156  310 ACTTAACCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCGGCGAGGCTG--------A 

Hs_chr17_41692196   310 ACTTAAGCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Hs_chr17_h2R        306 ACTTAAGCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Hs_chr17_41019840   310 ACTTAAGCAAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Ptr_chr17_11917365  310 ACTTAAGCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Hs_chr17_h2F        310 ACTTAAGCCAAACCTAAGCTGCCCCCAGGTGCCATAGGTTCCTGTCCCAGCAGGGAGGCTG--------A 

Ppy_chr17_43819715  304 ACTTAAGCCAAACCTAAGCTGCCCCCAGCTGCCATAGGTCCCTGTCCCAGCAAGGAGGCTG--------A 

Ppy_DND1_           408 ACTTAAGCCAAACCTAAGCTGCTCCCAGGTGCCACAGGTTCCTGTCCCAGCAGGGAGGCCG--------A 

Mmu_DND1_580548182  308 ACTTAAGCCAAACCTAAGCTGC-CCCAGGTGCCGTAGGTCCCTGTCCCAGCAGGGAGGCTG--------A 

Mmd_DND1_36923507    38 ----------AACTAAAGTAGCACTTAGGTGCAACAGGGCCCTGTCCCAGCAGGGAAAG----------- 

Ef_DND1_36233886    296 ACTG-GGCCAAACCTGAGCTGCTCACAGGTGTGCTGGGGCCCTGCCCCAGCTGGGACGCTGTGTCAGGTC 

Bt_DND1_51121458    306 ACTTTGGCCAAACCTGAGCTGCCCCCAGGTGTTCTGGGGCCCTGCCCCAGCTGGGAGGCTGTGTCAAGTC 

Cf_DND1_38675152     42 CTTA--GCCAAACCTGAGCT-TTCCCAGGTGCCCTGGGGCCTTGCCCCAGCTGGGAGGCTGTGTCAGAGG 

 

 

Hs_DND1_140030567   372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGAAAGTGGCCACCCAGGCCTGCTGGGATGGG 

Ptr_DND1_142431156  372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGAAAGTGGCCACCCAGGCCTGCTGGGATGGG 

Hs_chr17_41692196   372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGTTTGCTGGGTTGGG 

Hs_chr17_h2R        368 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGTTTGCTGGGTTGGG 

Hs_chr17_41019840   372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGTCTGCTGGGTTGGG 

Ptr_chr17_11917365  372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGTCTGCTGGGCTGGG 

Hs_chr17_h2F        372 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGTCTGCTGGGTTGGG 

Ppy_chr17_43819715  366 TGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGCCTGCTGGGTTGGG 

Ppy_DND1_           470 AGGGCCTGGGCCCATGCCCCTCCCCACCTTTGGGGGTCAGATAGTGGCCACCCAGGCCTGCTGGGTTGGG 

Mmu_DND1_580548182  369 TGG-CCTGGACCCATGCCTCTCCCCACCTTTGGGAGTCAGATAGTGGCCACCCAGGCCTGCTGGGCTGGG 

Mmd_DND1_36923507    87 -----CTGTCACCAGGCCCTG------------------------GGCTGCCCAGGCCTGCTGGGCTGGG 

Ef_DND1_36233886    365 CAGGGCAGGGCCCATGCTCCTCCCCTTGTT--GGGATCAGGTGGTGGCTGCCCAGGCCTGCTGGGCTGGT 

Bt_DND1_51121458    376 TAGGGCAGGGCCTATGCTCCTCCCCTTCTT--GGAGTCAGATAGTGGCTGCCCAGGCCTGCTGGGCTGGG 

Cf_DND1_38675152    109 TAGGGCAGGACCTGTGGTCT--CCCTCCTT--GAGATCAGATGGTGGCTGCCCAGGCCTGCTGGGCTGGG 

 

 

Hs_DND1_140030567   442 GC-CTGACACAGGCTCTGCATG-CCCATTCAGGGTGCCTGTGGAGAAAGAATGGAGTCACTGTTTAACCA 

Ptr_DND1_142431156  442 GC-CTGACACAGGCTCTGCATG-CCCATTCAGGGTGCCTGTGGAGAAAGAATGGAGTCACTGTTTAACCA 

Hs_chr17_41692196   442 GC-CTGATACAGGCTCTGCATG-CCCATTCGGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Hs_chr17_h2R        438 GC-CTGACACAGGCTCTGCATG-CCCATTCGGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Hs_chr17_41019840   442 GC-CTGACACAGGCTGTGCATG-CCCATTCGGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Ptr_chr17_11917365  442 GC-CTGACACAGGCTCTGCATG-CGCATTCGCGCTGCCTGTGGAGCGAGAATGGAGTCACTGTTTAACCG 

Hs_chr17_h2F        442 GC-CTGACACAGGCTCTGCATG-CCCATTCGGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Ppy_chr17_43819715  436 GC-CTGACACAGGCTCTGCATG-CCCATTCGGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Ppy_DND1_           540 GC-CTGCCACGGGCTCGGCATG-CCCATTCAGGGTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Mmu_DND1_580548182  438 GC-CTGACACAGGCTCTGCCTG-CCCATTCAGGCTGCCTGTGGAGAGAGAATGGAGTCACTGTTTAACCA 

Mmd_DND1_36923507   128 GGGTTGGCACAGGCTCTGCTTAACCCATTTAGGGTACCTGTAAAAAGAA---GGGGTCACTGCTTAACCA 

Ef_DND1_36233886    433 GA-CTGACACAGGCTCTGTCTA-CTCATTTAGGCTGCCGGTGAAGAGGA--TGGGGTCACTGCTTAACCA 

Bt_DND1_51121458    444 TG-CAGACAAAGGCTC--------------------CCTGTGGAGAGGA--TAAGGTCACTGTTGAACCA 

Cf_DND1_38675152    175 GA-CTGACACAGGCTCTGCCCA-TGTGTTCAGGCTGCCTGTGAAGAAGA--CAGGGTCACTGCTTAACCA 

 

 



 

 

 

 

Hs_DND1_140030567   510 TGGTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Ptr_DND1_142431156  510 TGGTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Hs_chr17_41692196   510 TGCTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Hs_chr17_h2R        506 TGCTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTTACTGAGTGCCTGCAGCAG 

Hs_chr17_41019840   510 TGCTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCAATGAGTGCCTGCAGCAG 

Ptr_chr17_11917365  510 TGCTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGATTCACTGAGTGCCTGCAGCAG 

Hs_chr17_h2F        510 TGCTACCT---GCCTCAGTCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Ppy_chr17_43819715  504 TGGTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Ppy_DND1_           608 TGGTACCT---GCCTCAGCCCCAGCAGAACACAGGAGGTTGGCCCCAGACTCACTAAGTGCCTGCAGCAG 

Mmu_DND1_580548182  506 TGGTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGCTGGCCCCAGACTCACTGAGTGCCTGCAGCAG 

Mmd_DND1_36923507   195 TAGTACCT---GCTTCAGCCCCAGGAGACCACAAG---CTGGTCCTAGGTTCACTCAGTGCCTCCAGCAG 

Ef_DND1_36233886    499 CAGTACCT---GCCTCAGCCCCAGCAGACCACAGGAGGCTAGCCCCAGACTCACTCAGTGCCTCCAGCAG 

Bt_DND1_51121458    491 TGGTACCTCCTGCCTCAGCCCCAGTAGACCAAAGGAGGCTGGCCCTAGACTCACTCATTGCTTCCAGCAG 

Cf_DND1_38675152    241 CCATACCT---GCCTCAGCCCCAGCAGACCGGAAGAGGCCGGCTCCAGACTCCCTCAGTGCCTCTAGCAG 

 

Hs_DND1_140030567   577 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Ptr_DND1_142431156  577 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Hs_chr17_41692196   577 CCCTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Hs_chr17_h2R        573 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Hs_chr17_41019840   577 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGATG 

Ptr_chr17_11917365  577 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGATG 

Hs_chr17_h2F        577 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGATG 

Ppy_chr17_43819715  571 CCGTACAGACACAGCATCCTTGGCTACCTCATGTCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Ppy_DND1_           675 CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG 

Mmu_DND1_580548182  573 CCGAACAGACACAGCATCCTTGGCCACCTCATGCCCATCCTGGCCATCTAGGGTCAGCACAACCCAGATG 

Mmd_DND1_36923507   259 CTGTGCGGACACAGCATCCTTGGCCACCTCATGCCCATCCTGCCAATCAGAGGCCAACACAACCCAAATG 

Ef_DND1_36233886    566 CCGTGTAGACACAGCATCCTTGGCCACCTCATGCCCATCCTGCCCATCTGGGGCCAGCACAACCCAGATG 

Bt_DND1_51121458    561 CCGTGCAGATACTGCATCCTTAGCCACCTCATGCCCATCCTGCCCATCTGGGGTCAGCACAACCCAGATG 

Cf_DND1_38675152    308 CCTTGCAGACACAGCATCCTTAGCCACTTCATGCCCTTCCTGCCCTTCTGGAGCCAGCACAACCCAGATG 

 

 

Hs_DND1_140030567   647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Ptr_DND1_142431156  647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Hs_chr17_41692196   647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Hs_chr17_h2R        643 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Hs_chr17_41019840   647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Ptr_chr17_11917365  647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Hs_chr17_h2F        647 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Ppy_chr17_43819715  641 AGGCCGCTGAAGGGCACCGGATGCCCAGGAATCACCACCTAGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Ppy_DND1_           745 AGGCCGCTGAAGGGCACTGGATGCCCAGGAATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGTC 

Mmu_DND1_580548182  643 AGGCCACTGAAAGGCACCGGATGCCCAGGAATCACCACCTGATACCAGAAGCGGTGCCAGCCAGCAGGTC 

Mmd_DND1_36923507   329 AGGCCACTGAAAGGCACTGGATGCCCAGGGATCACCACCTGGTACCAAAAGCGATGCCAGCCAGCAGGCC 

Ef_DND1_36233886    636 AGGCCGCTAAAGGGCACTGGATGCCCAGGGATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGGC 

Bt_DND1_51121458    631 AGGCCACTGAAGGGCACCGGATGCCCGGGGATCACCACCTGGTACCAGAAGCGGTGCCAGCCAGCAGGGC 

Cf_DND1_38675152    378 AGGCCGCTGAAGGGCACCGGGTGTCCCGGGATCACCACCTGGTACCAGAAGCGGTGCCAGCCTGCAGGGC 

 

 

Hs_DND1_140030567   717 CTATGCCCAAACACTTGG 

Ptr_DND1_142431156  717 CTATGCCCAAACACTTGG 

Hs_chr17_41692196   717 CTATGCCCAAACACTTGG 

Hs_chr17_h2R        713 CTATGCCCAAACACTTGG 

Hs_chr17_41019840   717 CTATGCCCAAACACTTGG 

Ptr_chr17_11917365  717 CTATGCCCAAACACTTGG 

Hs_chr17_h2F        717 CTATGCCCAAACACTTGG 

Ppy_chr17_43819715  711 CTGTGCCCAAACACTTGG 

Ppy_DND1_           815 CTATGCCCAAACACTTGG 

Mmu_DND1_580548182  713 CTATGCCCAAACACTTAG 

Mmd_DND1_36923507   399 CTGTTCCTAAACACTTGG 

Ef_DND1_36233886    706 CTGTGCCCAAACACTTGG 

Bt_DND1_51121458    701 TTGTGCCCAAACACTTGG 

Cf_DND1_38675152    448 CTGTGCCCAAACACTTGG 

 

 

 







Figure S7. Alignment of BPTF and Cl8 promoter region  
 

Hs-cl8-chr17_41018850      1 GTTTCCTAAATTCTGGGGGCTTGTCTCCCTGTTCCCCCACCCCGA-CTAATTTCCCTCGGTCGCTGCCACTGCCCCGTCCCTTA------ 

Hs-Cl8-chr17_60346572      1 GTTTCCTAAATTCTGGGGGCTTGTCTCCCTGTTCCCCCACCCCGA-CTAATTTCCCTCGGTCGCTGGCGCTGCCCCGTCCCTTA------ 

Hs-Cl8d-chr17_27358034     1 GTTTCCTAAATTCTGGGGGCTTGTCTCCCTGTACCCCA-CCCCGA-CTAATTTTCCTCGGTCGCTGGCGCTGCCCCGTCCCTTA------ 

Rh-BPTF-chr16_63178089     1 GTTTCCTAAATTAGGGGGGCTTGTCTTCCTGTCCTCT-----CGA-CTAATTTCCCTCCGTCGCTGGCGCTGCCC-------TC------ 

Rh-cl8-chr16_55713143      1 GTTTCCTAAATTCTGGGGGCTTGTCTCCCTGTCCCCCGACCCCGA-CTAATTTCCGTCGGTCGCTGGCGCTGCCTGGTCCCTTA------ 

Rh-cl8-chr16_56920478      1 -------AAATTCTGGGGGCTTGTCTCTTTGTCCCCTCAACCCGA-CCAATTTCCCTCCGTCGCTGGCGTTGCCCGGTCCCTTA------ 

Hs-BPTF-chr17_63712736     1 --------------GGGGGCTTGTCTCCCTGTCCCCCCCCCGCCC-CAAGTTTCCCTCCGTCGCTGGCGCTGTCCGGTGCCTT------- 

Rh-cl8-chr16_63487294      1 GTTTCCATAATTCTGGGGGCTTGTCTCCCTGTCCCTCCCCCCTCAACTAATTTCCCTCCGTCCCTGGCGCTGCCCGGTGCCTTGGTGCCT 

Rh-cl8-chr16_57019052      1 GTTTCCTAAATTCTGGAGGCTTGTCTCCCTGTCCCCCGAACCCGA-CTAATTTCTCTCGGTCGCTGGCGCCGCTC--------------- 

Hs-cl8_chr17_63251532      1 GTTTCCTAAGTTCAGGGGGCTTGTCTCTCTGTCCCCT-----CGA-CTAATTTCCCTCTGTCGCTGGCGCTGCCCGGTGCCCTC------ 

Mmd-BPTF-chr11_106993587   1 ------------------------------------------------------------------------------------------ 

 

 

Hs-cl8-chr17_41018850     84 --GGTCGCTCGGGCCGCCCCACTCCGAGACTTTTTTTT------CTTTCGCTGGTTCTTTCAGCTTCAGTTTCCCTAGAGGGCGGGAGGG 

Hs-Cl8-chr17_60346572     84 --GGTCGCTCGGGCCGCCCCACTCCGAGACTTTTTTTTT-----CTTTCGCTGGCTCTTTCAGCTTCAGTTTCCCTAGGGGGCGGGAGGG 

Hs-Cl8d-chr17_27358034    83 --GGTCGCTCGGGCCGCCCCCCTCCGCGACTTTTTTTTT-CTTTCTCTCGCTGCCTCTTTCAGCCTCAGTTTCCCTAGAGGGCGGGAGGG 

Rh-BPTF-chr16_63178089    72 --GGTCGCTTGGGCCGCCCCTCTCCGCAACTTTTTTTTT-CTTTCTCTCGCTGGCTCTTTCAGCATCAGTTTCCCTAGGGGGCGGGAGGG 

Rh-cl8-chr16_55713143     84 --GGTCGCTCGGGCCGCCCCCATCCGCGACGACTTTTTT--TTTCTTTCTCTAGCT------------GTTTCCCTAGAGGGCGGGGGGG 

Rh-cl8-chr16_56920478     77 --GGTCGCTCGGGCCGCCCCCCTCCGCGACTTTTTTTTT-CTTTCTCTGGCTGGCTCTTTCAGCCACAGTTTCCCTAGGGGGCGAGAGGG 

Hs-BPTF-chr17_63712736    69 -CGGTCGCTCGGGCCGCCCCCCTCAGCGACTTTTTTTTTTCTTTCTCTCGCTGGCTCTTTCAGCATCAGTTTCCCTAGGGGGCGGGAGGG 

Rh-cl8-chr16_63487294     91 TCGGTCGCTCGGGCCGCCCCTCTCCGCGACTTTTTTTTT-CTTTCTCTCGCTGGCTCTTTCAGCATCAGTTTCCATAGGGGGCTGGAGGG 

Rh-cl8-chr16_57019052     75 -------CTCTCCCCGACTTTTTT------TTTTTTTTTCCTATCTCTCGCTGGCTCTTTCAGCCTCAGTTTCCCTAGGGGGCGGGAGGG 

Hs-cl8_chr17_63251532     79 --GGTCGCTTGGGCCGCCCCTCTCCGCGACTTTTTTTTTTCTTTCTCTCGCTGGCTCTTTCAGCATCAGTTTCCATAGGGGGAGGGAAGG 

Mmd-BPTF-chr11_106993587   1 ------------------------------------------------------------------------------------------ 

 

 

Hs-cl8-chr17_41018850    166 GA---ATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCAGGGAGGAGGTCCGACCGGCTTTGGGCTCCAGCC 

Hs-Cl8-chr17_60346572    167 GA---ATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCAGGGAGGAGGTCCGGCCGGCTTTGGGCTCCAGCC 

Hs-Cl8d-chr17_27358034   170 GAACGATATTTGGGGGCTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGTCGCGGGAAGGAGACCCGGCAGGCTTTGGGCTCCAGCC 

Rh-BPTF-chr16_63178089   159 GAATGATATTTGGGGGCTCCCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGGGAGGAGGTCCGAGCGGCTTTGGGCTCCAGCC 

Rh-cl8-chr16_55713143    158 GAATGATATTTGGGGGCTCTCCTGCCTTCCTGTCGGAGCCGCGGAAGCGGAGCCGCGGGAAGGAGGTCCGGCCAGCTTTGGGCTCCAGCC 

Rh-cl8-chr16_56920478    164 GAATGATATCTGGGGGTTCTCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGG-AGGAGGTCCGGCCGGCTTTGGGCTCCAGCC 

Hs-BPTF-chr17_63712736   158 GAATGATATTTGGGGGCTCCCCTGCCTTCCTCTCCGAGCCGCGGAAGGGGAGACGCGGGGAGGAGGTCTGGCCGGCTTTGGGCTCCAGCC 

Rh-cl8-chr16_63487294    180 GAATGATATTTGGGGGCTTCCCTGCCTTCCTCTCCGAGCTGCGGAAGGGAAGACGCGGGGAAGAGGTCCGAGCGGCTTTGGGCTCCAGCC 

Rh-cl8-chr16_57019052    152 GAATGATATTTGGGGGCTTTCCTACCTTCCTCTCCGAGCCGCGGAAGGTGAGACGCGGGGAGGTAGTTCGGTCGGCTTTGGGCTCCAGTC 

Hs-cl8_chr17_63251532    167 GAATGATATTTGGGGGCTCCCTTGCCTTCCTCTCCGAGCCGCGAAAGGGGAGACGCGGGGAGGAGGTCCGGCCGGCTTTGGGCTCCAGCC 

Mmd-BPTF-chr11_106993587   1 ------------------------------------------------------------------------------------------ 

 

 

Hs-cl8-chr17_41018850    253 AGGGGTCCGCGGAGACTATGGTCTCCGAAGGCCTTAGACGCGGGGCATTTCGCCAGCTGCGCGTCTCTCTCAACCGCGCCA--------- 

Hs-Cl8-chr17_60346572    254 AGGGGTCCGCGGAGACTATGGTCTCCGAAGGCCTTAGCCGCGGGGCATTTCGCGAGCTGCGCGTCTCTCTCAACGGCGCCA--------- 

Hs-Cl8d-chr17_27358034   260 AGGGGTCCGCGGAGACTGTGGTCTCCGAAGGCCTTAGACGCGGGGCTTGTCAGGAGCTGCGGGCCTCTTTCAGCCGCGCCAC-------- 

Rh-BPTF-chr16_63178089   249 AGGGGTCCGCGGAGACTTTGGTCTCCGAAAGCCTT------------------------------------------------------- 

Rh-cl8-chr16_55713143    248 AGGGGTCCGCGGAGACTGTGGTCTCCGAAAGCCTTAGACGCGGGGCGTGTAGCGAGCTGCGGGCCTCTCTCAGCCGCGCCAC-------- 

Rh-cl8-chr16_56920478    253 AGGGGTCCGCGGAGACTGTGGTCTCCGAAGGTCTTAGACGCCGAACATTTCGTGAGCTGTGCGTCTCTCTAAGCCGCGGAGT-------- 

Hs-BPTF-chr17_63712736   248 AGGGGTCCGCGGAGACT--GGTCTCCGAAGGCCTTTGACGCCGGGCATTTCGCGAGCTACGCGCCCCTCTCAGCCGCGCCAT-------- 

Rh-cl8-chr16_63487294    270 AGGGGTCCGCGGAGACT--GT--------GGTCTTTGACGCGGGGCATTTCGCGAGCTATGCGCCCCTCTCCGCAGTGCCAC-------- 

Rh-cl8-chr16_57019052    242 AGCGCTCCGCGGAGACT--GGTCTCCGAAGGCCTTAGACCCCGGGCATTTCGCGAGCTGCGCGTCTCTCTCAGCCGCGCCAC-------- 

Hs-cl8_chr17_63251532    257 AGCGGTCCGCGGAGACTTTGGTCTCCGAAGGCCTTTGACGCCGGGCATTTCGCGAGCTGCGCGCCCCTCTCAGCCGCGCCACCTGCGCCC 

Mmd-BPTF-chr11_106993587   1 ------------------------------------------------------------------------------------------ 

 

 

Hs-cl8-chr17_41018850    334 ------------------CCAAGCCCGGAGTCCAGCCGCGCCTCGCTGCGCCCAGCCCCGGCGCCCCAGGCTCTCTGCCCCCGACTCAAT 

Hs-Cl8-chr17_60346572    335 ------------------CCGCGCCCGGAGTCCAGCCGCGCCGCGCTGCGCCCAGCCCCGGCGCCCCAGGCTCTCCGCCCCCGACTCAAT 

Hs-Cl8d-chr17_27358034   342 ------------------CCGCACCCGGAG--------CGCCGTGCTGCGCCAAGTCCAGGCGCCCCGAGCTCTCCGCCCCCGACTCAAT 

Rh-BPTF-chr16_63178089   284 ------------------------------------------------------------------------------------------ 

Rh-cl8-chr16_55713143    330 ------------------CCGCGCTCGGAGTCCAGCCGCGCCGCGCTGCGCTGAGCCCAAGCGCCCCGGGCTCTCCGCTCCCGACTCAAT 

Rh-cl8-chr16_56920478    335 ------------------CCAGCTGCACCAA-----------GCGCTGCGCCGAGCCCAGGCGCCGCGGGCTCTCAGCTACGGACTCAAT 

Hs-BPTF-chr17_63712736   328 ------------------CCGCGCCCCGAGTCCAGGCGCACCGCGCTGCGCCGAGCCCAGGCGCTCCGGGCTCCGCGCTCCCGACTCGAC 

Rh-cl8-chr16_63487294    342 ------------------CCTCGCCGGGAGTCCAGTCGCACTGCGCTGCACCGATCTCAGGAGCTCCAGGCTCCCCGCCCCCGACTCGAC 

Rh-cl8-chr16_57019052    322 ------------------C------------------GCGCAGGGCTGCGCCGAGCCCAAGCGCCGCTGGCTCTCCGCTCACGACTCAGT 

Hs-cl8_chr17_63251532    347 GGAGTTTTGCCGCGCCACCCGCGCCCGGAGTCCAGCCGCACCGCGCTGTGCCGAGCCCAGGCGCCCAGGGCTCCCCGCCCCCGACTCGAC 

Mmd-BPTF-chr11_106993587   1 ----------------------------------------------------------------------------GCCCCCGCCGCGCC 

 

 

Hs-cl8-chr17_41018850    406 GCTCCCGCGCTCCCCCAAGCAGCCGCTGCGCCACCTCGCCCC-GTCCCAGGCTCGTAGG-CTGCTCAGCTCACGTGACCGCGCTCCGTT- 

Hs-Cl8-chr17_60346572    407 GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCCCC-GTCCCAGGCTCGTAGG-CTGCTCAGCTCACGTGACCGCGCTCCGGT- 

Hs-Cl8d-chr17_27358034   406 GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCCCCCTTCCCAGGCTGGGCGG-CGGCGCACCTCACGTGACCGCGCTCCTGT- 

Rh-BPTF-chr16_63178089   284 ------------------------------------------------------------------------------------------ 

Rh-cl8-chr16_55713143    402 GTTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCCCC-TTCCCAGGCTCGTCGG-CGGCGCAGCACCCGTGACGGCGCTCCAGT- 

Rh-cl8-chr16_56920478    396 GCTCCCGTGCTCCCCCTAGCGGCCGCCGCGCCACCTCGCCAC-GTCCCAGGCTCGTCGG-CGGCGCAGCTCACGTGACCGTGCTCCAGT- 

Hs-BPTF-chr17_63712736   400 GCCCCCGCGCTCCCCCTAGCGGCTGCCGCGCCGCCTCACTCG-GTCTCAGGCTCTTCTG-TGGCGCATCTCACGTGACCGCGCTGCGGG- 

Rh-cl8-chr16_63487294    414 GCTCCCGCGCTCCCCCTAGCGGCCACCGTGCTGCCTCGCTGT-GTCCCAGGCTTGTCGG-CTGCTCAGCTCACA-----------CGGG- 

Rh-cl8-chr16_57019052    376 GCTCTCGTGCTCCCCCTAGAGGCCGCCGCGCCACCTCGGTCC--TCCCAGGCTCGTGGG-AGGTGCAGCTCACGTGACCACGCTCCGGT- 

Hs-cl8_chr17_63251532    437 GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCGCTTCGCTCC-GTCCCAGGCTCGTCGG-CGGCGCAGCTCACGTGACCGCGCTCTGGGC 

Mmd-BPTF-chr11_106993587  15 GCTCCCGCGCTCCCCCTAGCGGCCGCCGCGCCGCCTCGCTCT-GTCCCAGGCTCGTCGGGCGGCGCAGCTCACGTGACCGCGCTCCGGGC 

 

Hs-cl8-chr17_41018850    493 -----------------------------------A-ACGGAAGAAACGAGATGGAGGCTGAAGGCGATCCGCAGTGGGGCCCCAGCCAT 

Hs-Cl8-chr17_60346572    494 -----------------------------------A-ACGGAAGAAACAAGATGGCGGCTGAAGGCGATCCGCAGTGAGGCCCCAGCCAT 

Hs-Cl8d-chr17_27358034   494 -----------------------------------AGAGGGAAGAAACAAGGTGGCGGTTGAAGGCGATCTTGAGTGGGGCCCCAGCAAT 

Rh-BPTF-chr16_63178089   284 ---------------------------------------------------------------GGCGATCCGGAGTGGGGCCCCAGCAAT 

Rh-cl8-chr16_55713143    489 -----------------------------------AGCAGGAAGAAATAAGATGGCGGTTGAAGGCGAGCCTTAGTGGGGTCCCAGCAAT 

Rh-cl8-chr16_56920478    483 -----------------------------------AGACGGAAGAAACAGGATGGCGGTTGAAGGCTATCCGGACTGGGGCCCCAGCCGC 

Hs-BPTF-chr17_63712736   487 -----------------------------------AGAGGGATGAAACAAGAGGGCGGCTGAAGCCGATCCTGAGTGGGGCCCCAGCAAT 

Rh-cl8-chr16_63487294    490 -----------------------------------AGAGGGAAGAAACAAGAGCGCGGCTGAAGCCGATTCTGAGTGGGGCCCCAGCAAT 

Rh-cl8-chr16_57019052    462 -----------------------------------AAACTGAAGAAACAAAATGGCGGCTGAGGGCGGTTCGCAGTGTGGCCCCAGACAT 

Hs-cl8_chr17_63251532    525 CTGCGGCCGCTGTCGGTTCCCCCAGTCACCGAGCGAGAGGGAAGAAACAAGATGGCGGCTGAAGGCGATCCGGAGTGGGGCCCCAGCAAT 

Mmd-BPTF-chr11_106993587 104 CTGCGGCCGCTGTCGGTTCCCCCAGTCACCGAGCGAGAGGGAAGAAACAAGATGGCGGCTGCAGGCGATCCGGAGCGGGGCCCCGGCAAT 

Hs-cl8-chr17_41018850    547 TCGGATTGAGCCTTCTCCCTCCAACC-GCTTCCGCAGG-CCGGGCCCCTCCTGCCCTGCCCCTCTGGCCTCCCCACCCGGCCCCAGCCGC 

Hs-Cl8-chr17_60346572    548 TCGGATTGAGCCTTCTCCCTCCAACC-GCTTCCGCAGG-CCGGGCCCCTCCTGCCCTGCCCCTCTGGCCTCCCCACCCGGCCCCGGCCGC 

Hs-Cl8d-chr17_27358034   549 TCGG-TTGAGCCTTCTCCCTCCACTC-GCTTCCGCCGG-CCGGGCCCCTCCCGCCCAGCCCCTCGGGCCTCCCAACCCGGCCCCGGCGCT 

Rh-BPTF-chr16_63178089   311 TCGGATTGAGCCTTCTCCCTCCACCC-GCTTCCGTCGG-CCGGGCCCCTCCCGCCCGGCCCCGCGGGCCTCCCCACCCGGCCCCGGCGCT 



Rh-cl8-chr16_55713143    544 TCGG-TTGAGCCTCCTCCCTCCACCC-GCTTCCGCCGG-CCGGGCCTCTCTCGCCCGGCCCCTAGGGCCTCCCCACCCGGCCCCGGCGCT 

Rh-cl8-chr16_56920478    538 TCGGATTGAGCCTTCTCCCTCCAACC-AC------CGG-TCGGGACCCTAGTGCCCGGCCCCTTGGGCTCCCCCATCCGGCCCCGGCGCT 

Hs-BPTF-chr17_63712736   542 TCGGAATGAGCCTTTTCCCTCCACCC-GCTTCTGCCGA-CCGGGGCCCTCCCGCGCGGCCTCGCAGGCCTCCCCACCCG----------- 

Rh-cl8-chr16_63487294    545 TCGCAATGAGCGTTTTCCCTCCACCC-GCTTCCGCCGG-CCGGGCCCGTCCTGCGCGGCCCCGCAGGCCTCCCCACCCGGTCCCGGGGCT 

Rh-cl8-chr16_57019052    517 TCGGATTGAGCCTTCTCCCTCTAACC-GCTTCTGCCAG-CCGGGCCCCTCCGGCCTCCCCCCTGGGCCCGGCGCTCCCCA---------- 

Hs-cl8_chr17_63251532    615 TCGGATTGAGCCTTCTCCCTCCACCC-GCTTCCGTCGG-CCGGGCCCCTCCCGCCCGGCCCCGCGGGCCTCCCCACCCGGCCCCGGCGCT 

Mmd-BPTF-chr11_106993587 194 TCGGACTGAGCCTTCTCCCTCCACCCCGCCGCTGCCGGGCCGCGCCCCTCCCGCCCGGACCCCGGCGCCCTCCCCTCCCCCTCGGCCCCG 

 

Hs-cl8-chr17_41018850    635 CCCCA-----CTGCGCCCATTGCGCCCGCCCCTTCCCGGCCGCTTTCCCTTCT-CCCTCCGCCTCGG-CTCCAACATGAGGGGCCGGCGG 

Hs-Cl8-chr17_60346572    636 CCCCA-----CTGCGCCCATTGCGCCCGCCCCTTCCCGGCCGCTTTCCCTTCT-CCCTCCGCCTCGG-TTCCAACATGAGGGGCCGGCGG 

Hs-Cl8d-chr17_27358034   636 CCCCA-----CCGCCGCCACTGCGCCCGGCCCTCCCCGTCAGCTTTCCCTTCT-CCCGCCGCCTGGG-CTCCAACAAGAGGGGCCGGCGG 

Rh-BPTF-chr16_63178089   399 CCCCA-----CCGCCCCCCCTGCGCCCGCCCCTCCCCCTCCGCTTTCC-TTCT-CCCCCCGCCTCGG-CTCCGACATGAGGGGCCGGCGG 

Rh-cl8-chr16_55713143    631 CCCCA-----CCGCCCGCACTGCGCCAGGCCCTCCCCGTCCACTTTCCCTTCT-TTCCCCGCCTCGGGCTCCAACAAGAGGGGCCGGTGG 

Rh-cl8-chr16_56920478    620 CCCCA-----CCGCCCCCACTGCGCCGGGCCCTCCCGGCCCGCTTTCCCTTCT-CCCTCGGCCTCGG-CTCCAACGTGAGGGGCCGGAGG 

Hs-BPTF-chr17_63712736   619 ----------------------CGCCCGTCCCTCCTCCTCCGCTTTCCCTTCT-CCCCCGTCCTCGG-CTCCGACATTAGGGGCAGGCGG 

Rh-cl8-chr16_63487294    633 CCCCACCGCCCCCCCAACCCCGCGCTCGCCCCTCTACCTCCGCTTTCCCTTCT-CCGCCCGCCTGGG-CTCCGAAATTG-----AGGTGG 

Rh-cl8-chr16_57019052    595 ----------CCTCCCGCACTGCGCTCGCCCCTCCCTATCCGCTTTCCCTTCTACCTAACGCCTCGG-CTCC--AACTAGAGGACGGCGG 

Hs-cl8_chr17_63251532    703 CCCCA-----CCGCCCCCCCTGCGCCCGCCCCTCCCCCTTCGCTTTCC-TTCT-CCCCCCGCCTCGG-CTCCGACATGAGGGGCCGGCGG 

Mmd-BPTF-chr11_106993587 284 GCGCC-----CCCCGCGCCCCTCCCCCACCCCTTCCGCTCCCCCCCCACCCCC-CCGCAAGCCGCGG-CTCCGACATGAGGGGCCGGCGG 

 

 

Hs-cl8-chr17_41018850    718 GGCAGGCCGACCAAGCAGCCCGCGGCTCCCTCTGCGGAGCGCTGCGCCCCGGCCCC---GCCGCCGCT---------------------- 

Hs-Cl8-chr17_60346572    719 GGCAGGCCGACCAAGCAGCCCGCGGCTCCCTCTGCGGAGCGCTGCGCCCCGGCCCC---GCCGCCGCC---------------------- 

Hs-Cl8d-chr17_27358034   719 GGCAGGCCGACCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCCCGGCCCC---GCCGCCGCC---------------------- 

Rh-BPTF-chr16_63178089   481 GGCAGGCCGCCCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCCCGGCCCC---GCCGCCGCC---------------------- 

Rh-cl8-chr16_55713143    715 GGCAGGCCGACCAAGCATCCCGCGGCTCCC----------GCTGCGCCCCGGCCCC---GCCGCCGCC---------------------- 

Rh-cl8-chr16_56920478    703 GGCAGGCTGACCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGAGCCCCGGCCC----GTCGCCGCC---------------------- 

Hs-BPTF-chr17_63712736   685 GGCAGGCAGCCCAAGCAGCCTGCGGCTTCCGCTGCGGAGCGCTGCGCCCCGGCCCCT--GCCCCGGCCCCTGCCCCGGCC---------- 

Rh-cl8-chr16_63487294    716 GGCAGACCGCCCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCTCAGCCCC---GCTGCCGC----------------------- 

Rh-cl8-chr16_57019052    672 GGCAGGCTGACCAAGCAGCCCGCGGCTCCCGCTGCAGAGCGCTACGCCCCGGCCCC---GCCGCCGCC---------------------- 

Hs-cl8_chr17_63251532    785 GGCAGGCCGCCCAAGCAGCCCGCGGCTCCCGCTGCGGAGCGCTGCGCCCCGGCCCC---GCCGCCACC---------------------- 

Mmd-BPTF-chr11_106993587 367 GGCAGGCCGCCCAAGCAGCCCGCGGCTCCTGCTGCGGAGCGCTGCGCCCCGGCCCCGCCGCCGCCGCCGCCGCCGCCACCACCGCCGCCG 

 

 

Hs-cl8-chr17_41018850    783 -----------GCCGCTGC---CCACGTCCGGACCCATCCGGGG-TTCCGCTCGCGGCAACGCGGTAGC---AGCCCGGGCAGGT-GGGT 

Hs-Cl8-chr17_60346572    784 -----------GCCGCCGC---CCACGTCCGGACCCATCCGGGG-TTCCGCTCGCGGCACCGCGGCAGC---AGCCGGGGCAGGT-GGGC 

Hs-Cl8d-chr17_27358034   784 -----------GCCGCC------CACGTCCGGACCCATCGGGGG-CTCCCCTCGCCGATACGCGGTAGT---AGCCGGGGCAGGT-GGGC 

Rh-BPTF-chr16_63178089   546 -----------GCCGCCGCCGCCCACGTCCGGACCCATCGGGGGGCTCCGCTCGCGGCATCGCGGCAGC---AGCCGGGGCAGGTCGGGC 

Rh-cl8-chr16_55713143    770 -----------GCT--------CCACGTCCGGACCCATCCGGAGGCTCCGCTCGCCGCTACGCGGTAGC---AGCCGGGGCAGGT-GGGC 

Rh-cl8-chr16_56920478    767 -----------GCCGCC------CAGGTCCGGACCCATCCGGGGGCTCCGCTCGCGGCAACGCGGTAGC---AACCGGGGCAGGT-GGGT 

Hs-BPTF-chr17_63712736   763 ------CCGCCGCCGCCGCCGCCCAAGTCCGGACCCATCGGGGGGCTCAGCTCGCGGCACCGCGAGCAGCAGGGGCAGGTGGGCCGCCGC 

Rh-cl8-chr16_63487294        ------------------------------------------------------------------------------------------ 

Rh-cl8-chr16_57019052    737 -----------GCCGCCGCCGTCCATGTCCGGACGC----GGGGACTCAGCTCGCGGCAACGCGTTAGC---AGCCGGGCCAGGCTGAGG 

Hs-cl8_chr17_63251532    850 -----------GCCGCCGCCGCCCACGTCCGGACCCATCGGGGGGCTCCGCTCGCGGCACCGCGGCAGC---AGCCGGGGCAGGT-GGGC 

Mmd-BPTF-chr11_106993587 457 CCACCGCCGCCGCCGCCGCCGCCCGCCTCCGGACCCATAGGGGGGCTGCGCTCGCGGCACCGCGGCAGC---AGTCGGGGCAGGT-GGGC 

 

 

Hs-cl8-chr17_41018850    854 CGCCGCC-AGGCTGAGGTGGCGCCCAAGACGCGCCTGAGCTCGCCCAGG-ATGGGCAGCAGTAGCCGGAGAAAGCCGCCGCCGCCG---- 

Hs-Cl8-chr17_60346572    855 CGCCGCCCAGGCTGAGGTGGCGCCCAAGACGCGGCTGAGCTCGCCCAGG-GGGGGCAGCAGTAGCCGGAGAAAGCCGCCGCCGCCGC--C 

Hs-Cl8d-chr17_27358034   852 AGCCGCC-AGGCTGAGGTGGCGCCCAAGACGCGGCTGAGCTCGCCCAGG-GTGGGCAGCAGTAGCCGGAGGAAGCCACCGCCGCCGGC-C 

Rh-BPTF-chr16_63178089   622 CGCCGCCCAGGCTGAGGTGGCGCCCAAGACGCGGCTGAGCTCGCCCAGG-GGGGGCAGCAGTAGCCGGAGGAAGCCGCCGCCGCCG---C 

Rh-cl8-chr16_55713143    837 AGCCGCC-AGGCTGAGGTGGTGCCCAAGACGCGGCTGAGCTCGCCCAGG-GTGGGCAGCAGTAGCCGGAGAAAGTCGCCGCCGCCGGG-C 

Rh-cl8-chr16_56920478    836 CGCCGCC-AGGTTGAAGTGGCGCCCAAGATGCGGCTGATCTCGCCCAGG-GTGGGCTGCAGTAGCCAAAGAAAGCCGCCGCTGCCGG--- 

Hs-BPTF-chr17_63712736   847 CGCCGCCTAGGTTGAGGCAGCCTCCAAGCCGTGGCTGAGCTCGCCCAGGGGGGAGCAGCAGTAGCCGGAGGAAGCCGCCGCTGGTCC--- 

Rh-cl8-chr16_63487294        ------------------------------------------------------------------------------------------ 

Rh-cl8-chr16_57019052    809 TGGCGCCCAAGACGCGACGTAGCTC--GCCCAGGGTAGGCAGCAGTAGCCAGAGGCAACCGCAGCCACCGGCAACCCCCA---GCAC--- 

Hs-cl8_chr17_63251532    925 CGCCGCCCAGGCTGAGGTGGCGCCCAAGACGCGGCTGAGCTCGCCCAGG-GGGGGCAGCAGTAGCCGGAGGAAGCCGCCGCCGCCGCCGC 

Mmd-BPTF-chr11_106993587 543 CGCCGCCCAGGCTGAGGTGGCGCCCAAGACCCGGTTGAGCTCGCCCAGG-GGGGGCGGCCGCAGGAAACAGCCGCCACCGCCACCGCCGG 

 

 

Hs-cl8-chr17_41018850    938 -GCCCCACCCCAGCACCAGCGCCCCGGCCGGGGGGAGGCGGGGGCA------------------ 

Hs-Cl8-chr17_60346572    942 AGCCCCACCCCAGCACCAGCGCCCCGGCCGGGGGGAGGCGG----------------------- 

Hs-Cl8d-chr17_27358034   939 CGCCCCGCGCCGGCACCAGCGCACGGGCCCGGCGGGGGCGCGGGGGC----------------- 

Rh-BPTF-chr16_63178089   708 CGGCCCCCCCCAGCACCAGCGCCCCGGGCCGGGGGGGGCGAGGAGGCGGGGGCGGCAGGACGGG 

Rh-cl8-chr16_55713143    924 C--CCGGCGCCAGCACCAGCGACCCGGGCGGGCGAGGG-GCGGGGGCGACGGCGAGGAGGCGG- 

Rh-cl8-chr16_56920478    921 ---CCCGGCCCAGCACCAGCGCCCGGGGCTGGCGAGGAGGCGG--------------------- 

Hs-BPTF-chr17_63712736   934 ---CCCAAGCACCAGCGCCCGGGTGGAAGGGGCGAGGAGGCGGGGGCGGCGGCG---------- 

Rh-cl8-chr16_63487294        ---------------------------------------------------------------- 

Rh-cl8-chr16_57019052    891 ---CAGCGGCCCGGGCCAGTGGGGGGCGGGGACGAGGAGGCGGGGGCAGCC------------- 

Hs-cl8_chr17_63251532   1014 CGGCCCCCCCCAGCACCAGCGCCCCGGGCCGGGGGGGGCG------------------------ 

Mmd-BPTF-chr11_106993587 632 CCTCCGGCAGCAGCGCCAGCGGCCCGGGCCGGGGGGGCCGAGGAGGCGGGGGCGGCAGGACGGG 

 

 

 







Figure S10


	Figure_S1
	Figure_S2
	Figure_S3
	Figure_S4
	Figure_S5
	Figure_S6
	Figure_S7
	Figure_S8
	Figure_S9
	Figure_S10

