
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 

 

 

 


