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Suppl. Figure 1 Connexin sequences from chicken (Gallus gallus, Gg). The sequences are 
found in the Ensembl database or GenBank, and are updated as of July 1 2006. If the 
sequences previously have been named within the connexin nomenclature, this is normally 
the name that is used here (see Suppl. Table 2). The Ensembl gene identification is given in 
abbreviated form. E.g., for Gallus gallus Cx31 (GgCx31) the abbreviated form Gg17136 
should be read as ENSGALG00000017136. If the sequence only is found in GenBank, the 
accession number is given. Other information is given in short form where needed. If our 
interpretation of the most likely connexin sequence differs from the predictions found in 
Ensembl (or GenBank), the database sequence is given first, and immediately followed by our 
suggested sequence, which is the one used in our analyses. The conserved domains are 
marked in yellow (umodified sequence) or green (modified sequence). Alternating black/blue 
sequences are exon predictions copied from Ensembl. Other colors are explained for each of 
the relevant sequences. 
 
 
>GgCx31 Gg17136 Ensembl prediction in 3 exons (black/blue/black letters). Removal of 96 nt at 
the 5’ end (marked gray) to reach initiation codon consistent with other connexins. Addition 
of 18 nt at 3’ end to reach stop codon (marked blue). Modelled according to NM_204931 (there 
called Cx30). 
GTGATGGGGAATTGTCTGTGTCTAGCTCTGCCACTAAGGACAAGGTATCCTTTAGACTTC 
CTAAGGCAGGCTGTGCAGGCCTCCTCATACAAGACAATGGATTGGGGAGCTCTGCAGACC 
ATCTTAGGAGGTGTAAATAAACACTCCACCAGCATTGGGAAGATATGGCTCACAGTCCTG 
TTCATCTTCCGTATCATGATCCTGGTTGTGGCTGCAGAGAGAGTCTGGGGAGATGAACAA 
GATGACTTTATCTGCAACACTTTGCAACCTGGTTGCAAAAATGTTTGCTATGATCACTTT 
TTCCCCATCTCTCACATCAGACTCTGGGCCCTGCAGCTGATCTTCGTCTCTACCCCTGCG 
CTGCTGGTGGCCATGCACGTGGCTTACAGGAGACACGAGAAGAAAAGGCAGTTCAGAAAG 
GGAGACCAGAAATGCGAGTATAAGGACATTGAAGAAATCAGAACCCAGAGGTTTCGTATT 
GAGGGCACCCTGTGGTGGACGTACACTTGCAGCATCTTCTTCAGATTGGTCTTTGAAGCA 
GTCTTCATGTATGCATTTTATTTCATGTATGATGGGTTCCGAATGCCTCGCTTAATGAAA 
TGTAGTGCTTGGCCCTGCCCCAACACAGTAGACTGCTTTGTTTCTCGACCTACTGAAAAG 
ACAGTGTTCACTATTTTCATGATTGCTGTGTCCAGCATTTGCATTCTTTTAAATGTGGCT 
GAATTATGTTATTTACTGACAAAATTTTTTCTCAGAAGGTCTAGAAAAGCTGGAAATCAG 
AAACACCACCCCAACCATGAGAATAAAGAAGAAACCAAACAAAATGAAATGAACGAGTTA 
ATATCTGATAGCTGTCAGAACACAGTTATA 
>GgCx31 Gg17136 Our suggested modification according to NM_204931 
ATGGATTGGGGAGCTCTGCAGACCATCTTAGGAGGTGTAAATAAACACTCCACCAGCATT 
GGGAAGATATGGCTCACAGTCCTGTTCATCTTCCGTATCATGATCCTGGTTGTGGCTGCA 
GAGAGAGTCTGGGGAGATGAACAAGATGACTTTATCTGCAACACTTTGCAACCTGGTTGC 
AAAAATGTTTGCTATGATCACTTTTTCCCCATCTCTCACATCAGACTCTGGGCCCTGCAG 
CTGATCTTCGTCTCTACCCCTGCGCTGCTGGTGGCCATGCACGTGGCTTACAGGAGACAC 
GAGAAGAAAAGGCAGTTCAGAAAGGGAGACCAGAAATGCGAGTATAAGGACATTGAAGAA 
ATCAGAACCCAGAGGTTTCGTATTGAGGGCACCCTGTGGTGGACGTACACTTGCAGCATC 
TTCTTCAGATTGGTCTTTGAAGCAGTCTTCATGTATGCATTTTATTTCATGTATGATGGG 
TTCCGAATGCCTCGCTTAATGAAATGTAGTGCTTGGCCCTGCCCCAACACAGTAGACTGC 
TTTGTTTCTCGACCTACTGAAAAGACAGTGTTCACTATTTTCATGATTGCTGTGTCCAGC 
ATTTGCATTCTTTTAAATGTGGCTGAATTATGTTATTTACTGACAAAATTTTTTCTCAGA 
AGGTCTAGAAAAGCTGGAAATCAGAAACACCACCCCAACCATGAGAATAAAGAAGAAACC 
AAACAAAATGAAATGAACGAGTTAATATCTGATAGCTGTCAGAACACAGTTATAGGATTC 
ACAAGTAGCTAA 
 
>GgCx31sim XM_425641 When comparing the XM sequence with the genomic sequence in Ensembl, it 
is evident that the XM sequence predicts an intron (4 first nt of exon 2 marked in dark green 
/white letters). By extending exon 1 with 4 nt into the predicted intron (marked in blue), a 
stop codon is apparent.  
ATGGATTGGGGAACTCTGCAGGCTGTTTTGGGAGGTGTAAATAAACACTCCACCAGCATT 
GGGAAGATATGGCTCACAGTCCTGTTCATCTTCCGTATCATGATCCTGGTTGTGGCTGCG 
GAGAGAGTCTGGGGAGATGAACAGCAAGATTTTGTCTGCAATACGCTTCAACCTGGGTGT 
AGAAATGTTTGCTATGATCACTTTTTCCCCATCTCTCACATCAGACTCTGGGCCCTGCAG 
CTGATCTTCGTCTCTACCCCTGCACTGCTGGTGGCCATGCACGTGGCTTACACCAGGCAC 
GAGAGGAAAAGGCGATTTAGAAGTGGTGATAAAATTAATATTGAAGAGCTGAAAAATGAA 
AAGATCCACATTCGAGGTCCCCTGTGGTGGACGTATACCTGCAGCATCTTCTTCAGGATC 
GTCTTTGAAGCAGTCTTCATGTACGTGTTCTACTACATGTACGACGGGTACCAGATGCCT 
CGTCTGGTGAAGTGTGATGCGTGGCCCTGCCCCAATGTCGTGGATTGTTTCGTGTCTCGG 
CCTACTGAGAAAACCACGTTTACTATTTTTATGCTTGCTGTATCTGGGATCTGCATGATG 
TTGAATCTGGCTGAGTTGTGTTACTTAGTGATAAAAGTTTGCCTGAAAGATTCTGGGAAA 
ACAACAGTTTTAAAAAACCGAGGAAGGAAGAAGAGACTTCAGTTCTTCTTGCTTGACCCG 
CTGCCCCCTGGCAGTCGCCTGTCTCAGCATTTAAATATCTCTAGTGCCATCTTCCGTAGC 
ACAGCGGCATGTCAAGCGAAGTTCTTACCGTTCCCGTACCACGCAGGGCCGTTGCCCCAA 
CGCACTGAACTGACAGCAGTCCTTTACTCGGGGCATTCTGCCTCTCTGCTTCTGAGTCTT 
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CTGCAGCCATCTCAGAGATTTGTTGACAGTCCAAAACTGTTCTTCCCTTCTAGAAGGGAA 
TTCTTGGAAAGGAATTTATTAGTGGATAGACGTAGTCCTGATGTGGGCACCCACAGCATC 
AGATTATTCCTATTTGAAGATATATTGAATTCTATCTTAAAAACCTTCTGTGTCAAACCC 
AACCTCCTCCGGCCGCTGCGCGCGGGTACGCGGGGCCGCCACTGGGCGGCGCTGCTCCGC 
CCCGCCAGGGCCGGGTGCCCGGCGCCCGCCAAAGAGCCGTGCCGGGGGCGCGCCGTGGGC 
AGCCGCCGGCCTGAGGGGAGCCGGGCTGCCGGCAGGGAGCGGCCGCCCCGCCGGGCACCC 
GCAGCCTCCTCCGCCTCCCGAGCGAAGCTTTGCGGGCTTGTTTTCCCCAGAGTTAAACGA 
GCTATGAGTGAACGGTGTCCGGACTCACCCGAACGAGCTGAGCTTTTGCTACTGCCGATA 
GCACTGCTCCCGCAACGCGTAAGTAGAGCGCCGCGGGCGGGTGCCCGCTCTGGGGGACGG 
AGCGGCGACCTCAGCCCCTCAGCCGTGCCCCGTGCTCAGGGGGGCATCGCGGGCCGGGGT 
CGGTCCCTGCGCTCACCGGCGGGACGGAGTCTGGCACGGCGAGAAGCGCCCAGACCTCCC 
CCAGCACCTCGGGAGTGCAGCGGAGGGACGCACCGGGTGCTCCGGGATGGTCACGGCTGC 
TGCCCGCCCCACTGTGCACGTGTAGGGGATGGCATTCCTTCCCTAAGGGGTGCCACTCAC 
ATTTGA 
>GgCx31sim XM_425641 Our suggested modification 
ATGGATTGGGGAACTCTGCAGGCTGTTTTGGGAGGTGTAAATAAACACTCCACCAGCATT 
GGGAAGATATGGCTCACAGTCCTGTTCATCTTCCGTATCATGATCCTGGTTGTGGCTGCG 
GAGAGAGTCTGGGGAGATGAACAGCAAGATTTTGTCTGCAATACGCTTCAACCTGGGTGT 
AGAAATGTTTGCTATGATCACTTTTTCCCCATCTCTCACATCAGACTCTGGGCCCTGCAG 
CTGATCTTCGTCTCTACCCCTGCACTGCTGGTGGCCATGCACGTGGCTTACACCAGGCAC 
GAGAGGAAAAGGCGATTTAGAAGTGGTGATAAAATTAATATTGAAGAGCTGAAAAATGAA 
AAGATCCACATTCGAGGTCCCCTGTGGTGGACGTATACCTGCAGCATCTTCTTCAGGATC 
GTCTTTGAAGCAGTCTTCATGTACGTGTTCTACTACATGTACGACGGGTACCAGATGCCT 
CGTCTGGTGAAGTGTGATGCGTGGCCCTGCCCCAATGTCGTGGATTGTTTCGTGTCTCGG 
CCTACTGAGAAAACCACGTTTACTATTTTTATGCTTGCTGTATCTGGGATCTGCATGATG 
TTGAATCTGGCTGAGTTGTGTTACTTAGTGATAAAAGTTTGCCTGAAAGATTCTGGGAAA 
ACAACAGTTTTAAAGTAA 
 
>GgCx31.1sim XM_425784 When comparing the XM sequence with the genomic sequence in Ensembl, it 
is evident that the XM sequence predicts an intron (4 first nt of exon 2 marked in dark 
green/white letters). By extending exon 1 by 154 nt into the predicted intron (marked in 
blue), a stop codon is apparent. 
ATGAACTGGTCGGTGTTTGAGGGGCTGCTCAGTGGGGTCAACAGATACTCCACAGCCTTC 
GGCCGCATCTGGCTCTCCCTCGTCTTCATCTTCCGCCTTCTGGTCTACGTGGTGGCAGCC 
GAGCGCGTCTGGAGCGACGACCACAAAGACTTCGACTGCAACACGCGGCAGCCAGGCTGC 
ACCAACGTCTGTTATGACCACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCTCTGCAG 
CTCATCCTGGTCACCTGTCCCTCCCTGCTGGTCATCATGCACGTGGCTTACCGCCAAGCC 
AAGGCGCTGCAGCACCGCGCCGAGAGGGGGGACAGCTACCGCTCCCGCTTCCCCAACCCC 
GGCAAGAAGCGAGGCGGGCTGTGGTGGACGTACCTGTTCAGCCTCATCGTCAAGGCTGGC 
GTGGACATGGTTTTCCTCTACATCTTCTACCACATCTACAGGAACTACACCCTGCCCCGC 
TTGGTGAAGTGCCAGCTGCCCCCCTGCCCCAACATCGTGGACTGCTTCATCTCCCGGCCC 
ACTGAGAAGACTATATTCACCCTCTTCATGGTGGTCACCACCTGCATCTGCATCGTGCTC 
AGCCTGGTAGAGGCCGCCTACCTGATTGGCAAGCGGTGTCGGGAGCGCCTGCAGGCCGGC 
ACTGGGGAGAGCCACTGCCACAGCCATGACTGTGCCGAGTCTGCAAGCACAGGGGGACAG 
GTGTTCCATGGGGTGGGATGGGACCGTCCCACGACCCCATCTTGGGAGCCCTGGGGTGGC 
CCAACCATGGAGACGGGACTCGGCCTCTCCTCTCCTCAAGGCAAGGAGGTTCGCATCGTT 
CTGGTGGATTTGGGAGGGGCACGAAGGGCTGTGCTGCCCCTGGAAAGGCACAGAGCAGCT 
CTGGAGCCGGTTGTGAGCGATGCTGCTCTTGGTACAGCAGCCACAGCCACGAAGCAAAAG 
GGTGAGGAGCCTGCTGTGGGCTGGAGAAAAACACCCGAGCAAAGCAGCCAAATAAAGGAG 
AGGAAAAACACCCCAGCCATTGATTAA 
>GgCx31.1sim XM_425784 Our suggested modification  
ATGAACTGGTCGGTGTTTGAGGGGCTGCTCAGTGGGGTCAACAGATACTCCACAGCCTTC 
GGCCGCATCTGGCTCTCCCTCGTCTTCATCTTCCGCCTTCTGGTCTACGTGGTGGCAGCC 
GAGCGCGTCTGGAGCGACGACCACAAAGACTTCGACTGCAACACGCGGCAGCCAGGCTGC 
ACCAACGTCTGTTATGACCACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCTCTGCAG 
CTCATCCTGGTCACCTGTCCCTCCCTGCTGGTCATCATGCACGTGGCTTACCGCCAAGCC 
AAGGCGCTGCAGCACCGCGCCGAGAGGGGGGACAGCTACCGCTCCCGCTTCCCCAACCCC 
GGCAAGAAGCGAGGCGGGCTGTGGTGGACGTACCTGTTCAGCCTCATCGTCAAGGCTGGC 
GTGGACATGGTTTTCCTCTACATCTTCTACCACATCTACAGGAACTACACCCTGCCCCGC 
TTGGTGAAGTGCCAGCTGCCCCCCTGCCCCAACATCGTGGACTGCTTCATCTCCCGGCCC 
ACTGAGAAGACTATATTCACCCTCTTCATGGTGGTCACCACCTGCATCTGCATCGTGCTC 
AGCCTGGTAGAGGCCGCCTACCTGATTGGCAAGCGGTGTCGGGAGCGCCTGCAGGCCGGC 
ACTGGGGAGAGCCACTGCCACAGCCATGACTGTGCCGAGTCTGCAAGCACAGGGGGACAG 
GTGTTCCATGGGGTGGGGTACAAAGCCCCCACAGCCTCCATCCCCAGTGCCTCCATCCCT 
ACAACCTCCATCCCCACTGCCTCCATCCCTACAACCTCCATCCCCACCGCCTCCATCCCT 
ACAACCTCCATCCCCACCACACTGCCCGAGCAGGAGAAGACTCCTTCCTAG 
 
>GgCx32 Gg05541 Ensembl prediction. Runs into Ns at the 5'-end. NM_204371 contains the full-
length sequence. The 156 5'-end nt are taken from the NM sequence (marked in green). 
TGCAACACGCAGCAGCCGGGCTGCAACAGCGTCTGCTACGACCACTTCTTCCCCATCTCT 
CACATCCGCCTGTGGGCCCTGCAGCTCATCCTGGTCACCACGCCGGCCCTGCTCGTGGCC 
ATGCACGTGGCCTACCAGCAGCACCAGGAGAAGAAGCTGCTGGTGATGACGGGCCACGGG 
GACGCCAAGCACCTGGAGGAGGTGAAGAAGCACAAGATGCGCATCGCGGGATCGCTGTGG 
TGGACGTACGTCTGCAGCGTGGTCTTCCGGCTGATCTTCGAGGCCGTCTTCATGTACCTC 
TTCTACATGATCTACCCCGGCTACCAGATGGTGCGGCTGGTCAAGTGCGAGGCCTACCCC 
TGCCCCAACACCGTCGACTGCTTCGTCTCGCGGCCCACCGAGAAGACCATCTTCACCGTC 
TTCATGCTGGTCACCTCCAGCGTCTGCATCGTGCTCAACATGGCCGAGTTGGTCTACCTG 
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GTGGTGCGGGCCTGCACGCGCCACAGCCACCACAACTCCAACCCTTCCTCGGGGAAAGGC 
TCCTTCTACGGCCACAAGATCTCCTCTGAGTACAAGCAGAACGAGATCAACCAGCTGCTG 
AGCGAGCAGGACGGATCCCTCAAGGACATGCTGCGCCGCAACCCCGGCCTGCAGGAGAAG 
GGCGACCGCTGCTCCGCCTGCTGA 
>GgCx32 Gg05541 Modified according to NM_204371 
ATGAACTGGGCCGGCCTCTACGCGGTGCTGAGCGGGGTGAACCGCCACTCCACCGCCATC 
GGGCGCATCTGGCTCTCCGTCATCTTCATCTTCAGGATCATGGTGCTGGTGGTGGCGGCC 
GAGAGCGTCTGGGGGGACGAGAAGTCCGCCTTCACCTGCAACACGCAGCAGCCGGGCTGC 
AACAGCGTCTGCTACGACCACTTCTTCCCCATCTCTCACATCCGCCTGTGGGCCCTGCAG 
CTCATCCTGGTCACCACGCCGGCCCTGCTCGTGGCCATGCACGTGGCCTACCAGCAGCAC 
CAGGAGAAGAAGCTGCTGGTGATGACGGGCCACGGGGACGCCAAGCACCTGGAGGAGGTG 
AAGAAGCACAAGATGCGCATCGCGGGATCGCTGTGGTGGACGTACGTCTGCAGCGTGGTC 
TTCCGGCTGATCTTCGAGGCCGTCTTCATGTACCTCTTCTACATGATCTACCCCGGCTAC 
CAGATGGTGCGGCTGGTCAAGTGCGAGGCCTACCCCTGCCCCAACACCGTCGACTGCTTC 
GTCTCGCGGCCCACCGAGAAGACCATCTTCACCGTCTTCATGCTGGTCACCTCCAGCGTC 
TGCATCGTGCTCAACATGGCCGAGTTGGTCTACCTGGTGGTGCGGGCCTGCACGCGCCAC 
AGCCACCACAACTCCAACCCTTCCTCGGGGAAAGGCTCCTTCTACGGCCACAAGATCTCC 
TCTGAGTACAAGCAGAACGAGATCAACCAGCTGCTGAGCGAGCAGGACGGATCCCTCAAG 
GACATGCTGCGCCGCAACCCCGGCCTGCAGGAGAAGGGCGACCGCTGCTCCGCCTGCTGA 
 
>GgCx36 Gg09845 Ensembl prediction. No modification 
ATGGGGGAATGGACTATTCTAGAGAGGCTACTGGAAGCTGCCGTGCAGCAGCACTCTACT 
ATGATAGGGAGGATCCTGCTGACCGTGGTGGTGATCTTCAGGATCCTCATTGTGGCCATT 
GTAGGGGAGACGGTGTACGATGACGAGCAAACTATGTTTGTCTGTAATACGCTGCAGCCA 
GGCTGCAATCAGGCTTGTTACGACCAAGCTTTCCCTATTTCTCACATAAGGTACTGGGTG 
TTCCAGATCATCATGGTGTGCACTCCCAGCCTGTGCTTCATAACGTACTCTGTTCACCAG 
TCTGCTAAGCAGAGGGAACGGAGGTACTCCACTGTCTTCCTCACCTTGGAGAGAGACCAG 
GATTCAATGAAGCGTGAGGACAGTAAGAAAATCAAGAACACGATTGTCAATGGGGTGCTG 
CAGAACACTGAGAACTCCACCAAAGAGGCAGAACCAGACTGCTTAGAAGTGAAGGAGATC 
CCCAATCCTGCGATCAGAACTACAAAATCAAAGATGAGGAGGCAAGAAGGCATTTCTCGA 
TTTTATATCATCCAAGTGGTCTTTCGAAATGCCCTAGAGATTGGATTCTTAGTCGGGCAG 
TATTTTCTGTATGGATTCAATGTCCCTTCCATGTACGAATGTGACAGATACCCTTGCATT 
AAAGAAGTAGAGTGCTATGTCTCTAGACCCACTGAGAAGACTGTGTTCTTGGTGTTCATG 
TTTGCTGTCAGTGGCATTTGTGTGGTGCTCAATTTGGCAGAACTGAACCACTTGGGCTGG 
AGAAAGATCAAAATGGCAGTGAGAGGAGTACAGGCAAAAAGGAAATCCATATACGAAATC 
AGAAATAAGGACCTGCCAAGAATGAGCATGCCTAACTTTGGCAGGACTCAGTCAAGTGAC 
TCAGCTTATGTGTGA 
 
>GgCx39 Gg02532 Ensembl prediction in 2 exons (black/blue letters). Modified according to 
MN_206984. The 16 nucleotide intron regarded as a part of the reading  frame (marked blue). 
154 nt added at the 3’-end to reach stop codon (marked blue). 
ATGGGCGACTGGGGATTCCTGGACCATAAGCTGGACCAAGTCCAGGAGCACTCCACCGTG 
ATCGGGAAGATCTGGCTCACCGTCCTCTTCATCTTCCGTATCCTCATCCTGGGCTTGGCT 
GGTGAGTCCGTGTGGGGGGACGAGCAGTCGGACTTCGTGTGCAACACCAAGCAGCCGGGC 
TGCACCAATGTCTGCTATGACAAAGCCTTCCCCATCTCCCACATCCGCTACTGGGTGCTG 
CAGTTCCTCTTTGTCAGCACCCCGACCCTCATTTACCTGGGCCACGTTGTCTATCTCTCG 
CGGAAAGAGGAGAAGCTGAAACAGCAGGAGAATGAGCTCCGGGCTATTCACAGCAAGGAC 
CCAAAGATTGAGCAAGCATTGGCAGCTGTAGAAAAGAAGATGTCCAAGATCTACGTGACA 
GAAGATGGGCGGCTCAAGATCCGAGGGGCACTGATGTGGACGTACGTCATCAGTGTGATC 
TGCAAGAGCATCTTTGAGGCAGGCTTCCTCGTTGGCCAGTGGTACCTGTATGGCTTCTCC 
ATGGTGCCCCGCTACGTGTGCAGGAGGGACCCCTGCCCGCACCAGGTGGACTGCTTCATC 
TCCCGCCCCACCGAGAAGACCATCTTCATCATCTTCATGATGGTGATGGGCCTCATTTCC 
TTAATCCTCAACCTCCTGGAGCTCTTCCACCTCTGCTGCACATCAAGAAGGTGCCGGTGC 
CGGTTGGCCCGAGCCAGAGTGCCTTTGCTGATGACATGGGCTCGGGTCCCTACCCAGCCA 
AGCATTACCCCTTCCTGCCCATGGCTGAGAGCCACACACCGCCCTACCAGGCTTACAACA 
AGCTCTCCAGCGAGCAGAACTGGGCCAACT 
>GgCx39 Gg02532 Ensembl prediction. No modification    
ATGGGCGACTGGGGATTCCTGGACCATAAGCTGGACCAAGTCCAGGAGCACTCCACCGTG 
ATCGGGAAGATCTGGCTCACCGTCCTCTTCATCTTCCGTATCCTCATCCTGGGCTTGGCT 
GGTGAGTCCGTGTGGGGGGACGAGCAGTCGGACTTCGTGTGCAACACCAAGCAGCCGGGC 
TGCACCAATGTCTGCTATGACAAAGCCTTCCCCATCTCCCACATCCGCTACTGGGTGCTG 
CAGTTCCTCTTTGTCAGCACCCCGACCCTCATTTACCTGGGCCACGTTGTCTATCTCTCG 
CGGAAAGAGGAGAAGCTGAAACAGCAGGAGAATGAGCTCCGGGCTATTCACAGCAAGGAC 
CCAAAGATTGAGCAAGCATTGGCAGCTGTAGAAAAGAAGATGTCCAAGATCTACGTGACA 
GAAGATGGGCGGCTCAAGATCCGAGGGGCACTGATGTGGACGTACGTCATCAGTGTGATC 
TGCAAGAGCATCTTTGAGGCAGGCTTCCTCGTTGGCCAGTGGTACCTGTATGGCTTCTCC 
ATGGTGCCCCGCTACGTGTGCAGGAGGGACCCCTGCCCGCACCAGGTGGACTGCTTCATC 
TCCCGCCCCACCGAGAAGACCATCTTCATCATCTTCATGATGGTGATGGGCCTCATTTCC 
TTAATCCTCAACCTCCTGGAGCTCTTCCACCTCTGCTGCAAGAGCCTGCTCAGCAGCATC 
AAGAAGGTGCCGGTGCCGGTTGGCCCGAGCCAGAGTGCCTTTGCTGATGACATGGGCTCG 
GGTCCCTACCCAGCCAAGCATTACCCCTTCCTGCCCATGGCTGAGAGCCACACACCGCCC 
TACCAGGCTTACAACAAGCTCTCCAGCGAGCAGAACTGGGCCAACTTCCGCAACGAGGAG 
AACCTGGCACTGGGCAGCGGCACCAGGCCCCTCTCGGACCCCTACGCCCCCAGGGCTCCA 
GATGCCCCCATCCCTGAGGAGAAGCAGTGCAGCCGGCCCAGCAGCTCAGCATCCAAGAAG 
CAGTATGTTTAG 
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>GgCx40.1 Gg07065 Ensembl prediction. Named according to XM_418567, which predicts intron 
starting approx at TM3/EC2. Ensembl prediction does not reach a stop codon. By extending the 
reading frame with 288 nt at the 3'-end (marked in blue), a stop codon is reached. 
ATGGAGCACTGGGACTCGCTGGGATTTTTGGTTGTCACTCTCAACTATAATGTGACAATT 
ATAGGAAAGATCTGGCTAATGCTGGTGGTTCTGCTGCGAATGGCAGTGGTGGTGTTAGCA 
GGCTATCCGCTCTATCAGGACGAACAGGAGCGCTTCGTCTGCAACACCCTGCAGCCTGGA 
TGCTCCAATGTTTGCTATGACTTGTTCTCTCCCATATCTCACTTCAGGTTCTGGCTCATT 
CACACTGTGTCTATCTTGCTACCTTACACTGCATTCAGCATTTATGTTTTGCACAAGGTA 
GCAACGCACATTGTAAGAAAGCACTGTTTGGTGTATGGATGCAGAGGGAATAAGGGTTTA 
TCAAGTCCCAGAGACCTGAAGGAACTCTGTAGGAGTGATCTTGTCAATAGATTGGATTGT 
GATGTGGACAGCCTAAGTGTCCTCAATTTTTCTGGGGCATATACTGTTCATCTATTTTTT 
AGGACACTGATTGAGGCTGCTTTTGCAGCTGCACAGTATTTCCTCTTTGGATTTTTTGTT 
CCCGAGCGCTTTTCCTGCTACCATTCACCTTGTACAAGCACAGTTGATTGCTACATCTCC 
CGGCCCACTGAGAAATCCATCATGATGGTTTTCATCTGGAGTGTCACCAGTCTGTCCTTT 
CTGCTCAGCCTTGCTGACCTTGTCTGTGCTCTCCGGCAAATGACAGCAAGAAGCCAGAGG 
AACAAGCAGCTGGCCAACCCCCACAGAGAGAATGAGGGCCTTTTAAATAATCCCCCAGCA 
CAGTCTGGTAGCTCTTCCCCACCCCAAACTCAAGACTGCCCAGCATTGAATGGCAGCCAG 
ACCAGTGACGGCTCCTGCTCACTTCTCTCTGAAGAGGAAGAGGAGGCTACTCTTCATCCT 
GAAGAGGTCTCTCAGCAAGCTGCCAGCACTAACCTTAACAGCAACAGCCATAAGCCTTGT 
GCG 
>GgCx40.1 Gg07065 Our suggested modification  
ATGGAGCACTGGGACTCGCTGGGATTTTTGGTTGTCACTCTCAACTATAATGTGACAATT 
ATAGGAAAGATCTGGCTAATGCTGGTGGTTCTGCTGCGAATGGCAGTGGTGGTGTTAGCA 
GGCTATCCGCTCTATCAGGACGAACAGGAGCGCTTCGTCTGCAACACCCTGCAGCCTGGA 
TGCTCCAATGTTTGCTATGACTTGTTCTCTCCCATATCTCACTTCAGGTTCTGGCTCATT 
CACACTGTGTCTATCTTGCTACCTTACACTGCATTCAGCATTTATGTTTTGCACAAGGTA 
GCAACGCACATTGTAAGAAAGCACTGTTTGGTGTATGGATGCAGAGGGAATAAGGGTTTA 
TCAAGTCCCAGAGACCTGAAGGAACTCTGTAGGAGTGATCTTGTCAATAGATTGGATTGT 
GATGTGGACAGCCTAAGTGTCCTCAATTTTTCTGGGGCATATACTGTTCATCTATTTTTT 
AGGACACTGATTGAGGCTGCTTTTGCAGCTGCACAGTATTTCCTCTTTGGATTTTTTGTT 
CCCGAGCGCTTTTCCTGCTACCATTCACCTTGTACAAGCACAGTTGATTGCTACATCTCC 
CGGCCCACTGAGAAATCCATCATGATGGTTTTCATCTGGAGTGTCACCAGTCTGTCCTTT 
CTGCTCAGCCTTGCTGACCTTGTCTGTGCTCTCCGGCAAATGACAGCAAGAAGCCAGAGG 
AACAAGCAGCTGGCCAACCCCCACAGAGAGAATGAGGGCCTTTTAAATAATCCCCCAGCA 
CAGTCTGGTAGCTCTTCCCCACCCCAAACTCAAGACTGCCCAGCATTGAATGGCAGCCAG 
ACCAGTGACGGCTCCTGCTCACTTCTCTCTGAAGAGGAAGAGGAGGCTACTCTTCATCCT 
GAAGAGGTCTCTCAGCAAGCTGCCAGCACTAACCTTAACAGCAACAGCCATAAGCCTTGT 
GCGTCAGGAGATCTTGCTGTTAAGCAAGATAGCATTGAAGAACCCCTGTGTGCTGATGAC 
CAGCAAGGAACTGCATGCCAGCAAGTGAGACCTGGGCTCCAGCAAAGCTTTGTTAAAGAT 
ACTGCCCTGACTTTGAGACCTCAGATCAAGTCTCACCTTGGAGGTTCTTCCTCTGTAGTT 
CACAGCAAGCTTTTAGGATACTACCCTTCAGCTGAGCTAAAAAATCCCGATGCACAATCA 
AATTATAGCAGTACTAGTTGCTTGAGATCGAAAAAGTCTGAATGGGTATAG 
 
>GgCx42 Gg15487 Ensembl prediction in 3 exons (black/blue/black letters). Modelled according 
to NM_205504. Predicted introns of 30 nt and 45 nt regarded as part of reading frame (marked 
in blue).  
ATGGGGGACTGGAGTTTCCTGGGAGAGTTCCTTGAGGAGGTCCACAAGCACTCCACAGTG 
GTGGGGAAGGTCTGGTTGACTGTGCTGTTCATCTTCCGGATGCTGGTGCTTGGTACAGCA 
GCTGAGTCCTCTTGGGGGGATGAGCAGTCCGATTTCATGTGTGACACCCAGCAGCCTGGC 
TGCGAAAACGTCTGCTACGACAAGGCCTTCCCCATTTCCCACGTCCGCTTTTGGGTCCTT 
CAGATCATCTTTGTCTCCACTCCATCCCTGGTGTATATGGGCCACGCGATGCATACGGTG 
CGCATGGAGGAGAAGAGGAAGATGAAGGAGGCAGAAAGAGAGGCCCAGGAGCAGAAGTGC 
CCCGTGGCAGAGAAGACTGAGTTGTCTTGCTGGGATGAGTCAGGAGGCAAAATTATACTC 
AGAGGCAGTCTGCTAAACACCTATGTCTACAGTATTTTGATTCGCACTGCCATGGAAATC 
GCCTTCATTGTGGGGCAATACATCTTGTATGGGATCTTCCTGGAGACCCTGTATATCTGC 
CAGCGGGCACCTTGCCCCCACCCTGTCAACTGCTACGTTTCCCGTCCCACAGAGAAGAAC 
GTGTTCATCATCTTCATGCTTGCTGTGGCTGTGCTCTCCCTGTTCCTCAGCCTGGCTGAG 
TTATACCACCTGGGCTGGAAGAAAGCCAAAGAGAGGTGCTCCCGTGCTTACAAGCCCAGC 
CCTAGCACAGCTCCTCGAAGGCTGGAGTCCGCCCCACAGGTAGAAAGGGCCCAGATGTAC 
ACTCCCCCACCAGATTTTAATCAGTGTTTGGCAAGTCCCAATGGGAAGTTCATCAGCCCC 
TTCAGCAACAAGATGGCCTCGCAGCAGAACACAGCCAACTTTGCCACTGAGAGGTCCAGC 
TACATGGAAAGCCCAGAGGTGGCCAGTGAATGTGCGGCACCCGCCCTCCCTGAGAGCTAC 
TTCAATGAGAAACGCCGCTTCAGCAAGGCCAGCCGGGCCAGCAGCAAGGCGAGGTCAGAC 
GATTTGTCGGTGTGA 
>GgCx42 Gg15487 Ensembl prediction.  
ATGGGGGACTGGAGTTTCCTGGGAGAGTTCCTTGAGGAGGTCCACAAGCACTCCACAGTG 
GTGGGGAAGGTCTGGTTGACTGTGCTGTTCATCTTCCGGATGCTGGTGCTTGGTACAGCA 
GCTGAGTCCTCTTGGGGGGATGAGCAGTCCGATTTCATGTGTGACACCCAGCAGCCTGGC 
TGCGAAAACGTCTGCTACGACAAGGCCTTCCCCATTTCCCACGTCCGCTTTTGGGTCCTT 
CAGATCATCTTTGTCTCCACTCCATCCCTGGTGTATATGGGCCACGCGATGCATACGGTG 
CGCATGGAGGAGAAGAGGAAGATGAAGGAGGCAGAAAGAGAGGCCCAGGAGATGAAAAAC 
AGTGGTGACACATACTATCAGCAGAAGTGCCCCGTGGCAGAGAAGACTGAGTTGTCTTGC 
TGGGATGAGTCAGGAGGCAAAATTATACTCAGAGGCAGTCTGCTAAACACCTATGTCTAC 
AGTATTTTGATTCGCACTGCCATGGAAATCGCCTTCATTGTGGGGCAATACATCTTGTAT 
GGGATCTTCCTGGAGACCCTGTATATCTGCCAGCGGGCACCTTGCCCCCACCCTGTCAAC 
TGCTACGTTTCCCGTCCCACAGAGAAGAACGTGTTCATCATCTTCATGCTTGCTGTGGCT 
GTGCTCTCCCTGTTCCTCAGCCTGGCTGAGTTATACCACCTGGGCTGGAAGAAAGCCAAA 
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GAGAGGTGCTCCCGTGCTTACAAGCCCAGCCCTAGCACAGCTCCTCGAAGGCTGGAGTCC 
GCCCCACAGGTAGAAAGGGCCCAGATGTACACTCCCCCACCAGATTTTAATCAGTGTTTG 
GCAAGTCCCAATGGGAAGTTCATCAGCCCCTTCAGCAACAAGATGGCCTCGCAGCAGAAC 
ACAGCCAACTTTGCCACTGAGAGGGTCCACAGCCAGGAGGATGCTGCCGGGGAAGGGCCC 
TTCATGAAGTCCAGCTACATGGAAAGCCCAGAGGTGGCCAGTGAATGTGCGGCACCCGCC 
CTCCCTGAGAGCTACTTCAATGAGAAACGCCGCTTCAGCAAGGCCAGCCGGGCCAGCAGC 
AAGGCGAGGTCAGACGATTTGTCGGTGTGA 
 
>GgCx43 Gg14873 Ensembl prediction. No modification 
ATGGGTGATTGGAGTGCCCTGGGAAAACTTCTTGACAAGGTTCAAGCTTATTCTACTGCA 
GGAGGAAAAGTGTGGCTGTCTGTCCTCTTTATTTTCCGAATCCTGCTATTGGGGACAGCA 
GTCGAGTCTGCTTGGGGAGATGAACAGTCTGCTTTTCGGTGCAATACTCAACAGCCTGGT 
TGTGAGAACGTCTGCTATGACAAGTCCTTCCCCATCTCCCACGTGCGTTTCTGGGTTCTG 
CAGATCATATTTGTGTCTGTACCAACCCTCTTGTACCTGGCGCACGTGTTCTACGTGATG 
AGGAAAGAAGAGAAGCTGAACAAAAGAGAGGAAGAGCTCAAGGTGGTCCAGAATGATGGT 
GTGAATGTGGATATGCACCTCAAACAAATAGAAATTAAGAAATTCAAGTATGGAATTGAA 
GAGCACGGCAAGGTAAAGATGCGTGGAGGACTGCTTCGTACTTACATCATCAGCATCCTG 
TTTAAGTCTGTCTTCGAGGTGGCTTTCCTGCTGATACAGTGGTACATTTATGGGTTTAGC 
CTGAGTGCCATCTACACCTGTGAGCGAGACCCATGCCCTCACAGGGTGGACTGTTTCCTG 
TCCCGTCCAACTGAGAAAACCATTTTCATCGTCTTCATGCTGGTAGTGTCTTTGGTGTCT 
CTTGCCTTGAACATCATTGAGCTTTTCTACGTGTTCTTCAAGGGTGTCAAGGATCGTGTG 
AAAGGAAAAACCGACCCCTACTCCCACAGTGGCACGATGAGCCCTTCCAAGGACTGTGGT 
TCCCCCAAATATGCGTATTACAATGGCTGTTCCTCACCGACCGCCCCCTTGTCTCCCATG 
TCTCCCCCGGGGTACAAGCTTGTTACCGGAGACAGGAACAATTCCTCCTGTCGTAACTAC 
AATAAGCAAGCCAGCGAGCAAAACTGGGCCAACTACAGTGCGGAGCAGAATAGGATGGGG 
CAGGCTGGCAGCACCATCTCCAACTCTCATGCCCAGCCCTTCGACTTCGCCGATGAGCAC 
CAGAACACGAAAAAACTGGCGTCGGGACACGAGCTGCAACCCCTCACCATTGTGGACCAG 
AGGCCTCCCAGCAGAGCCAGCAGCCGAGCCAGCAGCAGGCCTCGACCTGATGACCTGGAG 
ATCTAA 
 
>GgCx45 Gg00997 Ensembl prediction. No modification 
ATGAGTTGGAGCTTTCTGACCCGTCTATTAGAGGAGATCCACAACCACTCCACCTTCGTT 
GGCAAAATCTGGCTGTCGGTGCTGATCGTCTTTCGGATCGTTCTGACTGCTGTGGGAGGC 
GAATCCATTTATTACGATGAGCAAAGCAAGTTTGTCTGCAACACAGAGCAGCCCGGCTGT 
GAGAACGTTTGTTACGACGCTTTTGCTCCTCTTTCTCACGTGAGATTTTGGGTGTTCCAG 
ATCATTCTCGTCGCCACTCCATCCGTCATGTATTTGGGCTACGCCATCCATAAGATTGCC 
CGCATGGTGGAGCACAGTGACGTTGACAGAAGGTTCAGAAGCAAAAGCTTTTCCACGCGC 
TGGAAACAGCACCGCGGCTTGGAGGAGGCCGAGGATGACCACGAGGAGGACCCGATGATG 
TACCCAGAGATAGAGCTGGAAAGCGAACGGGAGAACAAGGAGCAGCAGCCCCCCGCCAAG 
GCCAAGCACGACGGGCGGCGGCGGATCCGCGAGGACGGGCTGATGAGGATCTATGTGCTG 
CAGCTGCTGGTGAGGGCGACGTTCGAGGTCGGCTTTCTGATCGGTCAGTACCTCCTGTAT 
GGCTTTGAGGTCAGCCCCGTGTTTGTGTGCAGCAGGAAGCCCTGCCCCCATAAGATAGAT 
TGCTTCATTTCAAGGCCGACCGAAAAGACCATTTTCCTGCTCATAATGTACGGGGTGAGC 
TGTATGTGTTTGCTTTTGAATGTGTGGGAGATGCTCCATTTAGGGTTTGGCACGATCCGG 
GACACGTTGAACAACAAGAGGAAAGAGCTGGAGGACTCTGGTACCTACAACTACCCCTTT 
ACCTGGAACACACCCTCTGCCCCTCCTGGCTACAACATTGCGGTCAAACCCGATCAGATG 
CAATACACAGAACTGTCCAACGCCAAGATGGCCTACAAGCAGAACAAAGCCAACATCGCC 
CAGGAGCAGCAGTACGGCAGCAACGAGGAGAACATCCCCGCCGACCTGGAAAACCTGCAG 
AGGGAAATCAAAGTGGCTCAGGAACGCCTGGACATGGCCATCCAGGCGTACAACAACCAA 
AACAACCCCGGCAGCAGCTCCAGAGAGAAGAAGTCCAAGGCGGGCTCCAACAAAAGCAGC 
GCCAGCAGCAAATCGGGGGACGGGAAGAACTCTGTCTGGATTTAA 
 
>Gg05331 Ensembl prediction. No modification 
ATGACCAACATGAGCTGGAGCTTTCTCACCCGCCTGCTAGAAGAGATCCACAACCACTCC 
ACCTTCGTGGGGAAGGTCTGGCTCACTGTGCTCATCGTCTTCCGCATCGTCCTAACGGCG 
GTCGGTGGAGAATCCATCTATTCTGATGAGCAAAGCAAGTTCACTTGCAACACCAAGCAG 
CCCGGCTGCGACAACGTCTGTTACGATGCCTTCGCCCCGCTGTCACACGTTAGGTTTTGG 
GTCTTCCAGATCATCATGATATCCACGCCTTCAGTCATGTACCTGGGCTATGCCATCCAC 
CGGATCGCCCGGTCAGCGGAGGAGGAGAAGAAGTTCAAGGGCTTCAAGAAGAAGAAGCAG 
TTCGCTTTGAACTGGCAGGCGGTGCGCAACATGGAGGATGCGATGGAGGCGGATGAAGAG 
GAGCCCATGATCTCCGATGACGCAGCAGAAAATGAGAAAGCCAAAGCCAAGCCCAAGAGC 
AAAGAGCAGCAAAAGCACGATGGGAGGAGGCGAATCCAACAGGAAGGACTGATGAAAATC 
TACGTCTTCCAGCTGCTTACCAGAGCTTCATTTGAAGTTTGTTTTTTGATAGGGCAGTAT 
TTGCTCTATGGTTTTGAGGTAGAAGCTTATTTTGTCTGCAACAGACTGCCTTGTCCTCAC 
ACGGTGGACTGCTTTGTGTCCCGGCCAACAGAGAAGACAATCTTTCTGCTGGTGATGTAC 
GTGGTGAGCTGTCTGTGCTTGCTGCTGAACATGTGCGAGATGTTCCATCTGGGCTTCGGG 
ACCATCCGAGATGCCATCCGCAACCGGAAAATCAACAGCTTCAGGCAGCCCCCCTACAAC 
TACGCCTACCCTAAGAACATCTCCTGCCCCCCCGAGTACAACCTGGTGGTGAAATCAGAG 
AAGTCCACCAAGATCCCCAACAGCCTGATGGCTCACGAGCAGAACTTGGCTAACGTTGCT 
CAGGAGCAGCAGTGCACCAGCCCGGATGAGAACATCCCAGCAGACTTGTCCACCCTCCAC 
AAACACCTGCGAGTGGCCCAGGAGCAGCTGGACATAGCATTTCAGAGTTATGGCAGCAGC 
CAGGGCAATGCACAGCCCTCCCGGACCAGCAGCCCTGCCTCGGGTGGCACGGTGGTAGAG 
CAGAATAGGGCCAACACCGCCCAGGAGAAGCAAAGCGCTAAGCCCAAGGCGTCCTTGGAG 
AAAGGCAGCTCCAGCAGTAAGGATGGAAAGACTTCTGTGTGGATATAG 
 
>Gg11233 Ensembl prediction only includes first conserved domain. The sequence is extended by 
583 nt according the genomic sequence, but then runs into a row of Ns. However, a reasonable 
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second conserved domain (green) is included in the extended sequence. The 902 5' nt then 
correspond to the 5'-part of XM_422042 (Hypothetical protein MGC75965) 
ATGAGCTGGAGCTTCCTGACGCGGCTCCTGGAGGAGATCAACAACCACTCGACCTTCGTG 
GGCAAGATCTGGCTTAGCGTCCTCATCATCTTCAGGATCGTGCTGACGGCCGTGGGGGGC 
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTCTGCAACACGCAGCAGCCGGGCTGC 
GAGAACGTCTGCTACAACGCCTTCGCCCCGCTCTCCCACGTCCGCTTCTGGTTTTTCCAC 
ATCATCATGGTGGCCACCCCCTCGGTGCTCTACCTGGGCTTCGCCATGCACCGCATCGCC 
CGCATGCCCGAGTCCTCGCGGCGCCGGGCGCCGGCAGCTCAGCGC 
>Gg11233iv Our suggested modification  
ATGAGCTGGAGCTTCCTGACGCGGCTCCTGGAGGAGATCAACAACCACTCGACCTTCGTG 
GGCAAGATCTGGCTTAGCGTCCTCATCATCTTCAGGATCGTGCTGACGGCCGTGGGGGGC 
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTCTGCAACACGCAGCAGCCGGGCTGC 
GAGAACGTCTGCTACAACGCCTTCGCCCCGCTCTCCCACGTCCGCTTCTGGTTTTTCCAC 
ATCATCATGGTGGCCACCCCCTCGGTGCTCTACCTGGGCTTCGCCATGCACCGCATCGCC 
CGCATGCCCGAGTCCTCGCGGCGCCGGGCGCCGGCAGCTCAGCGCGGCCGCATGCCGGTG 
GTGCGGCGCGGAGCCGGGCGCGACTACGAGGAGGCGGAGGACGATAACGAAGAGGACCCC 
ATGATCTTCGAGGAGATCGAGGTGGAGAAGGAGAAGGGCGCCGAGGGCGGCGAGAAGCAC 
GACGGCCGGCGCCGCATCAAGCGGGACGGGCTGATGCGCGCCTACGTGCTGCAGCTGCTG 
TGCCGCATGCTGCTGGAGTCGGCCTTCCTCTTCGGGCAGTACCTGCTGTTCCGCTTTAAG 
GTCAGCCCCTCGTACGTGTGCAGCCACAGCCCCTGCCCGCACATGGTCGACTGCTTCGTC 
TCGCGCCCCACCGAGAAGACCATCTTCCTGCTCATCATGTACGCCGTCAGCGGGCTCTGC 
CTCTTCCTCAACATCTGCGAGCTCCTGCACCTGGGCGTGGGGCGCATCCGCGACGCGCTG 
AGCCAGCCCAACGGCCCACCCGCCGGAAGCCCCGCGCCGCACTACGCCAAGAAGCCCCCC 
AGCGCGCCGCCCACCTACCACTCCCTGAAGAAGGAGCCGCTGAAAGACCCGATGACCGAC 
GGCAAGATGGACTACAGGGAGAACCTGNNN 
 
>GgCx56 Gg17137 Ensembl prediction in 2 exons (black/blue letters). Predicted intron of 48 nt 
regarded as part of reading frame. Modified according to XM_425642. 
ATGGGTGACTGGAGCTTTCTGGGGAGGCTGCTAGAGAACGCGCAGGAGCACTCCACAGTT 
ATTGGCAAGGTTTGGCTGACAGTACTGTTTATCTTCAGGATACTGGTGCTGGGGGCCGCT 
GCTGAGGAAGTCTGGGGAGACGAGCAGTCAGACTTTACATGCAACACTCAGCAACCTGGT 
TGCGAAAATGTTTGCTATGACAAAGCCTTCCCCATTTCTCATATCCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACTCCAACCCTCATATACCTGGGCCACGTGCTGCACATTGTA 
CGCAGTGTCAAAGACAACAACTACCCAGGAGCAGCAACGTCTGGTGGTGGTAGTGGAGGT 
GGCAATAACTTCAAGGATCCTCCTATCAAAATGGGAAAGGAGAAGCTTCCGATCCGTGAT 
GAGCGTGGTAGAATCCGTATGGGAGGTGCTCTGCTCCGTACCTACATCTTCAACATCATT 
TTCAAGACACTGTTTGAGGTAGGCTTCATTGTGGGCCAGTACTTCCTTTATGGCTTTGAA 
CTAAAGCCAGTCTACCAGTGCAGCCGTCCACCTTGTCCACACACTGTGGACTGCTTCATC 
TCACGGCCCACTGAGAAGACAATCTTCATCATCTTCATGTTGGTGGTGGCCTCTGTCTCC 
CTGCTGCTGAACATGCTTGAGATATATCACTTGGGATGGAAGAAGCTTAAGCAGGGCATG 
ACAAGCCAGTACAGCCTTGAGATGCCTGTTACAACACTGACACCGGTCATGGTAACAGGG 
GAATCCAAACCAGTTTCCTTGCCACCGCCAGCACCACCTGTGGTGGTAACGACCACTGCA 
CCTGCTCCTGTTCTGCCTGACACGCGTGCTGTCACACCGCTGCTGGCTCCAGTGACCATG 
GCACCCTACTATGCTGCGGCTGCTCCTAGGACACGACCCCCTTCCAACACTGCCTCCATG 
GCAAGCTACCCTGTTGCTCCACCAGTTCCAGAGAACAGGCACCGTGCTGTCACCCCTACA 
CCCGTCTCCACTCCTGTCACCATCCCAACGCCCATCCCCACACCCACACCAGCCATCATC 
AACTACTTCAACAGCAAAAGCAATGCCCTGGCAGCCGAGCAGAACTGGGTCAACATGGCA 
GCTGAGCAGCAAGGCAAGGCACCCTCCAGCTCAGCAGGTTCCTCCACGCCTAGCAGTGTC 
CGGCATCCCCTTCCAGAGCAGGAAGAGCCCCTGGAGCAGCTTCTCCCACTCCCAGCTGGG 
CCGCCCATCACCACAACCAACAGTGGCAGCAGCACCAGCTTGAGCGGAGCAAGTGGCAGC 
AAATGGGATGTGGAAGGCGAGGAGGAGCTGGCAGAGGAACGGCCCATCTCAGCCACCTGC 
ACCACCGTGGAGATGCATGAGCCGCCGTTACTTGTAGACACACGGCGTTTGAGCAGGGCC 
AGTAAGTCGAGCAGCAGCAGAGCCAGGTCAGATGACTTGGCAGTGTAG 
>GgCx56 Gg17137  Modified according to XM_425642   
ATGGGTGACTGGAGCTTTCTGGGGAGGCTGCTAGAGAACGCGCAGGAGCACTCCACAGTT 
ATTGGCAAGGTTTGGCTGACAGTACTGTTTATCTTCAGGATACTGGTGCTGGGGGCCGCT 
GCTGAGGAAGTCTGGGGAGACGAGCAGTCAGACTTTACATGCAACACTCAGCAACCTGGT 
TGCGAAAATGTTTGCTATGACAAAGCCTTCCCCATTTCTCATATCCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACTCCAACCCTCATATACCTGGGCCACGTGCTGCACATTGTA 
CGCATGGAAGAGAAGAGGAAAGAAAAAGAGGAAGAGCTGAAAAAGAGGGGAAGTGTCAAA 
GACAACAACTACCCAGGAGCAGCAACGTCTGGTGGTGGTAGTGGAGGTGGCAATAACTTC 
AAGGATCCTCCTATCAAAATGGGAAAGGAGAAGCTTCCGATCCGTGATGAGCGTGGTAGA 
ATCCGTATGGGAGGTGCTCTGCTCCGTACCTACATCTTCAACATCATTTTCAAGACACTG 
TTTGAGGTAGGCTTCATTGTGGGCCAGTACTTCCTTTATGGCTTTGAACTAAAGCCAGTC 
TACCAGTGCAGCCGTCCACCTTGTCCACACACTGTGGACTGCTTCATCTCACGGCCCACT 
GAGAAGACAATCTTCATCATCTTCATGTTGGTGGTGGCCTCTGTCTCCCTGCTGCTGAAC 
ATGCTTGAGATATATCACTTGGGATGGAAGAAGCTTAAGCAGGGCATGACAAGCCAGTAC 
AGCCTTGAGATGCCTGTTACAACACTGACACCGGTCATGGTAACAGGGGAATCCAAACCA 
GTTTCCTTGCCACCGCCAGCACCACCTGTGGTGGTAACGACCACTGCACCTGCTCCTGTT 
CTGCCTGACACGCGTGCTGTCACACCGCTGCTGGCTCCAGTGACCATGGCACCCTACTAT 
GCTGCGGCTGCTCCTAGGACACGACCCCCTTCCAACACTGCCTCCATGGCAAGCTACCCT 
GTTGCTCCACCAGTTCCAGAGAACAGGCACCGTGCTGTCACCCCTACACCCGTCTCCACT 
CCTGTCACCATCCCAACGCCCATCCCCACACCCACACCAGCCATCATCAACTACTTCAAC 
AGCAAAAGCAATGCCCTGGCAGCCGAGCAGAACTGGGTCAACATGGCAGCTGAGCAGCAA 
GGCAAGGCACCCTCCAGCTCAGCAGGTTCCTCCACGCCTAGCAGTGTCCGGCATCCCCTT 
CCAGAGCAGGAAGAGCCCCTGGAGCAGCTTCTCCCACTCCCAGCTGGGCCGCCCATCACC 
ACAACCAACAGTGGCAGCAGCACCAGCTTGAGCGGAGCAAGTGGCAGCAAATGGGATGTG 
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GAAGGCGAGGAGGAGCTGGCAGAGGAACGGCCCATCTCAGCCACCTGCACCACCGTGGAG 
ATGCATGAGCCGCCGTTACTTGTAGACACACGGCGTTTGAGCAGGGCCAGTAAGTCGAGC 
AGCAGCAGAGCCAGGTCAGATGACTTGGCAGTGTAG 
 
>Gg39.9 XM_426260 When comparing the XM sequence with the genomic sequence in Ensembl, it is 
evident that the XM sequence predicts an intron (4 first nt of exon 2 marked in dark 
green/white letters). An analysis of the XM sequence suggests that exon 1 is the 5'-part of 
the first conserved domain, and exon 2 is the 3'-part of the second conserved domain plus the 
cytoplasmic tail. The Ensembl genomic sequence reveals that there is an apparent unsequenced 
area in-between the two domains, but the conserved domains can be extended by a few tens of nt 
(in green). The remaining unsequenced area include the cytoplasmic loop (marked in blue). 
ATGGGGGACTGGAGCCTGCTGGGGAGGCTGCTGGAGAACGCCCAGGAGCACTCCACGGTG 
GTGGGGAAGGTTTGGCTCACTGTACGCTTCGTCTTCCGCATCCTGGTGCTGGGGGCGGCC 
GCTAAACGAGTGTGGTACGCCTTGTACGGGCTTGACCTGAAACCCCTCTACACCTGCAGC 
CGCTGGCCCTGCCCCAACACCGTCAACTGCTACATCTCCCGGCCCACCGATAAGACCATC 
TTCATCCTCTTCATGCTGGGGGTGGCCTGCGTGTCTCTGCTGCTCAACCTGGTAGAGATT 
TACCACCTGGGCCTCACCAAGTGCCGGCAGCGGCCACGTCCCAGATCCCGCATCCTGCCC 
GGCCCTGGTGGCCTTGCGGGGTCACACGGTGCCCGCTTCACCTTGCCTGGTGGTGGCAAC 
CCCGTGGATGCCAGCAGACCCCACCTGGCACCCCTGGGGAAGGCTGGTGCGTGGCTGGGG 
GTGGCCAGCGGGTCCCGTGGGAAGGCGCGAGCTGGGGACCTGGCAGTGTGA 
>Gg39.9ic XM_426260 Our suggested modification. 
ATGGGGGACTGGAGCCTGCTGGGGAGGCTGCTGGAGAACGCCCAGGAGCACTCCACGGTG 
GTGGGGAAGGTTTGGCTCACTGTACGCTTCGTCTTCCGCATCCTGGTGCTGGGGGCGGCC 
GCTAAACGAGTGTGGGTNGACGAGCTGGCCGGCTTCTCCTGCGACACGCAGCAGNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNGGTGGATTCCTGAGGANGTACGTCTGCAGCGTCGTCTTCAGGNCTCTC 
TTTGACCGTGACTTCNTTGCGGGGCAGTACGCCTTGTACGGGCTTGACCTGAAACCCCTC 
TACACCTGCAGCCGCTGGCCCTGCCCCAACACCGTCAACTGCTACATCTCCCGGCCCACC 
GATAAGACCATCTTCATCCTCTTCATGCTGGGGGTGGCCTGCGTGTCTCTGCTGCTCAAC 
CTGGTAGAGATTTACCACCTGGGCCTCACCAAGTGCCGGCAGCGGCCACGTCCCAGATCC 
CGCATCCTGCCCGGCCCTGGTGGCCTTGCGGGGTCACACGGTGCCCGCTTCACCTTGCCT 
GGTGGTGGCAACCCCGTGGATGCCAGCAGACCCCACCTGGCACCCCTGGGGAAGGCTGGT 
GCGTGGCTGGGGGTGGCCAGCGGGTCCCGTGGGAAGGCGCGAGCTGGGGACCTGGCAGTG 
TGA 
 
>GgCx45.6 Gg15488 Ensembl prediction into two exons (black/blue letters). The 60 nt predicted 
intron is included in the sequence (marked in blue), which then becomes consistent with 
NM_204997. 
ATGGGTGACTGGAGTTTCTTGGGGAACATTTTAGAGCAGGTGAACGAGCAGTCCACTGTC 
ATCGGGAGAGTTTGGCTCACGGTGCTCTTCATTTTCCGCATCCTGATCCTGGGAACAGCT 
GCTGAACTAGTATGGGGAGATGAACAGTCAGACTTTGTGTGCAACACCCAGCAACCTGGT 
TGTGAGAACGTCTGCTATGATGAGGCCTTCCCCATCTCCCACATCCGGCTCTGGGTCCTA 
CAGATCATTTTTGTATCCACGCCTTCGCTAGTGTACTTTGGGCATGCGGTGCACCACGTC 
CGCATGGAGGAGAAGAGGAAAGAGAGGGAGGAAGCTGAGAGGCGTCAGCAAACTGAGGTG 
GATGAAGAGAAGCTGCCCCTAGCTCCAAATCAAAACAAGGGCAACAACCCAGATGGGACC 
AAGAAGTTTCGCCTGGAGGGGACCCTCCTGAGAACCTACATCCTCCACATCATTTTCAAA 
ACTCTCTTTGAAGTGGGATTCATTGTTGGCCAGTATTTCCTGTATGGCTTCCGTATTCTC 
CCCCTTTACCGCTGTGGGCGGTGGCCCTGTCCCAACCTAGTGGACTGTTTTGTCTCCAGG 
CCCACAGAGAAGACCATCTTTATTATGTTCATGCTTGTGGTGGCTGCTGTGTCCCTCTTC 
CTCAACCTGGTGGAGATCAGTCACTTGATCCTGAAAAGGATCCGGAGGGCTCTGAGAAGA 
CCAGCAGAGGAGCAGATGGGGGAGGTGCCAGAGAAGCCCCTCCATGCTATTGCAGTGTCC 
TCCATCCCGAAGGCCAAAGGCTACAAGCTGCTAGAAGAAGAAAAGCCAGTGTCCCACTAT 
TTCCCTCTCACGGAAGTAGGGGTTGAGCCCAGTCCCCTTCCATCAGCCTTCAATGAGTTT 
GAGGAGAAGATTGGGATGGGGCCACTGGAAGATCTCTCCAGGGCATTTGATGAGAGGTTA 
CCATCGTATGCACAACAGCAAGCACCTCAGGAAGAGCCAGGGGTGAAGAAAGCAGAGGAG 
GAGGTGGTGAGCGATGAAGTGGAAGGGCCTTCAGCACCTGCTGAACTTGCCACCGATGTG 
AGATCCCTCAGCAGGCTAAGTAAAGCCAGCAGCCGGGCCAGGTCAGACGATCTGACTGTA 
TGA 
>GgCx45.6 Modified according to NM_204997  
ATGGGTGACTGGAGTTTCTTGGGGAACATTTTAGAGCAGGTGAACGAGCAGTCCACTGTC 
ATCGGGAGAGTTTGGCTCACGGTGCTCTTCATTTTCCGCATCCTGATCCTGGGAACAGCT 
GCTGAACTAGTATGGGGAGATGAACAGTCAGACTTTGTGTGCAACACCCAGCAACCTGGT 
TGTGAGAACGTCTGCTATGATGAGGCCTTCCCCATCTCCCACATCCGGCTCTGGGTCCTA 
CAGATCATTTTTGTATCCACGCCTTCGCTAGTGTACTTTGGGCATGCGGTGCACCACGTC 
CGCATGGAGGAGAAGAGGAAAGAGAGGGAGGAAGCTGAGAGGCGTCAGCAAACTGAGGTG 
GATGAAGAGAAGCTGCCCCTAGCTCCAAATCAAAACAAGGGCAACAACCCAGATGGGACC 
AAGAAGTTTCGCCTGGAGGGGACCCTCCTGAGAACCTACATCCTCCACATCATTTTCAAA 
ACTCTCTTTGAAGTGGGATTCATTGTTGGCCAGTATTTCCTGTATGGCTTCCGTATTCTC 
CCCCTTTACCGCTGTGGGCGGTGGCCCTGTCCCAACCTAGTGGACTGTTTTGTCTCCAGG 
CCCACAGAGAAGACCATCTTTATTATGTTCATGCTTGTGGTGGCTGCTGTGTCCCTCTTC 
CTCAACCTGGTGGAGATCAGTCACTTGATCCTGAAAAGGATCCGGAGGGCTCTGAGAAGA 
CCAGCAGAGGAGCAGATGGGGGAGGTGCCAGAGAAGCCCCTCCATGCTATTGCAGTGTCC 
TCCATCCCGAAGGCCAAAGGCTACAAGCTGCTAGAAGAAGAAAAGCCAGTGTCCCACTAT 
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TTCCCTCTCACGGAAGTAGGGGTTGAGCCCAGTCCCCTTCCATCAGCCTTCAATGAGTTT 
GAGGAGAAGATTGGGATGGGGCCACTGGAAGATCTCTCCAGGGCATTTGATGAGAGGTTA 
CCATCGTATGCACAAGCGAAGGAACCGGAAGAGGAGAAGGTAAAAGCAGAGGAGGAAGAG 
GAACAAGAAGAGGAGCAGCAAGCACCTCAGGAAGAGCCAGGGGTGAAGAAAGCAGAGGAG 
GAGGTGGTGAGCGATGAAGTGGAAGGGCCTTCAGCACCTGCTGAACTTGCCACCGATGTG 
AGATCCCTCAGCAGGCTAAGTAAAGCCAGCAGCCGGGCCAGGTCAGACGATCTGACTGTA 
TGA 
 
>Gg15606 Ensembl prediction into 2 exons (black/blue letters), without the inclusion of a stop 
codon. Modified by inclusion of the 57 nucleotide intron into the coding part (marked in in 
blue), and adding 222 nt at the 3'-end to reach a stop codon (also in blue). 
ATGGGCGACTGGAACTTGTTGGGCAGCATCCTTGAAGAAGTGCACATCCACTCCACTATA 
GTTGGCAAAATCTGGCTCACGATCCTGTTCATATTCCGGATGCTAGTGCTGGGAGTGGCT 
GCTGAGGATGTCTGGGATGACGAGCAGTCGGAGTTCATCTGCAACACAGAGCAACCTGGC 
TGCAGCAATATATGTTATGACAAGGCCTTCCCTATCTCTTTGATCAGATACTGGGTATTG 
CAGATCATATTTGTATCTTCTCCATCTCTTGTTTACATGGCCCATGCACTGTACAGATTA 
AGGGCTCTAGAGAAAGAGCGACAGAAGAGGAAAGCCCACTTGCGGGCTCAGCTAGAAGAT 
CTGGAGCCCATGCCTGAAGAACACCGGAGAGTGGAGAGGGAGCTGCGAAAGCTGGAAGAA 
CAGAAGAAAGTGAATAAGGCACCCTTGAGAGGGTCTCTGCTGCGCACCTATGTCCTACAT 
ATCCTGACCCGCTCAGTGGTTGAAGTGGGCTTTATGATAGGTCAGTATCTTTTGTATGGA 
TTTCACATGTCACCCCTTTACAAATGTACTCGGCCCCCTTGCCCTAACACAGTGGATTGT 
TTTGTGTCCCGACCCACAGAGAAGACCATCTTTATGGTCTTCATGCACAGCATTGCTGCA 
GTCTCCCTATTCCTCAACATCCTAGAAATTGCCCACCTGGGCCTCAAGAAGATCCACAAG 
ACCCTCTACGGGCGACTGCGGCAGCCCGTGGGCCCTGAGTATGACGAGGCCAGTCCTTAC 
AACTCCAAGAAGAACTCCGTGGTCCCACCGGCCTGCCCGGCCGCCGACACCTCCCCTTCA 
CGCTCTGCCGCGGCCCCGCCGCCTCCCAACGCTCCCTCGGCCACCCCCGCCCCTCCCTCC 
CCTCCTGGGCAGCCGGACCATCAGCACCAGGGAGAGCTCCGAGCCACCGCCCCGCCGCGC 
CGCCGGCACAGCGCGGCTCAGCACCACGGACAGCAGCCACCGCCGTCCTCCAGCAGCGAG 
GGAGTGCTCCGTAAGCAGAGCCGCGTGAGCGTCTGTCGCGACCTGGAGGAGAACCGCGGG 
GAATCCCCGGACAGCGGGCACTGCCCGGGCACCCGCAAATCCAGCTTCCTCTCCCGGGTG 
CTCTCCGAGAGCCGGGCGGGCAGCGACAGCGAGAGCGCCGCCTCCCGCCGAGGCTCCGGT 
CCCGGCTCCGCCTCCTGTTCCGGCTCCGAGGGGCAGCGCCACGAGGAGGGCAGCCCGGCC 
GGCAGCCCGCCGCCGCCCGCGGCCATGGGACGCCGCGTGTCGATGGCAAGTAGTGGC 
>Gg15606 Our suggested modification. Position corresponding to potential intron start in 
mammalian Cx62 orthologs is underlined. 
ATGGGCGACTGGAACTTGTTGGGCAGCATCCTTGAAGAAGTGCACATCCACTCCACTATA 
GTTGGCAAAATCTGGCTCACGATCCTGTTCATATTCCGGATGCTAGTGCTGGGAGTGGCT 
GCTGAGGATGTCTGGGATGACGAGCAGTCGGAGTTCATCTGCAACACAGAGCAACCTGGC 
TGCAGCAATATATGTTATGACAAGGCCTTCCCTATCTCTTTGATCAGATACTGGGTATTG 
CAGATCATATTTGTATCTTCTCCATCTCTTGTTTACATGGCCCATGCACTGTACAGATTA 
AGGGCTCTAGAGAAAGAGCGACAGAAGAGGAAAGCCCACTTGCGGGCTCAGCTAGAAGAT 
CTGGAGCCCATGCCTGAAGAACACCGGAGAGTGGAGAGGGAGCTGCGAAAGCTGGAAGAA 
CAGAAGAAAGTGAATAAGGCACCCTTGAGAGGGTCTCTGCTGCGCACCTATGTCCTACAT 
ATCCTGACCCGCTCAGTGGTTGAAGTGGGCTTTATGATAGGTCAGTATCTTTTGTATGGA 
TTTCACATGTCACCCCTTTACAAATGTACTCGGCCCCCTTGCCCTAACACAGTGGATTGT 
TTTGTGTCCCGACCCACAGAGAAGACCATCTTTATGGTCTTCATGCACAGCATTGCTGCA 
GTCTCCCTATTCCTCAACATCCTAGAAATTGCCCACCTGGGCCTCAAGAAGATCCACAAG 
ACCCTCTACGGGCGACTGCGGCAGCCCGTGGGCCCTGAGTATGACGAGGCCAGTCCTTAC 
AACTCCAAGAAGAACTCCGTGGTCCCACCGGCCTGCCCGGCCGCCGACACCTCCCCTTCA 
CGCTCTGCCGCGGCCCCGCCGCCTCCCAACGCTCCCTCGGCCACCCCCGCCCCTCCCTCC 
CCTCCTGGGCAGCCGGACCATCAGCACCAGGGAGAGCTCCGAGCCACCGCCCCGCCGCGC 
CGCCGGCACAGCGCGGCTCAGCACCACGGACAGCAGCCACCGCCGTCCTCCAGCAGCGAG 
GAGGCGCCGCGGGCGGCGGGGCCGGGGACGGCGGGGCCCGGAACGGGGGCTGGCCGCCGA 
GTGCTCCGTAAGCAGAGCCGCGTGAGCGTCTGTCGCGACCTGGAGGAGAACCGCGGGGAA 
TCCCCGGACAGCGGGCACTGCCCGGGCACCCGCAAATCCAGCTTCCTCTCCCGGGTGCTC 
TCCGAGAGCCGGGCGGGCAGCGACAGCGAGAGCGCCGCCTCCCGCCGAGGCTCCGGTCCC 
GGCTCCGCCTCCTGTTCCGGCTCCGAGGGGCAGCGCCACGAGGAGGGCAGCCCGGCCGGC 
AGCCCGCCGCCGCCCGCGGCCATGGGACGCCGCGTGTCGATGGCAAGTAGTGGCCCCGGG 
GAGCGGGCGGGGGGTACTGACAGCCGGGGCAGCTCTTCTAAGTTTCCTGGCACCCCCACG 
GCTATGATCGTGCCCCGCACCCTTCGTGGCCTTCGGCGGGGAAAGCAGAAGCGCTGCAGA 
ACTGCGTTTCCATCAGCTGTTCATGTCGTTTGGCTGGATGTTCTAAACTTGCTTATACTC 
AGTGTTAATGTCATGCTTCCCTCCCTGAACAAATGA 
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Suppl. Figure 2 Connexin sequences from Xenopus tropicalis (Xt). The sequences are found 
in the Ensembl database, GenBank or the Xenopus tropicalis database (http://genome.jgi-
psf.org/Xentr3/Xentr3.home.html). The sequences are updated according to the Ensembl 
database as of July 1 2006. In Suppl. Table 4, information on Xenopus tropicalis and Xenopus 
laevis databank entries is given. If the sequences previously have been named within the 
connexin nomenclature, this is normally the name that is used here. The Ensembl gene 
identification is given in abbreviated form. For the ortholog of Cx25, the abbreviated form 
Xt18051 should be read as ENSXETG00000018051. Other information is given in short form 
in the title line where needed. If our interpretation of the most likely connexin sequence 
differs from the prediction found in the databases, the database sequence is given first, and 
immediately followed by our suggested sequence, which is the one used in our analyses. The 
conserved domains are marked in yellow (unmodified sequence) or green (modified 
sequence). Alternating black/blue sequences are exon predictions copied from Ensembl. Other 
colors are explained at the relevant sequences. XtDB, Xenopus tropicalis database v3.0 
(http://genome.jgi-psf.org/Xentr3/Xentr3.home.html). 
 
>Xt18051 Ensembl prediction. No modification 
ATGAGTTGGTCATTTTTGCGTGATATCTTGAGCGGAGTGAATAAATATTCCACAGGCATT 
GGAAGAATCTGGCTTTCGGTTGTGTTCATTTTCCGACTTTTGGTCTATGTCGTTGCTGCA 
GAAGCTGTGTGGAAAGATGAACAGAAAGAATTTGAGTGCAACATCAGACAGCCCGGGTGC 
GAAAATGTCTGCTTTGATCAGTTCTTCCCCATCTCCCAGGTGCGCCTTTGGGCTCTACAG 
CTGATTATGGTGTCAACACCCTCGCTTCTTGTTGTTCTTCATGTGGCCTATCGGGAAAGC 
AGGGAGAAGAGGCACAACAAGAAGCTGTATGCCAACACTGCAGACATGGATGGGGGATTA 
TGGTGTACATATGTCATAAGTCTTCTCTTTAAGACTGTGTTTGAATTTGGATTTCTTGTA 
CTTTTCTACAAACTGTATGGTGGTTTCAGTGTGCCACGACTGGTGAAATGTGATATGGAT 
CCCTGCCCCAATGTTGTGGACTGCTATATCTCCAAACCTACAGAGAAGATGATTTTTCTC 
TATTTTGTGGTCACAACCTCAGGACTTTGCATTTTGCTTAATGTTAGCGAGTTATTTTAC 
CTTATTTTCAGATACTGTACAAAATTCTACCTGAAAAAGCAGGCAAACAAAATGGCACAA 
GAAACATGTGATTGCAAGAATAAGCAACATAACCTAATACCCATTACATCTGAGCAGGCG 
GGCACTGATGTGCCTGATGGTTAA 
 
>XtCx30 Xt26112 Ensembl prediction. No modification 
ATGGATTGGGGAACGCTCTATGAGGTTATTGGCGGAGTGAACAGACATTCTACCAGCATT 
GGCAAGATCTGGCTTTCGGTTCTCTTCATCTTCCGCATCATGATCCTTGTTGTGGCTGCC 
GAGAGCGTGTGGGGGGATGAGCAGTCGGATTTCACCTGCAACACCTTACAGCCCGGATGC 
AAGAATGTCTGCTATGACCATCATTTTCCAGTTTCTCACATCAGGTTGTGGTGCCTGCAG 
CTTATATTCGTTGCCACCCCTGCCCTTTTGGTAGCCATGCACGTGGCCTATCTAAAACAT 
GAAGAGAAGAGGCAGTTGCAGAAGAAGGGAACCTTTGGGGGAAAGGACTTGGAAGAGTTG 
AAGCTAAAGAAGGTCAGAATCAGGGGAACCCTATGGTGGACCTACACAACAAGCATCTTA 
TTCAGAGTCCTCTTTGAAGCTGCCTTCATGTACCTATTCTACTTTCTGTATTCTGGCTTC 
CAAATGCAGAGGCTCGTCCAGTGTAGCAACTGGCCGTGCCCCAACGTTGTCGACTGTTTC 
ATTTCCAGGCCTACAGAAAAGACTGTGTTCACTATATTCATGATTATCGTGTCTGGTATC 
TGCATGGTCCTGAATGTGATGGAGCTTTGTTACCTAATCGTGCAGGCTTCCCTAAGGAGG 
TCAAAAAAACATTCACTCAGGCATTCTAACCACATGTCTGGCAAGGAGGAGAAGCAGAAC 
ATCATGAATGAGCAAAAAGAGCAATAG 
 
>Xtscaf223 According to XtDB 134000033 
ATGAACTGGGGTGTGTATGAAGCACTTATTACAGGTGTAAATAAGTACTCTACAGAGTTT 
GGACGTCTTTGGCTTTCTATTGTCTTTATTTTTCGGTTTCTGGTGTACGCACTCACAGCA 
GGTCGGGTTTGGGGCGATGACCAGAAAGAATTTGTCTGTAACACCCGTCAGCCAGGATGT 
ACCAATGTTTGCTTCGACTACTACTTCCCTGTATCCCATGTCCGCCTCTGGGCTCTTCAG 
TTGATTTTTGTAACATGTCCATCCCTCATAGTTGTTATGCATGTGGCTTACAGGGAGAAC 
CGAGAACAAAAGAGAAGGGAAAAATTAGGAAAGGACTGTGAAAAAATTTACATGGATACT 
ACAAAGAAGAGAGGAGGACTGTGGTGGACCTACCTCATCAGTCTTTTTTTCAAGGCCGCA 
GTGGACTCAGTATTTATCTACGTTTTTTATCGGCTCTATGAAAATTTCTTTCTGTCTCGT 
TTAGTGAAATGCTCTCTTAATCCTTGCCCTAACATTGTGGATTGCTATATATCTAGGCCT 
TCAGAGAAAAACATCTTCACTCTCTTCATGATCATCACCTCTGCTGTTTGCATTCTCTTG 
AACCTAGTTGAGGCTACCTATCTGATTGGCAAGAAGTGCAAGGAAACAATACATAAAGGG 
AATAATATGACTCTTCAAGAGAGAATTGTGAAAAGTGGCCATAAAGACCAAGAAAACAAA 
ACTTGCAAAGAGCAAATTAAGGTTGGAATACATTGTAAGACCTCAAATATCACTAAAATA 
AAAGTAGACAATATTTCAAAGTAA 
 
>Xt16480 Ensembl prediction. Sequence extended by 30 nt in 3'-end to reach a stop codon 
(marked in blue). 
ATGAACTGGGCAATCTTTCAAGGTCTCCTCAGTGGTGTGAGCACTTACTCTACTGCCTTT 
GGCCGCATATGGCTTTCCGTTGTATTCATTTTCAGGCTTATGGTCTATGTGGTTGCAGCT 
GAAAGGGTTTGGGGTGATGAACAGGGAGAGTTTGACTGCAATACTAAACAACCAGGATGC 
ACCAATGTCTGCTATGATTATTATTTCCCTGTCTCACATATTCGACTTTGGGCTCTCCAG 
CTCATCCTGGTCACCTGTCCATCCCTTCTTGTCATAATGCACGTTGCTTACCGAGAGGAA 
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CGGGAGAGAAAACACAGAGAAAAACAGGGAGAGAATTGCGGCCGACTTTATCTAGACGTA 
GGAAAAAAGAGAGGAGGCCTGTGGTGGACATATCTATTAAGCCTTCTAGCTAAAGCATCA 
GTGGATTCAGTTTTCCTCTATGTCTTTCATCGGATCTACAACAACTATTCTCTCCCAAAT 
TTGGTTAAATGCTCCATAAAGCCTTGTCCAAATACTGTTGACTGTTTTATATCAAGGCCC 
ACAGAAAAAAACCTATTTACCCTATTTATGGTTGCCACTACAATACTCTGCATTTTTTTA 
AATCTTTGTGAGATGATATATCTAATTGCCAAAAGGTGTCGAGAGTGCCTGGGACACAGG 
AACATAAAATCCAAAACTCGCTCCAACAATGTCTATGCATACATTGAGAAGCAAGAGATT 
TTCCATGCCAACAACAAGATAAATGAAAAAATGTCTCGGCTAAATCCATCCATTAGA 
>Xt16480 Our suggested modification 
ATGAACTGGGCAATCTTTCAAGGTCTCCTCAGTGGTGTGAGCACTTACTCTACTGCCTTT 
GGCCGCATATGGCTTTCCGTTGTATTCATTTTCAGGCTTATGGTCTATGTGGTTGCAGCT 
GAAAGGGTTTGGGGTGATGAACAGGGAGAGTTTGACTGCAATACTAAACAACCAGGATGC 
ACCAATGTCTGCTATGATTATTATTTCCCTGTCTCACATATTCGACTTTGGGCTCTCCAG 
CTCATCCTGGTCACCTGTCCATCCCTTCTTGTCATAATGCACGTTGCTTACCGAGAGGAA 
CGGGAGAGAAAACACAGAGAAAAACAGGGAGAGAATTGCGGCCGACTTTATCTAGACGTA 
GGAAAAAAGAGAGGAGGCCTGTGGTGGACATATCTATTAAGCCTTCTAGCTAAAGCATCA 
GTGGATTCAGTTTTCCTCTATGTCTTTCATCGGATCTACAACAACTATTCTCTCCCAAAT 
TTGGTTAAATGCTCCATAAAGCCTTGTCCAAATACTGTTGACTGTTTTATATCAAGGCCC 
ACAGAAAAAAACCTATTTACCCTATTTATGGTTGCCACTACAATACTCTGCATTTTTTTA 
AATCTTTGTGAGATGATATATCTAATTGCCAAAAGGTGTCGAGAGTGCCTGGGACACAGG 
AACATAAAATCCAAAACTCGCTCCAACAATGTCTATGCATACATTGAGAAGCAAGAGATT 
TTCCATGCCAACAACAAGATAAATGAAAAAATGTCTCGGCTAAATCCATCCATTAGATTG 
ACACCGCCACAGACTGAATTAAAATAA 
 
>XtCx31 Xt16481 Ensembl prediction. No modification 
ATGGATTGGAAGACATTTCAGGGTATCCTGAGTGGTGTGAATAAGTACTCAACAGCATTT 
GGTCGCATTTGGTTATCGGTGGTTTTTGTGTTCCGAGTACTTGTTTATGTGGTTGCAGCA 
GAGAAAGTTTGGGGCGATGAACAAAAAGATTTTGACTGCAATACTCGGCAGCCAGGGTGC 
ACCAATGTCTGCTATGACCACTACTTTCCCATATCACACATCAGGCTCTGGGCCCTCCAG 
CTTATATTTGTTACCTGCCCGTCTCTATTGGTTATAATGCATGTTTCCTATAGAGAGGAC 
CGGGAGAAAAAGAACCGCTTAAAAAATGGAGACAACTGCTCCAAGCTCTACTCCAACACA 
GGAAAAAAGCATGGTGGCCTTTGGTGGACCTACCTCCTAAGTCTTTTCTTTAAGACTGGT 
ATTGAAATTGTTTTCCTTTACATATTGCATAAAATGTGGGATAGCTTTGATCTGCCTCCC 
CTAGTGAAATGTTCAAACGAACCCTGCCCTAATGTAGTAGACTGCTACATAGCCCGTCCC 
ACAGAGAAAAGGGTGTTCACCTATTTTATGGTTGCTGCTTCTGCTCTGTGCATCATCCTA 
AACATCTGCGAAATATTCTACCTTATATTTAAAAGGATACTGAATTGCATGAACAAATAC 
AAGAAGTCAAGCAAGCACTCTGTGACCTACAGCAAAGCTTCCACCTGCCAGTGCCACATC 
CATCTAGACACCATTGAAAAGAAACCCATGAACAAGACACTGGAGTCTATACGGGCATCT 
GCACCTAATCTGACAACAATATAA 
 
>Xt24391 Ensembl prediction in 2 exons (black/blue letters). Two predicted transcripts, of 
which ENSXETT00000052744 is used here. Sequence extended by 6 nt in 5'-end to reach initiation 
codon (marked in green). Inclusion of 93 nt into the reading frame (predicted by Ensembl as 
intron; marked in blue). Extension of 3'-end by 72 nt to reach stop codon (marked in blue). 
GAGTGGGGCTTTCTGAGCTCATTGCTGGACGCAGTGCAGGAGCATTCTCCCATGGTGGGA 
CGTTTCTGGCTGGTGGTTATGCTCATATTCCGCATCCTTATCCTGGCCACGGTCGGAAGC 
GACATGTTCGAAGACGAGCAAGAGGAGTTTGTGTGCAATACAATGCAGCCGGGTTGCCGA 
CAGGTTTGCTATGACCGTGCCTTCCCCATCTCCCACTATCGATTCTGGGTTTTTCACATT 
GTGCTGTTATCAGCCCCGGCTGTACTCTTTGTCATTTACTCCATGCATCAAAATTCCAAG 
ATGGGGAGAGACGCCGAAGAGGAGGAGGCTGCGAGAGCCGGACAGCAGGCCATCGTCAGG 
TCAAAAACAAGGCCAGACCAGCGTGGGCGCCACATACGCACCTTTTATATCGTCAATGTG 
GTTATGAGGATTTTGGCCGAGGTTGGATTTCTAGTCGGACAGTGGCTTCTCTATGGGTTT 
CGGGTGGACCCCCAATATCTGTGCCAACGTGAACCCTGCACGCATACTGTGGATTGCTTT 
GTATCAAGGCCCACGGAAAAGACAATCTTCCTCCAGTTTTACTTTGTGGTGGGCGTCATC 
TCCGCTTTTCTTAGCGTGTGTGAACTTCTGCACATTCTGCTAAAGGGAAAGTGTAGGGCA 
GCGGATCAAACACGGGACAACAGGGAAATCAGAAGACCCGACGGGCACCGCCTCTCCATC 
CCGTACTCCCAAAGCACAACCTACAAGCTC 
>Xt24391 Modified, partly according to XtDB 670000005 
ATGGGGGAGTGGGGCTTTCTGAGCTCATTGCTGGACGCAGTGCAGGAGCATTCTCCCATG 
GTGGGACGTTTCTGGCTGGTGGTTATGCTCATATTCCGCATCCTTATCCTGGCCACGGTC 
GGAAGCGACATGTTCGAAGACGAGCAAGAGGAGTTTGTGTGCAATACAATGCAGCCGGGT 
TGCCGACAGGTTTGCTATGACCGTGCCTTCCCCATCTCCCACTATCGATTCTGGGTTTTT 
CACATTGTGCTGTTATCAGCCCCGGCTGTACTCTTTGTCATTTACTCCATGCATCAAAAT 
TCCAAGATGGGGAGAGACGCCGAAGAGGAGGAGGCTGCGAGAGCCGGACAGCAGGCCATC 
GTCAGGTCAAAAACAAGGCCAGACCAGCGTGGGCGCCACATACGCACCTTTTATATCGTC 
AATGTGGTTATGAGGATTTTGGCCGAGGTTGGATTTCTAGTCGGACAGTGGCTTCTCTAT 
GGGTTTCGGGTGGACCCCCAATATCTGTGCCAACGTGAACCCTGCACGCATACTGTGGAT 
TGCTTTGTATCAAGGCCCACGGAAAAGACAATCTTCCTCCAGTTTTACTTTGTGGTGGGC 
GTCATCTCCGCTTTTCTTAGCGTGTGTGAACTTCTGCACATTCTGCTAAAGGGAAAGTGT 
AGGGCAGCGGGTGAGGGGGACGGACCTAGCCCCCCGCCAGCCTATGAAAGGGACAACTGG 
TCCAACAGGGAGCACGAGAGGACAAATCATTTCTTGCTCCAAAATCAAACACGGGACAAC 
AGGGAAATCAGAAGACCCGACGGGCACCGCCTCTCCATCCCGTACTCCCAAAGCACAACC 
TACAAGCTCAAGGTGGTTCCCAGCTCATCCAATAGTAGCAAATCTTCCAGGTTACTGGTC 
AAAGGAGATTTGACTGTGTAG 
 
>XtCx32 Xt26283 Ensembl prediction. No modification 
ATGAATTGGGCAGGATTATATGCCATCCTGAGTGGCGTAAACCGCCACTCTACTTCAATT 
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GGACGCATATGGCTCTCAGTGGTCTTCATCTTTCGCATCATGGTCCTCGTGGTGGCTGCA 
GAAAGTGTATGGGGGGATGAGAAGTCTGCGTTTACGTGCAACACACAACAGCCTGGTTGC 
AACAGTGTATGCTATGATCACTTCTTCCCCATCTCCCATATCCGTCTGTGGGCCCTTCAG 
CTCATTATTGTGTCCACCCCTGCCCTTCTTGTGGCCATGCATGTGGCTCACCTACAGCAC 
CAAGAGAAGAAGGAACTACGTATGACCGGCCATGTGAAGGACCAGGAGCTGGCAGAAGTG 
AAGAAACACAAAGTCAAGATCTCCGGCACCTTGTGGTGGACCTACATCATTAGTGTTTTC 
TTCAGAATCATATTTGAGGCAGCATTTATGTACCTCTTCTACCTCATCTACCCCGGTTAC 
TCCATGATCCGTCTTGTTAAGTGCGATGCCTATCCCTGCCCCAACACTGTTGATTGTTTT 
GTTTCTCGTCCCACGGAGAAGACCATATTCACAGTCTTTATGCTCGTTGCCTCTGGATTC 
TGCATCTTTCTGAATGTTGCTGAGATAGTCTTCCTCATTGCCCAGGCCTGCTCCCGCAAA 
GTCCATCGCAGACATTCTGACAGCATCAGCAAGGAGCATCAACAGAATGAAATGAACTTA 
CTGATAACGGGAGGTAGTCTCATGAAACGGTCCCCTGGGGGGCAGGAGAAAGGAGATCAC 
TGTTCTACTTCCTAG 
 
>Xt12912 Ensembl prediction. No modification 
ATGGGAGAATGGACTATCTTAGAAAGACTTTTGGAGGCTGCTGTGCAGCAGCACAGTACT 
ATGATAGGAAGGATTCTGCTGACAGTGGTTGTCATCTTCCGGATACTTATTGTGGCCATT 
GTTGGAGAGACTGTTTATGATGATGAGCAAACTATGTTTGTGTGCAACACTCTTCAGCCA 
GGATGTAATCAGGCATGCTACGACAGGGCTTTTCCAATCTCACATATAAGATACTGGGTG 
TTCCAAATCATCATGGTCTGTACACCAAGTCTCTGCTTTATTACTTACTCCGTCCACCAG 
TCTGCCAAGCAGAGGGAGAGGAGGTACTCTACAGTCTTCTTAACGGTAGACAGAGACCCA 
GACACTGTAAAACGAGAGGACAGCAAGAAGATTAAGAACACCTTGGTTAATGGTGTCCTG 
CAAAACACAGAAAACTCCACCAAGGAGGCCGAGCCTGATTGCTTAGAGATCAAGGAAATC 
CCAAACCCATCCATTCGAACCACCAAATCCAAGATGAGGCGCCAAGAAGGAATCTCAAGA 
TTTTATATCATCCAGGTGGTCTTCAGAAATGCTCTGGAGATTGGTTTCCTAGTGGGACAA 
TATTTCCTGTATGGGTTTAATGTCCCGTCCATGTACGAATGTGACAGATATCCTTGCATC 
AAAGAGGTGGAGTGTTATGTGTCTAGGCCAACTGAGAAGACGGTATTCCTGGTTTTTATG 
TTTGCGGTTAGTGGCCTCTGTGTTGTGCTCAATTTGGCAGAGCTGAACCACTTGGGCTGG 
CGAAAGATCAAGATGGCAGTCAGGGGAGTACAAGCAAAAAGGAAATCCATATATGAGATC 
AGGAATAAGGATTTGCCCAGAATGGGGGTGCCCAACTTTGGCAGGACTCAGTCCAGTGAC 
TCAGCCTATGTGTGA 
 
>Xt02781 Ensembl prediction. 36-like gene. Sequence extended by 67 nt in 5'-direction to reach 
the 5'-end of exon 2. Exon 1 (red letters) found approx 17.7 kb upstream. 
GAAGATGAGCAGACAATGTTCATGTGCAATACACTTCAACCTGGTTGTAACCAAGCGTGC 
TATGATAGAGCATTTCCCATTTCTCACATTCGCTACTGGGTATTTCAGATCATTTTGGTT 
TGCACACCCAGTCTCTGCTTCATTACCTACTCTGTGCACCAGTCAGCCAAGCAGAAAGAC 
CGAAGATATTCCTTTCTATATCCCTTATTGGAGAAGGAACTCCCAAGAGAGAACAAAAGA 
ATTAAAAATATTAACGGTATTCTAGTGCAAAATCAGGACATTTCCTCCAAAGATGAGCCG 
GACTGCTTGGAGGTCAAGGAAATTCCAAACACTCCTAAGAAAGCCGTCAAGAGTACAAAA 
GTCAAGCGTCAGGAGGGAATTTCTCGATTCTACATCATTCAGGTCTTTTTCAGGAATGCT 
CTAGAGATTGGGTTTTTGGCTGGACAATATTTTCTGTATGGCTTCAGTGTGCCTCCAATC 
TTTGAGTGTAACCGATACCCTTGTGTGAAGGAGGTAGAGTGCTATGTTTCAAGGCCCACT 
GAAAAGACTGTCTTCCTAGTCTTTATGTTTGCTGTCAGTGGCATCTGTGTTCTCTTAAAC 
TTAGCAGAACTAAACCACCTTGGGTGGAGAAAGATCAAGACAGCTATGAGAGGGGTTCAA 
GCACGAAGAAAGTCAGTCTCCGATGTACGCAAAAAGGAGCCATCAACACTGGCCCAGGTT 
CCTACATTAGGTAGGACACAGTCCAGCGAGTCGGCTTATGTTTGA 
>Xt02781 Our suggested modification 
ATGGGTGAGTGGACCATCTTGGAGCGCCTGCTGGAGGCTGCCGTGCAGCAGCACTCTACA 
ATGATAGGAAGGATCCTATTGACCGTAGTGGTTATATTCCGGATTCTAATTGTGGCTATC 
GTTGGAGAGACAGTCTATGAAGATGAGCAGACAATGTTCATGTGCAATACACTTCAACCT 
GGTTGTAACCAAGCGTGCTATGATAGAGCATTTCCCATTTCTCACATTCGCTACTGGGTA 
TTTCAGATCATTTTGGTTTGCACACCCAGTCTCTGCTTCATTACCTACTCTGTGCACCAG 
TCAGCCAAGCAGAAAGACCGAAGATATTCCTTTCTATATCCCTTATTGGAGAAGGAACTC 
CCAAGAGAGAACAAAAGAATTAAAAATATTAACGGTATTCTAGTGCAAAATCAGGACATT 
TCCTCCAAAGATGAGCCGGACTGCTTGGAGGTCAAGGAAATTCCAAACACTCCTAAGAAA 
GCCGTCAAGAGTACAAAAGTCAAGCGTCAGGAGGGAATTTCTCGATTCTACATCATTCAG 
GTCTTTTTCAGGAATGCTCTAGAGATTGGGTTTTTGGCTGGACAATATTTTCTGTATGGC 
TTCAGTGTGCCTCCAATCTTTGAGTGTAACCGATACCCTTGTGTGAAGGAGGTAGAGTGC 
TATGTTTCAAGGCCCACTGAAAAGACTGTCTTCCTAGTCTTTATGTTTGCTGTCAGTGGC 
ATCTGTGTTCTCTTAAACTTAGCAGAACTAAACCACCTTGGGTGGAGAAAGATCAAGACA 
GCTATGAGAGGGGTTCAAGCACGAAGAAAGTCAGTCTCCGATGTACGCAAAAAGGAGCCA 
TCAACACTGGCCCAGGTTCCTACATTAGGTAGGACACAGTCCAGCGAGTCGGCTTATGTT 
TGA 
 
>XtCx38 Xt16484 Ensembl prediction. No modification  
ATGGCAGGATGGGAGTTGTTAAAGCTCTTATTGGATGATGTTCAAGAACATTCCACACTT 
ATTGGGAAAGTCTGGCTGACTGTACTTTTTATCTTCAGAATATTTATTCTGAGTGTTGCT 
GGTGAGTCAGTTTGGACTGATGAGCAGTCAGATTTCATCTGTAACACTCAGCAGCCTGGC 
TGTACCAATGTCTGTTATGATCAGGCCTTTCCTATTTCACATGTTCGCTACTGGGTGCTC 
CAATTTCTCTTTGTTAGCACACCTACCTTGATCTACTTGGGTCATATGGTTTACCTGTCT 
AAGAAGGAGGAGAAGGAAAGACAGAAGGAGAATGAGGCAAGCGAAGGACAGACAGAAGTA 
CGTTCTTTTACTTCTAAGAAGATAAGGATTCAAGGGCCCTTAATGTGTACCTACACCACC 
AGCGTAATCTTCAAAAGCCTTTTTGAAGCTGGGTTCCTTCTCGGCCAGTGGTACTTATAT 
GGCTTTGTGATGTCTCCAATATATGTATGTGAACGGATCCCATGCAAACACCAAGTTGAG 
TGTTTTGTCTCAAGGCCTATGGAAAAAACAATATTTATCATATTTATGCTGGTCGTTTCT 
CTCATTTCTCTAATGTTAAATTTGATGGAGCTTATTCACTTAAGCTGTAAGTGTTTCCAC 
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CATAGTGTAAAAGAAGGAGCAACTTGTCCTCAAACAGGGGTTCCCTTGCATGGGTTAGGA 
AACAGACTACCACCACAGGAATACATCAATCCCCCTCCTAGCAACCAAGACATTGATCTG 
CCAGCTTATAACAAAATCCCTGGGGGGCAGAATTGGTCAACTATCCAGATAGAACAGCAA 
GCGAATGGTCTTTTGAAACCCAAGTGTCAGTGTGACTGTTGGTCCCAAAGTGCTATTTCT 
GTTGTGGTTTCTGGAGCACCAGGTATAGTCCCCAATTTGGATGCTATCAAAAGTAATCAC 
CAGACCTCTTCCAAGCAGCAGTATGTTTAA 
 
>XtCx41 Xt26789 Ensembl prediction. No modification 
ATGGGAGACTGGGAGTTTCTTGAAAAACTATTGGATCAGGTGCAAGAGCATTCCACATCT 
ATCGGGAAGATCTGGCTTATGGTGCTTTTCATCTTCCGAATCTTGATCTTGGGTCTGGCT 
GGGGAGTCTGTTTGGGGAGATGAACAGTCTGATTTTATCTGTAATACAGAGCAGCCCGGA 
TGCACCAATGTTTGCTATGACAAAGCCTTCCCCATATCTCATGTTCGCTACTGGGTACTT 
CAGTTTCTATTTGTCAGTACACCCACATTGTTCTACTTGGGACATGTAATCTATCTTTCA 
AGGAGGGAGGAAAAGTTGAAACAAAAGGAAAGTGAACTGAGGGCTTTGGATGACAAAGAG 
CAAGTTGAACAGGCTATAGCTATTATAGAAAAGAAAAAAATGAAACTGTATATCCAAGAA 
GATGGGACAGTCAAGATCAAAGGAGCCCTAATGTGCACCTATCTTACTAGTGTTATCTTC 
AAAAGCCTATTTGAAGCTGGATTTCTTCTTGGCCAATGGTACCTTTATGGGTTTGTGATG 
ACTCCAATTTATGTCTGTGAAAGAGTACCGTGTCCCCACAAAGTAGACTGCTTTGTATCT 
CGACCCATGGAAAAAACTATTTTCATTGTTTTCATGTTAGTGGTGTCTCTCATATCTTTA 
TTTCTAAATGTACTGGAACTTATTCATCTAGTCTGTAAGAGCATGATCGATACCTTGAAG 
AAATATTCACCGTATGTCCCTCCAAACCGATACCCCAAGAATGAGGACACATATCCAGAA 
AAGACATCAGAAACAGCCACAGCACCATTCCAAGACAAATCATATATTTACCTTCCCATG 
AATGATAATATCTCATACCCACAGTACAAGATGCCAAATGAGCAGAATTGGGCAAACTTT 
AATACAGAGCACCAGCTAGCTATAAGTGGTAATAACCAGTCACCACTAGGCCATTACAGC 
CTCAGTGCCTTCGTGCCTGTGCCTCCAAAAACTCATTCAACAATGGAAAAGCCTAGCACC 
AGAGCCAGTAGTTCTGCTTCCAAGAAGCAATATGTTTGA 
 
>XtCx43 Xt25411 Ensembl prediction. No modification 
ATGGGTGACTGGAGTGCCTTAGGAAGACTTCTTGACAAAGTTCAAGCCTATTCGACTGCA 
GGAGGGAAGGTGTGGCTGTCTGTCCTATTTATATTTCGAATCCTTTTATTAGGGACAGCA 
GTGGAGTCAGCCTGGGGAGATGAACAATCAGCATTTGTCTGCAATACTCAACAACCAGGT 
TGTGAAAATGTTTGCTATGATAAGTCATTCCCGATCTCTCATGTGCGTTTCTGGGTACTT 
CAAATCATATTTGTCTCAACGCCTACCCTCCTTTATTTAGCCCATGTGTTTTACTTGATG 
AGAAAAGAAGAGAAGCTAAACAGGAAAGAAGAAGAACTTAAAATGGTTCAGAATGAAGGT 
GGTAATGTAGACATGCACCTTAAACAAATTGAAATAAAGAAATTCAAATATGGCCTTGAA 
GAGCATGGAAAAGTTAAGATGCGAGGTGGACTTCTTCGCACTTACATCATCAGCATTTTG 
TTTAAATCAGTCTTTGAAGTTGGCTTTATTTTCATTCAATGGTACATGTATGGGTTTAGC 
TTAAGTGCCATCTACACATGCAAAAGAGATCCTTGCCCACATCAAGTGGACTGTTTCCTT 
TCTCGACCCACAGAGAAGACCATTTTTATCTGGTTCATGTTAATAGTTTCTATAGTTTCT 
CTTGCCCTAAATATCATCGAGCTGTTCTATGTCACCTACAAAAGTATCAAAGATGGCATC 
AAGGGGAAAAAAGACCCATATTCTGCCACAAATGATTCTGTGGTTCCAGGAAAGGAATGT 
GGCTCCCCTAAATATGCTTATTTTAATGGCTGTTCTTCTCCAACTGCTCCCATGTCTCCA 
CCTGGTTACAAACTTGTTACTGGAGAAAGAAATCCTTCTTCTTGTCGCAATTATAACAAG 
CAAGCAAGTGAACAAAACTGGGCCAATTACAGTGCAGAACAAAACAGGATGGGGCAGGCT 
GGAAGCACAATTTCTAACACTCATGCACAGCCTTTTGATTTTTCGGATGAACATCAGAAT 
ACTAAGAAAATGGCACCAGGACATGAGATGCAGCCCCTGACTATATTGGACCAAAGACCA 
TCTAGTAGAGCAAGCAGTCATGCAAGTAGCAGACCTCGACCTGATGATTTAGAGATCTAA 
 
>Xt09451 Ensembl prediction. Two predicted transcripts; ENSXETT00000020836 is used here. 
Predicted as 3 exons (black/blue/black letters), with an 3.6 kb intron between exon 1 and exon 
2. Exon 2 (blue letters) and 3 (black letters) are removed (marked gray in upper sequence). 
The sequence is extended by 307 nt into the intron (marked in blue) to reach a stop codon. 
ATGGGGGACTGGTCTATCTTGGGGCGTCTCTTGACAGAAGTCCAGAACCATTCCACTGTG 
ATTGGAAAGATATGGCTGACAATGCTTCTTATTTTTCGCATTCTTTTGGTAACGTTGGTG 
GGAGATGCAATGTATGGAGACGAACAGTCCAAATTTACCTGCAACACTCTTCAGCCTGGT 
TGCAATAATGTGTGCTATGACAGTTTTGCTCCTGTTTCACACCTCAGGTTTTGGATATTT 
CAGATTGTCCTGGTTTCAACACCTTCCATTTTTTATATCATCTATGTCCTGCATAAAATT 
GCCAAGGATGAGAAGACTGAACTGGAAAAGGCCTATGTCATGGAGCTGATTCAGAGCCTA 
TCTGCTGAAAAACACCTGTCTGAGAGTAATGTAAACCCAGATACTGAACAACAAATAGAT 
GGTAAAGATGCTTCATGGAAAGAAACCGGATTTAAGCCAAAGTTAAGAAAAGATTTCAAA 
GGGTCCATCCCAGTCCTTGACAAAATGCACATCATCTATATTGTCCACGTGGTACTCAGG 
TCTCTGATGGAGGCTGGGTTCCTGGTGGGCCAGTATTATCTTTTTGGTTTTGAAGTGCCT 
CACCTTTTCCGATGTCATACCTACCCTTGTCCAACTACAACTGACTGCTTTGTCTCAAGG 
GCCACAGAAAAGACTGTTTTCCTAAACTTCATGTTTGGAGTTGGACTTGGCTGCTTCATT 
CTGAACCTTGTGGAACTGCATTACTTAGGTTGGTTGAAATTACTACAATTAATACTAAGG 
GAGTGGGCACTTCAGCTCCCCCCAACATCCTTCAGCCCCCCCAACATCCTTCAGCCCCCC 
CAACATCCTCCAGCCCCCCCAACATCCTCCCCAATATCCTTCAGCTCCCCCCAACATCCT 
TCAGCCCCCCCAACATCCTTCAGCTCCCCCAACATCCTCCCCAACATCCTTCAGTTTCCC 
CCAACATCCTTCAGCTCCCCCAACATCCTCCCCAACATCCTTCAGCTCCCCCAACATCCT 
TCAGCTCCCCCAACATCCTTCAGTTTCCCCCAACATCCTTCAGCTTCCCCAACATCCTTC 
AGCTCCCCCAACATCCTTCAGCTTCCC 
>Xt09451 Our suggested modification 
ATGGGGGACTGGTCTATCTTGGGGCGTCTCTTGACAGAAGTCCAGAACCATTCCACTGTG 
ATTGGAAAGATATGGCTGACAATGCTTCTTATTTTTCGCATTCTTTTGGTAACGTTGGTG 
GGAGATGCAATGTATGGAGACGAACAGTCCAAATTTACCTGCAACACTCTTCAGCCTGGT 
TGCAATAATGTGTGCTATGACAGTTTTGCTCCTGTTTCACACCTCAGGTTTTGGATATTT 
CAGATTGTCCTGGTTTCAACACCTTCCATTTTTTATATCATCTATGTCCTGCATAAAATT 
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GCCAAGGATGAGAAGACTGAACTGGAAAAGGCCTATGTCATGGAGCTGATTCAGAGCCTA 
TCTGCTGAAAAACACCTGTCTGAGAGTAATGTAAACCCAGATACTGAACAACAAATAGAT 
GGTAAAGATGCTTCATGGAAAGAAACCGGATTTAAGCCAAAGTTAAGAAAAGATTTCAAA 
GGGTCCATCCCAGTCCTTGACAAAATGCACATCATCTATATTGTCCACGTGGTACTCAGG 
TCTCTGATGGAGGCTGGGTTCCTGGTGGGCCAGTATTATCTTTTTGGTTTTGAAGTGCCT 
CACCTTTTCCGATGTCATACCTACCCTTGTCCAACTACAACTGACTGCTTTGTCTCAAGG 
GCCACAGAAAAGACTGTTTTCCTAAACTTCATGTTTGGAGTTGGACTTGGCTGCTTCATT 
CTGAACCTTGTGGAACTGCATTACTTAGGTTGGTTCTATGTGTTTCGCATTTTATCCTTA 
GCCTGCTCTGCCTGCTGTGATTTTAAGAGTATCAAGAAGCCAAAGGTTCTACACCCAGAG 
CAGAACAGCTTACTCATACACTTAAAGGACACCATACAAGAAAGGTTTGCGCTAAAGAGT 
TCTTCCAGTTTATCCCAGGAGAAGATCAGTTGTCTCCCCTCTCATTCAGCTGCCATTTCC 
TTTACACAGGATGACAACAGTGATACTACCTCCAGGAAAGGCCCAGACAGTATGCATAGT 
AGCCTCGATAAAATATATAAAATCAAAAAATCTTGGCTTTAA 
 
>Xt16303 Ensembl prediction. Predicted as 2 exons (black/blue letters). We have included the 
predicted intron into the reading frame (149 nt; blue), and further extended the 5'-end by 181 
nt to reach a stop codon (the 3'-most blue mark). 
ATGGGCGACTGGAGCTTCCTTGGCCAGTTCCTTGAAGAGGTGCAGAAACATTCCACGGTG 
GTGGGCAAGGTCTGGCTGACCATTCTGTTCATCTTCCGGATGTTGGTGTTGGGCACGGCG 
GCGGAATCCTCCTGGGGGGACGAACAGTCGGACTTTACGTGCGACACGAACACGCCCGGT 
TGCGAGAACGTCTGCTACGACAAAGCGTTCCCCATCTCCCATATCCGATACTGGGTGCTC 
CAGATCATCTTCGTCTCCACCCCCTCCCTGCTGTACATGGGACACGCCATCCACACCGTC 
CGCGTCCAGGAGAAGAAGAAGCACCGGGAAGAGGAGAAAGCGAAGCAGAACCTGAGCGGG 
GAGCCGTCCTACCATCAGAAGGAATATGCGGTGGAGAAAGAGGAGATCGTTTACACCGAC 
GAGTTGAGCGGCAGGATCCGGCTTCAGGGGACGTTGCTGAACACCTACATATGCAGCATC 
CTCATCCGCACCCTGATGGAAGTTGCTTTTATCGTGGGACAGTATATGCTCTATGGAATA 
TTCCTGGAAACCCTGTACACGTGCCGGAGGTCGCCCTGCCCGCAGCCCGTCAACTGCTTT 
GTCTCTAGGCCGACGGAGAAGAACGTTTTCATTGTATTTATGATGGCTGTGGGGGTGCTC 
TCTCTCCTTCTCAGCCTCGTAGAACTCTACTACCTGGCGTGGAAAAAGATCAAGCACAAA 
TTTGCCGGTGCCGCAGAACACGGCCAACTTTGCAACGGAAAAGGT 
>Xt16303 Our suggested modification 
ATGGGCGACTGGAGCTTCCTTGGCCAGTTCCTTGAAGAGGTGCAGAAACATTCCACGGTG 
GTGGGCAAGGTCTGGCTGACCATTCTGTTCATCTTCCGGATGTTGGTGTTGGGCACGGCG 
GCGGAATCCTCCTGGGGGGACGAACAGTCGGACTTTACGTGCGACACGAACACGCCCGGT 
TGCGAGAACGTCTGCTACGACAAAGCGTTCCCCATCTCCCATATCCGATACTGGGTGCTC 
CAGATCATCTTCGTCTCCACCCCCTCCCTGCTGTACATGGGACACGCCATCCACACCGTC 
CGCGTCCAGGAGAAGAAGAAGCACCGGGAAGAGGAGAAAGCGAAGCAGAACCTGAGCGGG 
GAGCCGTCCTACCATCAGAAGGAATATGCGGTGGAGAAAGAGGAGATCGTTTACACCGAC 
GAGTTGAGCGGCAGGATCCGGCTTCAGGGGACGTTGCTGAACACCTACATATGCAGCATC 
CTCATCCGCACCCTGATGGAAGTTGCTTTTATCGTGGGACAGTATATGCTCTATGGAATA 
TTCCTGGAAACCCTGTACACGTGCCGGAGGTCGCCCTGCCCGCAGCCCGTCAACTGCTTT 
GTCTCTAGGCCGACGGAGAAGAACGTTTTCATTGTATTTATGATGGCTGTGGGGGTGCTC 
TCTCTCCTTCTCAGCCTCGTAGAACTCTACTACCTGGCGTGGAAAAAGATCAAGCACAAA 
TTTGCCGGTGCCGGTACGCACAACCCGAGCGCCCTCAGGGTCGCAGCCGTAGAGCCGGGG 
CACCGTTCCCAAAGCTGCACTCCGCCTCCGGACTTTAACCAGTGTTTAAGCAGCAATAAG 
GGTAAGTTTGAGAGCCCTTTCAGCAATACGTTGGCTTCCCAGCAGAACACGGCCAACTTT 
GCAACGGAAAAGGTCCAGGGCGAAGAAGACATTCGAGACGGGCAATTTATCCACATAAGC 
TATGCACAAAATGCACCGGTATCCAACCACTCCACTCCGCACCATACACCGAACGGCTAC 
TGCCAGAGCCCCCGAAGCCTGAGCAAGACCAGCCAAGCCAGCAGCAAAGCCCGTTCAGAT 
GACTTGTCTGTGTGA 
 
>Xt26500 Ensembl prediction. No modification 
ATGGAGTATTTAGACTCAGTGGGATATTTAATCATCACTTTTAACTACAATGTTACTGCA 
ATTGGGAAGGTCTGGCTCACATTAATGCTTTTGCTGAGGATGGCTATGGTGTTATTTGCC 
GGATACCCTCTTTATCAAGACGAGCAGGAGCGTTTTATCTGCAACACCTTACAGCCCGGC 
TGCTCCAATGTCTGCTACGACATCTTCTCCCCTGTGTCCCACATGAGATTTTGGCTTTTC 
CAGACCATGATAGTCTTTCTACCCTACGCTATGTTCGCTGTTCACATTTTGCACCGAGTG 
GTTGGCTACATGGCACCAACAAATGATCACTTCCGGAAAAGCAACACCCCGACTTATCAT 
GGCGTGGGCTTACAGATGGAGATACCTGATTTTTCCTTGGCGTATATAGTCCAATTACTT 
CTGAGAACTCTTCTAGAGGCTGGTTTCTGCACGGGGCAGTATTTTCTCTTTGGGATATTA 
GTTCCAAAGAGATTCAGCTGTTCTCAGGCCCCCTGCACCAGCAGTGTTGATTGTTACATC 
TCTAGACCCACTGAAAAGTCTCTCATGATGATCTTTATCTGGGGGACAGGAGTGATATCT 
CTCATACTTGGGCTGGTGGACCTCATTTACGTAATCCATCGGCGAAGGCGCTCCGAGCGC 
CTAAAGAGAGAACTGCTTCTGCTGGAAAACGACTCCCTAAAAGGTGGCTGCTGTTCTGAT 
TCACCTCCAAATTCAAACTTGCACGGCGCTCCGGAGCCAATGGCCTTGTACGCTGATTCT 
GCTTCCAATGATCTTGAAAAAATAGAGGAGAAAATTAAGGGCGACTCCCATTCTCTGCCA 
TCGTATGAAGGGGAAACGGCTTCTTTTCAGACAGAAAGTTCTCACCATGATGTGGGAAAG 
TCCAACATGAACACCAACAGCAATAAATCATGTTCTTGGCAAGTCAGCCTGACTTCTGCC 
GACGGCAAACCCACCAAGAGTGATCACCACTTGGTCACCCCAAGGCAGCTCAAACCAAAG 
CAGGAGAATTGCAGCAGCTCTAATCTGGGAATACTCAGCCCCCCTGAAAAATCCCCAGCG 
TCCAAATCCAAGAAATCTGAGTGGGTTTAA 
 
>Xt03391 Ensembl prediction. No modification 
ATGAGCTGGAGCTTCTTGACGCGCCTCCTAGAAGAAATCCATAACCACTCAACTTTTGTG 
GGCAAGATTTGGTTGACTGTTCTGATTGTCTTCCGCATTGTGTTGACTGTTGTGGGAGGA 
GAGTCCATCTACTACGATGAGCAAGCCAAGTTTGTGTGCAACACTGGGCAACCGGGCTGC 
GAGAACGTGTGTTATAATGCGTTTGCTCCCCTCTCCCACGTTCGCTTCTGGGTTTTCCAA 



 16

ATCATCTTAGTGTCTACACCATCCCTCTTTTACCTCGGATACGCCATCCACAAAATAGCA 
AGGACGGAGGACCACATGGAGCAAGAAAGAAGGACAAAGCACAGAATGTTCCCGATGCGC 
TGGAAGCAGCAACAAGGCATAGGGAATGCTGACGATGACAATGAAGAGGACCCCATGATG 
TACCCCGAAACTGACATTGTAAGCGAGAGGAGCAAGCGTGAATGTATGCACAGCAGGGTA 
AAACACGACGGGCGACGGCGCATCCATGCTGATGGACTGATGAGGATTTACGTTCTTCAG 
CTACTTTTCAGAACATTTTTTGAAGTGGGATTTCTGGCTGGACAGTTCTTCCTGTATGGG 
TTTGAAGTCACCCCAATATATGTGTGTGATACAAAGCCTTGCCCTCACAATGTGGATTGC 
TTCATATCTCGACCCACTGAAAAGACCATATTCTTGCTTATTATGTATGGAGTAAGCGGC 
CTTTGCTTGCTCCTCAATGTCTGGGAAATGCTCCACCTCGGGTGCGGGGCGATACTTGAC 
GCGATTAACAGTAGGAAGAAGGAGTCTGATGATACCTCTGCTTACAATTACCCTTTCACG 
TGGAACACCCCATCAGCTCCCCCCGGGTACAATATTGTTGTGAAACCTGATCAAATACAG 
TTCACAGATCTCTCAAATGCCAAAATGGCTTACAAACAGAACAGGGCCAACATCGCTCAG 
GAGCAACAATATGGCAGCAGTGAGGACAATATCCCCGCCAGTCTGGAGCACTTGCAACGG 
GAAATCAGGGTTGCTCAGGAGAGGCTACAAATGGCCATCCAAGCCTACAACAGCCAAAGC 
CATCTGCCCTCCTCCAAAGAAAAGAAGATCAAGAAGGGCTCCAACAAGAGCAGCGTCAGC 
AGCCGCTCTGGGGATGGAAAGATGTCTGTGTGGATTTAA 
 
>Xt06175 Ensembl prediction. Sequence extended by 51 nt to reach a stop codon (marked in 
blue). Modified according to XtDB 451000007. 
ATGAGCTGGAGCTTTTTAACCCGTCTTTTAGAAGAAATTCACAATCACTCCACCTTTGTG 
GGGAAGGTGTGGCTCACGGTTCTGATCATCTTCAGGATAGTCCTGACAGCAGTGGGAGGG 
GAGTCTATCTATTCGGATGAACAGAGCAAGTTCATGTGCAACACCAAGCAGCCGGGCTGC 
GACAATGTCTGCTACGATGCCTTTGCCCCTCTTTCCCACGTCCGCTTTTGGGTCTTCCAG 
ATCATCATGATATCTGCCCCTTCTGTAATGTATCTCGGCTACGCTATACACAGGATCGCC 
AGGTCGGCAGAAGAAGATCGCCGGCACCATTCATGTAGGAAGAAAAAGTCGTTTTCCAAA 
TGGCGGCCAGGCCAAAATGCTGAGGACCCGGAAGCCGAAGAAGAAGAACCTATGATATAC 
GATGGCCCATCTGAGCCAGAGAAGGTGGAAAGCAAAGAAAAGGAAACGAAAAAGCACGAC 
GGTCGGAGGCGCATCAAAGAGGAGGGGTTGATGAAAATTTATGTTTTCCAGTTGGTATCA 
AGGGCCATTTTTGAAGTGAGTTTTTTGGTAGGCCAATACTTCTTATATGGGTTTCGAGTC 
AAGGCCTATTTCGAGTGCAGCACTAACCCGTGCCCCCATAAGGTCGACTGCTTTGTTTCA 
CGACCAACGGAGAAGACGGTTTTCCTTCTAATAATGTATGTGGTGAGTTGCCTTTGCTTG 
TTCCTTAATGTCTGTGAGATGTTGCATCTCGGCGTTGGAACCCTGCGGGACGCTATCCGC 
AACAGGAGAACTCCTAGAAACAAGCAGGCCCCGTACAATTATTCTTATCCGAAGAACATC 
ACTTGTCCTCCAGAATACAACATGGTGGTCAAGTCGGACAAATCTACCAAAATCCCAGTA 
GGCCTAATGGCTCATGAGCAGAACTTGGCCAACGTTGCTCAGGAACAAAACTGCCCCAGT 
GACAACGCCCCTTCTGACCTGTCTGCTTTGCATAAACATTTGAGCATTGCTCAGGAACAA 
TTAGATATAGCCTTTCAGAACTATAATACTCACGTCAACGGCCAGCCGTCCAGGACGAGC 
AGTCCGGCTTCTGGTGGGACGGTGGTGGAGCAGAACCGAGCCAACACCGCTCACGAAAAG 
CAAGGAGCCAAGCCCAAATGCGGCTCA 
>Xt06175 Modified according to XtDB 451000007. 
ATGAGCTGGAGCTTTTTAACCCGTCTTTTAGAAGAAATTCACAATCACTCCACCTTTGTG 
GGGAAGGTGTGGCTCACGGTTCTGATCATCTTCAGGATAGTCCTGACAGCAGTGGGAGGG 
GAGTCTATCTATTCGGATGAACAGAGCAAGTTCATGTGCAACACCAAGCAGCCGGGCTGC 
GACAATGTCTGCTACGATGCCTTTGCCCCTCTTTCCCACGTCCGCTTTTGGGTCTTCCAG 
ATCATCATGATATCTGCCCCTTCTGTAATGTATCTCGGCTACGCTATACACAGGATCGCC 
AGGTCGGCAGAAGAAGATCGCCGGCACCATTCATGTAGGAAGAAAAAGTCGTTTTCCAAA 
TGGCGGCCAGGCCAAAATGCTGAGGACCCGGAAGCCGAAGAAGAAGAACCTATGATATAC 
GATGGCCCATCTGAGCCAGAGAAGGTGGAAAGCAAAGAAAAGGAAACGAAAAAGCACGAC 
GGTCGGAGGCGCATCAAAGAGGAGGGGTTGATGAAAATTTATGTTTTCCAGTTGGTATCA 
AGGGCCATTTTTGAAGTGAGTTTTTTGGTAGGCCAATACTTCTTATATGGGTTTCGAGTC 
AAGGCCTATTTCGAGTGCAGCACTAACCCGTGCCCCCATAAGGTCGACTGCTTTGTTTCA 
CGACCAACGGAGAAGACGGTTTTCCTTCTAATAATGTATGTGGTGAGTTGCCTTTGCTTG 
TTCCTTAATGTCTGTGAGATGTTGCATCTCGGCGTTGGAACCCTGCGGGACGCTATCCGC 
AACAGGAGAACTCCTAGAAACAAGCAGGCCCCGTACAATTATTCTTATCCGAAGAACATC 
ACTTGTCCTCCAGAATACAACATGGTGGTCAAGTCGGACAAATCTACCAAAATCCCAGTA 
GGCCTAATGGCTCATGAGCAGAACTTGGCCAACGTTGCTCAGGAACAAAACTGCCCCAGT 
GACAACGCCCCTTCTGACCTGTCTGCTTTGCATAAACATTTGAGCATTGCTCAGGAACAA 
TTAGATATAGCCTTTCAGAACTATAATACTCACGTCAACGGCCAGCCGTCCAGGACGAGC 
AGTCCGGCTTCTGGTGGGACGGTGGTGGAGCAGAACCGAGCCAACACCGCTCACGAAAAG 
CAAGGAGCCAAGCCCAAATGCGGCTCAGACAAGGGTAGTACCAGCAGTAAAGAAGGAAAA 
ACCTCCGTATGGATATAA 
 
>Xt14395 Ensembl prediction. Sequence extended 96 nt to reach a stop codon (marked in blue). 
ATGAGCTGGAGTTTCTTAACGCGTCTCCTCGAGGAGATCAACAACCACTCGACGTTCGTC 
GGGAAGGTCTGGCTGACGGTGCTCATCATATTCCGGATCGTCCTGACCGCGGTCGGCGGG 
GAGTCCATATACTACGATGAACAGAGTAAATTCACGTGCAACACGCAGCAACCCGGTTGC 
GAGAACGTGTGCTACGACGCCTTTGCGCCCCTGTCGCACGTTCGGTTCTGGGTCTTCCAG 
ATCATCCTCATCACCACCCCGTCCATTATGTACCTGGGGTTCGCCATGCACCGGATTGCG 
CGCCAGCCCGAGATGCAGATAAGGCGCTCGGAGAAAACCAAAAGCAAAAAGCGCGCTCCC 
ATAATTCATCGGGGGGCCATGAGAGACTACGAAGAGGCTGAAGATAACCAAGAGGAAGAT 
CCCATGATTTGTGAAGAAGAGGAACCCGAGAAAGACAGCGAGAAGGGAGACAAAAAGAAG 
CACGATGGGCGCCGGCGGATCAAACAAGATGGCCTGATGAAGGTCTACGTGTTGCAGTTG 
CTCTTCCGTTCGGTGTTTGAAGTCGGCTTCCTGATGGGCCAGTACATACTGTATGGGTTC 
GAGGTCATTCCCTTTTTCGTGTGCTCCCGGAAACCGTGCCCTCACACCGTCGACTGCTTC 
GTGTCACGCCCCACCGAGAAGACCATCTTCCTGCTGATCATGTACGCCGTCAGTGCGCTC 
TGCCTCTTCCTCAACCTGTGCGAGCTCTTCCACTTGGGCATAGGGGGCATCCGAGATGCC 
CTCCGGCAGAAGAAGAAAGAACTTCAGGAATCCCGTAAAAAGACCCCCAGTGCCCCACCA 
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AATTACCACTCTGTCCTGAAGAAAGGCAGGCTGCCCAACGGGAAACCCGTTTTCCCAGGC 
AACGGAGTGTCCGAAGGCTTCGAGTTGCCGACACACGAGCTGGACAGGTTACGGCAGCAC 
CTCAAGTTGGCTCAGGAGCATCTCGACTTGGCTTTCCACCTCAACCCAACGGGCGATAAT 
ACCCACGCGTCCCGGAGCAGCAGCCCCGAGTCCAACAGCATTGCCGCCGAACAGAATCGC 
CTAAACTTGGCACAAGAGAAGGGAGTGGGAAACCGGGAAAAATCTGGTAAG 
>Xt14395 Our suggested modification  
ATGAGCTGGAGTTTCTTAACGCGTCTCCTCGAGGAGATCAACAACCACTCGACGTTCGTC 
GGGAAGGTCTGGCTGACGGTGCTCATCATATTCCGGATCGTCCTGACCGCGGTCGGCGGG 
GAGTCCATATACTACGATGAACAGAGTAAATTCACGTGCAACACGCAGCAACCCGGTTGC 
GAGAACGTGTGCTACGACGCCTTTGCGCCCCTGTCGCACGTTCGGTTCTGGGTCTTCCAG 
ATCATCCTCATCACCACCCCGTCCATTATGTACCTGGGGTTCGCCATGCACCGGATTGCG 
CGCCAGCCCGAGATGCAGATAAGGCGCTCGGAGAAAACCAAAAGCAAAAAGCGCGCTCCC 
ATAATTCATCGGGGGGCCATGAGAGACTACGAAGAGGCTGAAGATAACCAAGAGGAAGAT 
CCCATGATTTGTGAAGAAGAGGAACCCGAGAAAGACAGCGAGAAGGGAGACAAAAAGAAG 
CACGATGGGCGCCGGCGGATCAAACAAGATGGCCTGATGAAGGTCTACGTGTTGCAGTTG 
CTCTTCCGTTCGGTGTTTGAAGTCGGCTTCCTGATGGGCCAGTACATACTGTATGGGTTC 
GAGGTCATTCCCTTTTTCGTGTGCTCCCGGAAACCGTGCCCTCACACCGTCGACTGCTTC 
GTGTCACGCCCCACCGAGAAGACCATCTTCCTGCTGATCATGTACGCCGTCAGTGCGCTC 
TGCCTCTTCCTCAACCTGTGCGAGCTCTTCCACTTGGGCATAGGGGGCATCCGAGATGCC 
CTCCGGCAGAAGAAGAAAGAACTTCAGGAATCCCGTAAAAAGACCCCCAGTGCCCCACCA 
AATTACCACTCTGTCCTGAAGAAAGGCAGGCTGCCCAACGGGAAACCCGTTTTCCCAGGC 
AACGGAGTGTCCGAAGGCTTCGAGTTGCCGACACACGAGCTGGACAGGTTACGGCAGCAC 
CTCAAGTTGGCTCAGGAGCATCTCGACTTGGCTTTCCACCTCAACCCAACGGGCGATAAT 
ACCCACGCGTCCCGGAGCAGCAGCCCCGAGTCCAACAGCATTGCCGCCGAACAGAATCGC 
CTAAACTTGGCACAAGAGAAGGGAGTGGGAAACCGGGAAAAATCTGGTAAGTCAGTTGGA 
TTTTTGTGGGTATCTATGACTGCTTGGAGGAGGGGGGGGGGTATTTTGTCAGCCAAGGGG 
TGCTGGTTGTCCGGCTGCCTTCCTTAG 
 
>Xt02644 Ensembl prediction. No modification 
ATGGGCGACTGGAGTTTTCTGGGGAGACTATTGGAAAATGCTCAAGAACACTCAACAGTC 
ATTGGCAAGGTTTGGTTGACAGTGCTCTTTATCTTCCGGATCCTGGTACTGGGAGCTGCA 
GCAGAGGAGGTTTGGGGGGATGAACAGTCTGACTTCACTTGCAATACGCAGCAACCAGGT 
TGTGAGAACGTCTGCTATGACAAAGCATTTCCTATTTCTCACATTAGGTTCTGGGTCCTC 
CAGATTATTTTTGTGTCTACTCCTACCCTTATCTACCTGGGCCATGTCCTGCACATTGTG 
CGAATGGAAGAAAAGAGGAAAGAGAAAGAGGAGGAGCTAAAGAAGTGCATTAAAGGTGCC 
AGTGAAAAGGAACATTTAATAAAGGGTGGTGAAAAGAAGGAAAAGCCACCTATTAGAGAC 
GAGAGGGGAAAAATCAGGATAGGAGGTGCCCTTCTTCGCACCTATGTCTTTAATATCATC 
TTCAAGACTTTGTTTGAGATTGGCTTTATTGTAGGACAGTATTTCTTATATGGTTTTCAG 
CTAAAACCCCTATACAGGTGCAGCCGTTGGCCTTGTCCTAACACCGTGGACTGTTTTATT 
TCACGGCCAACGGAAAAGACCATTTTTATCATATTTATGCTTGTAGTGGCTTGTGTGTCT 
CTTTTGCTGAATATGTTAGAGATATATCATCTGGGGTGGAAAAAACTCAAGCAAGGCATG 
ACAAACAGATACATCCCTGATCCTTCTTGCAACAAATCAGAACCTCCAAGCCCTCAAACT 
GCCCCATCTAGCATGTCCTTTCCACCATACTATACTGATGTGGCAGCTGCACTTCCAGTC 
TTGCATCATGCATATGCCAGGTTCTCTGCTCCAGACTTCAAAATAACATCTGTGCCGGAG 
GAAGCTCTAGAGTCTCCTTCTCTGATGAGCCATCATGAACATCTCATAGCTGCATCTGAG 
CAAAACTGGACCAATCTAGCAGTGGAACGTGAGAGAATGTCTAGGTCAAGCAGTGGCAGT 
TCTTGCAGTGCTACTACCTCTGCCTTAGACAGTCTGAGAAATGATGGAGGATGTGAGGAG 
ATGCTAACAACAGAAGCCAGTGGAAGCAGTGCAAGGGCAGAAGACAGACCTGTGACCACC 
AGGGTGGAAATGCACCAGCCGCCTGTCATGATAGACGCAAGAAGACTCAGCAGGTCTAGC 
AGGTCCAGCAGTAGCAGAGCAAGGTCAGATGACTTAGCTGTCTAA 
 
>Xt26282 Ensembl prediction. No modification 
ATGGGAGACTGGAACTTGCTGGGAAAGCTTCTTGAGAGTGCCCAGGAACATTCTACGGTG 
GTGGGCAAAGTCTGGCTGACTGTCCTCTTCATCTTCCGAATACTTGTCTTGGGAACAGCC 
GCTGAAAAAGTCTGGGGGGACGAGCAGTCTGGTTTTACCTGTGACACTAAACAGCCCGGT 
TGTCAAAACGTTTGCTACGATCACACGTTCCCCATTTCGCACATTCGATTCTGGGTGCTG 
CAGATCATTTTCGTGTCCACTCCAACTCTCATCTACCTTGGCCACATATTGCATCTTGTG 
CGCTTGGAAGAGAAGCGCAAGCAGAAGGAAAAGTTGCGGCAAAGCAGCAGAGACCCACAG 
GATGACAAGCAGCTGCTCCTGGTGCCAAACAAGCCGGCCAAACCCCCTGTCAAGGATGAC 
TTGGGCAAAGTGCGCCTGCGAGGGGCCCTGCTGCGCACATACGTCTTCAACGTCATTTTC 
AAGACCATGTTTGAGGTAGGATTCATTGTGGCGCAATATTTTCTTTATGGATTCCAGCTG 
CAGCCTCTCTACACCTGCAGCCGCTGGCCTTGCCCTAACACAGTTAACTGTTACATTTCT 
CGACCTACTGAGAAAACCATATTTATTATTTTTATGTTGGCCGTTGCATGCTTGTCTCTA 
CTGCTTAACCTGATTGAGGTTTACTATTTGGGATTCACAAAGTGCAGGCAAGGACTGTCC 
CCATCCCATAATGAAACAGTAACCAAGTTACCAACTAAGACTAGCAGTACAACTCTCACC 
CACATTATCCCCCACTATCCCCATTATTCTCCAACTGAGAAGGGATCTACATTCAGTCCA 
ACTCTGGCATTTCCTCTGTCTCCAAGCAAGACCACGTCTAATGTAATGGACAGCAGCCAA 
GCTGCGCGCAAACAAAACCGTGATAACCAGGCCGTGGAACGCAATGGGATTCATGATCTG 
AACGTTGCATCTGAAAGCAGCAGTGAGTTGGACCAATTTGAGAAGCAAAGGCTCCCCAGC 
AGAAACAGCAGGCACAGCAGCAACCGCTCTCGGCCTGGAGTCCTTGCAGTATAA 
 
>Xt16305 Ensembl prediction. 5 predicted transcipts, of which ENSXETT00000035580 (below) is 
the longest. Prediction of 4 exons (black/blue/black/blue letters). The introns on either side 
of exon 2 (in blue letters) are predicted as 5 and 4 nt, respectively. The 5 nt intron is 
included into the reading frame without any changes (marked in green). The 4 nt intron (TGGG) 
gives a frame shift, and one G is removed, giving the sequence TGG (also marked in green). 
Furthermore, also to keep the reading frame, two single nt are removed (marked in pink in 
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Ensembl sequence, and by underlining the adjacent nt in our modified sequence), and three 
single Ns are added (marked in pink in the modified sequence). 
ATGGGAGACTGGAGTTTCTTGGGTAATATTTTGGAAGAAGTCAATGAGCACTCGACCGTG 
ATTGGTCGAGTTTGGCTCACTGTTCTCTTCATTTTTCGGATACTCATTCTGGGAACGGCT 
GCTGAGTTTGTTTGGGGCGATGAACAATCTGATTTTGTGTGCAACACCCAGCAGCCCGGT 
GTAAAATGTCTGTACGACGAAGGCTTTTCCTCCACATTAAGGCTGTGGGTTCTCCAGATT 
ATCTTTTCCACGCCATCCCTGGTCTACGTGGGGCACGCGGTGCACCACGTTCGCATGAAG 
GAGAACTGGAAGGAGAGAGAAGAGGCTGAAATGAGCAGGCAGCAGGAGATGAACGAGGAA 
CGATTACCCCTTGCCCCTGATCAAGGGAGCATCAGGACCACGAAGGAGACAAGTACCAAA 
GGAACCAAGAAGTTTCGCTTGGAAGGAACCCTCCTCAGAACCTACATCTGCCACATTATA 
TTCAAAACTCTTTTTGAAGTCGGCTTTGTGGTCGGCCAATACTTTCTCTACGGCTTCTGG 
ATCAAACCCTTGTATCGTTGCAGTAGATGGCCCTGCCCAAACACGGTGGACTGCTTCGTT 
TCCAGGCCGACGGAGAAAACGATTTTCATTACGTTCATGTTAGCCGTGGCTGCGGTCTCT 
CTCTTTTTGAACGTGGTGGAGATTAGCCACTTGGGATGGAAAAAGATCCGACTTGCTTTT 
CGCAGACCCGACCAACATCCCCAGCAACTGCCAGGAGAGGTTTCCCAGAAATCATTGCAT 
TCTATAGCAATTTCTTCTATTCCAAAGTCTAAAGGCTATAAGCTGCTCGACGAAGAGAAA 
GTAGTCTCGCGTTTCTACCCGATGACCGAAGTCGGATTAGAAGCCAGCCCGCTTCCGGCG 
CACTTCAACGGCTATGACAAAGGCAGCACAGGGCTCCTAGAAGACATCTCAAAGGGTTAT 
GATGAAACCCTGCCATCCTACCGTCAAGCGGAAGAGCTAGATGGTGTTAAAGTGCAAGCT 
TCTGATGCTTTTGAACAGGCTTCTTCTGAACGTGCTGCCTCAGTGAGGTCCCCTTCGGTG 
CGTGCCCCATCTGACCGAGCCCCCTCTGAACGTGCACTTTCTGAAAGGGCACCCACCCGT 
GCTGCTTCTGAGCATGCAGGTTCAGAGCACACACCCTCTGTGCGAACACCTTCCAACAGT 
GCAACTCCCGAACGAGTACCCTCCCGAGCTGCCTCTGAATTCATTCCCGACTCCAGATCC 
CTGAGCAGGTTGAGCAAAGCTAGCAGCAGGGCCCGCTCAGACGACTTAACGGTCTGA 
>Xt16305 Modified according to Xl BC046682:35 (one nucleotide removed between underlined 
positions) 
ATGGGAGACTGGAGTTTCTTGGGTAATATTTTGGAAGAAGTCAATGAGCACTCGACCGTG 
ATTGGTCGAGTTTGGCTCACTGTTCTCTTCATTTTTCGGATACTCATTCTGGGAACGGCT 
GCTGAGTTTGTTTGGGGCGATGAACAATCTGATTTTGTGTGCAACACCCAGCAGCCCGGN 
TGTNAAAATGTCTGTNACGACGAAGCTTTTCCTCTCTTCCACATTAGGCTGTGGGTTCTC 
CAGATTATCTTTTGGTCCACGCCATCCCTGGTCTACGTGGGGCACGCGGTGCACCACGTT 
CGCATGAAGGAGAACTGGAAGGAGAGAGAAGAGGCTGAAATGAGCAGGCAGCAGGAGATG 
AACGAGGAACGATTACCCCTTGCCCCTGATCAAGGGAGCATCAGGACCACGAAGGAGACA 
AGTACCAAAGGAACCAAGAAGTTTCGCTTGGAAGGAACCCTCCTCAGAACCTACATCTGC 
CACATTATATTCAAAACTCTTTTTGAAGTCGGCTTTGTGGTCGGCCAATACTTTCTCTAC 
GGCTTCTGGATCAAACCCTTGTATCGTTGCAGTAGATGGCCCTGCCCAAACACGGTGGAC 
TGCTTCGTTTCCAGGCCGACGGAGAAAACGATTTTCATTACGTTCATGTTAGCCGTGGCT 
GCGGTCTCTCTCTTTTTGAACGTGGTGGAGATTAGCCACTTGGGATGGAAAAAGATCCGA 
CTTGCTTTTCGCAGACCCGACCAACATCCCCAGCAACTGCCAGGAGAGGTTTCCCAGAAA 
TCATTGCATTCTATAGCAATTTCTTCTATTCCAAAGTCTAAAGGCTATAAGCTGCTCGAC 
GAAGAGAAAGTAGTCTCGCGTTTCTACCCGATGACCGAAGTCGGATTAGAAGCCAGCCCG 
CTTCCGGCGCACTTCAACGGCTATGACAAAGGCAGCACAGGGCTCCTAGAAGACATCTCA 
AAGGGTTATGATGAAACCCTGCCATCCTACCGTCAAGCGGAAGAGCTAGATGGTGTTAAA 
GTGCAAGCTTCTGATGCTTTTGAACAGGCTTCTTCTGAACGTGCTGCCTCAGTGAGGTCC 
CCTTCGGTGCGTGCCCCATCTGACCGAGCCCCCTCTGAACGTGCACTTTCTGAAAGGGCA 
CCCACCCGTGCTGCTTCTGAGCATGCAGGTTCAGAGCACACACCCTCTGTGCGAACACCT 
TCCAACAGTGCAACTCCCGAACGAGTACCCTCCCGAGCTGCCTCTGAATTCATTCCCGAC 
TCCAGATCCCTGAGCAGGTTGAGCAAAGCTAGCAGCAGGGCCCGCTCAGACGACTTAACG 
GTCTGA 
 
>Xt05268 Ensembl prediction. 3 predicted transcripts, of which ENSXETT00000011516 (below) is 
the longest. 2 exons predicted (black/blue letters). We regard the 60 nucleotide predicted 
intron as a part of the reading frame (marked in blue). 
ATGGGAGACTGGAATTTCCTTGGGGTCATCCTAGAAGAAGTTCACATCCATTCCACAATT 
GTTGGAAAAATTTGGCTTACAATTCTGTTTATATTCCGCATGCTTGTATTGGGAGTGGCA 
GCTGAAGAGGTTTGGAATGATGAGCAGTCGCAGTTTGTATGTAACACAGACCAACCTGGA 
TGCAAAAATGTTTGTTATGACCAGGCTTTTCCTATCTCACTTATCAGATATTGGGTTCTG 
CAAGTAATATTTGTATCCTCACCTTCTTTGGTTTACATGGGCCATGCTATTTACAGGCTG 
AGAGCATTGGAGAAAGAACGACATAGGAAAAAAGCTCAGCTTAGAGGGGAGCTTGAAGGA 
GTTGAGTATGATCTGAGTGAAGACCGCAGAAGGTTGGAGCGTGAACTCAGACACTTAGAG 
CAAAAAAGGCTGAATAAGGCTCCATTACGGGGTTCTCTTCTCTTCACCTATGTAATACAT 
ATTTTTACAAGATCTGCTGTCGAGATTGGTTTTATGATTGGACAGCATTTGCTTTATGGA 
GTTCAGCTGAATCCTCTTTACAAGTGTGAAAGAGACCCATGTCCCAATGTTGTTGATTGT 
TTTGTATCAAGGCCTACAGAAAAAACTGTATTTATGCTTTTTATGCAGTGCATAGCAGCT 
GTCTCTTTGTTCCTAAATATTTTGGAAATTGCACATCTTGGGGTTAAAAGAATAAAAAAA 
GCATATATGATGAGGTATAAAATGAAAGAAGAGTTTGATGACTTTTATGTAATTAAACCC 
AAGAAAACCTCCACAGTAAGCCACACTTGCATAGGTACGTCCTCTAGTCCACAAAAGACT 
CTTCCTTCTGCACCTAGCAATTATACATTGTTGATAGAAAAACAGAGTGACCCCACTGTG 
TATACCGTTTTAAATCCTCCATGTGGGTACCATCCCATAGAAGATGGTCAGAATGATATT 
TGTAATACTTTCATGGAGGATGAGCAAGAAACAAAATCAGCCAATGGTATCAATGCCACA 
AACACAGTTGAAAGTCACTATCATGACAACCTTGACAATAATAATGGGAGGATAAACAAA 
ACATTAGATGCAGATGAAAATGCTCCTCTTATACAGACAACAACAACTGATGTACCATCT 
GATGACACTGTGGATTACTCCTTACAAAATATATCCTGTCCAATGCCCACTAACGTACTC 
CGGAAATCCAGAAGAGTCAGCGCTCCATGGAATGGTTCTAAAGCAGCAGAGAGAGGAGGC 
TTTGTTCAAGATTCTGGATGCAGGGGGCGCAGTAGCTTCAGTGCAAATTTATCATGGGGA 
CTCTCCAAGTCTGATCTGAAACGAGTTAGCAGGCCATCCACACCAGAAGTAATGGGAGAA 
ATGAGCCCAAAATCCAAACAGGATAAAACATGTGAAGGTTCTGTGACCTTCTCTCCATCA 
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CGACGGATGTCACTGGCAAGTAATGCCAGCAGCCGGCGTGCCCCAACTGATCTACAGATC 
TAA 
>Xt05268 Modified according to XtDB 442000006 
ATGGGAGACTGGAATTTCCTTGGGGTCATCCTAGAAGAAGTTCACATCCATTCCACAATT 
GTTGGAAAAATTTGGCTTACAATTCTGTTTATATTCCGCATGCTTGTATTGGGAGTGGCA 
GCTGAAGAGGTTTGGAATGATGAGCAGTCGCAGTTTGTATGTAACACAGACCAACCTGGA 
TGCAAAAATGTTTGTTATGACCAGGCTTTTCCTATCTCACTTATCAGATATTGGGTTCTG 
CAAGTAATATTTGTATCCTCACCTTCTTTGGTTTACATGGGCCATGCTATTTACAGGCTG 
AGAGCATTGGAGAAAGAACGACATAGGAAAAAAGCTCAGCTTAGAGGGGAGCTTGAAGGA 
GTTGAGTATGATCTGAGTGAAGACCGCAGAAGGTTGGAGCGTGAACTCAGACACTTAGAG 
CAAAAAAGGCTGAATAAGGCTCCATTACGGGGTTCTCTTCTCTTCACCTATGTAATACAT 
ATTTTTACAAGATCTGCTGTCGAGATTGGTTTTATGATTGGACAGCATTTGCTTTATGGA 
GTTCAGCTGAATCCTCTTTACAAGTGTGAAAGAGACCCATGTCCCAATGTTGTTGATTGT 
TTTGTATCAAGGCCTACAGAAAAAACTGTATTTATGCTTTTTATGCAGTGCATAGCAGCT 
GTCTCTTTGTTCCTAAATATTTTGGAAATTGCACATCTTGGGGTTAAAAGAATAAAAAAA 
GCATATATGATGAGGTATAAAATGAAAGAAGAGTTTGATGACTTTTATGTAATTAAACCC 
AAGAAAACCTCCACAGTAAGCCACACTTGCATAGGTACGTCCTCTAGTCCACAAAAGACT 
CTTCCTTCTGCACCTAGCAATTATACATTGTTGATAGAAAAACAGAGTGACCCCACTGTG 
TATACCGTTTTAAATCCTCCATGTGGGTACCATCCCATAGAAGATGGTCAGAATGATATT 
TGTAATACTTTCATGGAGGATGAGCAAGAAACAAAATCAGCCAATGGTATCAATGCCACA 
AACACAGTTGAAAGTCACTATCATGACAACCTTGACAATAATAATGGGAGGATAAACAAA 
ACATTAGATGCAGATGTTAAGACTTTGCATTGCCATGGAGAAAGAAGAACTGGTTGTATA 
AGAAGTACTTATGTAGAAAATGCTCCTCTTATACAGACAACAACAACTGATGTACCATCT 
GATGACACTGTGGATTACTCCTTACAAAATATATCCTGTCCAATGCCCACTAACGTACTC 
CGGAAATCCAGAAGAGTCAGCGCTCCATGGAATGGTTCTAAAGCAGCAGAGAGAGGAGGC 
TTTGTTCAAGATTCTGGATGCAGGGGGCGCAGTAGCTTCAGTGCAAATTTATCATGGGGA 
CTCTCCAAGTCTGATCTGAAACGAGTTAGCAGGCCATCCACACCAGAAGTAATGGGAGAA 
ATGAGCCCAAAATCCAAACAGGATAAAACATGTGAAGGTTCTGTGACCTTCTCTCCATCA 
CGACGGATGTCACTGGCAAGTAATGCCAGCAGCCGGCGTGCCCCAACTGATCTACAGATC 
TAA 
 
>Xt19125 Ensembl prediction. Two predicted transcripts, of which ENSXETT00000041461 (below) is 
the longest. Predicted as 2 exons (black/blue letters). Insertion of the 129 nt predicted 
intron as a part of the reading frame (marked in blue). Further extended the 3’-end by 114 nt 
(also marked in blue) to reach a stop codon. 
ATGGGGGACTGGAATTTGCTGGGAAGCATACTGGAGGAGGTGCACATCCATTCCACCATT 
GTCGGAAAGATCTGGCTGACAATTCTTTTTGTATTCCGGATGCTTGTCCTTGGGGTGGCT 
GCCGAAGATGTCTGGGATGACGAACAAGATGAATTTATTTGTAATACTGAGCAACCAGGC 
TGCAGGAATGTTTGTTATGACCAAGCTTTCCCAATCTCACTTATCAGGTACTGGGTACTG 
CAAATTATATTTGTCTCTTCTCCATCCCTTGTTTACATGGGCCATGCACTGTACAGACTG 
AGGGCTCTGGAAAAGGAGAGGCAAAAGAAGAAAGCCCAACTTAGAGCAGAGCTGGAGGAA 
CTTGAAGTGGTTGTTGATGAGCACAGAAAACTGGAGAGGGAACTTAGGAAATTAGAAGAA 
CAAAGGAAAGTAAACAAGGCTCCATTGAGGGGGTCCCTATTACGCACATATGTTCTGCAC 
ATACTGACAAGGTCGGTAGTAGAAGTTGCTTTTATGATAGGGCAGTACTTGCTGTATGGA 
TTTGACCTAGACCCCTTGTATAAATGTTCACGGTCCCCTTGCCCTAATATAGTGGACTGC 
TTTGTCTCAAGACCAACAGAAAAGACTATTTTTATGGTATTTATGCACAGTATAGCAGCA 
GTGTCATTGTTCCTAAATGTTTTAGAAATCTTCCATTTAGGCATTAGAAAAATAAAGCAG 
GGGCTTTCTGGTAAATCCAATGCTGAGACAACAGAGGATGAAATAAGCAGCTGCAAGTCC 
AAGAAGAACTCTATGCAGCCTGTTTGTATCATGAGCAATTCCTCCCCAAGTAAGATCATC 
CCCTTGTCTTCAAGTGGCTACAAACTGCTGCCTGATCAACAAATGGATCCGGTAGGACTA 
CCAGCTTACTTGCCCCCATCCCAGGACTTTAAGGAGGCACAAATGATGAGTGATCAAAAT 
CATTATGGGAAAGTTCTTGCCCCTGACAAGCATAGGATACCCACAATTCAGCCTACCCCT 
GCCCTCCAGAAGCGCAATCTGTCCTCCAGCAGTGAAGATTCCCAAAAGAAACTTAAACAC 
AACACCTGTTTGGGCTCAAAAAGTTGCCTCAAAAGCCAGCATTCCCTGGATCAGCCCAGG 
CACAGTTCTGTGCACCCACTAAGGTCATGTCTGCACTCCAGCCACATGGAGCTTCACTCT 
GCACTACGAAAGTACAGCAGGGTTGGCAGCTGCAAGGACTTTGCTGAGGATCGCAGTGAT 
TCTGCAGACAGTGGACATAGAAAAGTGAGTTCTACATCCAGGGGATTATCCGAGAGCAGA 
CTGATCAGTGACACTGAGAGTTTGGACTCTAGAAATGGCTCTGGCTCTGAATCTAGAAGG 
AGAGACGATAGTCCAAGCATCACTCCACCTCCACCATCTGGTCGCAGGATGTCAATGGCA 
AGTAAAGCA 
>Xt19125 Our suggested modification. Position corresponding to potential intron start in other 
Cx62 orthologs is underlined. 
ATGGGGGACTGGAATTTGCTGGGAAGCATACTGGAGGAGGTGCACATCCATTCCACCATT 
GTCGGAAAGATCTGGCTGACAATTCTTTTTGTATTCCGGATGCTTGTCCTTGGGGTGGCT 
GCCGAAGATGTCTGGGATGACGAACAAGATGAATTTATTTGTAATACTGAGCAACCAGGC 
TGCAGGAATGTTTGTTATGACCAAGCTTTCCCAATCTCACTTATCAGGTACTGGGTACTG 
CAAATTATATTTGTCTCTTCTCCATCCCTTGTTTACATGGGCCATGCACTGTACAGACTG 
AGGGCTCTGGAAAAGGAGAGGCAAAAGAAGAAAGCCCAACTTAGAGCAGAGCTGGAGGAA 
CTTGAAGTGGTTGTTGATGAGCACAGAAAACTGGAGAGGGAACTTAGGAAATTAGAAGAA 
CAAAGGAAAGTAAACAAGGCTCCATTGAGGGGGTCCCTATTACGCACATATGTTCTGCAC 
ATACTGACAAGGTCGGTAGTAGAAGTTGCTTTTATGATAGGGCAGTACTTGCTGTATGGA 
TTTGACCTAGACCCCTTGTATAAATGTTCACGGTCCCCTTGCCCTAATATAGTGGACTGC 
TTTGTCTCAAGACCAACAGAAAAGACTATTTTTATGGTATTTATGCACAGTATAGCAGCA 
GTGTCATTGTTCCTAAATGTTTTAGAAATCTTCCATTTAGGCATTAGAAAAATAAAGCAG 
GGGCTTTCTGGTAAATCCAATGCTGAGACAACAGAGGATGAAATAAGCAGCTGCAAGTCC 
AAGAAGAACTCTATGCAGCCTGTTTGTATCATGAGCAATTCCTCCCCAAGTAAGATCATC 
CCCTTGTCTTCAAGTGGCTACAAACTGCTGCCTGATCAACAAATGGATCCGGTAGGACTA 
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CCAGCTTACTTGCCCCCATCCCAGGACTTTAAGGAGGCACAAATGATGAGTGATCAAAAT 
CATTATGGGAAAGTTCTTGCCCCTGACAAGCATAGGAAAACTGCAGACCATAGTTGCACT 
GAGCATCAGCAGCAGGGAAGCCATTGCAAGCAAATCCTCCACTCTGCAGAGCCCCACAGG 
ATACCCAATCACACTGACCACTACCATGGGCACATGACACACAGGATACCCACAATTCAG 
CCTACCCCTGCCCTCCAGAAGCGCAATCTGTCCTCCAGCAGTGAAGATTCCCAAAAGAAA 
CTTAAACACAACACCTGTTTGGGCTCAAAAAGTTGCCTCAAAAGCCAGCATTCCCTGGAT 
CAGCCCAGGCACAGTTCTGTGCACCCACTAAGGTCATGTCTGCACTCCAGCCACATGGAG 
CTTCACTCTGCACTACGAAAGTACAGCAGGGTTGGCAGCTGCAAGGACTTTGCTGAGGAT 
CGCAGTGATTCTGCAGACAGTGGACATAGAAAAGTGAGTTCTACATCCAGGGGATTATCC 
GAGAGCAGACTGATCAGTGACACTGAGAGTTTGGACTCTAGAAATGGCTCTGGCTCTGAA 
TCTAGAAGGAGAGACGATAGTCCAAGCATCACTCCACCTCCACCATCTGGTCGCAGGATG 
TCAATGGCAAGTAAAGCAGCCAGCCCTGGGCTAATACTGGCCAGTGGTTCCCACTCTCAG 
TCTAGGCACCCTCATTATCATTATTACATATTACAAACAGTAAACAAAAATCCCTTAATA 
AAAAGGTCATAG 
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Suppl. Figure 3 Connexin sequences from zebrafish (Danio rerio, Dr). The sequences are 
found in the Ensembl database or GenBank. The sequences were updated as of July 1 2006. If 
the sequences previously have been named within the connexin nomenclature, this is 
normally the name that is used here. In Suppl. Table 6, information on zebrafish databank 
entries is given. The Ensembl gene identification is given in abbreviated form. For the 
ortholog of Cx25, the abbreviated form Dr59215 should be read as ENSDARG00000059215. 
Other information is given in short form in the title line where needed. If our interpretation of 
the most likely connexin sequence differs from the prediction found in Ensembl (or 
GenBank), the database sequence is given first, and immediately followed by our suggested 
sequence, which is the one used in our analyses. The conserved domains are marked in yellow 
(unmodified sequence) or green (modified sequence). Alternating black/blue sequences are 
exon predictions copied from Ensembl. Other colors are explained for the relevant sequences. 
Please note that both the Ensembl gene identification number and the Ensembl gene 
prediction might change on future updates of the zebrafish genome database. 
 
>Dr59215 Ensembl prediction. No modification. 
ATGAACTGGGGTTTCCTGGAGAACGTGTTGAGCGGGGTGAACCGCTACTCCACCGTGGTG 
GGCCGGGTCTGGCTCTCCATCCTCTTCATCTTCCGCATCCTGGTGTTCGTGGCGGCCGCC 
GAGCAGGTGTGGAAGGACGAGTTCAAGGACTTCGTCTGCAACACGCAGCAGCCGGGCTGC 
GAGCAGGTGTGCTTCGACCACTTCTTCCCCATCTCTCAGGTGCGTCTGTGGGCGCTGCAG 
CTCATCATGGTGTCCACGCCGTCGCTGCTGGTGGCTCTGCACGTGGCCTACCGAGAGCAC 
CGCGAGCGCAAACACAAGCGCAGGCTCTACCAGGACAAGGGCAGCATTGACGGCGGCCTG 
CTGTTCACGTACATCACCAGCCTGGTCCTCAAGACGTCTTTCGAGGTGGGCACGCTGCTG 
GCCTTCTACCTGCTGTACAGCGGTTTCCACGTGCCGCGGCTGCTGCGCTGCGCCGAGAGC 
CCCTGCCCCAACAGCGTGGACTGCTACATCGCCAGAGCCACCGAGAAGAAGATCTTCCTC 
TACATCATGGGCTGCACCTCCATCCTGTGCATCGCGCTCAACCTGCTGGAGATGGGCTAC 
ATCGTGTCCAAGCAGTGCTGGAAGAGCTTCAGCAAGAGATACACTCCGGTGCGGGATGGG 
GCCACTCGCCCGCCCTCCACCTTTACTCTCGGCCCACCGCAACCCTCATGCACAGCCAAG 
GAGGAGGGCGATCAGTCTGCGCCGGCGGGACAGGAGACAGCCTGA 
 
>DrCx33.8 Dr42707 Ensembl prediction. No modification. 
ATGAGTTGGGGAGCACTTTATGCTCAGCTGGGAGGAGTGAATAAACACTCCACCAGCTTG 
GGGAAGATCTGGCTGTCTGTCCTCTTCATCTTCCGCATTTGCATCCTGGTCATAGCAGCA 
GAGACGGTCTGGGGAGACGAACAGTCAGACTTCACCTGCAACACACAACAGCCTGGTTGC 
AAAAACGTCTGCTATGACCACTTCTTTCCAGTCTCGCACATACGTTTCTGGTGTCTGCAG 
CTCATCTTTGTGTCCACACCGGCTTTACTGGTAGCTATGCATGTGGCATATCGCAAGCGC 
AACATGAAAAAGAAAAGCATTTTAGCCAAGCGTGGAGGTAATGGTAAAGGAGATGACCTG 
GAGAGCTTGAAGAACCGGCGTCTACCCATCACTGGGCCACTGTGGTGGACCTACACATCC 
AGCCTGTTCTTCAGACTTCTTTTCGAGGCCGGATTCATGTATGCTCTCTATTACGTCTAT 
GATGGCTTTCAGATGGCACGCCTTGTGAAGTGTGAGCAATGGCCTTGTCCCAATAAAGTT 
GACTGTTTCATCTCAAGGCCGACAGAGAAGACGGTCTTCACCATCTTTATGGTGGGATCT 
TCTGCTATTTGCATTGTGCTCAATGTGGCTGAACTGGCCTATCTGATTGTCAAAGCATTG 
CTCAGGTGCTCAGCCAGAGCCAAAGGGAGGCGCTCATTTGTACACCAAGAGAAAATGTCC 
ACAGAAAAGGCGCACCTACAGAATGAAAAAAACGCAAGGTTGCTGTCATCAGCTTCGGAC 
TCATCGAGCAATAAGACTGTTTAA 
 
>DrCx34.4 Dr59220 Ensembl prediction. No modification. 
ATGAATTGGGCTTTTCTTCAGGGTCTCCTGAGCGGGGTCAACAAGTACTCCACAGCGTTC 
GGCCGTGTCTGGCTCTCGATAGTCTTCCTTTTCAGAGTCATGGTTTTTGTAGTCGCGGCT 
GAAAAAGTGTGGGGCGACGAGCAGAAAGACTTTGCGTGTAACACCGCCCAGCCGGGATGC 
CATAATGTATGCTATGACCACTTCTTCCCCGTGTCCCACATCCGCCTCTGGGCTCTGCAA 
CTCATCTTCGTCACTTGTCCGTCATTCATGGTGGTTTTACATGTGGCATATCGTGATGAA 
CGTGAGCGGAAAAACCGTCTCAAATATGGTGAAGGATGTAAACGTTTGTACGACAACACC 
GGAAAGAAACGTGGTGGTCTTTGGTGGACGTACGTGCTCTCGCTGGTTTTTAAAATGGGA 
GTGGATGCGACTTTTGTGTATCTGCTGTACCACATCTACGAGGGCTACGATTTTCCAGTT 
CTGGTGAAATGTTCTGAAGCTCCATGCCCAAACATTGTGGACTGCTTCATCTCGCGGCCC 
ACAGAGAAGCGAATCTTCACCATCTTTATGGTGGTGACCAGTCTGGTGTGCATCCTGCTG 
TCTCTCTTCGAGATCCTCTATCTGGTGGGCAAACGCTGCTTTGAATGCATCAATAGGGTG 
CAGAGCTCACGACATGTGAACAGAGAGAGATCCATGGCTAATATGACAAACTTGAATGCT 
CATTTAGAGTCAAACAACAAAAAACTGGCAAGCGAAGACCAGCCGGCACCAGCATACAGT 
GTGGTCATGTCAGCCAAAAAGAAAACCAGCTTGGAAAATACTTTCAATCCGAGTTGGACC 
TTGAGAGATGACAAATGTTCAACTTCACATTCACTTGGAGGTGAATGCGAACGTGACTGA 
  
>DrCx35.4 Dr42866 Ensembl prediction. No modification. 
ATGGACTGGAAGACTTTTCAAGCCCTGCTCAGCGGGGTGAACAAATACTCCACTGCATTC 
GGCCGGATATGGCTCTCAGTGGTTTTTGTGTTCAGGGTCATGGTTTATGTCGTAGCGGCA 
GAAAGAGTTTGGGGTGATGAGCAGAAAGACTTTGACTGCAACACCAAGCAGCCGGGCTGC 
GCAAACGTCTGCTATGATTTCTACTTCCCCATTTCCCACATAAGACTATGGGCTCTGCAG 
CTCATCTTCGTCACGTGTCCATCACTAATGGTGGTCATGCACGTGAAATACCGTGAGGAA 
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CGTGAACGCAAAGCCAAAGCAAAACTCTACGCCAACACGGGAAAGAAGCACGGTGGACTG 
TGGTGGACGTATCTGATCAGCCTTTTTGCTAAGACTGGCATTGAGATCACCTTCCTGTAC 
ATCCTCCACCACATCTACGACAGCTTCTACCTGCCAAGGCTGGTGAAGTGTGATGTCCAG 
CCATGTCCCAATGTTGTGGACTGTTACATTGGCCGGCCCACAGAGAAAAGAGTCTTCACT 
TATTTCATGGTGGGAGCGTCAGCGCTCTGCATAGTGCTCAGTGTCTGCGAGATCATCTAT 
CTGATCGCCAAACGCATCAGCCGCTGCGCTAACAAATACAAGCAGCATGACAAAAGAAGC 
ACACCGATTAATCAGCGATATCGAGATGAGGACAGCAACTGCACTATTCCTTTGCACGAG 
CTGGAGAGCAAGCCCGAGTATAAACCAGAGACTAAAGAAGACTTTAGGTCTGAATATAAA 
CCTGGCCCTAAACCGCAGTTTAAATCTGAAGTCAAGCCCACTTTTAAGCCAGCCTACAGG 
TTGAGTGTGGACATGAGAGCGTCTGCTCCAAATCTCTCAGCACCAATGTACAAAATACAG 
TCTGGTATCATCTAA 
 
>DrCx28.6 Dr03925 Ensembl prediction. No modification. 
ATGAACTGGTCGGGATTGCAGTCCCTTCTGAGCGGGGTCAATCAATATTCGACCGTGTTT 
GGTCGAGTGTGGCTATCCGTGGTGTTTGTGTTTCGCGTCCTGGTGTTTGTAGTGGCAGCT 
CAACGCGTTTGGGGTGACGAAAACTTAGTGTGCAACACCAGGCAACCCGGCTGTGCCAAC 
GTCTGCACCGACACCACATTCCCCATCTCTCACACCCATCTGTGGGCATTACAGCTCATC 
TTCGTCACATGTCCGTCGCTCATGGTCATAGCCCACGTCAAACTCAGAGAAGACAAAAAC 
AAGAAGTACACAGACGTCCATGAGGGAGAGCATTTATACGCCAACCCTGGAAAAAAGCGT 
GGTGGTCTTTGGTGGACTTACCTGCTGAGCTTGCTCATTAAAGTCATTGTCGACGCTGGT 
TTTCTGTATATTCTTCATTACTTGTATAACGGCTTTGATCTTCCTCGCCTTGTCAAGTGC 
TCGCTGGATCCTTGTCCAAATACAGTGGACTGTTTCATCTCTCGTCCCACAGAGAAGAAG 
ATCTTCATACTCTTCATGGTGATTTCCAGTGTGGTCTGCATCTTCATGTGCATCTGTGAA 
ATGGCTTATCTCATTGGAAAGCGAGTATCCAATAACTGTATGATGGTAAAAGGACCAGCA 
CAAAGATCCAAAACACATGATCCAACTCTTTCAAGCAGACAGAACTTAATTTCACAAAAA 
ATAAAAGAGAAAAAAATAGACAATACAGCTCTTTAA 
 
>DrCx30.9 Dr28833 Ensembl prediction. No modification.  
ATGAACTGGTTGTCCCTAGAAGTCCTGCTTGGCGGGGTTAGCCAATACTCCACTGTGTTT 
GGCCGTGTCTATCTCTCCGTGGTGTTCATCTTCCGAATCCTGGTGTTTGTGGTGTCTGTC 
CAGCAAGTCTGGAACGACGAACAGAAAGACTTCATCTGCAACACGGCCCAGCCAGGCTGC 
ACCAATGTCTGCTACGACCAGTTCTTCCCCATATCCCACATCCGTCTATGGGCTCTCCAG 
CTTATTTTCGTCACTTGTCCATCTCTCATGGTGGTCGCTCACGTCAAATATCGACAAATG 
AAGAATGTGAAGTACAACACTGCCCGCAATGGTGAAAACATGTATGCAAACCCAGGAAGA 
AAGCGTGGAGGCCTGTGGTACACCTATATCCTCAGCCTGTTATTCAAAGCCGGCTTTGAT 
GCAGCATTCTTGTATATTTTGTACTACCTTTATAAATTCGACATGCCAAATGTTACCAAA 
TGCACTGCGGAACCTTGTCCAAATACAGTGGACTGCTATATCTCCCGTCCCACAGAGAAG 
AAAATCTTCACTCTTTTTATGGTGGTCTCCTCCTCTGTGTGCATCTTCATGTGTATCTGT 
GAGATGGTGTATCTGATTACAAAGAAAGCTGGCAAATTTCTGCACAAAAAGAGTGAGGAG 
AATAGAAACTACATAAGCAGAAGGGTGGATCCGACGGCCATGTCCAACCAGAATCTCAAC 
AATCTTAAAATGGCACAGGCTGCAGAAGAACTAAAAAATTCTGAGATGATCCATTCCGAG 
TTGAACAAATTATATGAACGCTGA 
 
>DrCx27.5 Dr35533 Ensembl prediction in 2 exons (black/blue letters). Exon 1 and 14 nt of exon 
2 removed (marked gray) to reach initiation codon consistent with other connexins. The 
sequence is then in accordance with NM_131811. 
ATGCCACTAACACCACCTGCGGAGCCTGATCTGGAACCAAAAATGAACTGGGCGTCATTT 
TATGCCGTGATCAGCGGCGTGAACCGACATTCCACCGGCATTGGGCGGATTTGGCTGTCT 
GTCCTCTTCATTTTCCGGATCCTGGTTCTGGTGGTGGCGGCGGAGAGCGTGTGGGGCGAC 
GAGAAAGCGCATTTCATCTGCAACACCCAACAGCCGGGATGCAACAGCGTGTGCTACGAC 
CACTTCTTCCCGATCTCCCACATCCGACTGTGGGCCCTGCAGCTCATCATGGTCTCCACC 
CCCGCCCTGCTGGTCGCCATGCACATTGCACACCGTCGGCACATCGACAAAAAGTTGTAT 
CGCCAGGCTGGCCGCACCAGCCCGAAAGACTTGGAGGCGATAAAGAACCAGAAGATGAAG 
ATTACCGGCGCCCTCTGGTGGACATATATGATCAGCCTGCTGTTCCGTGTGTTGTTCGAG 
TCCGCCTTTATGTATCTGTTTTACATGATTTACCCGGGCTATAAGATGTTCCGGCTGGTG 
AAGTGTGACTCGTATCCGTGCCCAAACATTGTCGACTGTTTCGTGTCCAGGCCGACAGAG 
AAAACAGTCTTCACTATATTTATGCTGGCGGTGTCCGGCGTCTGTATCCTGCTCAACATC 
GCCGAAATCGTCTTTCTTGTGGCGAGAGCAACCAGTCGACATCTCAATAACTCCAAAGAT 
TCCGCTGTGGGAGCCTGGATCTCCCAAAAACTCTGCTCCTTCTAG 
>DrCx27.5 Dr35533 Modified according to NM_131811. 
ATGAACTGGGCGTCATTTTATGCCGTGATCAGCGGCGTGAACCGACATTCCACCGGCATT 
GGGCGGATTTGGCTGTCTGTCCTCTTCATTTTCCGGATCCTGGTTCTGGTGGTGGCGGCG 
GAGAGCGTGTGGGGCGACGAGAAAGCGCATTTCATCTGCAACACCCAACAGCCGGGATGC 
AACAGCGTGTGCTACGACCACTTCTTCCCGATCTCCCACATCCGACTGTGGGCCCTGCAG 
CTCATCATGGTCTCCACCCCCGCCCTGCTGGTCGCCATGCACATTGCACACCGTCGGCAC 
ATCGACAAAAAGTTGTATCGCCAGGCTGGCCGCACCAGCCCGAAAGACTTGGAGGCGATA 
AAGAACCAGAAGATGAAGATTACCGGCGCCCTCTGGTGGACATATATGATCAGCCTGCTG 
TTCCGTGTGTTGTTCGAGTCCGCCTTTATGTATCTGTTTTACATGATTTACCCGGGCTAT 
AAGATGTTCCGGCTGGTGAAGTGTGACTCGTATCCGTGCCCAAACATTGTCGACTGTTTC 
GTGTCCAGGCCGACAGAGAAAACAGTCTTCACTATATTTATGCTGGCGGTGTCCGGCGTC 
TGTATCCTGCTCAACATCGCCGAAATCGTCTTTCTTGTGGCGAGAGCAACCAGTCGACAT 
CTCAATAACTCCAAAGATTCCGCTGTGGGAGCCTGGATCTCCCAAAAACTCTGCTCCTTC 
TAG 
 
>Dr58064 Ensembl prediction. 108 nt added at 3-end to reach stop codon (marked blue). 
ATGAATTGGGCATCCTTTTATGCTGTGATCAGTGGTGTGAACAGGCATTCAACAGGCATT 
GGACGCATCTGGCTGTCAGTCATCTTCATCTTCCGTATCTTGGTGCTAGTAGTGGCAGCC 
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GAGAGCGTGTGGGGAGATGAAAAGTCAGGCTTTACCTGCAATACTCAGCAACCCGGCTGC 
AACAGCGTGTGTTATGACCAGTTCTTTCCAATCTCACACATCCGCCTTTGGATTTTGCAG 
CTCATTCTGGTGTCCACACCAGCCCTACTGGTCACTATGCATGTTGCACATCGGCGACAC 
GTTGAGAAAAAGATCCTCAAGATATCTGGTCAGGGAACTGAAAAGGACTTCGAGAGCATT 
AAAACCCGAAAGTTCAAAATTGTTGGTGCACTATGGTGGACTTACATGATAAGTATCATA 
TTTCGCATAATTTTTGAAGTGGTTTTCTTGTACATTTTCTACTTAATCTATCCAGATATC 
ACTATGGTTCGTCTTGTGAAATGTGACTCATATCCATGTCCAAATACAGTAGACTGTTTT 
GTGTCTCGTCCTACAGAGAAGACCATTTTTACTGTCTTTATGCTGGTGGTGTCTGGACTT 
TGTGTCTTGCTAAATATCACAGAGGTTATGTATTTAATAACTCGGGCATGTATCAAATAT 
TTTCAAGGAGCAGTACATCAAACTAAAGGACCTTGGCTCACTCATAAACTGGGAACCTAT 
>Dr58064 Our suggested modification. 
ATGAATTGGGCATCCTTTTATGCTGTGATCAGTGGTGTGAACAGGCATTCAACAGGCATT 
GGACGCATCTGGCTGTCAGTCATCTTCATCTTCCGTATCTTGGTGCTAGTAGTGGCAGCC 
GAGAGCGTGTGGGGAGATGAAAAGTCAGGCTTTACCTGCAATACTCAGCAACCCGGCTGC 
AACAGCGTGTGTTATGACCAGTTCTTTCCAATCTCACACATCCGCCTTTGGATTTTGCAG 
CTCATTCTGGTGTCCACACCAGCCCTACTGGTCACTATGCATGTTGCACATCGGCGACAC 
GTTGAGAAAAAGATCCTCAAGATATCTGGTCAGGGAACTGAAAAGGACTTCGAGAGCATT 
AAAACCCGAAAGTTCAAAATTGTTGGTGCACTATGGTGGACTTACATGATAAGTATCATA 
TTTCGCATAATTTTTGAAGTGGTTTTCTTGTACATTTTCTACTTAATCTATCCAGATATC 
ACTATGGTTCGTCTTGTGAAATGTGACTCATATCCATGTCCAAATACAGTAGACTGTTTT 
GTGTCTCGTCCTACAGAGAAGACCATTTTTACTGTCTTTATGCTGGTGGTGTCTGGACTT 
TGTGTCTTGCTAAATATCACAGAGGTTATGTATTTAATAACTCGGGCATGTATCAAATAT 
TTTCAAGGAGCAGTACATCAAACTAAAGGACCTTGGCTCACTCATAAACTGGGAACCTAT 
AAGCAGAATGAAATAAATAATTTGATATCAGAGCATTCATTTAAACCTAGATTTAATGTT 
GGGCGGAAACCTCCAGTGCTGAAAAATGAGCGCTGCTCAGCTTTCTAG 
 
>DrCx35 Dr58009 Ensembl prediction. No modification. 
ATGGGGGAATGGACAATTCTCGAGCGTCTCCTGGAGGCGGCTGTCCAACAGCACTCTACT 
ATGATTGGGAGGATCCTGCTAACTGTTGTGGTGATCTTCCGGATTCTAATTGTGGCGATT 
GTTGGAGAGACCGTGTACGACGACGAGCAGTCAATGTTTGTGTGTAACACTCTGCAGCCA 
GGCTGTAACCAAGCTTGCTATGACAAAGCGTTCCCTATATCTCACATCAGATACTGGGTT 
TTCCAGATCATCATGGTTTGCACACCCAGTCTCTGCTTCATCACATACTCTGTGCATCAG 
TCGGCCAAACAGAAGGAGCGGAGGTATTCTACCATCTACCTGTCCCTCGACAAAGACCCC 
GATACGATGAGGCGAGACGACAGCAAAAAGATCAAAAACACCATTGTGAACGGAGTACTT 
CAAAACACGGAGAACTCCACCAAAGAGTCCGAGCCTGACTGTCTAGAGGTCAAAGAGATC 
CCCAATTCAGCCATGAGAACTACCAAATCTAAAATGAGAAGACAAGAGGGCATCTCCAGG 
TTTTACATCATTCAGGTGGTGTTCAGAAACGCACTGGAAATTGGCTTCCTGGTGGGCCAG 
TATTTCTTGTACGGATTCAACGTGCCCGCCGTGTACGAGTGCGACCGCTATCCTTGCATC 
AAAGACGTCGAATGCTACGTATCAAGACCTACGGAGAAAACCGTGTTCCTCGTCTTCATG 
TTTGCAGTCAGTGGGATTTGCGTGGTGCTCAACCTGGCTGAACTCAATCACCTGGGCTGG 
AGGAAAATTAAAACAGCGGTGAGGGGGGTTCAGGCCAGGAGGAAGTCCATCTATGAGATC 
AGAAACAAGGACTTACCGCGGATGAGCATGCCGAATTTCGGAAGAACCCAGTCCAGTGAC 
TCTGCCTACGTTTAA 
 
>Dr35340 Ensembl prediction. 36-like sequence. 71 nt corresponding to exon 1 found approx 22 
kb upstream (marked green). To fit this to the general pattern of splicing sites, the two 
first nt of the Ensembl prediction are regarded as the two last nt of the intron, and 
therefore removed (marked gray in upper sequence). 
AGGATCCTGCTGACAGTAGTGGTGATATTCCGGATCCTGATCGTGGGTATAGTGGGAGAG 
AAGGTGTATGAGGACGAACAAATTATGTTTATATGTAACACACTGCAACCGGGTTGCAAC 
CAGGCCTGCTACGATAAAGCCTTCCCAATCTCCCATATCCGTTACTGGGTTTTCCAGATC 
ATCCTGGTTTGCACGCCCAGCCTCTGCTTTATCACATACTCTGTGCACCAGTCTGCCAAG 
CACAAAGACCAGCGTTACACACTTCTGCATGGCCCTTACATCGACCACGGTCATGGGCCG 
AGCCGCAAGCTCCGCAACATCAACGGCATCCTGGTGCACCCGGAAAGCAAAGACGACCGC 
GAATGTCTGGATCTGAAAGACATTCCCAACATCCCGGCGGGGGTGACATACTCCAAAAGT 
GCCAAGATCCGCCAGCAGGAAGGCATCTCCCGCTTCTATGTCATCCAAGTGGTGTTCCGG 
AACGTTCTGGAAATCGGCTTTCTAGCCGGCCAGTACTTCCTCTACGGATTCAATGTTCCC 
GCCATGTTTGAGTGCGACCGCTACCCTTGCGTGAAGGAGGTTGAATGTTACGTGTCGCGT 
CCCACAGAGAAGACAGTTTTCCTGGTGTTCATGTTCGCAGTTAGCGGAATCTGCGTGGTG 
CTAAATTTGGCTGAGCTCAACCACCTTGGCTGGCGCAAGATTAAGACGGCCATCCGTGGC 
GTCCAAGCTCGTAGAAAGTCTATTTGTGAGATCCGAAAAAAGGATGTGTCTCACTTGTCC 
TCCGTGCCCAACTTGGGCCGCACCCAGTCTAGCGAATCAGCTTATGTCTGA 
>Dr35340 Our suggested modification. 
ATGGGAGAATGGACTATATTGGAGAGGTTGCTGGAGGCTGCGGTACAGCAGCACTCTACT 
ATGATCGGCAGGATCCTGCTGACAGTAGTGGTGATATTCCGGATCCTGATCGTGGGTATA 
GTGGGAGAGAAGGTGTATGAGGACGAACAAATTATGTTTATATGTAACACACTGCAACCG 
GGTTGCAACCAGGCCTGCTACGATAAAGCCTTCCCAATCTCCCATATCCGTTACTGGGTT 
TTCCAGATCATCCTGGTTTGCACGCCCAGCCTCTGCTTTATCACATACTCTGTGCACCAG 
TCTGCCAAGCACAAAGACCAGCGTTACACACTTCTGCATGGCCCTTACATCGACCACGGT 
CATGGGCCGAGCCGCAAGCTCCGCAACATCAACGGCATCCTGGTGCACCCGGAAAGCAAA 
GACGACCGCGAATGTCTGGATCTGAAAGACATTCCCAACATCCCGGCGGGGGTGACATAC 
TCCAAAAGTGCCAAGATCCGCCAGCAGGAAGGCATCTCCCGCTTCTATGTCATCCAAGTG 
GTGTTCCGGAACGTTCTGGAAATCGGCTTTCTAGCCGGCCAGTACTTCCTCTACGGATTC 
AATGTTCCCGCCATGTTTGAGTGCGACCGCTACCCTTGCGTGAAGGAGGTTGAATGTTAC 
GTGTCGCGTCCCACAGAGAAGACAGTTTTCCTGGTGTTCATGTTCGCAGTTAGCGGAATC 
TGCGTGGTGCTAAATTTGGCTGAGCTCAACCACCTTGGCTGGCGCAAGATTAAGACGGCC 
ATCCGTGGCGTCCAAGCTCGTAGAAAGTCTATTTGTGAGATCCGAAAAAAGGATGTGTCT 
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CACTTGTCCTCCGTGCCCAACTTGGGCCGCACCCAGTCTAGCGAATCAGCTTATGTCTGA 
 
>Dr35765ic Ensembl prediction. 36-like sequence with no predicted exon 1. A reasonable exon 1 
is found approx. 60 kb away, but it is on the opposite strand. An assembly error can not be 
excluded, but the sequence is not included here.  
NNGATTTTGCTGACAGTTGTGGTGATATTCCGTATCCTAATCGTGGCCATTGTTGGTGAA 
ACCGTCTATGAGGATGAGCAGACCATGTTTATCTGCAACACCCTCCAACCGGGCTGCAAC 
CAGGCCTGCTACGACAAAGCCTTCCCCATTTCCCACATCCGATACTGGGTCTTCCAGATT 
ATCCTTGTCTGTACACCAAGCCTGTGCTTCATCACCTATTCAGTACACCAGTCAGCCAAA 
CAGCGTGACCGCCGCTACTCCTTCCTCTACCCAATAATGGAAAAGGACTACAGTCGTGAG 
GGTACGCGGAAACTACGCAACATTAACGGCATTTTGGTGCAGCACTCTGAAAGTGGCGGT 
GGAAAGGATGAACCTGATTGCTTAGAGGTAAAGGAGATCCCAAATGCTCCAAGAGGCCTC 
TTGCATGGCAAGAGTTCAAAGGTACGCCGACAAGAGGGGATTTCTCGCTTCTACATAATC 
CAGGTAGTGTTCCGCAATGCACTGGAGATAGGTTTCTTAGCAGGGCAGTACTTTCTATAT 
GGCTTCAGCGTTCCTGGCATCTTCGAGTGTGACCGATACCCCTGCCTGAAGGAAGTGGAG 
TGCTACGTATCCCGACCCACTGAGAAGACGGTCTTCCTAGTGTTCATGTTTGCAGTGAGT 
GGCATCTGCGTTGTGCTGAACCTCGCTGAACTCAACCACCTCGGCTGGAGAAAAATCAAA 
GCTGCCATTCGAGGTGTCCAAGCCCGCAGGAAGTCCATCTGTGAGATCCGCAAAAAGGAC 
ATGGCCCACCTGTCACAACCGCCAAACCTGGGCAGGACCCAGTCCAGCGAGTCTGCTTAT 
GTTTGA 
 
>Dr17927 Ensembl prediction. Predicted as 2 exons (black/blue letters). 92 nt removed at 5'-
end to achieve an initiation codon more in accordance with other connexins (marked gray). The 
48 nucleotide intron (marked blue) is regarded as a part of the reading frame. Sequence 
extended 252 nt in 3'-end to reach stop codon (marked blue). 
ATGAAAACGGCCGTCCTCGCTGGCAGCAGAGCTAAAGTGGAGCTATTTCAGGTGCTGTAC 
TTCAATCGGCCGGCACGCAGAGACATGACAGAATGGACGCTGCTGAAGCGGCTGCTGGAC 
GCCGTGCACCAGCACTCCACCATGATCGGACGCCTCTGGCTCACAATAATGGTGATTTTC 
AGATTGCTGATCGTCGCAGTGGCGACCGAAGACGTCTACACTGATGAGCAGGAGATGTTC 
GTGTGCAATACTCTCCAACCGGGATGTCCGAACGTCTGCTATGATGCATTCGCGCCAATA 
TCGCAACCACGTTTTTGGGTCTTCCAGATCATCACGGTCTCCACGCCGTCGCTTTGTTTT 
ATTATCTACACCTGGCACAACTTGTCCAAACAACCCGAAGGCTCCATTAAATCGCATAAA 
CACATAAATCCAAGCCTTGAAGGAGTCACCAACCAGAAACCATCGCAAGCATCGAAAACC 
TCTTCGGGAGTCCTTTCGAAGTATTACATCTTCCACGTTTGCTTTCGTACCATTCTGGAA 
GTGGCCTTTGTAGTGGCCCAGTGGCTGCTTTTCGGCTTCCGCGTCCCAGCTCATTTCGTT 
TGCACGTCTTCCCCTTGCATGCAAAGCGTCGACTGCTACGTTTCTCGTCCCACGGAGAAA 
ACCGTTTTTCTTATCTTTATGTTCTGCGTTGGAGTTTTCTGCATCTTCTTGAACTTCTTA 
GAGCTCAATCATTTGGCTTGGAAGATGATCAAGAGG 
>Dr17927 Our suggested modification. 
ATGACAGAATGGACGCTGCTGAAGCGGCTGCTGGACGCCGTGCACCAGCACTCCACCATG 
ATCGGACGCCTCTGGCTCACAATAATGGTGATTTTCAGATTGCTGATCGTCGCAGTGGCG 
ACCGAAGACGTCTACACTGATGAGCAGGAGATGTTCGTGTGCAATACTCTCCAACCGGGA 
TGTCCGAACGTCTGCTATGATGCATTCGCGCCAATATCGCAACCACGTTTTTGGGTCTTC 
CAGATCATCACGGTCTCCACGCCGTCGCTTTGTTTTATTATCTACACCTGGCACAACTTG 
TCCAAACAACCCGAAGGTGAGCAGATAAAGGAAGCGCTTGAGAGGAGCTGCGACTCGGAG 
AGTTGCTCCATTAAATCGCATAAACACATAAATCCAAGCCTTGAAGGAGTCACCAACCAG 
AAACCATCGCAAGCATCGAAAACCTCTTCGGGAGTCCTTTCGAAGTATTACATCTTCCAC 
GTTTGCTTTCGTACCATTCTGGAAGTGGCCTTTGTAGTGGCCCAGTGGCTGCTTTTCGGC 
TTCCGCGTCCCAGCTCATTTCGTTTGCACGTCTTCCCCTTGCATGCAAAGCGTCGACTGC 
TACGTTTCTCGTCCCACGGAGAAAACCGTTTTTCTTATCTTTATGTTCTGCGTTGGAGTT 
TTCTGCATCTTCTTGAACTTCTTAGAGCTCAATCATTTGGCTTGGAAGATGATCAAGAGG 
TCTGTGCTGGTCAAGGACGGATCCTGGAATGGATACGGCGCTATAAACCAAGACTCGCAG 
TCGATCGCTTCTTTGACGTTTCGAGATGTTACCAGCACTACATCACTACCGACTCTTGAT 
CTAGTTGTGGATCACCAACCTGACTGGACATGCGCTGCAAACTGCTCGACAAAGAAGGAC 
AATAGAGGAACACAGAGTAAACCCAAGACAAACAGAAAAGCAAAACAGAGGAGCACTGAG 
GTTTGGATATAA 
 
>DrCx28.9 Dr41797 Ensembl prediction. No modification. 
ATGGGAGAATGGGGATTTCTCTCCAAGCTGCTGGACAAAGTGCAGTCTCACTCCACAGTG 
GTTGGGAAGGTGTGGCTCACGGTCCTGTTTGTCTTCAGGATCATGGTTCTCGGGGATGGT 
GCTGAAAAGGTGTGGAGCGACGAACAATCAAAAATGATCTGCAACACGAAACAGCCTGGT 
TGCACGAACGTATGCTACGATCACACCTTTCCCATCTCCCATATTCGCTTCTGGGTTCTT 
CAAATCATCTTCGTGTCCACGCCAACACTTCTATACTTCGGCCACGTCCTGCATGTCCTC 
CACAAAGAAAAGAAACTGCGACACGAGATCGAATCCCATGCTGAAAAACAAGGCCTCAAA 
CAGCCGAAATATATAGACGATTACGGCAAAGTCATAATCAAGGGCCAATTATTGGGTAGT 
TACCTATCCAGCCTGTTTGTGAAGATCTTGCTAGAGGCCGCGTTTATCGTTGGCCAGTAT 
TATATTTACGGTTTCATAATGATCCCGAAGATCGAATGCTCCCAGTCTCCTTGCCCTCAT 
ACAGTTGAGTGCTACATGTCCCGTCCCACAGAGAAGACCATCTTCATCATCTTCATGCTG 
GTGGTGGCGTGCATCTCTCTGCTTCTGAACGTGGTTGAGATGTTCTACCTGATATGCCGC 
AGGTCAAAGAGACACCGCGCCGCAAAGATGACTTCATTTCATAAAGGTTTAAACGGATCC 
AAGGTGTACATTTCAGGAACTTCAAAGTCTAGCAAATCTTAA 
 
>Dr41792 Ensembl prediction. No modification. 
ATGGGCGACTGGGGATTCCTCTCCAAACTTTTGGACAAAGTGCAGTCTCACTCGACCAGC 
ATTGGAAAGGTTTGGCTGACAGTTCTGCTGATCTTCAGAATAATGGTTCTAGGTGCCGGA 
CTGGATAAAGTCTGGGGAGACGAACAGTCCAGAATGGTCTGCAACATCAACACTCCTGGT 
TGCCTGAACGCCTGTTACGACCACATCTTCCCCATATCTCACATGCGATTCTGGGTGCTC 
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CAAATCATCTTCGTGGCCACTCCGAATCTGGTCTACCTCTTTTATGTTCTGCATGTCATC 
CATAGAGAAAACAAACTGAGGCAGCGTTTAGAAAATCAGGCAGAGAAGCACGGTGTCAAG 
CTACCGAAATACACAGACGGCAATGGGAAGGTTTATTATAAAGGGAACCTTCTCGGTTGT 
TATATGTTTAGCCTCATTGTGACTATTTTGTTGGAGGCTGGCTTTCTTGTAGGCCAGTAT 
TTTTTAATTGGCCTTTTGATGCCCATGCAGCTTGACTGTAATGTAGAGCCATGTCCTAGT 
GTTGGTCTGCATTGTTTTACGTCCCGTCCAACTGAAAAGAGCATCTTCATTGTGTTCATG 
CTCATTGTGGCTTGCGTGTCTTTAGCTCTGAATATTGGAGAGATTTTTTATCTGATTGGT 
CGCAGGAATGTGTATAAAGCAAGGACTCGTTCGAATGCTGTGGATGAGATGCACAAATTG 
AGCCCCACTGAAACGTTTTGCTGA 
 
>DrCx32.2 Not predicted in present (July 1 2006, Zv6) genebuild of Ensembl. In previous 
genebuild predicted as Dr21696. According to AY340236. 
ATGGGAGACTGGGGGTTTCTCTCAGCCTTACTGGACAAAGTACAGTCTCACTCCACTGTC 
ATCGGGAAGATATGGATGAGCGTCCTATTCATCTTCCGCATCTTGGTGTTGGGAGCAGGA 
GCCGAGAATGTTTGGGGCGACGAAAGATCCAACTTAGTGTGCAACACCAACACCCCTGGC 
TGCGATAACCTGTGCTACGACTGGCAGTTCCCCATTTCGCACATCCGCTTCTGGGTCATG 
CAAATCATCTTCATTTCCACTCCAACTTTAGTGTATCTGGGGCACGTGGTGCACATCATC 
CACCAGGAGAACAAACAGAGAGAACTTCTCAAAAGCAATCCCATGGCAAAGTCGCCGAAA 
TACACTGACGAAAACGGAAAGGTCGAAATTAAAGGAAGTATGTTGGGTAGCTACTTGACG 
CAACTGTTCATTAAGATCATTTTAGAGGTGGCCTTCATCGTCGGACAGTATTATCTGTTT 
GGATTCATCATTGACCACAAGTTCATCTGTGAAAGGTCACCCTGTATGAGGGCTGAGTGT 
TTCGTGTCCAGACCCACGGAGAAAAGCATCTTCATTATCTTCATGCTGGTGGTGGCTTGC 
GTGTCTCTGGCCTTAAATGTTCTGGAGATATTTTATTTGCTTTGTAGGAGGATCAGTCGG 
AGAAGTAAGAAGTGTAGACAAGCAATGTATAATGGTGAATCTCGTTATCCGGGACATTTC 
ACAACAGAACTCGAGTCTATGAATGGGATGAGGCATAATGAGTTTAATGTGGCCTTTCAG 
AACAAGTGGAGTCAAAGAAAAGGCAGTCTGGACGCAGCCAAACCTGAGGCTTAA 
 
>DrCx32.3 Dr41787 Ensembl prediction. No modification. 
ATGGGAGACTGGGGATTTCTCTCATCGTTATTAGACAAAGTACAGTCTCACTCCACCGTT 
GTTGGCAAAATATGGATGAGCGTGCTTTTCATCTTTCGGATCCTGGTGTTGGGAGCAGCG 
GCGGAGAGCGTTTGGGGTGACGAACAATCAAGTTTGGTTTGCAACACCTTGCAACCTGGT 
TGTGAAAACGTGTGCTACGACTGGCAGTTCCCCATCTCACACATCCGCTTCTGGGTCCTG 
CAGATCATATTTGTCTCCACTCCGACTTTGGTGTACCTCGGCCATGCGGTGCAGGTCATT 
CACAATGAGAACAAACTTAGGGAGAAGAAAAAAATCCTTGGTGATGGCCACATGTTGAAG 
GAACCCAAATACACCGACAGCCAAGGCCACGTCAAGATTAAAGGAAACCTCCTCGGCAGC 
TATCTAACGCAGTTGTTTTTTAAAATCATCCTTGAAATCGCGTTCATTGTTGGACAGTAT 
TATTTATACGGCTTTATTATGGTCGCCAAGTTTACATGCTCCCGTTCCCCTTGCCCTTAC 
ACTGTTGAATGTTTCATGTCCCGTCCCACCGAAAAGACCATCTTCATTATATTTATGCTA 
GCGGTGGCCTGCGTATCTCTGTTACTGAATGTCATAGAGGTGTTTTACCTGCTGTTCACC 
AGAGTGGGATGTCGGAAGAGACGATCACATACTGTTACTACGGCTAAAAACCCGGCCAGT 
TTGTCTTCCTCCTGGCAGATGAACTCTGAAGACGCTCTGAAGCAAAACAAACTCAACAAG 
CAGTTTGAGAGCGGACAGAGCCTTGGAGGAAGCCTGGATGGGGCGAAAGAAGACATGCAA 
TTGATGGAAGATCACTAG 
 
>Dr53083 Ensembl prediction. No modification. 
ATGGGCGAGTGGGATTTCCTCGGACGACTGCTGGATAGAGTCCAGACACACTCCACCGTA 
GTGGGAAAAATCTGGCTCACCGTCCTGTTTGTCTTCAGGATTCTAGTCCTTGGAGCCGGC 
GCTGAGAGAGTGTGGGGCGATGAGCAGTCCGACTTCATCTGCAACACAGAGCAACCGGGA 
TGCGAAAACGTCTGCTACGACCGCGCGTTCCCAATCTCGCACGTCCGCTACTGGGTGCTT 
CAGATCATCTCTGTGTCCACGCCAACTCTGGCCTACCTGGGCCACGTCGTCCACGTCATA 
CACGCCGAAAAGAAAGTGCGAGAGATGATGAAGAAAGAGCTTCAGAATGAGCAAATCAAC 
CTCTTCCTCAAGAAAGGCTACAAAGTTCCCAAGTACAGCCGGGAAAACGGGAAGGTCAAC 
ATCCGTGGACGTCTTCTGAGAAGCTACATTCTGAGTTTGCTTTGTAAGATACTACTGGAG 
GTGGGTTTCATTTTGGGCCAATACTATCTTTATGGCTTCACTCTTAGGGCTCAATATGTC 
TGCAGCTATTTCCCGTGTCCTCACAAGGTGGACTGTTTTTTGTCGAGGCCCACTGAGAAA 
ACCATCTTCATTTGGTTTATGCTGGTGGTGGCTTGCATTTCCTTGCTCCTAAATGTGATT 
GAGATCTTATATCTTTGCGCTAAGAAGATCAGCGAGTGTCTCAGCCGCAAAAAGGACTAC 
ACCATCACTCCGGTGACCCCTGTGGTGAGCAAAAAGAACTTTAAAAATACAGATCAGGTG 
ATACAGAATTGGATGAACCGCGAGTTGGAGCTTCAGAGGAGGGAACCTGGCAATGAGGCG 
ACCAAGAGCTTGGCTTCAGAGGGTCGCAGTGCTGACATGCAAGAGGTTCATATCTGA 
 
>Dr09593 Ensembl prediction. Predicted as 2 exons (black/blue letters). 6 nt added at 5'-end 
to reach initiation codon (marked green). The predicted 57 nt intron is included as a part of 
the reading frame (marked blue). Sequence extended 309 nt in 3'-direction to reach stop codon; 
3 first nt as a part of the second conserved domain (marked green), the remaining 
corresponding to the cytoplasmic C-terminal tail (marked blue). 
AGAGCTGACTGGGGGTTTCTGGAGCACCTGCTAGAGGAAGGCCAGGAGTACTCGACGGGC 
GTAGGACGCGTGTGGCTGACCGTCCTCTTCCTCTTCCGCATGCTTGTGCTTGGCACGGCT 
GTGGAATCTGCATGGGACGACGAGCAGTCTGACTTCGTCTGCAACACCAAACAGCCCGGC 
TGTGAGTCCGTCTGCTATGACAAGGCCTTCCCCATATCCCACTTCCGTTACTTTGTCCTT 
CAGGTCATCTTCGTCTCAACTCCGACCATTTTCTACTTCGGCTACGTGGCCTTGAGGGCT 
AGAAATGAGAAGAGGCCAGAGGAAAAGCTGGAGGAAGATGGCAGAAGGCATAGACATCGA 
AAGACCAACGCCTGTATATTAGAAGAACCTCCAAAGCTTAAAGGGAAACTGCTGTGCGCT 
TACGCGGCGAGCATAATAGTGAAAGTTCTCATCGAAGTTGGCTTCATCCTGGGTTTATGG 
ATACTTTATGGGTTTGTGATCGAGGCCAAGTACGTGTGTGAGAGGCTTCCCTGTCCTCAC 
ACGGTTGACTGTTTCGTCTCACGACCAACAGAAAAAAACATCTTCACCATATACACACAA 
GTCATCGCCGTAGTGTCGATTCTCCTCAACGTTGTGGAGCTTTTCCATCTGCTT 
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>Dr09593 Our suggested modification. 
ATGTCCAGAGCTGACTGGGGGTTTCTGGAGCACCTGCTAGAGGAAGGCCAGGAGTACTCG 
ACGGGCGTAGGACGCGTGTGGCTGACCGTCCTCTTCCTCTTCCGCATGCTTGTGCTTGGC 
ACGGCTGTGGAATCTGCATGGGACGACGAGCAGTCTGACTTCGTCTGCAACACCAAACAG 
CCCGGCTGTGAGTCCGTCTGCTATGACAAGGCCTTCCCCATATCCCACTTCCGTTACTTT 
GTCCTTCAGGTCATCTTCGTCTCAACTCCGACCATTTTCTACTTCGGCTACGTGGCCTTG 
AGGGCTAGAAATGAGAAGAGGCCAGAGGAAAAGCTGGAGGAAGATGGCAGAAGGCATAGA 
CATCGAAAGACCAACGCCTGTATATTAGAAGTAATAAAAGAGGAAGACGAAGATGGGAGT 
GAAACTGAAAAGAACCGCAAAGCGCTGGAACCTCCAAAGCTTAAAGGGAAACTGCTGTGC 
GCTTACGCGGCGAGCATAATAGTGAAAGTTCTCATCGAAGTTGGCTTCATCCTGGGTTTA 
TGGATACTTTATGGGTTTGTGATCGAGGCCAAGTACGTGTGTGAGAGGCTTCCCTGTCCT 
CACACGGTTGACTGTTTCGTCTCACGACCAACAGAAAAAAACATCTTCACCATATACACA 
CAAGTCATCGCCGTAGTGTCGATTCTCCTCAACGTTGTGGAGCTTTTCCATCTGCTTCAG 
TTGGTGATAACACGTCGACTAGAGAAGAAATATCAGGCAGAGGTGCAGATTCATAATAGA 
GTTAGAACAGCACCATCTAAAGCTCAACAACCATCATTTGAGGAAAGGAACCATCTCTTT 
CTTCCTGTAGCACATGGTGGATACCCTACCGAAGGGTTGGATTGGGAAAAAAGAGACCCT 
TCCTTGGCAGAAGACATGCTTCCAAGCTACTCAAACTGCATTAGGAATATGAAGCCTGCA 
ATAAACAAAAACAATCTTCCTAAAAAGCACCTCAAGGCTGATGACAAACCGAGACATTAT 
GTTTGA 
 
>DrCx43 Dr41799 Ensembl prediction. No modification. 
ATGGGTGACTGGAGTGCGTTGGGAAGGCTTCTTGACAAGGTGCAGGCCTACTCCACGGCC 
GGAGGGAAGGTCTGGCTCTCTGTGCTCTTCATCTTCCGGATCCTTGTTCTGGGAACAGCA 
GTGGAATCGGCCTGGGGTGACGAGCAGTCAGCTTTCAAGTGCAATACCCAGCAGCCTGGT 
TGCGAGAATGTCTGCTATGACAAATCGTTCCCCATCTCGCACGTGCGCTTCTGGGTGCTT 
CAGATCATCTTCGTGTCCACGCCGACGCTCCTGTACCTGGCGCATGTCTTCTACCTGATG 
CGAAAGGAGGAGAAACTCAACCGTAAAGAAGAGGAGCTGAAGGCCGTGCAGAACGACGGC 
GGCGACGTTGAGCTCCATCTCAAGAAAATCGAGCTCAAGAAGTTTAAGCATGGCCTAGAG 
GAGCACGGCAAGGTGAAGATGAAGGGTAGCCTGCTGCGCACCTACATCTTCAGCATCATT 
TTCAAGTCCATCTGTGAGGTGGTCTTCCTGGTCATCCAATGGTACCTCTACGGCTTCAGC 
CTCTCTGCCGTGTACACATGCGAACGCACGCCTTGCCCTCATAGGGTGGACTGTTTCCTT 
TCTCGGCCCACCGAGAAGACCATCTTCATCATCTTCATGCTAGTGGTTTCGCTCTTCTCG 
CTTTTGCTCAACATCATCGAGCTCTTCTACGTGCTCTTCAAACGAATCAAGGACCGCGTC 
AAAAGCCGACAAAACACACAGTTTCCCACTGGCACTTTGAGCCCCACGCCGAAGGAACTG 
TCTACGACCAAATACGCGTACTACAATGGTTGCTCCTCACCAACTGCACCGCTCTCACCA 
ATGTCACCTCCAGGCTACAAACTGGCCACCGGCGAAAGGACCAACTCTTGCCGCAATTAC 
AACAAGCAGGCTAATGAGCAGAATTGGGCCAACTACAGCACAGAACAGAATCGCTTGGGC 
CAGAATGGCAGCACCATCTCCAATTCACATGCACAAGCCTTCGACTACCCTGATGATACA 
CATGAGCACAAGAAACTGACGCCAGGGCATGAGTTGCAGCCATTGGCGTTGATAGATGCA 
CGGCCGTGCAGCCGTGCCAGCAGCCGCATGAGCAGTCGAGCGAGGCCTGATGACCTGGAC 
GTCTAG 
 
>Dr07288 Ensembl prediction. No modification. 
ATGGGTGACTGGAGCGCACTGGGGAAACTTCTTGACAAGGTCCAGGCGTACTCCACTGCT 
GGAGGCAAAGTCTGGCTCTCCGTCCTCTTCATCTTCCGGATCCTGGTGTTGGGGACGGCG 
GTGGAGTCCGCCTGGGGAGACGAGCAGTCGGCCTTCAAATGCAACACGCTGCAACCTGGA 
TGTGAGAACGTGTGCTATGATAAGTCCTTCCCCATCTCCCACGTGCGCTTCTGGGTGCTG 
CAGATTATATTTGTGTCCATGCCGACCCTCTTATATCTCAGCCATGTGGTGTTCCTTATG 
AACAAAGAGGAGAAACTGAATAAAAAAGAGGACAAACTACGAGACATCCAAAGCAAAGGC 
GGAGATGTGGACGTGCTCCTGCGCAAAATCGAAACGAGGAAGTTCAAGTACGGATTGGAG 
GATCACGGGAAGATCAAGATGAGGGGAGGGATATTTTACACGTATATAGTGAGCATCGTG 
TTGAAGTCCGTATTTGAAATTGTCTTCCTTTTAATACAGTGGCATCTTTACGGATTCAAG 
CTGTCGGCTGTTTATACGTGCGAGAAGTTCCCTTGTCCGCATAAGGTGGACTGTTTTCTG 
TCCCGTCCCACAGAGAAGACAGTTTTCATCATCTTCATGCTGGTCGTCTCGCTGGTCTCT 
CTGGCTCTCAACGTATTTGAGTTTTTTTATGTGATTTTTAAGAGAATGAAAGACCAAATT 
AGGGAGTCTGAGAAGAAATTTGACAGTGCCTGCAATATCAAGCCCTGTCCGAGGAATCTG 
TCCGGCTATGAGTATTACAATGACTGCTCGGCCCCCGTCCCAAATCTAGGCTACAATCTA 
GACACTGTCGATAAATCCAACTCCTCTGATAATTACGACAAGCAGGCTAATGAGCAGAAC 
TGGACTAATTACAGCACAGAACAGAACCAGTTGGGTCACAGCCAGCGCTTTCCTTACCCG 
GAGAAAGTGACTCTAGGGAAGGATCTTCTGCTGCTAAAAGAGCTTGAACCTCGACCCAGT 
AGTCGAGCGAGCAGTCGAGCCAGGCCGGATGATCTTGACATCTAG 
 
>Dr54744 Ensembl prediction in 2 exons (black/blue letters). Sequence extended 6 nt in 5'-
direction to reach initiation codon (marked green). Predicted intron of 111 nt regarded as 
part of reading frame. Sequence extended 321 nt in 3'-direction to reach stop codon, with the 
6 first nt as a part of the second conserved domain (marked green), and the remaining 
corresponding to the cytoplasmic C-terminal tail (marked blue). 
GATTGGTCAATTCTGGGCCGCTTTCTAACCGAGGTTCAGAATCATTCAACAGTCATCGGC 
AAAATCTGGCTGACGGTGCTACTGATCTTCCGCATACTGCTGGTCACCCTGGTGGGAGAT 
GCAGTGTACAGCGACGAGCAGTCCAAATTCACCTGCAACACCCTTCAGCCGGGCTGCAAC 
AACGTCTGCTATGATACATTCGCCCCCGTCTCACACTTACGCTTCTGGGTCTTCCAGATC 
GTTCTGGTCTCAACGCCCTCCATCTTCTACATCATCTATGTGCTGCACAAAATCACCAAA 
GATGAGAAGATGGAGACGGAGAGGATCCACGCAGAGGAAGATTTCGGTGAGCTCGGCAAA 
GATCCAACCACACTTTCCAGTCAGGTTCTACTCATTTATATTGTTCACGTCCTGATCCGC 
TCCGTCCTGGAGATCACCTTTCTTGTCGGTCAGTATTACTTGTTTGGATTCGAGGTGCCT 
CATTTGTTCCGCTGCCAAACGTACCCTTGCCCAACACGGACTGACTGTTTTGTGTCTCGA 
GCCACCGAAAAGACTATTTTCCTTAATTTTATGTTCAGCATCAGCTTGGGTTGTTTCCTC 
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CTGAACATTGTGGAGCTTCACTACCTG 
>Dr54744 Our suggested modification. 
ATGGGTGATTGGTCAATTCTGGGCCGCTTTCTAACCGAGGTTCAGAATCATTCAACAGTC 
ATCGGCAAAATCTGGCTGACGGTGCTACTGATCTTCCGCATACTGCTGGTCACCCTGGTG 
GGAGATGCAGTGTACAGCGACGAGCAGTCCAAATTCACCTGCAACACCCTTCAGCCGGGC 
TGCAACAACGTCTGCTATGATACATTCGCCCCCGTCTCACACTTACGCTTCTGGGTCTTC 
CAGATCGTTCTGGTCTCAACGCCCTCCATCTTCTACATCATCTATGTGCTGCACAAAATC 
ACCAAAGATGAGAAGATGGAGACGGAGAGGATCCACGCAGAGGCCAGTCACCCTAGTCGA 
ATACAAGGAGATGGTTCCAGACTGGCCTACGGAGCCCAGGGAGAAGAATGGGGTGGTCAG 
GACGAGGGAAGCGTTGAGCAAAGTCTCCTGCAGGAAGATTTCGGTGAGCTCGGCAAAGAT 
CCAACCACACTTTCCAGTCAGGTTCTACTCATTTATATTGTTCACGTCCTGATCCGCTCC 
GTCCTGGAGATCACCTTTCTTGTCGGTCAGTATTACTTGTTTGGATTCGAGGTGCCTCAT 
TTGTTCCGCTGCCAAACGTACCCTTGCCCAACACGGACTGACTGTTTTGTGTCTCGAGCC 
ACCGAAAAGACTATTTTCCTTAATTTTATGTTCAGCATCAGCTTGGGTTGTTTCCTCCTG 
AACATTGTGGAGCTTCACTACCTGGGTTGGGTCTACATTTTCCGTATGCTCTGCGCCGCC 
TGCTTCTTGTGCTGCAAGTCAGAGAGGGATTTGTATGCTCAACGAAACCCACTGTTGCTT 
CGCCTCAGACACTCGATGCAGAGCAGGCTGGTCCTGCAGTCTTCAACAACCACTCTGTCT 
CAGGAGAAGACCGGGACGGCTTTGCTTTCACATGGTCCTGTCATCTCTTTTGAGACCGAC 
TCGACTCTTGAAAGCTCCTCAAAGAGGAACCCTGAGGAGAGGGAACGCATGAGGGTCAAA 
TTGGCCAACATGGTTAGATTTACTGGTAAAAAGTCTTGGCTGTGA 
 
>DrCx45.6 Dr40065 Ensembl prediction. No modification.  
ATGGGGGACTGGAGTCTCTTGGGTAATTTCCTCGAAGAAGTGCAGGAGCACTCTACGTCG 
GTTGGGAAGGTGTGGTTAACCGTGCTGTTCATCTTCCGTATCCTGGTGTTAGGCACAGCG 
GCAGAGTCATCATGGGGCGACGAGCAGTCCGACTTTATGTGTGATACTCTACAACCTGGT 
TGCACCAATGTCTGTTATGACCGAGCTTTCCCCATTGCTCATATCCGCTACTGGGTGCTG 
CAGATCGTCTTCGTATCGACACCCTCCCTCATCTACATGGGCCATGCCATGCACACCGTC 
CGCATGGAGGAGAAGAGAAAACAAAAGGAGCAGGAGGAGAAGGCAGAGGCGGGAAAAGGA 
GAGAAGGAGTATCTGGAACATAAAGAGAAATTCGAAAATACAAAGACAAAAATCCACCTG 
AAGGGGGCACTGCTGCAGACATATGTTCTGAGCATTGTGATCCGCCTGGTCATGGAAGTG 
ACCTTCATTGTGATTCAGTACATGATGTACGGGATCTTCCTGGATGCTCTGTATCCATGT 
TCAATGCTTCCCTGCCCCAACCCTGTGAACTGTTACATGTCCCGTCCAACTGAGAAAAAT 
GTCTTTATTGTGTTCATGCTGGTGGTTGCAGCTGTTTCGCTCCTCCTCAGCGTCATAGAG 
TTATATCACCTTGGATGGAAACAGTGCAAAAAATGCCTTAGGAAACATGCTGACAAGCAT 
GCCAATGACAAAATTCAAAACGTCAAAGCTGTTTCTGCAATTGAACCGATCAGGACAAGC 
ATTCCAATGGATCTGGCTGAGAACATCCAGCCTCGTCTTTCTCAAACCTGCACTCCACCT 
CCAGATTTCAACCAGTGCTTAAGATCAAACCAAGGTCCAACATCTCCTCCACATCTTCAT 
TCTCACCATCTTCATCACATCCACCAAACCTGCCAGCCCTTCACCAACCATCTGGCACAC 
CAGCAGAACTCCGTCAACATGGCCGCCGAGCGGCATCACCACAGCCATGATGGCCTGGAG 
CCAGCCGTGGACTTCCTGCAGATGCATTATGGGAGTCCTGAGGCTCGGGTTCGAAGTGAA 
ATGACACCCAGTACCCCTTCCACACCATCCTCCCATCCAGGGTTCTTCAGAGACAAGCGC 
CGGCTTAGCAAGACCAGTGGTACTAGTAGTAACCGACTCAGACCAAGTGATCTGGCCGTG 
TAG 
 
>DrCx41.8 Dr36688 Ensembl prediction. No modification.  
ATGGCCGACTGGAGTCTGCTGGGGAACTTTCTAGAAGAAGTCCAGGAGCATTCAACCTCG 
GTGGGAAAGGTGTGGCTCACTATTCTTTTCATCTTCCGGATCTTGGTACTAGGCACGGCT 
GCTGAATCCTCGTGGGGCGACGAGCAGGAAGACTTCACCTGCGACACAGAGCAGCCCGGC 
TGCGAGAACGTTTGTTACGACCGAGCCTTTCCTATAGCGCATATACGCTTCTGGGTGCTC 
CAGATCGTGTTCGTGTCTACACCTTCTCTGATCTACATGGGGCACGCAATGCATATCGTC 
CGCCGAGAGGAGAAGAAGAGGAAAGAGCTGGATGATGAAGGAGCGCAGAGAGATGGAGAA 
AAGTACCCAGAAGATGACAAGAACAAGGAGGACGAAGGTGGAGGTAGGAGGGTACGATTG 
AAGGGTGCGTTGCTGCAAACATACGTCCTCAGCATCCTCATCCGCACTGTGATGGAAGTG 
ATCTTCATCATAATCCAGTACCTGATCTACGGAGTCTTCCTTAGTGCACTCTATGTGTGT 
AAAGCCCCTCCGTGTCCACATCCGGTCAACTGCTACATCTCCAGACCAACAGAGAAGAAC 
GTGTTCATTGTCTTCATGCTAGCAGTAGCAGCGGTGTCACTGCTGCTTAGTATCGTGGAA 
CTGTATCATTTGGCATGGAAGCAGTTGAGGAAGTATGTGCACGGATACAAGGCTTCCAAA 
CAACGACCAAACACGCCGTCCACCATGCCTGCACTTTCACCAAATCCGTCCACCCCAAAC 
CGAGCCTGCACCCCACCTCCAGATTTCAACCAATGCTTGACCTCGCCGCCATCTTCTCCT 
ACTTTACAGACACACTCGCTTTTACATCCGACCTGCCCTCCATTTCACGACCGACTGGCG 
CACCAGCAGAACTCTGCAAACATGGTCACTGAAAGGCACAGAGGACAAGACTACTTAGGG 
GTCAACTTCTTGAGCTTCTCACAGACACCTACAGAGACTCCCAACTCCTGTGCCTCACCT 
TCATTCCTAAGCAGTGATTTTGAGGACAAGCGAAGGTTTAGTAAGAGCAGCGGGACCAGC 
AGCCGCATGAGACCGGACGACCTTGCGGTATAG 
 
>Dr45438 Ensembl prediction. Cx40.1-like sequence predicted as 2 exons (still lacking exon 1). 
The predicted 66 nucleotide exon is regarded as a part of the reading frame (marked blue). 456 
nt added at 3'-end to reach stop codon (marked blue). 
TTAGGGAAAGCTTGGCTCGTCCTGGTGGTATTTCTAAGGATCCTGGTGTTGCTGTTTGCT 
GGTTATCCTCTCTACCAGGATGAGCAGGAACGATTTGTGTGTAACACCATTCAGCCCGGT 
TGTGCCAATGTGTGCTATGACATGTTTGCCCCTCTGTCCCTCTTCCGCTTCTGGCTTGTA 
CAACTGACCACTCTGTGCCTCCCCTACATAATGTTCATCATCTATGTGATCCACAAAATC 
CATCAAGAATCATTCAGGAAAGCATCTCTTTGTAAGATGGTCATGAAGGCTGAGAAGGGA 
AGGGTGCAGTACTTCACGGGAGCCTACATCTTGCATCTTCTGCTTCGGATAATGGTAGAA 
GCTGGATTTGGAGCTGCCCATTATTACTTGTTCGGCTTTCACATCCCCAGACGCTTTATG 
TGTCAGCAGGCACCCTGCACAACAATGGTGGACTGCTACATCTCTAGACCCACTGAGAAA 
ACCGTCATGCTGAACTTCATGTTAGGGGCAGCCGCTTTGTCCCTGCTATTAAACATCTGC 
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GACCTGATTTGTGCAATCAAGCGCTCTGTGAGGCAAAAAAACAAACGAAAGATGCTAGTG 
CAAAAGATGTATGCAGAGGAGCAGTACTACGTGTCAGGGAATGGAAATCAAGGTGTGGAC 
GCTAGCAGCCCTCCAAATCAAGATGTG 
>Dr45438ic Our suggested modification. 
TTAGGGAAAGCTTGGCTCGTCCTGGTGGTATTTCTAAGGATCCTGGTGTTGCTGTTTGCT 
GGTTATCCTCTCTACCAGGATGAGCAGGAACGATTTGTGTGTAACACCATTCAGCCCGGT 
TGTGCCAATGTGTGCTATGACATGTTTGCCCCTCTGTCCCTCTTCCGCTTCTGGCTTGTA 
CAACTGACCACTCTGTGCCTCCCCTACATAATGTTCATCATCTATGTGATCCACAAAGTG 
AGTTCTGGCTTAGCTACCGATACCGGAACTTCCGAGTCCATAAAAGCGGACTCCATCTAC 
AAGATCCATCAAGAATCATTCAGGAAAGCATCTCTTTGTAAGATGGTCATGAAGGCTGAG 
AAGGGAAGGGTGCAGTACTTCACGGGAGCCTACATCTTGCATCTTCTGCTTCGGATAATG 
GTAGAAGCTGGATTTGGAGCTGCCCATTATTACTTGTTCGGCTTTCACATCCCCAGACGC 
TTTATGTGTCAGCAGGCACCCTGCACAACAATGGTGGACTGCTACATCTCTAGACCCACT 
GAGAAAACCGTCATGCTGAACTTCATGTTAGGGGCAGCCGCTTTGTCCCTGCTATTAAAC 
ATCTGCGACCTGATTTGTGCAATCAAGCGCTCTGTGAGGCAAAAAAACAAACGAAAGATG 
CTAGTGCAAAAGATGTATGCAGAGGAGCAGTACTACGTGTCAGGGAATGGAAATCAAGGT 
GTGGACGCTAGCAGCCCTCCAAATCAAGATGTGATGAGTCCAGGAGTGTTTCGCAAAAGA 
GGGACCAGAAACTCAAGTGGCGATGAAGCTGCTTCTGTGCTTTTGGATGATGACCCTCCG 
CCATCCTTACCTCAAGAAGGAAAGCCTACAATTTCAGGAATGCCTGGTTGCAGAAGCAAT 
GATGACAGCAGCAGTTACCAACCCACCCAAGAAGGGGGGATGGTAAGAGAGGGCAGTGAA 
GTGGCCCTGTGCCCCAGTGAGCCCTTGGGAACCCCTAGATCCATCCGAGTAAGCAAACGT 
AGTCGGCTGAAACCTCCACCACCTCCTCGAAGGGATAAACTTGCCGTGCAAGGTGCAATT 
GATGGCTCTGGAGCGACAGCATTGTGTACCAGAAGAGTAGGGCAATATACTCTGGTAGAA 
ATGACCACTGGTGAAGACATAACAACTTGCGGTGGAGATGGGAAAGAGAAAAAGTCAGAG 
TGGGTTTGA 
 
>Dr38313 Ensembl prediction. Predicted as 2 exons (black/blue letters). Sequence extended 27 
nt in 5'-direction to reach initiation codon (marked green). Predicted intron of 120 nt 
regarded as a part of the reading frame (marked blue). Sequence extended 540 nt in 3'-
direction to reach stop codon. Modelled according to XM_679922.  
CTGGAGGAGATCCAGCACCATTCCACGTCGGTGGGGAAACTCTGGCTCACCACGCTAGTT 
GTGTTTCGCATCGTGCTGACCGCGGTGGGCGGCGAGTCTATATACTACGACGAGCAGAGC 
AAGTTCATCTGCAACTCTGCACAGCCGGGATGTGAGAACGTCTGCTACGATGCCTTCGCG 
CCGCTGTCCCACGTGCGCTTTTGGGTCTTTCAGATCATCCTTTCCTCCCTGCCCTCTCTG 
CTGTACATGGGCTATGCCGCGAATAAGATCTCACACAGACATGAGGATGGGGAGGAAGAG 
CGAGAAGATGACCCCATGATCTACGAAGTGCCTGAGATAGACACCACACGTCGGGAATTA 
GTGCCACCGCGACCTAAACCCAAAGTGCGTCACGATGGGCGTAGACGCATTCAAAATGAT 
GGCCTGATGCGAGTTTACGTGCTACAGCTGTTGACACGATTTGTTCTGGAGGCCATTTTT 
CTTGCAGGACAGTATCTGTTGTATGGCTTCCGCGTGGAACCTGTTTTCGTGTGCACGGAT 
GTTCCCTGCCCGCACCGGGTGGACTGCTTCATCTCACGGCCCACTGAAAAAACCATCTTC 
CTTAGAATCATGTATGGCGTCAGCTGCCTGTGCCTGCTGCTAAACCTGTGGGAAATGATT 
CATCTCGGCGTGGGAACCATCAGCGATGTCTTGCGCAAACGAAACGCGGCAGCTAGCGAT 
GATGAGTATCAGCTCGGCCTGCTGGCA 
>Dr38313 Modified according to XM_679922. 
ATGAGCTGGAGCTTCCTGACGCGTCTGCTGGAGGAGATCCAGCACCATTCCACGTCGGTG 
GGGAAACTCTGGCTCACCACGCTAGTTGTGTTTCGCATCGTGCTGACCGCGGTGGGCGGC 
GAGTCTATATACTACGACGAGCAGAGCAAGTTCATCTGCAACTCTGCACAGCCGGGATGT 
GAGAACGTCTGCTACGATGCCTTCGCGCCGCTGTCCCACGTGCGCTTTTGGGTCTTTCAG 
ATCATCCTTTCCTCCCTGCCCTCTCTGCTGTACATGGGCTATGCCGCGAATAAGATCTCA 
CACAGAGAGGATTTACGGGGCGGCTCGGGGGCCGGGGCTCCTTCCACAGGAGATTCGGCA 
GGGGGCGGATACACTCAACGCAGGCCGAGAAAGATGTACTTTGGGGCACGGCAGCATCGG 
CCAGGACATGAGGATGGGGAGGAAGAGCGAGAAGATGACCCCATGATCTACGAAGTGCCT 
GAGATAGACACCACACGTCGGGAATTAGTGCCACCGCGACCTAAACCCAAAGTGCGTCAC 
GATGGGCGTAGACGCATTCAAAATGATGGCCTGATGCGAGTTTACGTGCTACAGCTGTTG 
ACACGATTTGTTCTGGAGGCCATTTTTCTTGCAGGACAGTATCTGTTGTATGGCTTCCGC 
GTGGAACCTGTTTTCGTGTGCACGGATGTTCCCTGCCCGCACCGGGTGGACTGCTTCATC 
TCACGGCCCACTGAAAAAACCATCTTCCTTAGAATCATGTATGGCGTCAGCTGCCTGTGC 
CTGCTGCTAAACCTGTGGGAAATGATTCATCTCGGCGTGGGAACCATCAGCGATGTCTTG 
CGCAAACGAAACGCGGCAGCTAGCGATGATGAGTATCAGCTCGGCCTGCTGGCATCCGGC 
GGCGTTTCGGTGGGAGTCGGCGGGCCTTCACTTAGTGAAGGAGAACCTGTAGGTGGAGTC 
GGCGGTGGTGTTCGAGAAGCGGATTACGTTGGTTATCCTTTCTCCTGGAACACCCCATCT 
GCACCACCTGGGTATAATATCGTGGTGAAACCTGAAACGATGCCCTACACAGACTTGAGC 
AATGCTAAAATGGCGTGCAAGCAGAACCGCGCCAACATCGCCCAGGAGGAGCAGCAGCAA 
TACGGCTCCAACGAGGACAACTTCCCATCTGCAGGTGAAACACGGCCGCCACCTATTAAC 
AAAGATGTGATACAGTTGGAGGCGGCCATTCAGGCTTATACCTTGCAGCACCATGCTAGC 
AATAACCACGATGAACTGGACGACACTAATGATATTGATGAGAAGCCTCAGAGCAATATC 
ACCACAGCGCCACAGAAGGAGCGAAAGCAACGGTCCAAGCATGGGAAATCCGGGAGCGCT 
GGGAGCAGCAGCAGCAGCAAATCAGGGGAGGGAAAGCCATCTGTCTGGATCTGA 
 
>DrCx47.1 Dr06961 Ensembl prediction. No modification. 
ATGAGCTGGAGCTTTCTCACTCGACTCTTGGAGGAAATCCACAACCACTCCACATTTGTG 
GGGAAGGTCTGGCTGACGGTCTTGATCATCTTCCGGATCGTTCTGACCGCAGTCGGGGGC 
GAGTCGATCTACTCGGATGAGCAGACAAAGTTCACCTGCAACACAAAGCAGCCCGGCTGT 
GACAACGTCTGCTACGACGCCTTCGCACCGCTCTCACACGTCCGCTTCTGGGTCTTCCAG 
ATAATCATGATTTCCACACCCTCCGTCATGTATCTGGGATATGCCATCCATAAGATCGCC 
AAAACCTCAGAGGAGGAACGACACAAGAACCAGATTTACCAGAAGAGGAGGCACCACAGT 
CGCTGGAGAAACGGACACCATCTAGAGGACGCTTTAGAGGAGGAAGATGAGGACGCGGAG 
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CCAATGATCTACGAAGAAGATGCACGAGAGATCAAAGCAGAGACTGTCCGAGATCCCCTA 
AAACACGATGGCCGCCGCAGGATCATGCAAGAAGGTTTAATGAGGATGTATGTTCTTCAA 
CTTTTATCCCGCGCCATCTTCGAGGTGGGATTCCTCACGGGTCAGTATCTCCTCTACGGC 
TTCCGCGTCAACCCTTCGTACGTCTGCAACAAGATCCCATGCCCACACAGGGTGGACTGC 
TTTGTTTCAAGACCCACCGAGAAGACCATCTTTTTGCTCATCATGTATGTGGTGAGCTGT 
CTATGTCTGCTGCTCAATGTTTGCGAGATGTTTCACTTGGGGATCGGTGCCTTTCGAGAC 
ACTCTTCGCAAACGTCGAAACCAGAATCAGCGACCTTCCTATGGCTACCCTTACTCCAGG 
AATATTTCCAGTTCTCCGCCAGGATACAACTTAGTTGTTAAATCCGACAAACCCGGTCGC 
ATTCCCAACAGCATCGTCCTGCCTGATCAGAACATGGATAGAGAGATCGCAGAACAACAC 
TGCACAAGTCCTGATGAGAACATCCCCACTGACCTAGCAACCTTGCACCACCATTTACGA 
GTAGCTCAGGAGCAGCTTGACATGGCTTTTCAGACATACAACACAAAAACCACTCATATT 
TCAAGAGCCAGCAGCCCCGTTTCTGGTGGCACAACGACAGAGCAGAACCGCATCAACATG 
GCTCAGGAGAAGCAGGGCGCTCGGCCCAAAGCAAGCACCGAGAGAGCTGGGACACTAGTA 
AAAAATGGAAAAACTTCGGTGTGGATTTAA 
 
>DrCx44.2 Dr34207 Ensembl prediction. 6 nt added at 3'-end to reach stop codon (marked blue). 
ATGAGTTGGAGCTTCTTGACACGTTTGCTTGATGAAATCTCCAACCATTCTACTTTTGTG 
GGAAAGATCTGGCTCACTCTCCTCATTATCTTCCGAATCGTCCTGACAGTGGTGGGCGGT 
GAGACCATCTATCAGGATGAACAGAGCAAGTTTGTATGCAATACACAACAGCCTGGTTGT 
GAGAACGTGTGCTATGATGCTTTTGCCCCTTTATCGCATGTTAGATTTTGGGTTTTTCAA 
ATTATTGTGATAACCACTCCATCCATTATGTATCTCGGCTTTGCCATGCACAAAATTGCT 
CGAATGGCCGATGATGAATATCGACCACGCAAACGCAAAATGCTGTCTATGGTTCATCGA 
GGTATGAGCCGTGACTATGACATGGTTGACGAGATGAGTGAAGAAGTTCCCATGATCCCA 
GAAGAGATTGAGCCCTCAGAGAAAAACAACAAATCAGCAGCTTCAACCAAGACTACCGCT 
GCTTCTGATGCTGCCGTGAAACATGATGGTCGACGCCGCATCAAGAGAGATGGTCTCATG 
AAGGTGTACGTGTTACAGTTGATCTCTCGTGTTGCCTTTGAGATAGCTTTCCTCTTTGGC 
CAATATATTCTTTATGGTTTTGAGGTCTCTCCGTCCTACATTTGCACCCGAAGCCCTTGC 
CCACACACTGTGGATTGCTTTGTCTCACGTCCCACTGAAAAAACCATCTTCCTGGTCATC 
ATGTATGTTGTCAGTGTACTCTGTCTGGCACTGACTGTATTGGAAATCCTGCATCTGGGA 
ATTGGTGGCTTGAGGGACTCTCTTCGTAATCGAGCAAATCGGAGACTCCCTGTTCATAGG 
CCATCCACGTCCACCATCTGTCACCGCCTTCCCAGTGCTCCACCTGGATACCAGGCTGTC 
CTAAAAAAGTACTCCTCAGGCAAGCTGAAGGCTGAGTTTCTAGCAGACTCGGGACGGGAT 
TCAATGGGTGGTGACAATACTACTCGTGATCTAGACCGTCTGCGGAGGCATCTGAAAATT 
GCACAGCAACACCTGGACCAGGCCTACCACACTGAGGAAGTAGGGGCTTCACACAACAGC 
GGGCCTGACTCTAAAAGCATCGCTGCTGAGCAAAACCGACTCAACCAAGCGCAGGAAGGC 
TTTGGCAGCACTGAGGAGAAA 
>DrCx44.2 Our suggested modification. 
ATGAGTTGGAGCTTCTTGACACGTTTGCTTGATGAAATCTCCAACCATTCTACTTTTGTG 
GGAAAGATCTGGCTCACTCTCCTCATTATCTTCCGAATCGTCCTGACAGTGGTGGGCGGT 
GAGACCATCTATCAGGATGAACAGAGCAAGTTTGTATGCAATACACAACAGCCTGGTTGT 
GAGAACGTGTGCTATGATGCTTTTGCCCCTTTATCGCATGTTAGATTTTGGGTTTTTCAA 
ATTATTGTGATAACCACTCCATCCATTATGTATCTCGGCTTTGCCATGCACAAAATTGCT 
CGAATGGCCGATGATGAATATCGACCACGCAAACGCAAAATGCTGTCTATGGTTCATCGA 
GGTATGAGCCGTGACTATGACATGGTTGACGAGATGAGTGAAGAAGTTCCCATGATCCCA 
GAAGAGATTGAGCCCTCAGAGAAAAACAACAAATCAGCAGCTTCAACCAAGACTACCGCT 
GCTTCTGATGCTGCCGTGAAACATGATGGTCGACGCCGCATCAAGAGAGATGGTCTCATG 
AAGGTGTACGTGTTACAGTTGATCTCTCGTGTTGCCTTTGAGATAGCTTTCCTCTTTGGC 
CAATATATTCTTTATGGTTTTGAGGTCTCTCCGTCCTACATTTGCACCCGAAGCCCTTGC 
CCACACACTGTGGATTGCTTTGTCTCACGTCCCACTGAAAAAACCATCTTCCTGGTCATC 
ATGTATGTTGTCAGTGTACTCTGTCTGGCACTGACTGTATTGGAAATCCTGCATCTGGGA 
ATTGGTGGCTTGAGGGACTCTCTTCGTAATCGAGCAAATCGGAGACTCCCTGTTCATAGG 
CCATCCACGTCCACCATCTGTCACCGCCTTCCCAGTGCTCCACCTGGATACCAGGCTGTC 
CTAAAAAAGTACTCCTCAGGCAAGCTGAAGGCTGAGTTTCTAGCAGACTCGGGACGGGAT 
TCAATGGGTGGTGACAATACTACTCGTGATCTAGACCGTCTGCGGAGGCATCTGAAAATT 
GCACAGCAACACCTGGACCAGGCCTACCACACTGAGGAAGTAGGGGCTTCACACAACAGC 
GGGCCTGACTCTAAAAGCATCGCTGCTGAGCAAAACCGACTCAACCAAGCGCAGGAAGGC 
TTTGGCAGCACTGAGGAGAAAGGTTAG          
 
>DrCx43.4 Dr07099 Ensembl prediction. 3'-end (marked in gray) replaced by sequence taken from 
NM_131069 (marked blue) to achieve stop codon. 
ATGAGCTGGAGTTTTCTTACGCGGTTGTTGGATGAAATCTCCAACCACTCCACCTTCGTG 
GGCAAGATATGGCTCACGTTATTCATCATCTTCCGCATTGTTTTGACTGTTGTGGGGGGA 
GAATCGATATACTACGATGAACAGAGCAAATTTGTGTGTAATACCCAGCAACCTGGTTGT 
GAGAACGTTTGCTACGATGCATTTGCACCACTCTCTCATGTCCGGTTCTGGGTTTTCCAG 
ATCATTTTGATCACAACCCCCACTATCATGTACTTGGGATTTGCTATGCACAAGATCGCT 
CGGTCAAATGATGTGGAGTACAGGCCAGTCAACAGGAAACGCATGCCAATGATCAACCGC 
GGAGCCAACCGGGATTATGAGGAGGCCGAAGACAACGGTGAGGAAGATCCTATGATTATG 
GAAGAGATCGTGCCTGAGAAAGAAAAGGCTCCAGAGAAGTCTGCTGTTAAACATGACGGC 
CGGCGGAGAATAAAGCGAGATGGGCTCATGAAGGTGTACATCCTGCAGCTTCTGTCGAGG 
ATTATTTTCGAGGTGGGCTTTCTCTTTGGCCAGTATATCCTGTATGGTTTCGAGGTCGCC 
CCGTCATACGTGTGCACTCGCAGTCCCTGCCCGCACACCGTAGACTGCTTTGTGTCACGT 
CCGACAGAGAAAACCATCTTTCTGCTGATTATGTATGCCGTGAGCTGTCTCTGCTTGTCT 
CTTACGGTGCTGGAGATACTTCATTTGGGCCTCAGCGGAATTCGTGATGCTTTTCGACGA 
CGTGCACGCCATCAAAGTGTTCAGCGCCCACGTGCCCCCATATGCAGACAGGTGCCCACT 
GCCCCGCCAGGGTACCACACTGCCCTGAAAAAAGACAAGCTGTCTTTGGGAATGAAACCG 
GAGTATAACTTGGACTCCGGTCGGGAGTCTTTTGGTGACGAGTCGTCATCGCGAGACATT 
GACCGCCTGCGCAGGCACCTGAAACTGGCTCAGCAACATTTAGATTTGGCCTATCAGAAT 
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GGCGAGAGCAGTCCTTCACGCAGCAGCAGCCCAGAGTCCAACGGCACTGCTGTCGAGCAG 
AACAGACTTAACTTTGCTCAGGAGAAGCAGGGGAGCAAATGTGAAAAAGGTAAGAATGGT 
>DrCx43.4 Modified according to NM_131069.  
ATGAGCTGGAGTTTTCTTACGCGGTTGTTGGATGAAATCTCCAACCACTCCACCTTCGTG 
GGCAAGATATGGCTCACGTTATTCATCATCTTCCGCATTGTTTTGACTGTTGTGGGGGGA 
GAATCGATATACTACGATGAACAGAGCAAATTTGTGTGTAATACCCAGCAACCTGGTTGT 
GAGAACGTTTGCTACGATGCATTTGCACCACTCTCTCATGTCCGGTTCTGGGTTTTCCAG 
ATCATTTTGATCACAACCCCCACTATCATGTACTTGGGATTTGCTATGCACAAGATCGCT 
CGGTCAAATGATGTGGAGTACAGGCCAGTCAACAGGAAACGCATGCCAATGATCAACCGC 
GGAGCCAACCGGGATTATGAGGAGGCCGAAGACAACGGTGAGGAAGATCCTATGATTATG 
GAAGAGATCGTGCCTGAGAAAGAAAAGGCTCCAGAGAAGTCTGCTGTTAAACATGACGGC 
CGGCGGAGAATAAAGCGAGATGGGCTCATGAAGGTGTACATCCTGCAGCTTCTGTCGAGG 
ATTATTTTCGAGGTGGGCTTTCTCTTTGGCCAGTATATCCTGTATGGTTTCGAGGTCGCC 
CCGTCATACGTGTGCACTCGCAGTCCCTGCCCGCACACCGTAGACTGCTTTGTGTCACGT 
CCGACAGAGAAAACCATCTTTCTGCTGATTATGTATGCCGTGAGCTGTCTCTGCTTGTCT 
CTTACGGTGCTGGAGATACTTCATTTGGGCCTCAGCGGAATTCGTGATGCTTTTCGACGA 
CGTGCACGCCATCAAAGTGTTCAGCGCCCACGTGCCCCCATATGCAGACAGGTGCCCACT 
GCCCCGCCAGGGTACCACACTGCCCTGAAAAAAGACAAGCTGTCTTTGGGAATGAAACCT 
GAGTATAACTTGGACTCCGGTCGGGAGTCTTTTGGTGACGAGTCGTCATCGCGAGACATT 
GACCGCCTGCGCAGGCACCTGAAACTGGCTCAGCAACATTTAGATTTGGCCTATCAGAAT 
GGCGAGAGCAGTCCTTCACGCAGCAGCAGCCCAGAGTCCAACGGCACTGCTGTCGAGCAG 
AACAGACTTAACTTTGCTCAGGAGAAGCAGGGGAGCAAATGTGAAAAAGGGATCCATGCT 
TGA 
 
>DrCx48.5 Dr21889 Ensembl prediction. No modification. 
ATGGGTGACTGGAGCTTTCTTGGGCGGCTCTTGGAAAATGCGCAGGAACACTCGACAGTG 
ATCGGCAAAGTCTGGCTGACGGTACTCTTCATTTTTAGGATTCTGGTGTTGGGAGCGGCA 
GCTGAGGAGGTCTGGGGCGATGAACAGTCGGACTTCACCTGCAACACTCAGCAGCCTGGC 
TGTGAGAACGTCTGCTACGATGAGGCCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTC 
CAGATCATCTTCGTGTCCACGCCGACGCTCATCTACCTGGGCCACGTCCTGCACATCGTT 
CGTATGGAGGAGAAGCGGAAAGAGCGTGAGGAGGAGTTGCGAAAGGCCAGCCGGCTCCAG 
GAGGAGAAAGAACTCCTGTATAGAAATGGAGGGGGAGGGGAGCCTGGTGGACGGGGTGGG 
GGCGGCAAAAAGGAAAAGCCGCCAATCAGAGACGAGCATGGCAAAATCCGCATTAGAGGT 
GCCTTGTTGCGCACCTACGTGTTCAACATCATTTTCAAGACCCTGTTTGAAGTGGGGTTC 
ATTTTAGGTCAGTATTTCCTCTATGGTTTCCAGTTGCGGCCCCTGTATAAGTGTGCGCGG 
TGGCCTTGCCCCAACACGGTGGACTGCTTCATTTCCCGGCCTACAGAAAAGACCATCTTC 
ATCATATTTATGCTTGTGGTGGCTTGCGTGTCCCTTTTGCTGAATTTGTTAGAAATCTAT 
CACCTCGGATGGAAGAAGGTCAAACAGGGCATGACCAATGAGTTTGCCCCGGACCGTGAA 
TCGCTGCCTGAGGCGGACGAAGCTGAGCCCGAGTCCCCCAGAACTGCGCCTCCAACCCTC 
AGCTACCCGCCAGACTACACGGAAGTGGCGGTGGCGGGTGGCGCGTTCCTCCAGCCTGTG 
TCAGCGCCCTCCACCGCAGAGTTTAAGATGGACCCTTTGCGCGAGGAGCTTGAGGAGTCC 
TCACCTTTCTACATCAGCAACAACAACAACCACAGGCTAGCTGCTGAGCAGAACTGGGCC 
AACCTGGCCACCGAGCAGCAGACTCGGGAGATGAACGCCACCTCCCCCTGCTCTTCCTCC 
TCATCTTGCTCCTCTGATAACGTACGGCAATCCAAAGATGCCGCTCAGCTTGCCAGCACC 
CCCTCCTCTGCTGGTGGTGGTTTAAGCACTGGGCCGGAGGAGGGGCACGTCACCACCACG 
GTGGAGATGCACGAGCCGCCCGTCATTTTCACTGACGCTCGACGACTGAGCAGGGCTAGT 
AAAGCCAGCAGTGTGAGAGCGAGGCCCAATGATCTGGCGGTGTAG 
 
 
>DrCx39.9 Dr04082 Ensembl prediction as pseudogene in 2 exons (with a 5 nt intron) in present 
genebuild (July 1 2006, Zv6). Previously predicted as a potentially functional gene. The 
predicted 5 nt intron included as a part of the reading frame (blue), and the sequence was 
further extended 7 nt into the Ensembl predicted exon 2 to reach the stop codon (marked pink). 
The remaining of exon 2 removed (marked gray in upper sequence). 
ATGGGAGACTTTAGCTCTCTTGGGAAGCTTTTAGAAAGCGCCCAGGAACATTCTACAGTG 
GTGGGCAAAGTCTGGCTCACCGTCCTATTCATCTTCCGTATCTTGGTGCTCAGTGCTGCC 
GCAGAGAAGGTTTGGGGTGACGAGCAGTCTGGCTTCACCTGTGACACCAAACAACCTGGT 
TGTCAGAATGTGTGTTACGATGTAACCTTCCCCATCTCTCACATCCGATTCTGGGTGCTC 
CAGATCATCTTCGTCTCAACCCCAACACTGATCTATCTGGGCCATATCCTCCACCTGGTG 
CGCATGGAGCAAAAACTAAAAAGCAATGAAACAAGCGGAGCAGACAAACAAGCACTTCTG 
GGCCACAAACCAAAAGGTCCCATACGTGATGAACAGGGGAAGATCTGTCTGAAGGGAGTC 
TTGCTGCGCACGTATGTCTTCAACATCATCTTCAAAACACTGTTTGAGGTGGGCTTCATT 
GTGGCACAGTATTTCCTCTATGGATTTGAGCTCAAGCCTCTGTACACCTGCAGCAGGTGG 
CCTTGCCCAAACACTGTCAACTGCTACATCTCGAGACCGACAGAAAAAACCATCTTCATT 
ATTTTCATGCTGGCCGTAGCCTGTGTCTCTCTGCTGCTCAACCTGGTGGAGATGTATCAC 
CTGGGCTTTACCAAGTGCAGACAGGGTCTCCGTTACCGGCGTGCTCACTCAGTCTGCGAC 
ACTGAGTCTAAAGTGCCTAGTGAGGACGTTGTTGTTCCTTTTGTGCAAAATTACCCTTAT 
TTTCCTGCTCACGCACCTCCTCCGGCTTCCTTTCCCACAGAGCCGCACTTCAACCTCTCA 
GAACCTGATGGGACCTTTCCGGTTCATAACAGCCGCTCTGTTTACAAGCAAAACCGAGAG 
AACATGGCTGTAGAGCGCAACGGCAAACCTGACACTGCTGATGTTAAGATCAGCAAAACA 
GTGAGCTCTGTACCCGGATCACCATCAAGCCAGCAGCGCAGGCCCAGCCATTCGAGTCGC 
TATAGCAGCAACAAGACCAGGATGGATGACAATCTGAGCAGAAGGAAACGAGAGAGTCTT 
GACTCCATTACTGAATGTGGGATCTCCCGTTCTGAACAACTAAAGAGAGTCCCTCTCCCG 
CTCACAGGCAACATGCGAACGATGAGGTTCATTTATCGAGGTGTCATTTAG 
>DrCx39.9 Dr04082 Our suggested modification (identical to prediction in previous Ensembl 
genebuild, Zv5). 
ATGGGAGACTTTAGCTCTCTTGGGAAGCTTTTAGAAAGCGCCCAGGAACATTCTACAGTG 
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GTGGGCAAAGTCTGGCTCACCGTCCTATTCATCTTCCGTATCTTGGTGCTCAGTGCTGCC 
GCAGAGAAGGTTTGGGGTGACGAGCAGTCTGGCTTCACCTGTGACACCAAACAACCTGGT 
TGTCAGAATGTGTGTTACGATGTAACCTTCCCCATCTCTCACATCCGATTCTGGGTGCTC 
CAGATCATCTTCGTCTCAACCCCAACACTGATCTATCTGGGCCATATCCTCCACCTGGTG 
CGCATGGAGCAAAAACTAAAAAGCAATGAAACAAGCGGAGCAGACAAACAAGCACTTCTG 
GGCCACAAACCAAAAGGTCCCATACGTGATGAACAGGGGAAGATCTGTCTGAAGGGAGTC 
TTGCTGCGCACGTATGTCTTCAACATCATCTTCAAAACACTGTTTGAGGTGGGCTTCATT 
GTGGCACAGTATTTCCTCTATGGATTTGAGCTCAAGCCTCTGTACACCTGCAGCAGGTGG 
CCTTGCCCAAACACTGTCAACTGCTACATCTCGAGACCGACAGAAAAAACCATCTTCATT 
ATTTTCATGCTGGCCGTAGCCTGTGTCTCTCTGCTGCTCAACCTGGTGGAGATGTATCAC 
CTGGGCTTTACCAAGTGCAGACAGGGTCTCCGTTACCGGCGTGCTCACTCAGTCTGCGAC 
ACTGAGTCTAAAGTGCCTAGTGAGGACGTTGTTGTTCCTTTTGTGCAAAATTACCCTTAT 
TTTCCTGCTCACGCACCTCCTCCGGCTTCCTTTCCCACAGAGCCGCACTTCAACCTCTCA 
GAACCTGATGGGACCTTTCCGGTTCATAACAGCCGCTCTGTTTACAAGCAAAACCGAGAG 
AACATGGCTGTAGAGCGCAACGGCAAACCTGACACTGCTGATGTTAAGATCAGCAAAACA 
GTGAGCTCTGTACCCGGATCACCATCAAGCCAGCAGCGCAGGCCCAGCCATTCGAGTCGC 
TATAGCAGCAACAAGACCAGGATGGATGACCTCAAAATCTGA 
 
>DrCx44.1 Dr15076 Ensembl prediction. No modification. 
ATGGGTGACTGGAGTTTCTTGGGCAACATCCTCGAGGAAGTAAATGAGCATTCGACGGTA 
ATCGGTAGGGTGTGGCTCACGGTCCTCTTCATCTTCCGAATCCTCATCTTGGGCACAGCC 
GCAGAGTTTGTGTGGGGCGACGAGCAATCGGATTATGTGTGCAACACGCAGCAGCCGGGT 
TGCGAGAACGTTTGCTACGACGAGGCCTTTCCCATCTCGCACATTCGCCTCTGGGTGCTC 
CAGATCATCTTTGTTTCCACACCCTCATTAGTGTACGTGGGCCACGCCGTGCACCATGTA 
CACATGGAGGAGAAGCGTAAGGAACGGGAGGAGGCTGAGCTCAACCGGCAGCAAGAGAAC 
GAGGAGAGGCTGCCGCTGGCGCCTGATCAGGGAAGCGTCCGTACGGCCAAGGAGACGAGC 
ACAAAGGGCAGCAAGAAGTTTCGTCTGGAGGGCACTCTCCTGAGGACCTATATCTGCCAC 
ATTATCTTCAAGACTCTCTTTGAGATCGGCTTTGTGGTGGGTCAATACTACTTGTACGGC 
TTCCGAATCTTGCCACTCTACAAGTGCAGCCGTTGGCCGTGCCCAAACACGGTTGACTGC 
TTCGTCTCAAGACCAACCGAGAAAACCGTTTTCATCATCTTCATGTTAGCTGTGGCCTGC 
GTCTCACTGTTCCTCAATTTTGTGGAAATCAGCCATTTAGGCTTAAAAAAGATCCACTTT 
GTGTTTCGTAAGCCGGTGCGGCCGCAAGTCGAGGGACCAGGAGCAGCCGAAAAGGCATTG 
CCTTCCATAGCTGCCTCATCGATCCAGAAAGCCAAAGGTTACAAGTTGTTGGAGGAGGAC 
AAATCCACGTCGCACTTCTTTCCTCTGACTGAGGTTGGGGGGATGGAGGCTGGACGCCTG 
CCGGCTTCATATGAGCCATTTGAGGAGAAATCTGACGAGGCCATGGCACCTAAGAAAGAC 
ATGTCTAAGATGTATGACGAAACGCTGCCCTCTTACGCCCAGACGACCGTGATTGGACCG 
AGTGCATCGTCAGGAATTCTGCGCAGGGATGAAGATGAGGACGAGTTGGCTGTGGAGGCA 
GACATGGAGGCCAGCGAGACGATAGAAGATACACGACCGCTCAGCAGCCTGAGCAAGGCC 
AGCAGTCGCGCAAGGTCAGATGACTTGACGGTATAA 
 
>Dr56505 Ensembl prediction. No modification.  
ATGGGAGACTGGAGCTTCTTGGGTAATATTTTGGAGGAAGTAAATGAACATTCAACTGTG 
ATTGGTCGTGTTTGGCTCACAGTACTATTCATTTTCCGAATTTTAATTCTGGGCACGGCT 
GCTGAGTTTGTCTGGGGAGACGAGCAGTCCGATTACGTGTGCAACACTCAGCAGCCAGGA 
TGCGAGAATGTGTGCTATGATGAGGCCTTTCCAATCTCTCACATTCGCCTATGGGTGTTA 
CAGATCATCTTTGTATCCACACCTTCACTTGTATACGTGGGCCATGCTGTCCATTACATC 
CACATGGAGGAGAAACGAAAGGAGCGGGAAGAAGCTGAGGTCAGCCACCAGCAAGAACTT 
TGCGAGGAGCGCCAGGCAATGGATCAAGGAAGCGTTCGCACTGCCAAGGAGACCAGCACG 
AAGGGGAGCAAGAAGTTTAGACTTGAAGGAACCCTGCTGTGCACCTACATCTGCCATATC 
ATCTTCAAAGCTCTGTTTGAAATAGGCTTTGTAGTGGGACAATATTTCCTTTATGGGTTC 
CGCATCCTGCCTTTGTACAAGTGCAGTCGTTGGCCATGCCCTAACACAGTGGACTGCTAC 
GTCTCCCGGCCCACCGAAAAGACCATCTTCATCATTTTCATGCTTGCAGTGGCTTGTGTT 
TCACTGTTCCTCAACTTTGTGGAGATTAGCCACCTCGGCTTGAAGAAGATCCGCTTTGTG 
TTCCACCGACCAGCTCCAGCACAGTTAGAGTCGCTTGGACCTCCTGAGAGGAGTTTACCG 
TTTCTTCTAACCACCCCTGTCCAAAAAGCCAAAGGCTACAGGCGCCTCGAAGAGGAGAAG 
AAAGACGAGGTGGCTCATATCTATCCACTAGCTGAGGTTGGGATGGAAGAGGGACAGTTC 
TTCTTACCTCAGCTGGAGAAGGAGCAGAAAAGCAGTCAGGAGGCAATTCTGCCAACAGCG 
CCACCTGTAGAGGAGACAATTATATGCGATGAGACTCAACCCTCCTTCCTTCAGGTCACA 
GAGACATTACCAGAGCTCCCAACTGAAGAGCCGCCTAGGGAAGGAGATGAGGAGATGATA 
GATGCTCCACTTGTAGCTCTAGATTTAGAACCAACAGAGGAAACAAGATCTTCAAGTCGT 
CTCAGCAAAGGTAGCAGCAGAGCCAGGTCAGATGATCTAACTATATGA 
 
>DrCx55.5 Dr04403 Ensembl prediction. No modification. 
ATGGGAGACTGGAACTTTCTTGGTGGGATTTTGGAAGAAGTGCATATCCACTCTACCATG 
GTGGGAAAAATCTGGCTCACAATCCTCTTCATATTTCGCATGCTGGTGCTTGGTGTGGCA 
GCGGAGGATGTGTGGAATGATGAACAGGCTGACTTTATCTGCAACACCGAGCAGCCTGGT 
TGCCGCAATGTGTGCTATGATAAAGCTTTCCCCATTTCCCTAATCCGTTACTGGGTTCTG 
CAGGTCATATTTGTGTCCTCTCCCTCACTGGTGTACATGGGCCATGCCCTCTACCGCCTC 
CGTGCTCTTGAGAAGGAGCGTCAGCGCAAAAAGATGGCACTGAGACGAGAACTTGAGGGT 
GTGGATGTGGAGATGGCGGAGGTACGGCGCAAAATAGAACGTGAGCTTCGGCAGATCGAC 
CAGGGGAAATTAAACAAGGCTCCATTGAGGGGGTCTCTTCTGCGCACATACGTGGCTCAC 
ATAGTCACCCGCTCAGCTGTAGAAGTATTCTTCATGACAGGACAATATGTTCTGTATGGG 
TTTCAACTGAATACACTGTACAAATGTGAACGGGAGCCTTGTCCCAATGCAGTGGATTGC 
TTTGTATCTCGACCCACTGAGAAAAGCGTCTTCATGGTGTTCATGCAATGCATAGCTGGC 
ATTTCATTGTTCCTCAACATTCTGGAGATCCTGCACTTGGGGTACAAGAAACTTAAAAAG 
GTCATTCTGAACTACTATGCACAGCTGAGGGATGATCCCAATGACAGCTACTATCCCAAC 
AAAGTGAAGAAAGATTCTGTTGTGCATCAGACATGCATTGGCACCTCCACTGGCCGCAAG 



 32

GCCACCATTGCTTCTGCACCCAGTGGATACAACCTTCATCTTGATCGACCACCTGATGGA 
GCTGCCTATCCTCCTTTGATTAACCCATCCTCTGCTTTCTTGCCTGTTCAGGGTGATTTA 
CCAGCTAAAAACGGTGCTGATGAACCAAAGTACTTGCAGAACAGTCCCACAGAGCACAAC 
AGCAATTCAAACAATACCAGCAGTGACTCGCACTCACCACCTTGCAACTCTGTCACTCCA 
CCCAAGCAAGACGAAGGGGAAGATTCTGTCCAAACTTTACCACTGCACAAGAAAGGGCAG 
GAGTCTAAGTTATCAGAGTCATCGAGCCACACCAGAGAATCATCTCATGCCTCATCCAGC 
ATGGTAAAGAAACCTTGGAAGGGTAGTGCTCCCTGGAATTGCTCAACAGTCGTAGAAGGT 
AATGGCTCAGACTCAGATTCCCTGGAAGGCTCCAAAGCTCGTTGTCCTTATTCTGCTGTG 
CGGGCACGTACCTCATCCAGGTCTGATACCAAGCTGAGCAGGCCCACCTCCCCTGATTCA 
GTCGAAGAATCGAGCTCTGAGTCACGGCATAGTCCACGAGCGTCACCAAGCCATCGTGCC 
TCATTGGCCAGCAGTTCCAGCAGCAGACGAGCAGCTCCCACAGACTTACAAATTTAA 
 
>DrCx52.9 Dr39845 Ensembl prediction as pseudogene in present genebuild (July 1 2006, Zv6). 
Predicted as 2 exons (black/blue letters) with a 2 nucleotide intron (GA) in-between. Modelled 
according to NM_207093, a G is added to the 2 nt (GAG; marked in blue). Sequence extended 3 nt 
in 3'-direction to reach stop codon (marked in blue). 
ATGGGGGACTGGAACTTCCTGGGGGGGATTCTGGAGGAGGTGCACATCCACTCCACTATG 
GTGGGAAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTGCTGGGCGTTGCG 
GCGGAGGACGTGTGGAACGATGAGCAGTCCGACTTCATCTGCAACACTGAGCAGCCCGGC 
TGCCGCAACGTCTGCTATGACCAGGCCTTCCCAGTGTCCCTGATCCGCTACTGGGTGCTG 
CAGGTTATCTTCGTGTCCTCACCCTCGCTGGTCTACATGGGCCATGCCATCTACAAGCTG 
CGCGCCCTGGAGAAGCAGCGCCACTGCCAGCGTGTGACCCTGCGGCGGGAGCTGGAGACG 
GTGGAGCCGGAGCTGATGGAGACGCGGCGGCGCATCGAACGGGAGCTGCGGCAGCTGGAG 
CAGGGCAAGCTGAACAAGGCTCCGCTGCGGGGCTCGCTGCTGCGCACATATCTGGCCCAC 
GTGCTGACCCGCTGCGTGCTGGAGGTCTGCTTCATGATGTGCCAGTATCTGCTATATGGA 
CACCGGCTGCAGCCGCTCTACAAGTGCGACCGGCAGCCGTGCCCAAACGTGGTGGACTGC 
TTTGTGTCTCGGCCCACGGAGAAAAGCCTGTTCATGGTGTTCATGCAGGGCATCGCGGCG 
GTGTCGCTGTTCCTGAGCCTGCTGGAGCTCCTGCATCTGGCCTATAAGAAGCTGAAAAAG 
GGGCTGCGGGACCACTGCCCTGCCCTCAGAGACGGGCCAGCGGACTCCAGTGCCCCCAAT 
AGGAACTCTGTGGGACAGCAGGCTCGCAAGGCCACCATGCCCATGGCACTCAGTGGGTAC 
ACCGCACTGCTGGAGAAACAGGGCAATGGCCCCACGTACCCCTCAATCATACACCCGCTG 
TCTGCCTTTGTGCCGATCCAGGGCCCGTCAGCACCAGACATGGAAAACCGGGATGCCCTG 
CGCAGCCCGCTGGAACACAACAGCTCCAACAACACCAGCAGCGGGTCCCGGTCTCCATTG 
GTGCAGGAGCGTGGTCCAGCTGCGTCCCCCAGCGACTACCACACGCTCCCCCAGACAGAC 
TCCTTGCCCCTGATAGCCACACTCCCCCTGACGGACCCCCTGCCCCAGATGGATTTGTTC 
CCCTTGAGGGATGCAAGCTCTTGTCCAGCTGTCCTGCACAAGCAGCGGCGGGTCAGTCCG 
CCCTGGAACTGCAGCACTGTGATGGAGAGCACCGGCTCGGACAGCGACTCCAGCAGTGGT 
GGGCTCAGTCAGGGAAGGAGGACTCGCTGTGGCCGGTCCGTGTCCCGCTCAGACCTGCGG 
CTCACGCCGGACTCACAGCCTCACTGTGCTGCAGAAAGCCCCTCACTCTCACCCCAGCGG 
CAGCGGCCAGCGATAGGCAGCAGCAGACGGGCAGACCTGCAGATC 
>DrCx52.9  Modified according to NM_207093  
ATGGGGGACTGGAACTTCCTGGGGGGGATTCTGGAGGAGGTGCACATCCACTCCACTATG 
GTGGGAAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTGCTGGGCGTTGCG 
GCGGAGGACGTGTGGAACGATGAGCAGTCCGACTTCATCTGCAACACTGAGCAGCCCGGC 
TGCCGCAACGTCTGCTATGACCAGGCCTTCCCAGTGTCCCTGATCCGCTACTGGGTGCTG 
CAGGTTATCTTCGTGTCCTCACCCTCGCTGGTCTACATGGGCCATGCCATCTACAAGCTG 
CGCGCCCTGGAGAAGCAGCGCCACTGCCAGCGTGTGACCCTGCGGCGGGAGCTGGAGACG 
GTGGAGCCGGAGCTGATGGAGACGCGGCGGCGCATCGAACGGGAGCTGCGGCAGCTGGAG 
CAGGGCAAGCTGAACAAGGCTCCGCTGCGGGGCTCGCTGCTGCGCACATATCTGGCCCAC 
GTGCTGACCCGCTGCGTGCTGGAGGTCTGCTTCATGATGTGCCAGTATCTGCTATATGGA 
CACCGGCTGCAGCCGCTCTACAAGTGCGACCGGCAGCCGTGCCCAAACGTGGTGGACTGC 
TTTGTGTCTCGGCCCACGGAGAAAAGCCTGTTCATGGTGTTCATGCAGGGCATCGCGGCG 
GTGTCGCTGTTCCTGAGCCTGCTGGAGCTCCTGCATCTGGCCTATAAGAAGCTGAAAAAG 
GGGCTGCGGGACCACTGCCCTGCCCTCAGAGACGGGCCAGCGGACTCCAGTGCCCCCAAT 
AGGAACTCTGTGGGACAGCAGGCTCGCAAGGCCACCATGCCCATGGCACTCAGTGGGTAC 
ACCGCACTGCTGGAGAAACAGGGCAATGGCCCCACGTACCCCTCAATCATACACCCGCTG 
TCTGCCTTTGTGCCGATCCAGGGCCCGTCAGCACCAGACATGGAAAACCGGGATGCCCTG 
CGCAGCCCGCTGGAACACAACAGCTCCAACAACACCAGCAGCGGGTCCCGGTCTCCATTG 
GTGCAGGAGCGTGGTCCAGCTGCGTCCCCCAGCGACTACCACACGCTCCCCCAGACAGAC 
TCCTTGCCCCTGATAGCCACACTCCCCCTGACGGACCCCCTGCCCCAGATGGATTTGTTC 
CCCTTGAGGGATGCAAGCTCTTGTCCAGCTGTCCTGCACAAGCAGCGGCGGGTCAGTCCG 
CCCTGGAACTGCAGCACTGTGATGGAGAGCACCGGCTCGGACAGCGGAGACTCCAGCAGT 
GGTGGGCTCAGTCAGGGAAGGAGGACTCGCTGTGGCCGGTCCGTGTCCCGCTCAGACCTG 
CGGCTCACGCCGGACTCACAGCCTCACTGTGCTGCAGAAAGCCCCTCACTCTCACCCCAG 
CGGCAGCGGCCAGCGATAGGCAGCAGCAGACGGGCAGACCTGCAGATCTGA 
 
>DrCx52.6 Dr34930 Ensembl prediction. No modification. Sequence corresponding to potential 
intron start is underlined. 
ATGGGAGATTGGAACTTGCTTGGGAGTATCTTAGAGGAGGTTCACATTCACTCCACCATT 
GTGGGCAAAATCTGGCTTACCATTCTTTTCATTTTCCGCATGCTCGTACTTGGGGTTGCT 
GCGGAAGACGTATGGGATGATGAGCAAAGTGAGTTTGTGTGCAACACAGAACAGCCTGGA 
TGCAAGAATGTCTGTTATGACCAAGCGTTCCCGATATCCCTCATCCGATACTGGGTCTTG 
CAGATCATCTTTGTCTCTTCGCCATCTTTGGTGTACATGGGACACGCACTCTACCGGCTC 
CGAGCTCTGGAGAAAGAGCGGCACAAGAAGAAAGTCCAGCTGAAGGTGGAGCTGGAAGAG 
AGTGAGGCTTTGGAAGAACACAAAAGAATTGAAAAAGAGCTTCGGAAGCTGGAGGAGCAG 
AAGAAAGTGAGGAAGGCCCCTCTGAGGGGTTCCTTGCTGCGCACATATGTGTTCCATATC 
TTAACCAGGTCAGTGGTGGAGGTGGGATTCATAGTGGGGCAGTACATGCTCTACGGTATC 
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GGACTGACGCCGCTGTACAAGTGTGAGCGTGATCCTTGCCCCAACAGTGTAGACTGCTTT 
GTTTCTCGGCCGACAGAGAAGAACATCTTCATGATTTTCATGCTGGTCATATCAGGAGTG 
TCCTTGTTCCTCAATCTCCTGGAGATTTTCCACCTTGGTGTGAAAAAGATCAAGCAGACC 
ATATATGGATCCATGTACAGCGACGACGACAGCATTTGCAGGTCAAAGAAAAACTCCATG 
GTCCAACAAGTGTGCTTCCTTACAAATTCCTCACCACAAAAACAGTTGCATTTGACACAC 
ACTTCCCTTGCCATGGCACCTGATGGACAGATGGTACCTTTGCCTATCTATATGCAGACA 
GCTGGTCATGTAGTGTCCAACATTAACCCAAATGGATCTGTGCAGCCTCTGAGACAGGAC 
CGTCTTCCAAGCCAACCCGAAATTCAAGTTCTTCAACAACTGGGAATCAAAGAACGAAGG 
TCCATTCCAGACAACCGTCTGCAATCCTGCAGCAGTGAGGATTCTGGCCCCAAAGGTTCC 
GAACCACCGAAATATTCTCAGCAGCCCCGAGCTTCATTCAGAGCCAGTCATATAGAAATA 
CCAGCAGCATTAAGGAAACACAGCCGTGTTAGTCAGTGTAAAGACTTCAGTGAGGAGAGT 
GATTCGGTGGAAAGTGGGAACTATCCTACTGCCAGGAAAGCCAGCTTCATGTCAAGGGGA 
CTTTCAGAGAGCCCGTCTGAGAGTGCAGCCTCCAAGAGTGGATCAGACACAGAGGCCAAC 
CGTATCACTCAAGGGGAGAGTCCCGCTATGACACCACCCCCTGCAGCAGGACGTAGAATG 
TCAATGGTAAGAAAATTCTGA 
 
>Dr57792 Ensembl prediction. Sequence extended by 6 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGGGGGACTGGAACTTGTTGGGGAGCATTTTAGAGGAGGTTCACATTCACTCCACCATC 
GTGGGTAAAATCTGGCTGACCATCCTGTTCATTTTCCGGATGTTGGTTCTTGGTGTTGCG 
GCAGAGGACGTTTGGGTGGACGAGCAGAGCGAGTTCGTCTGCAACACGGACCAGCCTGGA 
TGCAAGAACGTCTGCTACGACCAGGCATTCCCAATATCGCTCATTCGCTTCTGGGTATTG 
CAGATCATTTTTGTTTCCTCGCCTTCGCTGGTGTACATGGGACATGCTCTGTACCAGCTA 
AGGTCTTTAGAGAAAGAACGGCACAGGAGGAAAATCCAGCTGCGAGCAGAGCTGGAAGAG 
ACCGAGCCCCTCTTGGAGGAGCACAGAAAGTTGGAGAAGGAACTGAGGAGGTTGGAAGAG 
CAGAAGAAGATGAAGAAGGCTCCTCTAAGGGGCTCCTTGCTTCGTACATATATTATTCAT 
ATCCTCACCAGATCAGTGGTGGAAGTGGCGTTCATTGTCGGGCAGTATATCTTATATGGC 
ATTGGACTGGATCCTTTGTACAAGTGTGAGAGGGTGCCTTGCCCGAACAGCGTGGACTGT 
TATGTTTCCAGGCCAACAGAGAAAACCATCTTCATGGTTTTCATGATCGTCATCGCAGGA 
GTTTCGTTGTTCCTGAACCTTTTGGAAATATCCCACTTGGGGGTGAGAAAGATTAAACAG 
ACTCTGAGCGGACTGCAGTTTGTCGAGGAGGACAGTCTTTGCAAACCCAAGCATTCGACA 
ATTCAGCAGCTCTGCGTGATGACGGAGTATTCGCCTCACAAAAACCCACAATTGAAAACG 
TTTATCCCGCAGGGACAAATGGACAAACATCTGTTCAGCTCTTCGAGCAATGATATTCTG 
CGGCACAACAGTTTAGCAGCGTCCACCCTACCGGTGTCCTGCATTACCCAGCAGCCTCGC 
CAAATGCGCCAGCCCAGCCAGGGAATGATTCATGAACTGCACTCCCAGGGGTCACTGAGG 
CTCCTGGAGGACCAGGAAAACCAGCATCCAGATAGCAGTAACTGCTCAGAAAGGGACATT 
AGGCCTTTTAACTCGGGCCATCCGGGTTCTGAGGGCCATACCGAGATACCAGCCTGCCTT 
CGCAATGCTCTGCACAGGCCCAGCCGCTTGGCGGACCTAGCAGATGATGCTATGGAGTCC 
TCCGAGAGCGACTTCTGTCCACCCAACAGGAAAGCCAGTTTCATGGTTCGGATGCCCTCT 
GAAAGCATGTCCGGCAGTCCGTCCTGTCCCTCCACCAGGAGTTCAGAGTCTGAGCTGGGA 
TCCCTTAACGACCTGCCCATGAACCCACCACCAGGGGGAGGACGACGGATGTCTATGGCA 
AGTAGATGG 
>Dr57792 Our suggested modification. Position corresponding to potential intron start in other 
Cx62 orthologs is underlined.  
ATGGGGGACTGGAACTTGTTGGGGAGCATTTTAGAGGAGGTTCACATTCACTCCACCATC 
GTGGGTAAAATCTGGCTGACCATCCTGTTCATTTTCCGGATGTTGGTTCTTGGTGTTGCG 
GCAGAGGACGTTTGGGTGGACGAGCAGAGCGAGTTCGTCTGCAACACGGACCAGCCTGGA 
TGCAAGAACGTCTGCTACGACCAGGCATTCCCAATATCGCTCATTCGCTTCTGGGTATTG 
CAGATCATTTTTGTTTCCTCGCCTTCGCTGGTGTACATGGGACATGCTCTGTACCAGCTA 
AGGTCTTTAGAGAAAGAACGGCACAGGAGGAAAATCCAGCTGCGAGCAGAGCTGGAAGAG 
ACCGAGCCCCTCTTGGAGGAGCACAGAAAGTTGGAGAAGGAACTGAGGAGGTTGGAAGAG 
CAGAAGAAGATGAAGAAGGCTCCTCTAAGGGGCTCCTTGCTTCGTACATATATTATTCAT 
ATCCTCACCAGATCAGTGGTGGAAGTGGCGTTCATTGTCGGGCAGTATATCTTATATGGC 
ATTGGACTGGATCCTTTGTACAAGTGTGAGAGGGTGCCTTGCCCGAACAGCGTGGACTGT 
TATGTTTCCAGGCCAACAGAGAAAACCATCTTCATGGTTTTCATGATCGTCATCGCAGGA 
GTTTCGTTGTTCCTGAACCTTTTGGAAATATCCCACTTGGGGGTGAGAAAGATTAAACAG 
ACTCTGAGCGGACTGCAGTTTGTCGAGGAGGACAGTCTTTGCAAACCCAAGCATTCGACA 
ATTCAGCAGCTCTGCGTGATGACGGAGTATTCGCCTCACAAAAACCCACAATTGAAAACG 
TTTATCCCGCAGGGACAAATGGACAAACATCTGTTCAGCTCTTCGAGCAATGATATTCTG 
CGGCACAACAGTTTAGCAGCGTCCACCCTACCGGTGTCCTGCATTACCCAGCAGCCTCGC 
CAAATGCGCCAGCCCAGCCAGGGAATGATTCATGAACTGCACTCCCAGGGGTCACTGAGG 
CTCCTGGAGGACCAGGAAAACCAGCATCCAGATAGCAGTAACTGCTCAGAAAGGGACATT 
AGGCCTTTTAACTCGGGCCATCCGGGTTCTGAGGGCCATACCGAGATACCAGCCTGCCTT 
CGCAATGCTCTGCACAGGCCCAGCCGCTTGGCGGACCTAGCAGATGATGCTATGGAGTCC 
TCCGAGAGCGACTTCTGTCCACCCAACAGGAAAGCCAGTTTCATGGTTCGGATGCCCTCT 
GAAAGCATGTCCGGCAGTCCGTCCTGTCCCTCCACCAGGAGTTCAGAGTCTGAGCTGGGA 
TCCCTTAACGACCTGCCCATGAACCCACCACCAGGGGGAGGACGACGGATGTCTATGGCA 
AGTAGATGGAAATGA 
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Suppl. Figure 4 Connexin sequences from pufferfish (Takifugu rubripes, or more commonly 
Fugu rubripes, Fr). The sequences are found in the Ensembl database and were updated as of 
July 1 2006. Although predicted as connexins, none of the Fugu sequences have formally 
been called by a connexin name, and we here use the abbreviated form of the Ensembl gene 
identification. For the ortholog of Cx25, the abbreviated form Fr153654 should be read as 
NEWSINFRUG00000153654. After a recent update in Fugu assembly and genebuild 
(December 2005, Ensembl v36 and later), a number of genes changed their Ensembl gene 
identification numbers. The old gene identification is given in parenthesis in the title line. 
Other information is given in short form in the title line where needed. If our interpretation of 
the most likely connexin sequence differs from the prediction found in Ensembl, the database 
sequence is given first, and immediately followed by our suggested sequence, which is the 
one used in our analyses. The conserved domains are marked in yellow (unmodified 
sequence) or green (modified sequence). Alternating black/blue sequences are exon 
predictions copied from Ensembl. Other colors are explained for the relevant sequences. The 
following gene predictions in Ensembl are not included here:  
Fr163054: identical to Fr122421 
Fr150812: nearly identical to Fr130034 
Please note that both the Ensembl gene identification number and the Ensembl gene 
prediction might change on future updates of the Fugu genome database. 
 
>Fr153654 Ensembl prediction. Extension by 147 nucleotids in 3'-direction to reach stop codon 
(marked in blue). 
ATGAACTGGGGCTTTCTGGAGAACATCCTCAGCGGAGTGAACAAATACTCCACGGTGATC 
GGGCGCATCTGGCTCTCCGTCGTCTTCCTCTTCAGAATCCTGGTGTATGTCGCAGCAGCC 
GAGCAAGTGTGGAAGGACGAGATGAAGGAGTTTGTGTGCAACACCCGTCAGCCTGGCTGC 
GAGACTGCCTGCTTCAACCACTTCTTCCCCATCTCGCAGGTGCGCCTCTGGGCCATGCAG 
CTCATCCTGGTATCAACCCCATCCCTGCTGGTGGCCCTGCATGTGGCCTACAGGGAGCAC 
CGTGAGGCCAAGCACAAGAAACAACTGTACAAGGACAAAGCAACCATTGACGGAGGATTG 
TTTTTAACCTACATCGCCAGTCTGGTTTTTAAGACTGCTTTTGAGGTCGGCTCCCTGCTC 
ATCTTCTACTTTGTTTACAACGGTTTCGAGCTCCCTGTGTTGCTCCGCTGCAACCAGAGT 
CCCTGTCCAAACACAGTGGACTGTTTCATTGGCAAAGCCACCGAAAAGAAGATTTTCCTC 
TACATCATGGCCTGCACTTCTGTACTTTGCATCTTTCTCAATTCGGTGGAGCTCCTCTAC 
ATTATATGGAAACAATTAGTCAAATGCGTCATCCGGCATCACGTT 
>Fr153654 Our suggested modification. 
ATGAACTGGGGCTTTCTGGAGAACATCCTCAGCGGAGTGAACAAATACTCCACGGTGATC 
GGGCGCATCTGGCTCTCCGTCGTCTTCCTCTTCAGAATCCTGGTGTATGTCGCAGCAGCC 
GAGCAAGTGTGGAAGGACGAGATGAAGGAGTTTGTGTGCAACACCCGTCAGCCTGGCTGC 
GAGACTGCCTGCTTCAACCACTTCTTCCCCATCTCGCAGGTGCGCCTCTGGGCCATGCAG 
CTCATCCTGGTATCAACCCCATCCCTGCTGGTGGCCCTGCATGTGGCCTACAGGGAGCAC 
CGTGAGGCCAAGCACAAGAAACAACTGTACAAGGACAAAGCAACCATTGACGGAGGATTG 
TTTTTAACCTACATCGCCAGTCTGGTTTTTAAGACTGCTTTTGAGGTCGGCTCCCTGCTC 
ATCTTCTACTTTGTTTACAACGGTTTCGAGCTCCCTGTGTTGCTCCGCTGCAACCAGAGT 
CCCTGTCCAAACACAGTGGACTGTTTCATTGGCAAAGCCACCGAAAAGAAGATTTTCCTC 
TACATCATGGCCTGCACTTCTGTACTTTGCATCTTTCTCAATTCGGTGGAGCTCCTCTAC 
ATTATATGGAAACAATTAGTCAAATGCGTCATCCGGCATCACGTTCCTGTGGAGAAGAGA 
CCGTCCTCTCGCTACCACTCACAAGGGTCCAACATCAACAGATATGTCTCTGTTGAGCCT 
GGTGTCATTAACGAAGGTGGCCCCATAAAGGCTAAAGCTGAAAACTTCCCAGTTCATTCT 
GGGACTCATTAA 
 
>Frscaf38 (previous id: Fr137409) not predicted in present genebuild 
ATGTCTTGGGCCACGCTTTACAGTCAGCTGGGTGGTGTCAACAAACACTCCACCAGCCTG 
GGAAAGATCTGGCTTTCTGTCCTCTTCATCTTCCGCGTCACCATTCTGGTTCTGGCCGCT 
GAGAAAGTCTGGGGCGACGAACAGTCCGACTTTAAATGCAACACGCAGCAGCCAGGTTGC 
AAAAATGTCTGCTACGATCATTTCTTTCCCGTTTCGCACATCCGCCTGTGGTGCCTGCAG 
CTGATCTTTGTGTCCACCCCGGCCCTTCTGGTGGCCATGTATGTGGCCTACAGAAAACGT 
GGAGAACAGAGAACCGTTATGGCCTCCGGAGGCGATGAGAAGGTGAAGGAGACCGACCTG 
CAGATACTGAGGACGAAGCGCCTGCACATCACGGGCCCTCTGTGGTGGACCTACACCTGC 
AGCTTGTTCTTCAGATTGCTGTTTGAGGGTGGCTTCATGTACGCTCTGTACTTTATCTAC 
GATGGCTTCCAGATGCCGCGACTGGTCAAGTGCGAGCAGTGGCCTTGCCCCAACAAGGTC 
GACTGCTTCATCTCCAGGCCAACAGAGAAAACCGTCTTCACCATCTTCATGGTGGTCTCG 
TCGGCCATTTGTATGGTTCTCAATGTTGCTGAGCTCTTCTACCTTTTTGCCAAGGCCCTC 
ATGCGGTTATCAGCCAGGTCAAAGCAGCGTAAGCGGAGATATACCAGCGAATCAAACTTC 
AACCAGGACACGCTTCTGGACAACAGGAGGAATGAAACTTTGTAG 
 
>Frscaf64 (previous id: Fr124726; this gene id now predicts another gene that is a Cx46 
ortholog) not predicted in present genebuild 
ATGTCTTGGACCACTCTGTACGCTCAGCTGGCTGGAGTAAACCGTCACTCCACCAGCTTG 
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GGTAAAGTCTGGCTCTCTGTGCTCTTTATTTTTCGAGTTATGGTTTTGGTCGTGGCGGCC 
GAGAGTGTTTGGGGAGATGAACAGTCTGACTTCACCTGTAACACCCTACAGCCTGGTTGT 
GAGAATGTCTGCTATGATCAGTTCTTCCCCGTCTCCCACATCCGGCTCTGGTGTCTTCAG 
CTTGTCTTTGTCTCCACTCCAGCTCTCCTGGTTGCGATGTACGTGGCCTACCGGAACCAC 
GGCGACAAGAAAAAGCTCCTCCAGGTGTTCACTTTCAACAAAGGTCAGGAGGAAGAGTTG 
GAGAGCCTCAGGAACAGGAGACTGCCTATATCTGGTGCCCTCTGGTGGACATACGCCTTC 
AGCCTTCTGTTCAGGCTCTTGTTTGAAGGAGGATTCATGTACGCCTTGTATGTGATTTAT 
GATGGCTTCCGGATGCCGCGCCTGGTGCAGTGCGACCAGTGGCCATGCCCAAACCTAGTG 
GACTGTTTCATCTCACGGCCAACAGAGAAAACAGTCTTCACCATTTTCATGGCCACCTCA 
TCCTCCATCTGCATGCTCCTTAACATGGCAGAGCTTGCATATCTTGTTGCCAAGGGAGTC 
ACGAGGTAG 
 
>Fr129456e1 (previous id: Fr129456) Ensembl prediction in 2 exons (black/blue letters). We 
suggest that exon 2 belongs to another connexin (which we named Fr129456e2 and is found at the 
top of next page). Exon 2 is therefore removed from this sequence (marked gray in upper 
sequence). Sequence extended by 304 nt in 3'-direction to reach stop codon (marked green for 
part of sequence that is considered as part of second conserved domain; marked blue for 
remaining sequence). 
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTT 
GGCCGAGTGTGGCTCTCCATTGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCT 
GAGAAGGTGTGGGGCGACGAGCAGAAAGACTTCAAATGCAACACGGCTCAGCCCGGCTGC 
CACAACGTCTGCTACGACCACTTCTTCCCCGTTTCCCACGTCCGGCTGTGGGCGCTGCAG 
CTCATCTTCGTCACCTGCCCGTCTCTCCTGGTGGTGATGCACGTCGCCTACAGGGAGGAC 
AGGGAGCGGAAAAACAGGCTTAAATATGGCGACGACTGCCGCCGTCTCTACCAGAACACC 
GGGAAGAAGCGCGGAGGCCTGTGGTGGACCTACGTCCTCACGTTGGTCTTCAAAATCGGC 
GTCGACGCCACCTTTGTCTACCTTCTCTACCACATCTACGAGGGTTACGACTTCCCCTCG 
CTCATCAAGGCCAAGCACGGCGACGGGAAGAAGCTGTACAACAACACGGGCAAGAAGCAC 
GGCGGCCTGTGGTGGACGTATATGCTGAGCCTGTTCGTGAAGACGGGCATCGAGGTCGCC 
TTCCTCTACATCCTCCACCACGTCTACGACAGTTTCTACCTGCCGAGGCTGGTCAAGTGC 
GAGGTGTCGCCCTGCCCCAACCAGGTGGACTGCTACATCGGCCACCCCACCGAGAAGAAG 
GTCTTCACCTACTTCATGGTTGGAGCCTCGGCCCTCTGCATCATCCTCAACATTTGCGAG 
ATCATTTACCTC 
>Fr129456e1 (previous id: Fr129456) not predicted in present genebuild. 
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTT 
GGCCGAGTGTGGCTCTCCATTGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCT 
GAGAAGGTGTGGGGCGACGAGCAGAAAGACTTCAAATGCAACACGGCTCAGCCCGGCTGC 
CACAACGTCTGCTACGACCACTTCTTCCCCGTTTCCCACGTCCGGCTGTGGGCGCTGCAG 
CTCATCTTCGTCACCTGCCCGTCTCTCCTGGTGGTGATGCACGTCGCCTACAGGGAGGAC 
AGGGAGCGGAAAAACAGGCTTAAATATGGCGACGACTGCCGCCGTCTCTACCAGAACACC 
GGGAAGAAGCGCGGAGGCCTGTGGTGGACCTACGTCCTCACGTTGGTCTTCAAAATCGGC 
GTCGACGCCACCTTTGTCTACCTTCTCTACCACATCTACGAGGGTTACGACTTCCCCTCG 
CTCATCAAGTGCCAGCAGAAGCCCTGCCCGAACACGGTGGACTGCTTCATCGCGCGGCCC 
ACCGAGAAGCGGATCTTCACCATCTTCATGGTGGTCACCAGCCTGGTCTGCATCTTCCTC 
TCCATCATCGAAATCCTCTACTTGGTGGGCAAACGCTGCCGTGAGTGTTTGACGGCCGGT 
CACCACACTCACCACCCCATGACCAACAACATCTCGAGCGGAAGCCACCTGATGGAGTCC 
AGCACTCTAAAGAGGGTTCCAAAGTGCACCCCCGAAACGCCGGCACCTTCGTACAGCTCT 
GCCATATCCTGA 
 
>Fr158780 Ensembl prediction in two exons (black/blue letters). Exon 2 extended 178 nt in 3'-
direction to reach stop codon (marked blue). 
ATGAACTGGGCCTTCCTCGAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACAGCGTTC 
GGCCGTATCTGGCTCGCCATCGTTTTCATCTTCAGGCTCCTGGTCTTCCTGGTGGCCTGT 
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTTGACTGCAACACCCTGCAGCCCGGGTGT 
CACAACGTCTGTTACGACTACTACTTCCCCGTCTCTTACACCCGACTCTGGTCCCTGCAG 
CTGATCTTCGTCACCTGCCCGTCCCTTCTGGTCACGCTTCACGTGTCCTACAGGAAGGAT 
CGTGAACGTAAACATCGGCTGAAGCACGGAGAAAACAGCCCCCCTCTGTATGACAACACA 
GGGAAGAAGCGAGGAGGTCTTTGGTGGACCTACTTCTTCAGCCTGCTGTTTAAGATAACG 
GTGGACGTGGTGTTTACTCTCCTGTTGTTCTACATCTACGAGGCCACCTTCTTCCCACCG 
CTGGTGAAATGCGAGGAAGACCCGTGTCCCAACGTGGTGGACTGCTACATTGCCAGGCCG 
ACGGAGAAGAAAATATTCACCATCTTCATGGTGGTCACCAGCTTCGTGTGCATCTGCCTC 
ACGGTTTGCGAGGTTTTCTACCTGTGCGGGAAGAGGATCTGGGAGTGCAGCAGGGGCGG 
>Fr158780 Our suggested modification of exon ½. 
ATGAACTGGGCCTTCCTCGAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACAGCGTTC 
GGCCGTATCTGGCTCGCCATCGTTTTCATCTTCAGGCTCCTGGTCTTCCTGGTGGCCTGT 
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTTGACTGCAACACCCTGCAGCCCGGGTGT 
CACAACGTCTGTTACGACTACTACTTCCCCGTCTCTTACACCCGACTCTGGTCCCTGCAG 
CTGATCTTCGTCACCTGCCCGTCCCTTCTGGTCACGCTTCACGTGTCCTACAGGAAGGAT 
CGTGAACGTAAACATCGGCTGAAGCACGGAGAAAACAGCCCCCCTCTGTATGACAACACA 
GGGAAGAAGCGAGGAGGTCTTTGGTGGACCTACTTCTTCAGCCTGCTGTTTAAGATAACG 
GTGGACGTGGTGTTTACTCTCCTGTTGTTCTACATCTACGAGGCCACCTTCTTCCCACCG 
CTGGTGAAATGCGAGGAAGACCCGTGTCCCAACGTGGTGGACTGCTACATTGCCAGGCCG 
ACGGAGAAGAAAATATTCACCATCTTCATGGTGGTCACCAGCTTCGTGTGCATCTGCCTC 
ACGGTTTGCGAGGTTTTCTACCTGTGCGGGAAGAGGATCTGGGAGTGCAGCAGGGGCGGG 
TGCCACCCTGACAGAGAGGACTCCTTCCTGGTGAGGGTTCCTCTGGACGCGAGGAACGCT 
GTGAACAAAGGCTCGGTGGCGGCTGAGGCTGCGGCGCTCGACAGAGACGGAGAAGCCTTC 
AGTCCCGCCCCAGCGTACGCCATCGCCGTCTCGTCAAGTCTGATGTGTGACGATTGA 
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>Fr129456e2 (previous id: Fr157125) Ensembl prediction in 2 exons (black/blue letters). Exon 1 
is considered to belong to another connexin (see previous page), and is therefore removed 
(marked gray). Exon 2 extended 317 nt in 5'-direction to reach initiation codon (this includes 
the complete first conserved domain in green, and a part of the intracellular loop in blue). 
Sequence extended 387 nt in 3'-direction to reach stop codon (6 nt included in the second 
conserved domain, in green; remaining corresponds to cytoplasmic C-terminal tail in blue). 
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTT 
GGCCGAGTGTGGCTCTCCATTGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCT 
GAGAAGGTGTGGGGCGACGAGCAGAAAGACTTCAAATGCAACACGGCTCAGCCCGGCTGC 
CACAACGTCTGCTACGACCACTTCTTCCCCGTTTCCCACGTCCGGCTGTGGGCGCTGCAG 
CTCATCTTCGTCACCTGCCCGTCTCTCCTGGTGGTGATGCACGTCGCCTACAGGGAGGAC 
AGGGAGCGGAAAAACAGGCTTAAATATGGCGACGACTGCCGCCGTCTCTACCAGAACACC 
GGGAAGAAGCGCGGAGGCCTGTGGTGGACCTACGTCCTCACGTTGGTCTTCAAAATCGGC 
GTCGACGCCACCTTTGTCTACCTTCTCTACCACATCTACGAGGGTTACGACTTCCCCTCG 
CTCATCAAGGCCAAGCACGGCGACGGGAAGAAGCTGTACAACAACACGGGCAAGAAGCAC 
GGCGGCCTGTGGTGGACGTATATGCTGAGCCTGTTCGTGAAGACGGGCATCGAGGTCGCC 
TTCCTCTACATCCTCCACCACGTCTACGACAGTTTCTACCTGCCGAGGCTGGTCAAGTGC 
GAGGTGTCGCCCTGCCCCAACCAGGTGGACTGCTACATCGGCCACCCCACCGAGAAGAAG 
GTCTTCACCTACTTCATGGTTGGAGCCTCGGCCCTCTGCATCATCCTCAACATTTGCGAG 
ATCATTTACCTC 
>Fr129456e2 (previous id: Fr157125) Our suggested modification. 
ATGGACTGGAAGACCTTCCAAGCCCTCCTCAGTGGGGTGAATAAATACTCCACGGCGTTC 
GGGAGGGTCTGGCTGTCGGTGGTGTTCGTGTTCAGGGTGATGGTGTACGTGGTGGCGGCA 
GAGCGCGTGTGGGGCGACGAGCAGAAGGACTTTGACTGCAACACCAAGCAGCCGGGCTGC 
GCTAACGTCTGCTACGACTTCTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG 
CTCATCTTCGTCACGTGCCCGTCCTTCATGGTGGTCATGCACGTGGCGTACCGTGACGAC 
CGCGAGCGCAAATTCAGGGCCAAGCACGGCGACGGGAAGAAGCTGTACAACAACACGGGC 
AAGAAGCACGGCGGCCTGTGGTGGACGTATATGCTGAGCCTGTTCGTGAAGACGGGCATC 
GAGGTCGCCTTCCTCTACATCCTCCACCACGTCTACGACAGTTTCTACCTGCCGAGGCTG 
GTCAAGTGCGAGGTGTCGCCCTGCCCCAACCAGGTGGACTGCTACATCGGCCACCCCACC 
GAGAAGAAGGTCTTCACCTACTTCATGGTTGGAGCCTCGGCCCTCTGCATCATCCTCAAC 
ATTTGCGAGATCATTTACCTCATCGCCAAGCGCGTCGTGCGGTGCGCCAACAAGGTCAAG 
AGGCACCATCGCAACAGAGCCCCGTGCCCTCCGGAGAACTACAGCGACGACCCCTTCAAC 
AACTGCAACGTGACGATGGCGAAGCCGGAGCTGAAGGACAACCCCCCGTCCTTCAGGACC 
GCGTGCAAGTCTACATATAAGCTGGACAGTCTTCGGATGAACGACAAGATCCGGGCCTCT 
GCCCCCAATCTGTCTGCATGGCCGGTTGCGGGGCCCAGTGTAGGCATAAACGGGCCGACA 
GTGGTTGGACTGGAACCCAGCAGGAAACCCCTGAACGCAGACCAGGTGCTGGACTTCAGG 
TCGTTGTGTAAGAACCTGGAAGCGGAGTCATCCCGGCTGGACTCTTAA 
 
>Fr158780e3 (previous id: Fr137254) Ensembl prediction. 19 nt removed at 5'-end to reach 
initiation codon in accordance with other connexins (marked gray). Sequence extended by 75 nt 
in 3'-direction to reach stop codon (marked blue). 
AACCCCCCCCGCAGAGCCAATGGATTGGAAGTTTCTTGAGGGTCTCCTCAGCGGAGTCAA 
CAAGTACTCCACTGGCTTCGGACGCATCTGGCTGTCGGTGGTCTTCGTCTTCCGCGTGCT 
GGTCTTCGTCGTGGCTGCCGAGCGGGTCTGGAGCGACGACCAGGGACACTTTGAGTGCAA 
CACCCGTCAGCCAGGCTGCACCAACATCTGCTATGACTACTTCTTCCCCATCTCCCACAT 
TCGCCTGTGGGCGCTCCAGCTGATCTTCATCACCTGCCCCTCCTTCATGGTGGTGCTGCA 
CGTGGCCTACAGGGAAGAACGGGAACGCAAGTACAAAGCCAAGCACGGCGAGGACGCCCG 
GCTGTACGACAACCCAGGCCAGAAGCACGGCGGTCTGTGGTGGACGTACTTGCTGAGCCT 
CTTCACCAAGACCACCTTCGAGATGCTGTTCCTCTACCTGCTCAACTACATCTACGACAG 
CTTCAAACTGCCCAGGAAAGTCCAGTGTGACGCGAGTCCCTGCCCCAACCTGGTGGACTG 
CTACATATCCCGGCCCACTGAGAAGACGGTTTTCACCTACTTCATGGTGGGTGCCTCGGT 
GCTGTGCGTGGTGCTCAACATCTGTGAGATCCTCTATCTGATTGCTGCTCGTGTGGTGAA 
TCGGAAGTATCGGGGAAGCAACCGT 
>Fr158780e3 (previous id: Fr137254) Our suggested modification. 
ATGGATTGGAAGTTTCTTGAGGGTCTCCTCAGCGGAGTCAACAAGTACTCCACTGGCTTC 
GGACGCATCTGGCTGTCGGTGGTCTTCGTCTTCCGCGTGCTGGTCTTCGTCGTGGCTGCC 
GAGCGGGTCTGGAGCGACGACCAGGGACACTTTGAGTGCAACACCCGTCAGCCAGGCTGC 
ACCAACATCTGCTATGACTACTTCTTCCCCATCTCCCACATTCGCCTGTGGGCGCTCCAG 
CTGATCTTCATCACCTGCCCCTCCTTCATGGTGGTGCTGCACGTGGCCTACAGGGAAGAA 
CGGGAACGCAAGTACAAAGCCAAGCACGGCGAGGACGCCCGGCTGTACGACAACCCAGGC 
CAGAAGCACGGCGGTCTGTGGTGGACGTACTTGCTGAGCCTCTTCACCAAGACCACCTTC 
GAGATGCTGTTCCTCTACCTGCTCAACTACATCTACGACAGCTTCAAACTGCCCAGGAAA 
GTCCAGTGTGACGCGAGTCCCTGCCCCAACCTGGTGGACTGCTACATATCCCGGCCCACT 
GAGAAGACGGTTTTCACCTACTTCATGGTGGGTGCCTCGGTGCTGTGCGTGGTGCTCAAC 
ATCTGTGAGATCCTCTATCTGATTGCTGCTCGTGTGGTGAATCGGAAGTATCGGGGAAGC 
AACCGTGCGTCCTCTAGGAAGGTCCACGCGGCCGCCAGCGCGGGCTGCGATGGTTGCAAG 
TCCTCTCTTGTGCATGATTAG 
 
>Fr143712 Ensembl prediction in 3 exons (black/blue/black letters). Last exon extended by 99 
nt in 3'-direction to reach stop codon (marked in blue). 
ATGAACTGGTCGGGGCTGGAGAGCCTTCTCAGTGGAGTCAACAAATACTCCACGGCCTTT 
GGGAGAATCTGGCTGTCCATGGTGTTTGTGTTCCGTGTGCTGGTGTTTGTGGTGGCAGCA 
CAGAGGGTCTGGGGTGATGAGAGCAAGGATTTCGTGTGCAACACTCGACAGCCGGGTTGT 
ACCAACATCTGCTACGACCACATCTTCCCCATCTCCCACATCCGTCTCTGGGCTCTGCAG 
CTGATCTTCGTCACCTGCCCGTCCTTGATAGTGATGGCTCACGTCAAATTCCGTGAAGGG 
AAGGATGCCAAATACGTGGAGCAGCACCACGGCTCTCACCTATACAGCAACCCCGGCAAG 
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AAGAGAGGGGGGCTGTGGTGGACCTATCTGCTGAGTCTGATCCTCAAAGCTGGATTTGAC 
GCCTCGTTTCTTTATATTCTGTACAAGATATATGATGGTTATGACTTGCCCAGGTTGTCG 
AAATGTTCGCTGGATCCGTGTCCCAACACGGTCGACTGCTTCATCAGTCGCCCGACAGAG 
AAAAAGATCTTCATGTTGTTCATGGTCGTGTCCAGTGCGCTTTGCATTTTCATGTGCCTC 
TGCGAAATGCTCTATCTTGTTGGGAAGCGCATCGCCAAACTGGTAAAGATCCGCCACCAG 
AACGAACAGATCCTATTTGCTGAGCAGCACGAACTCACCGACATGGTCCCACCCAGA 
>Fr143712 Our suggested modification. 
ATGAACTGGTCGGGGCTGGAGAGCCTTCTCAGTGGAGTCAACAAATACTCCACGGCCTTT 
GGGAGAATCTGGCTGTCCATGGTGTTTGTGTTCCGTGTGCTGGTGTTTGTGGTGGCAGCA 
CAGAGGGTCTGGGGTGATGAGAGCAAGGATTTCGTGTGCAACACTCGACAGCCGGGTTGT 
ACCAACATCTGCTACGACCACATCTTCCCCATCTCCCACATCCGTCTCTGGGCTCTGCAG 
CTGATCTTCGTCACCTGCCCGTCCTTGATAGTGATGGCTCACGTCAAATTCCGTGAAGGG 
AAGGATGCCAAATACGTGGAGCAGCACCACGGCTCTCACCTATACAGCAACCCCGGCAAG 
AAGAGAGGGGGGCTGTGGTGGACCTATCTGCTGAGTCTGATCCTCAAAGCTGGATTTGAC 
GCCTCGTTTCTTTATATTCTGTACAAGATATATGATGGTTATGACTTGCCCAGGTTGTCG 
AAATGTTCGCTGGATCCGTGTCCCAACACGGTCGACTGCTTCATCAGTCGCCCGACAGAG 
AAAAAGATCTTCATGTTGTTCATGGTCGTGTCCAGTGCGCTTTGCATTTTCATGTGCCTC 
TGCGAAATGCTCTATCTTGTTGGGAAGCGCATCGCCAAACTGGTAAAGATCCGCCACCAG 
AACGAACAGATCCTATTTGCTGAGCAGCACGAACTCACCGACATGGTCCCACCCAGATCC 
CAGTATCACAAGACTGACCCAACCCTGACGGACAGTCAGCTCAGTTTAAACAGAAAGGAG 
AAGGTCAGAGAAGGTACTGTGACGACCACACTGTAA 
 
>Fr125568 Ensembl prediction in two exons (black/blue letters). Last exon extended by 120 nt 
in 3'-direction to reach stop codon (marked in blue). 
ATGAACTGGTCTGCACTGGAGGCCCTGATCAGCGGGGTCAACAAGTACTCCACCGTGTTC 
GGACGCGTCTGGCTGTCCATGGTCTTCGTTTTCCGAGTGATGGTGTTTGTGGTTGCGGCT 
CAGCGGGTGTGGGGCGACGACAGCAAGGACTTTGTCTGCAACACGGCCCAGCCGGGCTGC 
AACAACGTGTGCTACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG 
CTCATTTTCGTCACTTGCCCGTCGCTGATGGTGGTGGGCCACGTCAAGTATCGGGAGAAG 
AAAGACTCCCAGTACACCACCTCGCACCACGGGAAACACCTGTACGCCAATCCTGGAAAG 
AAGCGTGGAGGGTTGTGGTGGACCTACCTGGCGAGTCTGATTTTCAAGGCCGGCTTTGAC 
GCTGGTTTCCTGTACATCCTCTATCACGTCTACGACGGTTATGACATGCCCCGCCTCTCT 
AAGTGCTCCCTGGAGCCGTGCCCCAACACAGTGGACTGCTTCATCTCGCGGCCCACTGAG 
AAGAAGATCTTCACCCTCTTCATGGTGATCTCTTCTGCCGTCTGCATCCTGATGTGCCTC 
TGTGAGATGATCTACCTCATCTGCAAGCGCGTTCACAAACTCATTAAGCGAAGGAACGAG 
GTGGAGAGAAGGTTGTTCGCCGAGAGTCATGAGATGGCCCCT 
>Fr125568 Our suggested modification. 
ATGAACTGGTCTGCACTGGAGGCCCTGATCAGCGGGGTCAACAAGTACTCCACCGTGTTC 
GGACGCGTCTGGCTGTCCATGGTCTTCGTTTTCCGAGTGATGGTGTTTGTGGTTGCGGCT 
CAGCGGGTGTGGGGCGACGACAGCAAGGACTTTGTCTGCAACACGGCCCAGCCGGGCTGC 
AACAACGTGTGCTACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG 
CTCATTTTCGTCACTTGCCCGTCGCTGATGGTGGTGGGCCACGTCAAGTATCGGGAGAAG 
AAAGACTCCCAGTACACCACCTCGCACCACGGGAAACACCTGTACGCCAATCCTGGAAAG 
AAGCGTGGAGGGTTGTGGTGGACCTACCTGGCGAGTCTGATTTTCAAGGCCGGCTTTGAC 
GCTGGTTTCCTGTACATCCTCTATCACGTCTACGACGGTTATGACATGCCCCGCCTCTCT 
AAGTGCTCCCTGGAGCCGTGCCCCAACACAGTGGACTGCTTCATCTCGCGGCCCACTGAG 
AAGAAGATCTTCACCCTCTTCATGGTGATCTCTTCTGCCGTCTGCATCCTGATGTGCCTC 
TGTGAGATGATCTACCTCATCTGCAAGCGCGTTCACAAACTCATTAAGCGAAGGAACGAG 
GTGGAGAGAAGGTTGTTCGCCGAGAGTCATGAGATGGCCCCTCTGGCAGCACCAAGGTCC 
GAGCTGAGGTCCAAATCATCGATCAGGGTGGATCCAACCGCCTCTGTCCAGGACCTCACC 
GAAGAGAAGCGGCCACCTGAGAAACAAAAGATCGCAGCATAG 
 
>Fr133739 Ensembl prediction. Sequence extended by 147 nt in 3'-direction to reach stop codon 
(3 nt considered as part of second conserved domain, marked green; remaining marked blue).  
ATGGGGGAATGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG 
CTCGGCCGCTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG 
GCCAGCGACCTGTTTGAGGACGAACAGGAGGAATTTGCCTGCAACACCCTCCAGCCGGGC 
TGCAAACAGGTGTGTTACGACATGGCCTTTCCCATCTCGCAGTACAGATTCTGGGTGTTT 
CACATCGTCCTCATCGCCACGCCATCGCTGCTTTTTCTGGTTTACACCATGCATCACCAC 
AATAAGAAGAACTCCAAATTCAATCAGAGGTACAATGAAGACATCCGTTTAAGGAGGCTT 
TACATCGTCAACGTGGTGTTTCGCATCCTGGCAGAAGTTGGGTTTCTCGTGGGTCAGTGG 
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCTGCAGCCGCTTCCCCTGCCCCTAC 
ACCGTGGACTGCTTCACCTCCCGCCCGGCGGAGAAAACCGTCTTCCTCTGCTTCTACTTT 
GTCGTCGGGGCGATTGCAGCCCTTTTCAGCTGTGCTGAGCTCTTCCACAGCTCC 
>Fr133739 Our suggested modification. 
ATGGGGGAATGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG 
CTCGGCCGCTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG 
GCCAGCGACCTGTTTGAGGACGAACAGGAGGAATTTGCCTGCAACACCCTCCAGCCGGGC 
TGCAAACAGGTGTGTTACGACATGGCCTTTCCCATCTCGCAGTACAGATTCTGGGTGTTT 
CACATCGTCCTCATCGCCACGCCATCGCTGCTTTTTCTGGTTTACACCATGCATCACCAC 
AATAAGAAGAACTCCAAATTCAATCAGAGGTACAATGAAGACATCCGTTTAAGGAGGCTT 
TACATCGTCAACGTGGTGTTTCGCATCCTGGCAGAAGTTGGGTTTCTCGTGGGTCAGTGG 
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCTGCAGCCGCTTCCCCTGCCCCTAC 
ACCGTGGACTGCTTCACCTCCCGCCCGGCGGAGAAAACCGTCTTCCTCTGCTTCTACTTT 
GTCGTCGGGGCGATTGCAGCCCTTTTCAGCTGTGCTGAGCTCTTCCACAGCTCCATAAAG 
TGGTTCTGCTGCAGCACGGAGGTAGGAAGGCAGAAACAGAACTTGCCCTGTATCAGCGAC 
AACCTCTTCAACTTCAAGCAGGAAGAAGAGACAGCAAAGGAGAAGCGGCAGATGAAGAAT 
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CGCACGCACCCAACAGCGTGA 
 
>Fr144150 Ensembl prediction. No modification.  
ATGAACTGGGGAACCTTTTACGCCCTGATCAGCGGCGTAAACAGGCACTCGACCGGCATC 
GGGAGGGTTTGGCTCTCCGTCATCTTCGTCTTCCGAATCCTGGTGTTGGTGGTGGCTGCT 
GAGAGCGTTTGGGGAGACGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCTGGCTGC 
AACAGCGTCTGCTACGACCAGTTCTTCCCCATCTCGCACATCCGCCTTTGGGCTCTGCAG 
CTGATCCTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTAGCCCACAGACGGCAC 
ATCGACAAGAAGATCCTGAAGAGGGCCGGCCGGGGCACCCCCAAAGACCTGGAGCAGATC 
AAGAACCAGAGGTTCCAGATCACCGGAGCTCTGTGGTGGACGTACATGATCAGCATCATC 
TTCAGGATCGTCTTTGAGGTGGCTTTTCTCTACATCTTCTACCTGATCTATCCAGGTTTC 
AAAATGGTGCGTTTGGTCAAGTGCGACTCGTACCCCTGCCCCAACACCGTGGACTGTTTT 
GTGTCCAGACCCACAGAGAAGACCATATTTACCGTGTTCATGCTGGGGGTCTCGGGGGTG 
TGTGTGCTTCTGAACTTGGCTGAGATGGTCTACCTCATCGGCCGGGCCTGCAGGCAGTGC 
ATCAGAGGCTCGGAAGAAACCTCCAAAGTCCCCTGGATCAGTCAAAAATTGTCCTCTTAC 
AGGCAAAATGAGATTAACGAACTGATATTGGACCATCCCCTCAGGTCAAAGTTCGGCGTG 
ACCAAAAAGAAGCCCAGCTGA 
 
>Fr157320 Ensembl prediction. Sequence extended by 9 nt in 3'-direction to reach stop codon 
(marked blue).  
ATGAACTGGGCATCATTTTACGCCGTCATCAGCGGTGTGAACAGACACTCCACGGGCATC 
GGCCGCATCTGGCTTTCTGTGCTCTTTATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCG 
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCGGGCTGC 
AACAGCGTCTGCTACGATCACTTCTTCCCGATCTCCCACATCCGCCTCTGGGCACTCCAG 
CTCATCCTGGTCTCCACCCCTGCCCTGCTGGTGGCTATGCATGTGGCTCATCGCCGCCAC 
ATCGACAAGAGGCTCTACAAACTGTCAGGGCGGACCAACCCCAAAGATCTGGAGCAGATT 
AAGACCCAGAAAATGAAAATCACAGGCGCGCTGTGGTGGACGTACGTCATCAGCCTGCTC 
TTTCGCGTTATCTTCGAGGTGACCTTTATGTACCTATTTTACATGATCTACCCCGGTTAC 
AAGATGATCCGGCTGGTGAAGTGTGACTCGTACCCCTGTCCCAACACAGTGGACTGCTTT 
GTCTCCAGGCCCACAGAGAAGACGGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTC 
TGTATTCTGCTCAACATTGCAGAGGTGGTGTTCTTGGTGGGGAAGGCCTGCGGTAAACAT 
TTACACCATGCTGGAGACTCAGCCATGGGGGCTTGGATCCAACAAAAGCTCTGC 
>Fr157320 Our suggested modification. 
ATGAACTGGGCATCATTTTACGCCGTCATCAGCGGTGTGAACAGACACTCCACGGGCATC 
GGCCGCATCTGGCTTTCTGTGCTCTTTATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCG 
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCGGGCTGC 
AACAGCGTCTGCTACGATCACTTCTTCCCGATCTCCCACATCCGCCTCTGGGCACTCCAG 
CTCATCCTGGTCTCCACCCCTGCCCTGCTGGTGGCTATGCATGTGGCTCATCGCCGCCAC 
ATCGACAAGAGGCTCTACAAACTGTCAGGGCGGACCAACCCCAAAGATCTGGAGCAGATT 
AAGACCCAGAAAATGAAAATCACAGGCGCGCTGTGGTGGACGTACGTCATCAGCCTGCTC 
TTTCGCGTTATCTTCGAGGTGACCTTTATGTACCTATTTTACATGATCTACCCCGGTTAC 
AAGATGATCCGGCTGGTGAAGTGTGACTCGTACCCCTGTCCCAACACAGTGGACTGCTTT 
GTCTCCAGGCCCACAGAGAAGACGGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTC 
TGTATTCTGCTCAACATTGCAGAGGTGGTGTTCTTGGTGGGGAAGGCCTGCGGTAAACAT 
TTACACCATGCTGGAGACTCAGCCATGGGGGCTTGGATCCAACAAAAGCTCTGCTTCCTC 
TAG 
 
>Fr137912 Ensembl prediction. No modification. 
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT 
ATGATAGGAAGGATCCTACTAACAGTGGTGGTCATCTTCCGGATTCTAATCGTGGCGATA 
GTTGGAGAGACTGTCTATGATGATGAGCAGACCATGTTTGTTTGTAACACCTTACAGCCG 
GGCTGCAACCAAGCGTGCTACGACAAAGCATTCCCCATTTCACACATTAGATATTGGGTT 
TTTCAGATTATCATGGTGTGCACGCCGAGCCTTTGTTTCATCACGTACTCGGTGCACCAG 
TCGGCCAAGCAGAAGGAGCGGCGCTACTCCACAGTCTATCTGACACTAGATAAGGATCAA 
GATTCACTCAAACGAGATGAGAGCAAAAAGATAAAGAACACCATCGTCAACGGAGTCCTT 
CAGAACACGGAGAACTCCACCAAAGAAGCCGAACCGGACTGTTTAGAAGTGAAAGAGATC 
CCCAATTCGGCCATGAGAACTGCAAAGTCCAAAATGAGGCGCCAGGAAGGCATCTCCAGG 
TTTTACATCATCCAGGTGGTTTTCAGAAACGCGTTGGAAATCGGCTTTTTGGTGGGCCAG 
TACTTTCTGTACGGATTCAACGTCCCGTCGGTGTACGAGTGCGACCGCTACCCCTGCATA 
AAAGACGTCGAGTGCTACGTCTCAAGACCCACGGAGAAGACAGTGTTCCTGGTGTTCATG 
TTCGCCGTCAGCGGCTTTTGCGTGGTGCTGAACCTGGCGGAGCTCAATCACCTGGGCTGG 
AGGAAAATCAAGACGGCCGTGCGGGGCGTGCAGGCTCGGCGGAAGTCCATCTATGAGATC 
AGAAACAAGGACTTGCCGAGGATGAGCGTGCCCAATTTCGGGCGCACTCAGTCCAGTGAC 
TCTGCGTACGTGTAG 
 
>Fr164573 (previous id: Fr150812) Ensembl prediction. No modification. 
ATGGGGGAATGGACCATCTTGGAGCGTCTGCTGGAGGCGGCTGTCCAGCAGCACTCCACT 
ATGATTGGAAGGATCCTGCTGACAGTGGTGGTGATCTTCCGCATCCTAATAGTCGGCATA 
GTGGGTGAGAAGGTGTACGAGGACGAGCAGATCATGTTCATCTGCAATACCATGCAGCCC 
GGCTGCAACCAGGCCTGCTACGACAAGGCCTTCCCCATCTCACACATCCGCTACTGGGTC 
TTTCAGATCATCTTGGTGTGCACGCCGAGCCTGTGCTTCATCACGTATTCCGTGCACCAG 
TCTGCCAAAGCACGCGACCGAAGCTACTCCCTCCTGCATCCGTACATGGATCACCATGGC 
CATGGTCACCACGGTCGCCATCACGACCATCACGCTCGCAAAATCCACTCGCGTTACATC 
AACGGTATCCTGGTGCATCCTGAGGGCAGTAAAGAAGACCACGACTGCCTGGAGGTCAAG 
GAAATCCCCAATGGACCCCGGGGACTGCCTCCAACACACAAGAGCGCCAAGGTTCGGCGG 
CAGGAAGGTATTTCCCGTTTCTACGTCATCCAGGTGGTGTTCCGTAATGCGCTGGAGATA 
GGCTTCTTGGCAGGCCAGTACTTCCTGTATGGCTTCAACGTTCCAGGGATGTTTGAGTGC 
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GATCGCTACCCCTGCGTGAAGGAAGTCGAGTGTTACGTATCTCGTCCCACAGAGAAGACT 
GTGTTTTTGGTCTTTATGTTCGCGGTCAGCGGCATATGTGTGCTGCTCAACCTGGCTGAG 
CTCAACCACATCGGCTGGAGGAAGATAAAGACGGCCATCCGAGGGGTGCAGGCTCGGAGG 
AAGTCCATCTGCGAACTGCGCAAGAAGGACGTGTCTCACCTGTCTCAGGCCCCAAACCTG 
GGCAGGACCCAGTCCAGCGAGTCCGCCTACGTCTGA 
 
>Fr130034 Ensembl prediction. No modification. 
ATGGGAGAATGGACCATCCTAGAGCGCCTCCTGGAGGCTGCAGTGCAGCAGCATTCCACT 
ATGATTGGGAGGATCCTGCTGACAGTGGTGGTGATCTTCCGGATCCTGATCGTGGCCATC 
GTCGGGGAAACGGTGTACGAGGACGAGCAGACCATGTTCATCTGTAACACCCTGCAGCCG 
GGCTGCAACCAGGCCTGCTACGACAAAGCGTTCCCCATCTCCCACATCCGCTACTGGGTC 
TTCCAGATCATCCTGGTGTGCACCCCCAGTCTCTGCTTCATCACTTACTCAGTCCACCAG 
TCAGCCAAGCAGAAGGACCGTCGGTACTCCTTCCTCTATCCCATCATGGAGAGGGACTAC 
GGGGGGAGGGACGGCACGCGGAAGCTCCGCAACATCAATGGGATTCTGGTTCAACACGGC 
GGCGATGGTGGAGGAGGGAAGGAAGAACCAGACTGTCTGGAGGTGAAGGAGATCCCCAAC 
GCCCCGCGGGGCCTCACTCATGGCAAGAGCTCCAAGGTCCGGCGCCAAGAAGGGATCTCC 
CGCTTCTACGTCATTCAAGTGGTTTTCCGGAACGCTCTGGAGATCGGATTCCTGGCCGGC 
CAATACTTCCTCTACGGCTTCAGCGTGCCTGGGATTTTCGAATGTGACCGCTACCCGTGT 
CTGAAGGAGGTGGAGTGCTACGTGTCCCGGCCCACCGAGAAAACCGTGTTCCTGGTGTTC 
ATGTTCGCGGTGAGCGGCATCTGCGTGGTGCTCAACCTGGCGGAGCTCAACCATCTGGGG 
TGGCGCAAGATAAAGGCCGCCATCAGGGGGGTCCAGGCCCGCAGGAAGTCCATCTGCGAA 
ATCCGGAAGAAGGACATGGCTCATCTCTCCCAGCCCCCCAACCTGGGACGCACGCAGTCT 
AGTGAGTCGGCCTACGTGTGA 
 
>Fr123845 Ensembl prediction in 2 exons (black/blue letters). The 69 nucleotide intron is 
regarded as a part of the reading frame (marked blue). Sequence extended by 312 nt in 3'-
direction to reach stop codon. 
ATGACTGAATGGACGCTGCTCAAACGCCTCCTGGACGCCGTCCACCAGCACTCCACCATG 
ATTGGCCGTCTGTGGCTGACCGTTATGGTCATCTTCAGGCTGCTGGTTGTCGCCGTGGCG 
ACCGAGGACGTGTACGCCGACGAGCAGGAGATGTTTGTGTGCAACACCTTGCAGCCGGGA 
TGCTCCACCGTCTGCTACGACGCCTTCGCTCCCATCTCGCAGCCACGCTTCTGGGTGTTC 
CACATCATCAGCGTCTCCACGCCATCGCTCTGCTTCATCGTCTACACGTGGCACAACCTG 
TCCAAGTCCCCCCACGCCGCTCTGGGGCGGCGCCGCGGCGTTAAGGAGGGAGGGCAGCAC 
CTGGGCCACAGCCTGGCGGACATCTTAGAGGGCGGAGGCCTGGTGACCTCCCGTCACGTC 
CCGGCAGGAAGTTCTGAGGGCCTGGCGGTCTCTGGAGGAGTCCTGTCCAAATGTTACATC 
TTTCACGTGTGTTTACGAGCCGCTCTGGAGGTGGGCTTTGTCCTGGCCCAGTGGAAGCTG 
TTCGGTTTGCAGGTTCCGGTCCTCTTCGTGTGCAGCTCCTCGCCCTGCAACCAGCCCGTG 
GACTGCTACGTCTCCAGGCCCACAGAGAAGACCATATTCCTGATTTTCATGTTTTGTGTT 
GGTCTTTTCTGCATCTTCCTCAATCTGCTGGAACTCAATCACCTGGGCTGGAAGAAGATC 
CGGCAGGCGGTGCAGCTGAAGGAGGAG 
>Fr123845 Our suggested modification. 
ATGACTGAATGGACGCTGCTCAAACGCCTCCTGGACGCCGTCCACCAGCACTCCACCATG 
ATTGGCCGTCTGTGGCTGACCGTTATGGTCATCTTCAGGCTGCTGGTTGTCGCCGTGGCG 
ACCGAGGACGTGTACGCCGACGAGCAGGAGATGTTTGTGTGCAACACCTTGCAGCCGGGA 
TGCTCCACCGTCTGCTACGACGCCTTCGCTCCCATCTCGCAGCCACGCTTCTGGGTGTTC 
CACATCATCAGCGTCTCCACGCCATCGCTCTGCTTCATCGTCTACACGTGGCACAACCTG 
TCCAAGTCCCCCCACGCCGCTCTGGGGCGGCGCCGCGGCGTTAAGGAGGGAGGGCAGGTG 
GGCGGCGGACAGGAGGGGGGTCCTCCCAGCTGCAGCTCGGACAGCTGCTCCGTCCTCTCC 
CATCAGCACCTGGGCCACAGCCTGGCGGACATCTTAGAGGGCGGAGGCCTGGTGACCTCC 
CGTCACGTCCCGGCAGGAAGTTCTGAGGGCCTGGCGGTCTCTGGAGGAGTCCTGTCCAAA 
TGTTACATCTTTCACGTGTGTTTACGAGCCGCTCTGGAGGTGGGCTTTGTCCTGGCCCAG 
TGGAAGCTGTTCGGTTTGCAGGTTCCGGTCCTCTTCGTGTGCAGCTCCTCGCCCTGCAAC 
CAGCCCGTGGACTGCTACGTCTCCAGGCCCACAGAGAAGACCATATTCCTGATTTTCATG 
TTTTGTGTTGGTCTTTTCTGCATCTTCCTCAATCTGCTGGAACTCAATCACCTGGGCTGG 
AAGAAGATCCGGCAGGCGGTGCAGCTGAAGGAGGAGCCGTCCTGGCCAGGCTGCACAGGT 
GGACGACAGGGCTATGAAGCCCTTCCTCCAGTCAGTCCTTCACCCAAGTCCTCCTTAGGC 
CTGAAGGACATCAGCTCCACCCCTCTGCCCACCCTGGATGTGGTGATGGCTCACCGCCCC 
GAGTGGAGCTGCGTGCTGAACTGTGGCAAGAAGAGAGAGTTCCAGAAGGTCCAGGAGATC 
CGCTTAGAGGTGTCCAAGAGAGCCGACCCCCACAGAGGACAGAGGCCACCTGTGAAGAAC 
GCGGAGACCAGAGGCTCCAAGCAGAGCTGCACCGAAGTCTGGATTTAA 
 
>Fr158218 Ensembl prediction. Sequence extended by 9 nt in 5'-direction to reach initiation 
codon (marked green). Sequence extended by 178 nt in 3'-end to reach stop codon (marked blue). 
TGGGGATTCTTATCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACGGTCATCGGAAAG 
ATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTTTTGGGCGCCGGCGCCGAGAGC 
GTTTGGGGCGACGAGCAGTCGGGTTTCATCTGCAACACTCAGCAACCCGGTTGCGAGAAC 
GTCTGCTACGACTGGACCTTCCCAATTTCGCACATTCGCTTCTGGGTCCTCCAGATCATC 
TTTGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCACATCATCCACAAGGAG 
AACAAGCTGAGGGAGAAGCTGCTGAGCCCCGGCGGGCCCCGCCTTGCTAAGGTGCCCAAG 
TACACTGACGAAAAAGGGAAGGTGAAGATCAAAGGAAACCTGCTGGGGAGCTACCTGACC 
CAGCTCGTGTTCAAGATCCTCATCGAGGCGGCCTTCATCGTGGGCCAGTACTACCTGTAC 
GGCTTCATCATGGTGCCAATGTTCCCTTGTTCCAGGGAGCCCTGCCCCTTCACCGTGGAG 
TGCTACATGTCCCGTCCCACCGAGAAGACCATCTTCATCATCTTCATGTTGGTGGTGGGC 
TGCGTCTCCCTGCTCCTCAACGTGGTCGAGGTGCTCTACCTCCTGTGCACCAGGCTCAAA 
TGTGCCTCCAG 
>Fr158218 Our suggested modification. 
ATGGGAGACTGGGGATTCTTATCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACGGTC 
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ATCGGAAAGATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTTTTGGGCGCCGGC 
GCCGAGAGCGTTTGGGGCGACGAGCAGTCGGGTTTCATCTGCAACACTCAGCAACCCGGT 
TGCGAGAACGTCTGCTACGACTGGACCTTCCCAATTTCGCACATTCGCTTCTGGGTCCTC 
CAGATCATCTTTGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCACATCATC 
CACAAGGAGAACAAGCTGAGGGAGAAGCTGCTGAGCCCCGGCGGGCCCCGCCTTGCTAAG 
GTGCCCAAGTACACTGACGAAAAAGGGAAGGTGAAGATCAAAGGAAACCTGCTGGGGAGC 
TACCTGACCCAGCTCGTGTTCAAGATCCTCATCGAGGCGGCCTTCATCGTGGGCCAGTAC 
TACCTGTACGGCTTCATCATGGTGCCAATGTTCCCTTGTTCCAGGGAGCCCTGCCCCTTC 
ACCGTGGAGTGCTACATGTCCCGTCCCACCGAGAAGACCATCTTCATCATCTTCATGTTG 
GTGGTGGGCTGCGTCTCCCTGCTCCTCAACGTGGTCGAGGTGCTCTACCTCCTGTGCACC 
AGGCTCAAATGTGCCTCCAGGTCCCGCGCACAGAAGCTCACGTCGGCGGAACATCCCGCC 
ACCCTGCCCGCTCCCAAATGGCCGACGGTGGACGATGCGCTCATGCAGAACAAGATAAAC 
CTGGAGAAAGAACGCGGTCAGAGCATCGGCGGGAACCTGGATGGCGCCAAGGAGGAGACG 
CAGCTGCTGCGCCATTAA 
 
>Frscaf483 (previous id: Fr159440) not predicted in present genebuild. Sequence extended by 
111 nt in 3'-direction to reach stop codon (marked blue). 
ATGGGCGAGTGGGATTTGTTGGGCCGCCTGTTGGATAAAGTGCAGAGTCACTCCACAGTT 
CTGGGCAAGGTTTGGCTCACCGTGCTTTTTGTCTTCCGCATCCTGGTGCTGCAGACCGCC 
GCCGACAAGGTGTGGGGTGATGAGCAGTCTGACTTTGTCTGCAACACTCAGCAGCCGGGC 
TGTGAGAACGTCTGCTACGACCTCGCGTTCCCCATCTCTCACGTGCGCTTCTGGTTTCTT 
CAGATTATTGCCATAGCGACGCCGAAGCTGCTCTACCTCGGCCACGTCCTCCACGTGATC 
CACATTGAGAAGAAGGAGAAGGAAAAGATGAAGAAACAGGCCGAGTTGGATGCTCAGGCG 
TGTCTGTTCCTCAGGACCTACAAAGTTCCCAAGTACATCAAAAGCTCTGGCAAGATCAGC 
ATCCGCGGCCGCCTCCTCCGCAGTTACACCTTCCACCTGCTGGCCAAGATCCTCCTGGAA 
GTTGTCTTCATCGCCGGCCAGTACTTCCTCTTTGGCTTCACCCTGGACTCTCGCTACGTC 
TGCCAGCGCCACCCCTGCCCCCACAAGGTGGACTGCTTCCTGTCCAGGCCTACGGAGAAG 
TCGGTCATCATCTGGTTCATGCTGGTGGCGGCAGTCGTCTCCCTGGCCCTCAGCCTGGTG 
GAGCTGTTCTACCTGTGCGTGAAAGCGACGAAGGAGTGCATGGCGAGGAGGCAGGACTAC 
ACGGTGACGCCCGTGACGCCCCCGGTTTCGGGAAGGAAAGCTTTCAAAATCTCCGATGAG 
ATGATCCAAAATTGTATCAACCTGGAG 
>Frscaf483 (previous id: Fr159440) 
ATGGGCGAGTGGGATTTGTTGGGCCGCCTGTTGGATAAAGTGCAGAGTCACTCCACAGTT 
CTGGGCAAGGTTTGGCTCACCGTGCTTTTTGTCTTCCGCATCCTGGTGCTGCAGACCGCC 
GCCGACAAGGTGTGGGGTGATGAGCAGTCTGACTTTGTCTGCAACACTCAGCAGCCGGGC 
TGTGAGAACGTCTGCTACGACCTCGCGTTCCCCATCTCTCACGTGCGCTTCTGGTTTCTT 
CAGATTATTGCCATAGCGACGCCGAAGCTGCTCTACCTCGGCCACGTCCTCCACGTGATC 
CACATTGAGAAGAAGGAGAAGGAAAAGATGAAGAAACAGGCCGAGTTGGATGCTCAGGCG 
TGTCTGTTCCTCAGGACCTACAAAGTTCCCAAGTACATCAAAAGCTCTGGCAAGATCAGC 
ATCCGCGGCCGCCTCCTCCGCAGTTACACCTTCCACCTGCTGGCCAAGATCCTCCTGGAA 
GTTGTCTTCATCGCCGGCCAGTACTTCCTCTTTGGCTTCACCCTGGACTCTCGCTACGTC 
TGCCAGCGCCACCCCTGCCCCCACAAGGTGGACTGCTTCCTGTCCAGGCCTACGGAGAAG 
TCGGTCATCATCTGGTTCATGCTGGTGGCGGCAGTCGTCTCCCTGGCCCTCAGCCTGGTG 
GAGCTGTTCTACCTGTGCGTGAAAGCGACGAAGGAGTGCATGGCGAGGAGGCAGGACTAC 
ACGGTGACGCCCGTGACGCCCCCGGTTTCGGGAAGGAAAGCTTTCAAAATCTCCGATGAG 
ATGATCCAAAATTGTATCAACCTGGAGCTGGAGCAGCATAAAGAGCAGAGGGGGGGGAAG 
AGGATCACCGGCGGGGCCAACGAGGTCCCCAGTATCATCTCACCTGACAGCAAGAGCAAG 
GGGGAGGTCCGTATCTGA 
 
>Fr159647 (previous id: Fr125574) Ensembl prediction in 2 exons (black/blue letters). Sequence 
extended 9 nt in 5'-direction to reach initiation codon (marked green). 60 nucleotide intron 
regarded as part of reading frame (marked blue). Exon 2 extended 342 nt in 3'-direction to 
reach stop codon (marked blue). 
GATTGGTCCTTCCTGGAGAACCTGCTGGAGGAGGGCCAGGAGTACTCTACGGGCATCGGC 
CGCGTCTGGCTCACGGTGCTCTTCCTGTTTCGCATGCTCGTGCTGGGGGCATCGGCAGAG 
TCCGCCTGGGATGACGAGCAAGCCAATTTCATCTGCAACACGCATCAGCCCGGCTGCACC 
AACGTGTGCTACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTTGTCCTCCAGATC 
ATCTTTGTTTCCACGCCGACCATCTTCTACTTCGGATACGTCGCTTTGCGGGTCAGGAAG 
ATCAATAAAGACGTGGAGGGCAGCTCTGATGAAGAGGAGAAGAAACTAGAGGAAGTGAGG 
AAAAGCAGAAAAGCTGATAAGGAACTTCCTGAGGCACCTAAGCTGAAAGGCAGACTGCTG 
TGTGCGTACACCCTCAGCATCCTCTTAAAGGTCCTCCTAGAAGGTGGCTTCATGACAGGC 
CTGTATTTCCTGTACAACGGCTTCTACATCGCAGCAAAGTTCGAGTGTCAAAGGAACCCT 
TGTCCCCACACGGTGGACTGCTTCGTCTCGCGGCCCACGGAGAAGACCATCTTTGTGTTA 
TACACTCAGGTCATCTCTGGCGTCTCCCTGCTCCTCAACCTGGTGGAGCTCCTCCACCTT 
CTGCAGCTAGCCGTCGCTCACCGGCTGGAGAAAAGCCACGGTCACCGC 
>Fr159647 (previous id: Fr125574) Our suggested modification. 
ATGTCAAGAGGTGATTGGTCCTTCCTGGAGAACCTGCTGGAGGAGGGCCAGGAGTACTCT 
ACGGGCATCGGCCGCGTCTGGCTCACGGTGCTCTTCCTGTTTCGCATGCTCGTGCTGGGG 
GCATCGGCAGAGTCCGCCTGGGATGACGAGCAAGCCAATTTCATCTGCAACACGCATCAG 
CCCGGCTGCACCAACGTGTGCTACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTT 
GTCCTCCAGATCATCTTTGTTTCCACGCCGACCATCTTCTACTTCGGATACGTCGCTTTG 
CGGGTCAGGAAGATCAATAAAGACGTGGAGGGCAGCTCTGATGAAGGTCAGAGAGGAGGG 
ATGGCGAAGGAGACGGACAGTAACTCTGCAACGAAACGCAGCTCAGAGGAGAAGAAACTA 
GAGGAAGTGAGGAAAAGCAGAAAAGCTGATAAGGAACTTCCTGAGGCACCTAAGCTGAAA 
GGCAGACTGCTGTGTGCGTACACCCTCAGCATCCTCTTAAAGGTCCTCCTAGAAGGTGGC 
TTCATGACAGGCCTGTATTTCCTGTACAACGGCTTCTACATCGCAGCAAAGTTCGAGTGT 
CAAAGGAACCCTTGTCCCCACACGGTGGACTGCTTCGTCTCGCGGCCCACGGAGAAGACC 
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ATCTTTGTGTTATACACTCAGGTCATCTCTGGCGTCTCCCTGCTCCTCAACCTGGTGGAG 
CTCCTCCACCTTCTGCAGCTAGCCGTCGCTCACCGGCTGGAGAAAAGCCACGGTCACCGC 
GGCGTCTACCTGCCTCCCGCTGAGCAGGCGACCGTGGAGGCCGCGCGAATCCAAATGGAG 
GTGTTACAGTCCAGTAAAGCAGGGAGCAACGGCGACCTTCCAACCCGGCATGAGGTGGGG 
CGTCACACCAATCCCTGCGAGAGTTCCGGGGAACCAGGGATCGAGGTGAACAGGGGACCC 
GGAGAGCCTGGGGACGACCTCCTCCCTAGTTATGTGACTTGCGTTGAAGCCACGAGGGCT 
ATGCTTTCACCCAGAGTCCATTATAAGAAGAACACAGTCCAGAGTCCGAAAAGCACCAAG 
GCAGCTCAGAAAGGACATTCAAAACAGAAACATTATGTATGA 
 
>Fr130494 Ensembl prediction in 3 exons (black/blue/black letters). The middle exon has a 5'-
intron of 40 nt and a 3'-intron of 2 nt. Both are included into the reading frame as parts of 
the first conserved domain (marked in green). Sequence extended by 42 nt in 3'-direction to 
reach stop codon (marked blue). 
ATGGGTGACTGGAGTGCTCTGGGTCGGTTGTTGGACAAGGTTCAGGCCTACTCCACTGCT 
GGAGGGAAGGTGTGGCTCTCTGTCCTCTTCATATTCCGGATCCTTGTTCTGGGCACTGCT 
GTGGAATCAGCGTGGGGAGATGAGCAGTCTGCCTTCAAATGCAACACCCAGCAGCCTGGT 
TGCGAGAATGTCTGCTATGACAAATCATCTTCGTGTCAACACCTACCCTCCTGTACTTGG 
CTCATGTTTTACCTGAATAGGAAAGAACAGAAATTCAGCAAGATTGAAGAGGTGCTCAAA 
GCTGTACAAAATGACGGAGGCGACGTTGATGTCCCACTGAAGAAGATTGAGATGAAAAAG 
CTTAAATATGGCATCGAGGAACATGGGAAAGTGAAGATGAAAGGAGCCCTGCTGAGAACT 
TACATAGTCAGCATCTTCTTCAAGTCACTTTTTGAGGTGGGCTTCCTGGTGATTCAGTGG 
TACATCTATGGCTTCAGTTTGTCTGCTGTCTACACCTGTGAGAGGTCCCCATGTCCACAC 
AGGGTGGACTGTTTCTTGTCCCGTCCCACTGAGAAGACGGTCTTCATTATTTTCATGTTG 
GTGGTCTCGCTCGTATCCCTGGTACTTAATATTATTGAGCTCTTCTATGTGCTTTTCAAG 
AATATCAAAGATCGTGTGAAGGGCAAACAGCAGCCCACGCTCTACCCCAGCGCTGGCACC 
CTCAGCCCTATGCCCAAAGAGCTGTCCACTACCAAGTATGCCTACTACAACGGTTGTTCC 
TCGCCAACTGCACCACTTTCACCCATGTCGCCGCCAGGTTATAAGATGGCCACAGGGGAG 
CGGGGGGCCGGATCGTGCCGTAATTATAATAAGCACGCTAGCGAGCAGAATTGGGCCAAC 
TACTCCACAGAGCAGAAGCGACTCGGACAGAATGGAGGAGGAAGCACAATTTCAAATTCC 
CACGCCCAAGCGTTTGACTTCCCGGATGATACCCAAGAGCACAAGAAAATGTCCTCATTG 
GCAGCTCATGAGCTGCAACCGTTAGCGCTGATGGACGCTCGTCCTTGCAGCCGGGCAAGC 
AGC 
>Fr130494 Our suggested modification. 
ATGGGTGACTGGAGTGCTCTGGGTCGGTTGTTGGACAAGGTTCAGGCCTACTCCACTGCT 
GGAGGGAAGGTGTGGCTCTCTGTCCTCTTCATATTCCGGATCCTTGTTCTGGGCACTGCT 
GTGGAATCAGCGTGGGGAGATGAGCAGTCTGCCTTCAAATGCAACACCCAGCAGCCTGGT 
TGCGAGAATGTCTGCTATGACAAGTCTTTCCCTATCTCCCATGTTCGCTTCTGGGTCCTA 
CAGATCATCTTCGTGTCAACACCTACCCTCCTGTACTTGGCTCATGTTTTCTACCTGAAT 
AGGAAAGAACAGAAATTCAGCAAGATTGAAGAGGTGCTCAAAGCTGTACAAAATGACGGA 
GGCGACGTTGATGTCCCACTGAAGAAGATTGAGATGAAAAAGCTTAAATATGGCATCGAG 
GAACATGGGAAAGTGAAGATGAAAGGAGCCCTGCTGAGAACTTACATAGTCAGCATCTTC 
TTCAAGTCACTTTTTGAGGTGGGCTTCCTGGTGATTCAGTGGTACATCTATGGCTTCAGT 
TTGTCTGCTGTCTACACCTGTGAGAGGTCCCCATGTCCACACAGGGTGGACTGTTTCTTG 
TCCCGTCCCACTGAGAAGACGGTCTTCATTATTTTCATGTTGGTGGTCTCGCTCGTATCC 
CTGGTACTTAATATTATTGAGCTCTTCTATGTGCTTTTCAAGAATATCAAAGATCGTGTG 
AAGGGCAAACAGCAGCCCACGCTCTACCCCAGCGCTGGCACCCTCAGCCCTATGCCCAAA 
GAGCTGTCCACTACCAAGTATGCCTACTACAACGGTTGTTCCTCGCCAACTGCACCACTT 
TCACCCATGTCGCCGCCAGGTTATAAGATGGCCACAGGGGAGCGGGGGGCCGGATCGTGC 
CGTAATTATAATAAGCACGCTAGCGAGCAGAATTGGGCCAACTACTCCACAGAGCAGAAG 
CGACTCGGACAGAATGGAGGAGGAAGCACAATTTCAAATTCCCACGCCCAAGCGTTTGAC 
TTCCCGGATGATACCCAAGAGCACAAGAAAATGTCCTCATTGGCAGCTCATGAGCTGCAA 
CCGTTAGCGCTGATGGACGCTCGTCCTTGCAGCCGGGCAAGCAGCCGATTGAGCAGTCGA 
GCACGGCCAGATGACCTAGATGTTTGA 
 
>Fr142334 Ensembl prediction in 2 exons (black/blue letters). Sequence extended 9 nt in 5'-
direction to reach initiation codon (marked green). Intron of 102 nt included as a part of 
reading frame (marked blue). Sequence extended 324 nt in 3'-direction to reach stop codon, 3 
first nt considered part of second conserved domain (green), remaining corresponds to 
cytoplasmic C-terminal tail (marked blue). 
TGGTCCATTCTTGGCCGCTTCTTAACAGAAGTTCAGAATCATTCCACAGTCATTGGCAAG 
ATATGGCTGACAATGCTGCTCATCTTCCGCATCTTGCTGGTGGCGTTGGTGGGCGACGCG 
GTGTACAGTGACGAGCAGTCTAAGTTTACCTGCAACACCCTACAGCCTGGATGCAACAAC 
GTCTGCTACGACACCTTTGCTCCTGTGTCACACTTGCGCTTCTGGGTCTTTCAGATTGTC 
CTCGTCTCCACACCTTCGATTTTCTACATCGTCTACGTCTTGCAAAAGATCACCAAGAAT 
GAAAATTATAACACCACCTATAACAACGAAGAGTGGAGCTCTCAGGAGGATGAGTGTGAG 
GAGAGGAGCCAGCTGAACGAGGAAATGAAAGAGGTCGGAAAGGACCCGACCCAGCTCTCC 
AGTCAAGTGTTGCTCATCTACATCATCCATGTTCTCCTGCGCTCCATCATGGAGCTCATC 
TTCCTGATCGGACAATATTACCTCTTTGGATTTGAAGTGCCGCATCTTTTCCGCTGTGAC 
ACCTACCCGTGTCCAAACCAAACCGACTGCTTTGTGTCCCGAGCCACAGAGAAGACCATC 
TTCCTGAACTTCATGTTCAGCGTCAGTCTGGGATGCTTCATCCTGAACATTGTGGAGCTG 
CATTATCTCGGC 
>Fr142334 Our suggested modification.  
ATGGGAGACTGGTCCATTCTTGGCCGCTTCTTAACAGAAGTTCAGAATCATTCCACAGTC 
ATTGGCAAGATATGGCTGACAATGCTGCTCATCTTCCGCATCTTGCTGGTGGCGTTGGTG 
GGCGACGCGGTGTACAGTGACGAGCAGTCTAAGTTTACCTGCAACACCCTACAGCCTGGA 
TGCAACAACGTCTGCTACGACACCTTTGCTCCTGTGTCACACTTGCGCTTCTGGGTCTTT 
CAGATTGTCCTCGTCTCCACACCTTCGATTTTCTACATCGTCTACGTCTTGCAAAAGATC 



 42

ACCAAGAATGAAAAGTTAGAGGTGAAGAAGGTGGTCGTGGTACCCAGGTCTCCCACACCG 
CTCAGAGGGGAGAAGGATCCGGGGGGAGATAAAGAGGCAATGCTGGAGGGGGGTAGTTAT 
AACACCACCTATAACAACGAAGAGTGGAGCTCTCAGGAGGATGAGTGTGAGGAGAGGAGC 
CAGCTGAACGAGGAAATGAAAGAGGTCGGAAAGGACCCGACCCAGCTCTCCAGTCAAGTG 
TTGCTCATCTACATCATCCATGTTCTCCTGCGCTCCATCATGGAGCTCATCTTCCTGATC 
GGACAATATTACCTCTTTGGATTTGAAGTGCCGCATCTTTTCCGCTGTGACACCTACCCG 
TGTCCAAACCAAACCGACTGCTTTGTGTCCCGAGCCACAGAGAAGACCATCTTCCTGAAC 
TTCATGTTCAGCGTCAGTCTGGGATGCTTCATCCTGAACATTGTGGAGCTGCATTATCTC 
GGCTGGATTTATATCTTCAGGGTGTTGTTCTCTGCATGCTGCACGTGCTGCAAGTCAGAC 
AGAGACCCCGTTCGGCAGGTGGAGTTGTATTCGGACAACAACCCGCTGCTGCTGGAGCTC 
AAGCATTCACTGCGGGGCAGGGTCGTGCTGCAGGCCACCTCTGCTGTGTCACGGGACAAG 
AGCAGCAGCGTCCCAAATCAAGCCCCGGCCATCTCTTTTGAAACAGACTCTACGCTGGAG 
TGCACGTCAAAGAGGAACCTAGATGAGAAGGAACGCGCGAAAACAAGACTACATAAAATG 
GGAAGAGGCAAAAAGTCATGGCTGTAA 
 
>Fr125574 (previous id: Fr137519) Ensembl prediction. No modification.  
ATGGGTGACTGGAGCCTCCTGGGAAACTTTCTAGAAGAGGTCCAGGAACACTCCACCTCG 
GTGGGAAAGGTCTGGCTCACCGTCTTGTTCATCTTCCGGATCTTGGTGCTGGGCACGGCC 
GCCGAGTCCTCCTGGGGTGACGAGCAGAGCGACTTCCTGTGCGACACGCAGCAGCCAGGT 
TGCACCAACGTCTGCTACGACAGCGCCTTCCCCATCGCCCATATCCGCTACTGGGTGCTG 
CAGATTGTGTTTGTCTCCACGCCGTCCCTCATCTACATGGGTCACGCCATGCACACCGTG 
CGCCGAGAGGAGAAACAGCGCAGGAGGGAGCAAGAGGAGAGGGAAGCGAGGGCGGAAAGT 
GGAGGAAGCCTGGAGGAGAAGGAATTCCTCCAACAGAAGGAGAGCGAAAGAGCCCCGGCG 
TCGGGCGGGACCAGCCGGGTTCAACTGAGAGGAGCCCTGCTGCAAACGTACATACTCAGC 
ATCATGATCCGCACGGTGATGGAGGTGACGTTTATTGTGGTGCAGTACCTGATGTACGGG 
GTGTTCCTCAATGCGTTGTACCTGTGCAAGGCCTGGCCCTGTCCAAACCCGGTCAACTGC 
TACATGTCCAGGACCACAGAGAAGAACGTCTTCATCGTCTTCATGCTGGTGGTGGCGGGT 
GTGTCTCTGCTGCTCTCCGTGTTGGAGCTCTACCACCTCGGCTGGAGGAGCGTCAGAAGA 
CACCTACGCAATAAGATGAGCGAAAAGAGCAACCACAGAACTGTGACAGTGGCTGTGTCC 
ACGGCCTTGGAGCCCAACAGTCCACCACAGCCTTCGCTTTCCTGCACCCCACCCCCAGAT 
TTCAGCCAGTGCCTTGCAGCCTCTGGATCCATGAATGCCATAACGTCCATGGCCGCTCAC 
CCCTTCAACAACAGGATGGCGCTGCAGCAGAACTCGGTCAACCTGGCCACCGAACAGCAT 
CACAGCTGCGACAACCTGGAGGACGAGTCAGACTTCCTGAGGATCAGATACGACCAACTA 
CCCATGGAGCTGCCCCAAAGCTGCTCGCCATCCCCCCTCCTGCAGTCCAGCTACACGAGG 
GACAAACGGCGCCTGAGCAAGACCAGCGGGAGCAGCAGCAGACCTCGTCCCGATGATCTT 
GCGGTGTAG 
 
>Fr129429 Ensembl prediction in 7 exons (alternating black/blue letters). The 159 nt intron 
between the predicted exons 3 and 4 included as a part of the reading frame (marked in blue in 
lower sequence). The Ensembl predicted exon 5 is a part of the second conserved domain. To 
make a better fit to the orthologs (and all other connexins), the last 13 nt of exon 5 is 
removed (marked gray in upper sequence). This creates a new splicing site between the 
predicted exons 5 and 6 (marked by underlining last and first nt of the corresponding exons in 
lower sequence). The fist part of exon 6 (marked in bold blue letters in upper sequence) 
appears to contain several potential errors. We exchanged this sequence with the corresponding 
sequence from the previous releases of Ensembl (v32-35) (marked in red letters in lower 
sequence). 
ATGGCAGACTGGAGCTTACTGGGGAACTTCCTGGAGGAGGTGCAGGAGCATTCCACCTCT 
GTTGGAAAGGTGTGGTTGACCATCCTCTTTATCTTCCGGATCCTTGTGCTGGGGACCGCC 
GCCGAGTCCTCATGGGGAGACGAGCAAGAAGATTTCAACTGTGACACAGAACAGCCAGGC 
TGCGAGAACGTTTGTTATGACCGAGCCTTCCCAATAGCACATATACGATACTGGGTGCTG 
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGTCACGCCATGCACAGGGGT 
CGCTTGCGTTTGAGGGGAGCGCTACTACAGACCTATGTGCTGAGTATACTGATACGAAGC 
GTCATGGAGGTGGTGTTTCTCACTCTCCAGTATTTAATGTACGGGATCTTCCTTAATCCT 
CTGTATGTCTGCAAGGTAAAAACAGAAAGCTTGCCGTGCCCTCAGCCGGGAACTGTAGGT 
CTCCAGGCCAACAGAGAAAATGTCTTTATTGTGTTCATGCTGGCCGTTTCCGGTGTTTCT 
CTGGTCCTCAGCGTGCTAGAGCTGCAACACCTGGCGTGGAGGCACTGCTGTAGAAAGACG 
GCGGCGGCTAACAAGGCCTCGCTAGGCCGACAGGTCTCTCTGTCCCCTCCACCACAGTCC 
ACCCCACCTCCAGAATTCAGCCAGTGCATGATGGGCTCCACACACTTCCTTCCTCTTGCG 
TTCCCCAACCACCACCTGGCACACCAACAGAACTCAGAGAACATGGCCACCGAGAAGCAC 
AAAATAGCCGCCGCCGTAGAGGAGGCCACCCTCCTGCAGATGGGCTGCTACTCACACGGA 
TGGCAGAAGACCAACCCCAGTCAGATCCAGGACGACCCCTACCTGAGGAACGACAACAGT 
CGCTACGGTCCCGGCAGCAGGGAGATCAGCTGTTCACAGATCCAAAATGGAGGCTCCGAC 
AGGCTCTTGCTTTGCCCCAGCGGCGCTCACAATCAGAAAGACAAGCGGAGATTCAGCAGA 
ACCAGCGGCACCAGCAGCCGAACAAGAGCGGACGACCTGTCCGTTTAA 
>Fr129429 Our suggested modification. 
ATGGCAGACTGGAGCTTACTGGGGAACTTCCTGGAGGAGGTGCAGGAGCATTCCACCTCT 
GTTGGAAAGGTGTGGTTGACCATCCTCTTTATCTTCCGGATCCTTGTGCTGGGGACCGCC 
GCCGAGTCCTCATGGGGAGACGAGCAAGAAGATTTCAACTGTGACACAGAACAGCCAGGC 
TGCGAGAACGTTTGTTATGACCGAGCCTTCCCAATAGCACATATACGATACTGGGTGCTG 
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGTCACGCCATGCACAGGGTC 
CGCAGGGAGGAGAAGAGGAGGAGCCGGGAGGAGGGAGGCGGGGAGGGGAGAGGGGGAGAG 
GAGGACCCGGGCGGCGGCGGACGAGGAAATGACAGTGGGGAAGAAGATGAGAAAGGTGGG 
AGAGAAGTGGAGAAGCACGGAGAGAAAGAGGGTGGAGGTCGCTTGCGTTTGAGGGGAGCG 
CTACTACAGACCTATGTGCTGAGTATACTGATACGAAGCGTCATGGAGGTGGTGTTTCTC 
ACTCTCCAGTATTTAATGTACGGGATCTTCCTTAATCCTCTGTATGTCTGCAAGGCCTGG 
CCGTGCCCTCATCCTGTGAACTGTTATGTCTCCAGGCCAACAGAGAAAAATGTCTTTATT 
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GTGTTCATGCTGGCCGTTTCCGGTGTTTCTCTGGTCCTCAGCATGCTAGAGCTGCAACAC 
CTGGCGTGGAGGCACTGCTGTAGAAAGACGGCGGCGGCTAACAAGGCCTCGCTAGGCCGA 
CAGGTCTCTCTGTCCCCTCCACCACAGTCCACCCCACCTCCAGAATTCAGCCAGTGCATG 
ATGGGCTCCACACACTTCCTTCCTCTTGCGTTCCCCAACCACCACCTGGCACACCAACAG 
AACTCAGAGAACATGGCCACCGAGAAGCACAAAATAGCCGCCGCCGTAGAGGAGGCCACC 
CTCCTGCAGATGGGCTGCTACTCACACGGATGGCAGAAGACCAACCCCAGTCAGATCCAG 
GACGACCCCTACCTGAGGAACGACAACAGTCGCTACGGTCCCGGCAGCAGGGAGATCAGC 
TGTTCACAGATCCAAAATGGAGGCTCCGACAGGCTCTTGCTTTGCCCCAGCGGCGCTCAC 
AATCAGAAAGACAAGCGGAGATTCAGCAGAACCAGCGGCACCAGCAGCCGAACAAGAGCG 
GACGACCTGTCCGTTTAA 
 
>Fr161792 (previous id: Fr139615) Ensembl prediction. Sequence extended 705 nt in 3'-direction 
to reach stop codon; first 144 nt considered as part of second conserved domain (marked 
green), remaining corresponds to cytoplasmic C-terminal tail (marked blue).  
ATGGAGGGATCAAATGCCTGTGAGGTCATCTTTATCTCTGTCAATCACAGCATCACACTG 
ATGGGTAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTGTCCTGACGCTCCTCTTTGCT 
GGATACCCCCTCTACCAGGACGAGCAGGAGCGATTTGTGTGCAACACCATCCAGCCTGGG 
TGTGCCAACGTCTGCTACGACTTGTACTCTCCGATTTCACTCTTCCGCTTCTGGCTGGTC 
CAGCTCCTCACTTTGTGTCTTCCTTACATCATCTTTGTTGTCTACATCATCCACGAGGTC 
TCAAATGACCTCTGTGTGCACCCGAACCCCCCGGGCCACGTCAAAACCTCACAACTTTTC 
CAGATCCAACAAGACTCTTTCAGGAAGGCACCGGGCAGCAAGATGGCGACCGCAAGGAGA 
TCGGATCGATGCTTCTCAGGAGCATATGTCCTCCACCTGATGTTCAGAACCTTGCTGGAA 
GGAGGGTTTGGAGCAGCGCATTACTATCTCTTTGGTTTCTACATCCCCAGGAGGTTC 
>Fr161792 (previous id: Fr139615) Our suggested modification.  
ATGGAGGGATCAAATGCCTGTGAGGTCATCTTTATCTCTGTCAATCACAGCATCACACTG 
ATGGGTAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTGTCCTGACGCTCCTCTTTGCT 
GGATACCCCCTCTACCAGGACGAGCAGGAGCGATTTGTGTGCAACACCATCCAGCCTGGG 
TGTGCCAACGTCTGCTACGACTTGTACTCTCCGATTTCACTCTTCCGCTTCTGGCTGGTC 
CAGCTCCTCACTTTGTGTCTTCCTTACATCATCTTTGTTGTCTACATCATCCACGAGGTC 
TCAAATGACCTCTGTGTGCACCCGAACCCCCCGGGCCACGTCAAAACCTCACAACTTTTC 
CAGATCCAACAAGACTCTTTCAGGAAGGCACCGGGCAGCAAGATGGCGACCGCAAGGAGA 
TCGGATCGATGCTTCTCAGGAGCATATGTCCTCCACCTGATGTTCAGAACCTTGCTGGAA 
GGAGGGTTTGGAGCAGCGCATTACTATCTCTTTGGTTTCTACATCCCCAGGAGGTTCCTG 
TGCCAACATCCGCCATGCACCACACAGGTGGACTGCTACATTTCCAGACCCACTGAGAAG 
ACTGTGATGCTCAACTTCATGCTTGGTATGGCCATCCTGTCTCTTTTTTTAAACGTGTTG 
GATTTTATAAGCTCCATCAAACGCTCTGTGACCAAGAAGGGCAGAAAGAAGATGGCGGTC 
GAGAAGAATTATGAAGAAGAGCAGTGCTCTAGTTCAACTGGTGTAGCCTTCAGATCAACA 
GACCCAAACGCCCCGTTGACACAGGACCTGGACGTGGAGGTTCCTCAAGCAGGAAGTTTC 
CGAAAAAGGCGCAACAGCAAGGGTTCTTGTGGAGGGCCAGATCCGTCCTCTCTCGACCGT 
TCTTCATCTTTTCCACGTTCACTAGGACCTCAAGGGTGCAACACAAATGGGAACAATGGC 
TACTCAGTTCCACAGGAAGATGTTCTGGAAAACAACGGCAGCGACGTGGCTCTTTGCCCT 
CCAGACTCCATGGGGACGCCTAGATCTATTCGCGTTAGCAAACGAGGGCGATTAAAACCT 
CCTCCTCCCCCTAGACGAGACCTTGGTTCCTGTCCAAGGGGCCCGGCGGGGTCCACCGGG 
GATATATCAGCGATTTGTACCAAAAAGGTTGGCCAGTTCACAATGCTAGAGCAGCTACAG 
ACCAATGATGATGGGCAAGACAAAAGGTCAGAGTGGGTCTGA 
 
>Fr150243 Ensembl prediction in 2 exons (black/blue letters). 63 nucleotide intron considered 
as part of reading frame (marked blue). Sequence extended 390 nt in 3'-direction to reach stop 
codon; first 12 nt as part of second conserved domain (marked green), remaining corresponds to 
cytoplasmic C-terminal tail (marked blue).  
GGGAAGGCCTGGTGGACCCTGATGCTGGCCCTCCGCCTGCTCCTGCTGCTGCTGGCCGGC 
TTCCCCCTCTTCAGCGACGAGCAGGAGCGCTTCGTCTGCAACACCATCCAGCCGGGCTGC 
TCCAACGTCTGCTTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTCTGGCTCTTCCAC 
CTCATCCTTCTCGCCCTTCCCCACCTGCTCTTCGCCACCTACGTCGCGCACAAGGTCTTC 
GCGCACCCGGGTCCCGGAGGAGAACTGTCCCTGCTCAAGAGCCGGGTCCAGGAGCCCAGA 
GGACCACGCTTCTACTGCGCATACGTGCTGGTGGTGGTGCTCAGGATCCTTCTGGAGGCT 
GCTTTTGGAGCGGGCCAGTTCTACCTCTTTGGTCTGTCCTTTCCAAAGAGCTTCCTGTGC 
TACGAGGCCCCCTGCACCTCCGGGGTGGAATGCTACGTCTCCAGGCGCACGGAGAAGTCT 
TTAATGATGAGCTTCATGTTGGGCGTCTCCTCGCTCTCTGTCCTGCTGAGCTTGGTTGAT 
CTGATG 
>Fr150243ic Our suggested modification.  
GGGAAGGCCTGGTGGACCCTGATGCTGGCCCTCCGCCTGCTCCTGCTGCTGCTGGCCGGC 
TTCCCCCTCTTCAGCGACGAGCAGGAGCGCTTCGTCTGCAACACCATCCAGCCGGGCTGC 
TCCAACGTCTGCTTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTCTGGCTCTTCCAC 
CTCATCCTTCTCGCCCTTCCCCACCTGCTCTTCGCCACCTACGTCGCGCACAAGGTCTTC 
GCGCACCCGGGTCCCGGAGGGTTCTACTGCGCCGGGAGCCGTGGAGGTTCCCCTGTCGGC 
CTGGAGAACCGCGGCTCGTCCAGAGAACTGTCCCTGCTCAAGAGCCGGGTCCAGGAGCCC 
AGAGGACCACGCTTCTACTGCGCATACGTGCTGGTGGTGGTGCTCAGGATCCTTCTGGAG 
GCTGCTTTTGGAGCGGGCCAGTTCTACCTCTTTGGTCTGTCCTTTCCAAAGAGCTTCCTG 
TGCTACGAGGCCCCCTGCACCTCCGGGGTGGAATGCTACGTCTCCAGGCGCACGGAGAAG 
TCTTTAATGATGAGCTTCATGTTGGGCGTCTCCTCGCTCTCTGTCCTGCTGAGCTTGGTT 
GATCTGATGAGCTCCATGAAGGCGCTGGTGAGGTGGAGGAGCAGGAGGGAGGTGCTCGCG 
GAGGAGCTGATCAGAGGAGAACAAAGCAGCGTGTTGACGGCCACAACCATGGCTGAAGAC 
GGAGATAAAAGCCCGCGATCAAAGAACCATCCTGACAGCAAAGATCCTCAGGTGGACACG 
CCTCCCACTCCCAGGAGCACCCCAGCACCGTCTCAGGATGCCCTCAACAGCCACCCCAGA 
CCCCCGCTGTCCCCTCGGCCTGACAGAGAGCCATCATCAAAGCTGAGGGCCCCGGCACCA 
GTGGGGGGGGGGGACACGAGTCAGCACGGTCCAGCCAGGACAAACTCAGGCCAACAGTCC 



 44

GACAGCAGTGACTCTCAAGAACGGCGAGCCTGGGTGTGA 
 
>Fr145344 Ensembl prediction in 2 exons (black/blue letters). The predicted 60 nucleotide 
intron is regarded as a part of the reading frame (marked blue). Sequence extended 204 nt in 
3'-direction to reach stop codon (marked blue).   
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG 
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTTCTCACTGCCGTTGGGGGA 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTCGTGTGCAACTCGGGACAGCCGGGCTGC 
GAGAACGTTTGCTACGACGCCTTTGCCCCTCTGTCTCACGTCCGCTTCTGGGTATTCCAG 
ATTATCCTGGTGGCGATGCCCTCTCTCATGTACATGGGCTACGCCATCAACAAGATCGCT 
AGATTAGATGAAGCCAAAGGAGGTGGAACCTCCACTGCTGTTAGAACGGGAGGGGGGGGC 
TACACGCACAGGAAGCCCAGGAAAATCTGCTTTGGAGCGCGGCAGCACCGGGGTATCGAG 
GAGACCGAGGAGGACCAGGAGGACGATCCCATGATCTACGAGGTACCGGAGATCGAGCCC 
CCCAAGAGGCCGAGGGATCCGCTGCAGCCCGCTCCGAGACCCAAAGTCCGGCACGATGGA 
CGCAAGCGCATCAGAGACGAGGGGCTGATGCGGGTTTACGTTCTGCAGCTGGTGACCCGT 
ACGGTGCTGGAAGCCTGCTTCCTCGCCGGCCAGTATTTACTGTACGGGTTCCGTGTGATG 
CCCGTGTTCGTGTGCTCGGGGAAACCGTGCCCCCACAACGTTGACTGCTTCGTCTCACGA 
CCCACAGAGAAGACCATCTTCCTGCGCATCATGTACGGGGTCACAGTCCTTTGCCTCATT 
CTCAACATTTGGGAGATGCTTCATTTAGGGATCGGCTCCATATACGACATCCTCCGCCGG 
CGGCGCAGCCCACCCCAGGATGATGAGTACCAGCTGGGCTTGTTGGGAGGGGTCGGCGGT 
GACGGGGCTGCCGATTATGTCGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCT 
GGCTACAACATTGTGGTAAAGCCCGAGCAGATGCCCTACACAGACCTCAGCAACACCAAG 
ATGGCGTGCAAGCAAAACCGGGCAAACATTGCCCAAGAAGAGCAACAGCAGTTTGGTAGT 
AACGAAGACAACTTCCCCACCGGAGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC 
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCAC 
>Fr145344 Our suggested modification. 
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG 
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTTCTCACTGCCGTTGGGGGA 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTCGTGTGCAACTCGGGACAGCCGGGCTGC 
GAGAACGTTTGCTACGACGCCTTTGCCCCTCTGTCTCACGTCCGCTTCTGGGTATTCCAG 
ATTATCCTGGTGGCGATGCCCTCTCTCATGTACATGGGCTACGCCATCAACAAGATCGCT 
AGATTAGATGAAGCCAAAGGAGGTGGAACCTCCACTGCTGTTAGAACGGGAGGGGGGGGC 
TACACGCACAGGAAGCCCAGGAAAATCTGCTTTGGAGCGCGGCAGCACCGGGGTATCGAG 
GAGACCGAGGAGGACCAGGAGGACGATCCCATGATCTACGAGGTACCGGAGATCGAGCCC 
CCCAAGAGGCCGAGGGATCCGCTGCAGCCCGCTCCGAGACCCAAAGTCCGGCACGATGGA 
CGCAAGCGCATCAGAGACGAGGGGCTGATGCGGGTTTACGTTCTGCAGCTGGTGACCCGT 
ACGGTGCTGGAAGCCTGCTTCCTCGCCGGCCAGTATTTACTGTACGGGTTCCGTGTGATG 
CCCGTGTTCGTGTGCTCGGGGAAACCGTGCCCCCACAACGTTGACTGCTTCGTCTCACGA 
CCCACAGAGAAGACCATCTTCCTGCGCATCATGTACGGGGTCACAGTCCTTTGCCTCATT 
CTCAACATTTGGGAGATGCTTCATTTAGGGATCGGCTCCATATACGACATCCTCCGCCGG 
CGGCGCAGCCCACCCCAGGATGATGAGTACCAGCTGGGCTTGTTGGGTACCAGTGGAGCT 
GTAGAGGGGCCCGTAGGGGGTACAGCCCCTGAGGCGGGCTCTGAAGGAGGGGTCGGCGGT 
GACGGGGCTGCCGATTATGTCGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCT 
GGCTACAACATTGTGGTAAAGCCCGAGCAGATGCCCTACACAGACCTCAGCAACACCAAG 
ATGGCGTGCAAGCAAAACCGGGCAAACATTGCCCAAGAAGAGCAACAGCAGTTTGGTAGT 
AACGAAGACAACTTCCCCACCGGAGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC 
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCACCAGGCT 
GAGGTGCAGCTCGGGGAGAACCAGGACGACAAACCCCAGAGTAACATCATTCAGGCTCAA 
CCGCAGCTGCAGCCTCAGCCCCATAAGGAGCGCAAACACAGATTCAAGCACGGCAAAGGA 
GGCAGCAGTGCAGGAGGCAGCAGCAGCAACAGCAGCAGCAGCAAATCGGGAGAGGGGAAG 
CCCTCCGTGTGGATTTAA 
 
>Fr160540 (previous id: Fr148221) Ensembl prediction in 2 exons (black/blue letters). The 
predicted 60 nucleotide intron regarded as a part of the reading frame (marked blue). Sequence 
extended by 447 nt to reach stop codon (marked blue). 
ATGAGTTGGAGTTTCCTGACACGCCTGTTGGAAGAAATTCACAACCATTCTACGTTTGTG 
GGCAAGATATGGCTGACTGTCCTTATTGTCTTCCGCATCGTGTTGACGGCTGTTGGCGGG 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGTGCAACTCGGGCCAGCCGGGCTGC 
GAGAATGTCTGCTACGATGCCTTCGCTCCACTGTCACACGTCCGCTTTTGGGTGTTCCAA 
ATCATTCTGGTGGCCACCCCATCGCTCATGTATCTGGGATACGCTGTCAACAAAATTGCT 
CGTGCCGAAGAGCGGGCAGACAGGAGGCAGCACAGAGGCATCGAAGAAGCTGAGGATGAC 
CAAGAGGAAGACCCTATGATCTACGAAACAGCAGACATTGGCAGTGAAGACGCAAAAGGG 
AGCGTCACTAAGGGAAAAGATAAGGTCAAGGTGCGCCACGACGGACGCCAGCGTATTAAA 
GAGGATGGCTTGATGCGGATTTATGTCCTTCAGCTCTTGGCCCGCTCCCTGCTGGAGGTG 
GCTTTCCTGTGTGGGCAGTACACCCTGTATGGATTCGCTGTTCCCCCCACCTATGTCTGC 
TCTCAGCTGCCATGCCCCCACAGCGTGGACTGCTTTGTGTCTCGGCCCACTGAAAAAACC 
ATCTTCCTCCTCATTATGTACACAGTCTCCCTGCTCTGTCTGATGCTGAATATCTGGGAG 
ATGCTTCACCTAGGCATCGGCACCATCTGCGAG 
>Fr160540 (previous id: Fr148221) Our suggested modification. 
ATGAGTTGGAGTTTCCTGACACGCCTGTTGGAAGAAATTCACAACCATTCTACGTTTGTG 
GGCAAGATATGGCTGACTGTCCTTATTGTCTTCCGCATCGTGTTGACGGCTGTTGGCGGG 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGTGCAACTCGGGCCAGCCGGGCTGC 
GAGAATGTCTGCTACGATGCCTTCGCTCCACTGTCACACGTCCGCTTTTGGGTGTTCCAA 
ATCATTCTGGTGGCCACCCCATCGCTCATGTATCTGGGATACGCTGTCAACAAAATTGCT 
CGTGCCGAAGAGCGGGCAGGTGGGAAGGGGGCGCGAGGCTATTCGCAGAGGAAACTCAAG 
AGGAAGCTGTATCTGGCAGACAGGAGGCAGCACAGAGGCATCGAAGAAGCTGAGGATGAC 
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CAAGAGGAAGACCCTATGATCTACGAAACAGCAGACATTGGCAGTGAAGACGCAAAAGGG 
AGCGTCACTAAGGGAAAAGATAAGGTCAAGGTGCGCCACGACGGACGCCAGCGTATTAAA 
GAGGATGGCTTGATGCGGATTTATGTCCTTCAGCTCTTGGCCCGCTCCCTGCTGGAGGTG 
GCTTTCCTGTGTGGGCAGTACACCCTGTATGGATTCGCTGTTCCCCCCACCTATGTCTGC 
TCTCAGCTGCCATGCCCCCACAGCGTGGACTGCTTTGTGTCTCGGCCCACTGAAAAAACC 
ATCTTCCTCCTCATTATGTACACAGTCTCCCTGCTCTGTCTGATGCTGAATATCTGGGAG 
ATGCTTCACCTAGGCATCGGCACCATCTGCGAGATCATCCGTTCCCACCAACTCCCTGAT 
GAGGAGCTGTACGGACTGACACAATCAAAAGGAGCCCACGCTGACGCTGGATTGAGCCGA 
GAGGAGTACAGCAGCTACGCTTTCTCTTGGAATGCCCCATCAGCTCCGCCTGGGTACAAC 
ATCGCAATCAAACCCCCTCTGGTAACAGCAGGACACCGTGATCAACCCCTGCCTGTCACT 
GATCTCACCAACGCGAAGATGGCGTGCCGGCAAAATCACGCAAACATCGCTCACGAGGAG 
CAGCAACAGTACAGCAATAACGACGAAAACCTATGCAAAGCCGGGATGGGCGATGACCAC 
ATGCGTGCCAATCACTCTCAGAACAGACTGGAGGCGGACAGCGCAGCTCACAGCCAGCTG 
GAGGGTCAAAGCAACAAGGCTCATCGTGACCGCAAACAGCGACAGGCCTCCAAACACACG 
TCCAGCAAGGATGACACCGACCGGGGCAGCACCAGCACCAGCAATACCAGCAAATATGGC 
GTCATCAAAGGTTCAGAGTGGATATGA 
 
>Fr164495 (previous id: Fr136128) Ensembl prediction in 2 exons (black/blue letters). 6 nt 
added in 5'-direction to reach initiation codon (marked green). The predicted 96 nt intron is 
regarded as a part of the reading frame (marked blue). Sequence extended by 447 nt in 3'-
direction to reach stop codon (marked blue). 
TGGAGCTTCCTCACACGTCTGCTGGAAGAGATCCACAATCATTCCACATTTGTGGGGAAA 
GTGTGGCTCACTGTGCTCATTATCTTCCGCATTGTGCTCACGGCAGTTGGAGGCGAATCC 
ATCTACTCGGATGAGCAGACAAAGTTCACCTGCAACACAAAGCAGCCGGGTTGTGACAAC 
GTATGCTACGATGCCTTTGCCCCTCTCTCGCATGTCCGTTTCTGGGTCTTCCAGATCATC 
ATGATCTCCACTCCTTCCATCATGTACATGGGCTATGCCATTCACAAGATTGCTCGGAAG 
GAGGACGAAGATGACGACGCTGAGCCCATGATCTATGAGGATACACTGGAGGTGCAAGAT 
GCCAAACCAGAACCGGGGAACAGCACGGGCAAAGACCCACCAAAATACGACGGCCGTCGA 
AAAATCATGCAGGAAGGCCTGATGAGGATCTACGTCCTTCAGCTGATGTCAAGAGCTGTT 
TTTGAAATTGCCTTCCTTGCTGGACAGTACCTTCTCTATGGTTTTCGTGTTAGTCCATCC 
TATGTATGCAACAGGATCCCCTGCCCACACAGAGTGGACTGTTTCATCTCGAGACCCACA 
GAAAAAACAATCTTCCTCCTTATCATGTACGTGGTGAGCTGTCTTTGTCTTGTGCTAAAC 
ATCTGCGAGATGCTTCACCTGGGAATGGGAACATTTCGGGACACCCTT 
>Fr164495 (previous id: Fr136128) Our suggested modification. 
ATGAGCTGGAGCTTCCTCACACGTCTGCTGGAAGAGATCCACAATCATTCCACATTTGTG 
GGGAAAGTGTGGCTCACTGTGCTCATTATCTTCCGCATTGTGCTCACGGCAGTTGGAGGC 
GAATCCATCTACTCGGATGAGCAGACAAAGTTCACCTGCAACACAAAGCAGCCGGGTTGT 
GACAACGTATGCTACGATGCCTTTGCCCCTCTCTCGCATGTCCGTTTCTGGGTCTTCCAG 
ATCATCATGATCTCCACTCCTTCCATCATGTACATGGGCTATGCCATTCACAAGATTGCT 
CGGAGTACAGATGAGGAGCGCAGGAAACTCCACAGGCTTCGCAAAAAGCCTCCCCCGCAT 
TCCAGATGGAGAGAGAGCCATCACCTGCAGGGCGTCTTAGAGGAGGACGAAGATGACGAC 
GCTGAGCCCATGATCTATGAGGATACACTGGAGGTGCAAGATGCCAAACCAGAACCGGGG 
AACAGCACGGGCAAAGACCCACCAAAATACGACGGCCGTCGAAAAATCATGCAGGAAGGC 
CTGATGAGGATCTACGTCCTTCAGCTGATGTCAAGAGCTGTTTTTGAAATTGCCTTCCTT 
GCTGGACAGTACCTTCTCTATGGTTTTCGTGTTAGTCCATCCTATGTATGCAACAGGATC 
CCCTGCCCACACAGAGTGGACTGTTTCATCTCGAGACCCACAGAAAAAACAATCTTCCTC 
CTTATCATGTACGTGGTGAGCTGTCTTTGTCTTGTGCTAAACATCTGCGAGATGCTTCAC 
CTGGGAATGGGAACATTTCGGGACACCCTTCGCATGAAGAGGAGCAGGGGCAGACAGTCA 
TCCTACGGCTACCCTTTTTCTCGCAATATTACAGCTTCCCCTCCAGGGTACAACCTCGTA 
ATGAAGACAGACAAACCCAGCAGGATTCCCAACAGCCTCATTGCCCATGGGCAGAACGTA 
GCCAACGTGGCTCAGGAGCATCAGTGCATCAGCCCGGACGAGAACATCCCCTCTGATCTC 
GCAAGCCTACACCGGCACCTAAGAGTTGCTCAAGAGCAACTTGATATGGCATTTCAGACC 
TACCAGACCAAACAAAACCAGCAAACCTCCAGAACCAGCAGTCCAGTGTCTGGAGGCACC 
ATCGCAGAGCAGAACAGAGTCAACGCAGTTCAAGAGAAGCAGGGCGCAAGGCCGAAATCA 
GCCACAGAGAAGGCTGCAACTATTGTAAAAAATGGAAAGAGCTCCGTTTGGATCTAG 
 
>Fr122421 Ensembl prediction. Sequence extended by 48 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGAGCTGGAGTTTCCTGACGCGTTTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGGAAGATCTGGCTGACCGTCCTGATCATCTTCCGCATCGTGCTGACCGCCGTTGGCGGC 
GAAACCATCTACTACGATGAGCAAAGTAAATTTGTTTGCAACACGCAGCAGCCTGGATGT 
GAGAACGTCTGCTACGATGCCTTCGCCCCGCTCTCACACGTACGATTCTGGATCTTTCAG 
GTGATTTTGATAACCACCCCCACCATAATGTACCTGGGCTTCGCCATGCACAAGATCGCA 
CGCATGGATGACAGCGAGTACCGCATCGTCCGGAAACCCAAAAAGAGGATGCCCATCGTT 
AGCCGCGGAGCTGTTAGGGACTATGAGGAGGCAGAGGACAATGGAGAGGAAGACCCCATG 
ATTGCCGAGGAGATTGAACAAGAAAAGCCTGACAAAACGGAGAAGGATCCTAACTGGTAT 
CTGTGTCATCCAGGCACAGAGAAGAAGCACGACGGCCGGCGGCGAATCCAGCGCGACGGC 
CTAATGAAGGTCTACGTGTGCCAGCTGCTGTGGCGCTCATCCTTTGAGGTTGCGTTCCTT 
TTCGGCCAGTACATCCTCTACGGTTTTGAGGTTTTTCCGTCCTTTGTGTGCACCCGCTCA 
CCATGCCCCCACACCGTGGACTGCTTCGTGTCGCGCCCCACAGAGAAGACCATCTTCCTG 
CTGGTCATGTACGTCGTGTCTTTCCTCTGCCTGCTCCTCACCGTTTTTGAAATGATCCAT 
TTGGGGATAGGAGGTGTCCGCGACACCTTTCGGAGACGGGCCACTCTCAACCCACGCGCC 
CCTCGTCCGTCCACCACACGCAGCATACCCACAGCCCCGCCAGGATACCACGCCACTATG 
AAGAAGGAGAAACTGAAAGGACAGCTGAGGGACTCGCCGATAGGGGACTCTGGGCGGGAG 
AGCTTCGGTGATGAGGGTCCGTCATCCAGGGAACTGGAGCGCTTGAGGAGGCACCTGAAG 
CTGGCCCAGCAACACCTGGATTTGGCCTACCAGGTCGAGGAAGGAAACCCCTCACGGAGC 
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AGCAGCCCCGAGGTGAACACGGCTGCACAGACGGCTGCCGAGCAGAACCGACTCAACTTT 
GCCCAGGAGAAGCAGGGAGAAACAACCGAAAAA 
>Fr122421 Our suggested modification. 
ATGAGCTGGAGTTTCCTGACGCGTTTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGGAAGATCTGGCTGACCGTCCTGATCATCTTCCGCATCGTGCTGACCGCCGTTGGCGGC 
GAAACCATCTACTACGATGAGCAAAGTAAATTTGTTTGCAACACGCAGCAGCCTGGATGT 
GAGAACGTCTGCTACGATGCCTTCGCCCCGCTCTCACACGTACGATTCTGGATCTTTCAG 
GTGATTTTGATAACCACCCCCACCATAATGTACCTGGGCTTCGCCATGCACAAGATCGCA 
CGCATGGATGACAGCGAGTACCGCATCGTCCGGAAACCCAAAAAGAGGATGCCCATCGTT 
AGCCGCGGAGCTGTTAGGGACTATGAGGAGGCAGAGGACAATGGAGAGGAAGACCCCATG 
ATTGCCGAGGAGATTGAACAAGAAAAGCCTGACAAAACGGAGAAGGATCCTAACTGGTAT 
CTGTGTCATCCAGGCACAGAGAAGAAGCACGACGGCCGGCGGCGAATCCAGCGCGACGGC 
CTAATGAAGGTCTACGTGTGCCAGCTGCTGTGGCGCTCATCCTTTGAGGTTGCGTTCCTT 
TTCGGCCAGTACATCCTCTACGGTTTTGAGGTTTTTCCGTCCTTTGTGTGCACCCGCTCA 
CCATGCCCCCACACCGTGGACTGCTTCGTGTCGCGCCCCACAGAGAAGACCATCTTCCTG 
CTGGTCATGTACGTCGTGTCTTTCCTCTGCCTGCTCCTCACCGTTTTTGAAATGATCCAT 
TTGGGGATAGGAGGTGTCCACGACACCTTTCGGAGACGGGCCACTCTCAACCCACGCGCC 
CCTCGTCCGTCCACCACACGCAGCATACCCACAGCCCCGCCAGGATACCACGCCACTATG 
AAGAAGGAGAAACTGAAAGGACAGCTGAGGGACTCGCCGATAGGGGACTCTGGGCGGGAG 
AGCTTCGGTGATGAGGGTCCGTCATCCAGGGAACTGGAGCGCTTGAGGAGGCACCTGAAG 
CTGGCCCAGCAACACCTGGATTTGGCCTACCAGGTCGAGGAAGGAAACCCCTCACGGAGC 
AGCAGCCCCGAGGTGAACACGGCTGCACAGACGGCTGCCGAGCAGAACCGACTCAACTTT 
GCCCAGGAGAAGCAGGGAGAAACAACCGAAAAAGGTAAACCGGCGAGAAACTGGCTGAAA 
TGTGCTATAATGTTATCCTGA 
 
>Fr162962 (previous id: Fr121008) Ensembl prediction in 2 exons (black/blue letters). Sequence 
extended by 6 nt in 5'-direction to reach initiation codon (marked green). Predicted intron of 
54 nt regarded as part of reading frame (marked blue). Sequence extended by 294 nt in 3'-
direction to reach stop codon (marked blue). 
TGGAGTTTCCTCACGCGCCTGTTGGACGAGATCTCCAACCACTCGACCTTCGTGGGCAAA 
ATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTGCTGACGGCCGTCGGGGGCGAGTCT 
ATATACTATGATGAACAGAGTAAGTTTGTGTGCAACACAAACCAGCCTGGTTGCGAGAAC 
GTGTGCTACGACGCCTTCGCGCCGCTGTCGCACATTCGCTTCTGGGTTTTCCAGGTGATT 
ATGATCACCGCCCCCACCATCATGTACCTCGGCTTCGCCATGCACAAAATCGCCCGGATG 
AACGACGACGACTATCGACCCCGCAGCAGGAAGAAGATGCCCATCGTCAGCCGGGGAGCC 
AACCGGGACTACGAGGAAGCGGAGGACAACGGCGAGGAGGACCCGATGCCGTGCAAGAAA 
CACGACGGGCGGCGTCGGATCAAGCGCGATGGCCTGATGAAGGTCTACGTGTTCCAGCTG 
CTATCGCGGGCCATCTTCGAAGTCTCCTTCCTGTTTGGACAGTACATCCTCTACGGGCTG 
GAAGTCGCACCCTCGTACGTTTGCACGCGCTCCCCTTGCCCGCACACGGTGGACTGTTTT 
GTTTCCCGTCCCACGGAGAAAACCATCTTCCTGCTCATCATGTATGCGGTCAGCGGTCTT 
TGCTTGCTCTTCACCCTGCTGGAGATCATCCACCTCGGCATCAGCGGTCTTCGGGACTGC 
TTCTGCGCCCCCCGGCCTCGCCCTCCCACCCCGCGCCACTCGGCTCTCGCCAGCCAGAGG 
TCCTCCATCTCCCGCCAGCCGTCCGCTCCGCCGGGCTACCACACGGCTCTGAAAAAGGAC 
CCTTCGGGAAAGATG 
>Fr162962 (previous id: Fr121008) Our suggested modification. 
ATGAGCTGGAGTTTCCTCACGCGCCTGTTGGACGAGATCTCCAACCACTCGACCTTCGTG 
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTGCTGACGGCCGTCGGGGGC 
GAGTCTATATACTATGATGAACAGAGTAAGTTTGTGTGCAACACAAACCAGCCTGGTTGC 
GAGAACGTGTGCTACGACGCCTTCGCGCCGCTGTCGCACATTCGCTTCTGGGTTTTCCAG 
GTGATTATGATCACCGCCCCCACCATCATGTACCTCGGCTTCGCCATGCACAAAATCGCC 
CGGATGAACGACGACGACTATCGACCCCGCAGCAGGAAGAAGATGCCCATCGTCAGCCGG 
GGAGCCAACCGGGACTACGAGGAAGCGGAGGACAACGGCGAGGAGGACCCGATGATCCTG 
GAAGAGATCGAACCGGAAAAGGAGAAGGAGAAGGAGACCACGGAGAAGCCGTGCAAGAAA 
CACGACGGGCGGCGTCGGATCAAGCGCGATGGCCTGATGAAGGTCTACGTGTTCCAGCTG 
CTATCGCGGGCCATCTTCGAAGTCTCCTTCCTGTTTGGACAGTACATCCTCTACGGGCTG 
GAAGTCGCACCCTCGTACGTTTGCACGCGCTCCCCTTGCCCGCACACGGTGGACTGTTTT 
GTTTCCCGTCCCACGGAGAAAACCATCTTCCTGCTCATCATGTATGCGGTCAGCGGTCTT 
TGCTTGCTCTTCACCCTGCTGGAGATCATCCACCTCGGCATCAGCGGTCTTCGGGACTGC 
TTCTGCGCCCCCCGGCCTCGCCCTCCCACCCCGCGCCACTCGGCTCTCGCCAGCCAGAGG 
TCCTCCATCTCCCGCCAGCCGTCCGCTCCGCCGGGCTACCACACGGCTCTGAAAAAGGAC 
CCTTCGGGAAAGATGGGCTTTAGGGACAACCTGGGAGACTCCGGCCGGGAGTCTTTTGGT 
GACGAGACTTCATCGCGGGAACTGGAGAGGCTGCGTAAACACCTGAAACTGGCGCAGCAG 
CACCTGGACATGGCCTACCAGAACGGGGAAAGCAGCCCGTCGCGCAGCAGCAGCCCCGAG 
TCCAACGGCACGGCGGTGGAGCAGAACCGGCTGAACTTTGCTCAGGAGAAGCAGAGTGAC 
AAAGGTCAGACCCTAATTTTATTGTTGGCGCATCTTTGCCAGGGTTTTGATGGAATTCTA 
GATCTGTAA 
 
>Fr149277 Ensembl prediction in 2 exons (black/blue letters). Predicted intron of 72 nt 
regarded as part of reading frame (marked blue). 
ATGGGCGACTGGAGCTTTCTGGGGCGGCTGTTGGAGAACGCTCAGGAGCATTCTACGGTC 
ATCGGCAAAGTCTGGCTGACTGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGGGCAGCC 
GCCGAGGAGGTCTGGGGGGACGAGCAGTCTGATTTCACCTGCAACACCCAGCAGCCCGGT 
TGCGAGAATGTCTGCTACGACGAGGCCTTCCCCATTTCGCACATCCGCTTCTGGGTGCTG 
CAGATCATCTTCGTGTCGACGCCGACCCTCATCTACCTGGGCCACGTGCTGCACATCGTC 
CGCATGGAGGAGAAGCGGAAGGAGAAGGAGGAGGAGCTGCGGAAAGCAAACCGGTTACAG 
GAGGAGAAAGAACTCCTTTACAGAAACGGGGGAGACGCAGGAGGAGGCGGCAAGAAGGAG 
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AAGCCGCCCATCAGGGATGAGCACGGCAAAATCCGCATCAGAGGTGCACTGCTGCGTACC 
TATGTGTTCAACATTATATTCAAAACCCTGTTTGAAGTGGGATTCATTTTGGGCCAGTAT 
TTCCTCTACGGCTTCCAGCTGAGGCCCCTGTACAAGTGTGGACGTTGGCCCTGCCCCAAC 
ACTGTAGACTGCTTCATTTCCAGACCTACTGAAAAGACAATTTTTATTATATTTATGCTT 
GTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATCTATCACCTCGGATGGAAG 
AAAGTTAAACAGGGCGTGACAAACCAGTTTGTCCCCGACCGCGAATCAATGCGCCGGGTC 
AACATTGCAGAGCCCGAGTGTTTGGCCTTGGCCTCCAGAACTGCCCCATCCAGTTACCCC 
CCCAACTACACTGATGTGACGGCGGGCAGTGGGGCGTTCCTTCAGCCCGTGGCGCCGCCG 
GCCGTGCCTTCGACCACGGAGTTCAAGACCGACGACCTCCAGCGGGAGCCGCCTCGCCAC 
CAGCCCTCCGCCTCTCACTACTACATCAGCAACAACAACAACCACAGGCTGGCCACGCAG 
CAGAACTGGGCCAACCTGGCCACTGAGCAGCAGACTCGGGAGATGAAGGCCACCAGCAAC 
ATCACCAACACAACCACCACCGTCACCGCGTCAGGTAGCAGTAGCCCGGGCTCGGCCTCC 
AACACGGGCAGCTGGGGCGGAGGAAGGAAGGAGCGGGGGGAAAACGGCGTCTCCACCACC 
AGGGTGGAGATGCACGAGCCTCCGGCGACGGCCGGCGTGGACCCTCGGCGACTTAGCCGA 
GCCAGCAAGAGCAGCAGCGTCAGAGCGAGGCCAAGCGACCTGGCTGTCTAA 
>Fr149277 Our suggested modification. 
ATGGGCGACTGGAGCTTTCTGGGGCGGCTGTTGGAGAACGCTCAGGAGCATTCTACGGTC 
ATCGGCAAAGTCTGGCTGACTGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGGGCAGCC 
GCCGAGGAGGTCTGGGGGGACGAGCAGTCTGATTTCACCTGCAACACCCAGCAGCCCGGT 
TGCGAGAATGTCTGCTACGACGAGGCCTTCCCCATTTCGCACATCCGCTTCTGGGTGCTG 
CAGATCATCTTCGTGTCGACGCCGACCCTCATCTACCTGGGCCACGTGCTGCACATCGTC 
CGCATGGAGGAGAAGCGGAAGGAGAAGGAGGAGGAGCTGCGGAAAGCAAACCGGTTACAG 
GAGGAGAAAGAACTCCTTTACAGAAACGGGGGAGACGCAGGAGGAGGCGGCAAGAAGGAG 
AAGCCGCCCATCAGGGATGAGCACGGCAAAATCCGCATCAGAGGTGCACTGCTGCGTACC 
TATGTGTTCAACATTATATTCAAAACCCTGTTTGAAGTGGGATTCATTTTGGGCCAGTAT 
TTCCTCTACGGCTTCCAGCTGAGGCCCCTGTACAAGTGTGGACGTTGGCCCTGCCCCAAC 
ACTGTAGACTGCTTCATTTCCAGACCTACTGAAAAGACAATTTTTATTATATTTATGCTT 
GTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATCTATCACCTCGGATGGAAG 
AAAGTTAAACAGGGCGTGACAAACCAGTTTGTCCCCGACCGCGAATCAATGCGCCGGGTC 
AACATTGCAGAGCCCGAGTGTTTGGCCTTGGCCTCCAGAACTGCCCCATCCAGTTACCCC 
CCCAACTACACTGATGTGACGGCGGGCAGTGGGGCGTTCCTTCAGCCCGTGGCGCCGCCG 
GCCGTGCCTTCGACCACGGAGTTCAAGACCGACGACCTCCAGCGGGAGCCGCCTCGCCAC 
CAGCCCTCCGCCTCTCACTACTACATCAGCAACAACAACAACCACAGGCTGGCCACGCAG 
CAGAACTGGGCCAACCTGGCCACTGAGCAGCAGACTCGGGAGATGAAGGCCACCTCCTCC 
TCCTCCTCCTCCACCAATGACGAGCAGCAGCAGCCCGTCGATGCGGAGCTGCTCCCTTCC 
GCCAGCAGCAACATCACCAACACAACCACCACCGTCACCGCGTCAGGTAGCAGTAGCCCG 
GGCTCGGCCTCCAACACGGGCAGCTGGGGCGGAGGAAGGAAGGAGCGGGGGGAAAACGGC 
GTCTCCACCACCAGGGTGGAGATGCACGAGCCTCCGGCGACGGCCGGCGTGGACCCTCGG 
CGACTTAGCCGAGCCAGCAAGAGCAGCAGCGTCAGAGCGAGGCCAAGCGACCTGGCTGTC 
TAA 
 
>Fr124726 Ensembl prediction. Sequence extended by 339 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG 
ATTGGAAAGGTTTGGCTGACTGTCCTGTTTATCTTCCGCATCTTGGTGCTGGGTGCAGCA 
GCCGAAGAAGTTTGGGGTGATGAGCAGTCTGATTTCACCTGTAACACGCAGCAGCCTGGT 
TGTGAGAACGTCTGCTATGATGAAGCCTTCCCTATCTCCCACATTCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACTCCAACACTCATCTACCTGGGCCACGTCCTTCACATTGTC 
CGCATGGAGGAGAAGAGGAGAGAGAGGGAGGAGGACCTCCGAAAGGCAGGACGGCACCAG 
GAGGACCATGATCCTCTCTATCATAATGGAGTTAGCAATGGAGGAAGCAGAGGTGGTGGC 
AAAAAAGAAAAGCCACCTATTCGTGATGAACACGGGAAGATTCGCATCCGTGGGGCGTTA 
CTGAGGACCTACATCTTTAACATCATCTTCAAGACTCTGTTTGAAGTGGGTTTCATCCTG 
GGGCAGTACTTCCTCTATGGCTTCCATCTGAGGCCGCTCTACAAATGTGGCCGCTGGCCC 
TGCCCAAACACCGTGGACTGCTTCATCTCCAGGCCCACTGAAAAGACGATCTTCATCATC 
TTTATGCTGGTGGTCGCATGCATCTCGTTGGCCCTCAACCTGTTGGAGATCTACCACCTG 
GGATGGAAGAAGGTCAAGCAGGGAGTCACCAATGAGTTTGTCCCCGATGGCGAGTTGCTG 
CCGCAGAGTGCAGACGAGCACAGAGACATGGAGAAGATCCACGAGCAGACTTCTCCATCG 
GCACTTGAATGTTTGTCGACATATTCCAGCATGAATATGGCAGGACGCGTAGCTGAAGAA 
GGAGGAACCTACAGTCCACCCGAGGCCTCTCTAGCAGTAATGTCTTCACCTACCGGTCTC 
AAGATGGACGGCACAGTGTTCCACCCAGATGACTTCCTGTTGGAGGCACTGCCTCCTTCT 
TTTTGCAGCAGTAATGACAAAGTGAGCCATGGGCAGCTAACAGAAGTGGAGCAAAACTGG 
AGCAACATGGCACTGGAGCTCCGCACT 
>Fr124726 Our suggested modification. 
ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG 
ATTGGAAAGGTTTGGCTGACTGTCCTGTTTATCTTCCGCATCTTGGTGCTGGGTGCAGCA 
GCCGAAGAAGTTTGGGGTGATGAGCAGTCTGATTTCACCTGTAACACGCAGCAGCCTGGT 
TGTGAGAACGTCTGCTATGATGAAGCCTTCCCTATCTCCCACATTCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACTCCAACACTCATCTACCTGGGCCACGTCCTTCACATTGTC 
CGCATGGAGGAGAAGAGGAGAGAGAGGGAGGAGGACCTCCGAAAGGCAGGACGGCACCAG 
GAGGACCATGATCCTCTCTATCATAATGGAGTTAGCAATGGAGGAAGCAGAGGTGGTGGC 
AAAAAAGAAAAGCCACCTATTCGTGATGAACACGGGAAGATTCGCATCCGTGGGGCGTTA 
CTGAGGACCTACATCTTTAACATCATCTTCAAGACTCTGTTTGAAGTGGGTTTCATCCTG 
GGGCAGTACTTCCTCTATGGCTTCCATCTGAGGCCGCTCTACAAATGTGGCCGCTGGCCC 
TGCCCAAACACCGTGGACTGCTTCATCTCCAGGCCCACTGAAAAGACGATCTTCATCATC 
TTTATGCTGGTGGTCGCATGCATCTCGTTGGCCCTCAACCTGTTGGAGATCTACCACCTG 
GGATGGAAGAAGGTCAAGCAGGGAGTCACCAATGAGTTTGTCCCCGATGGCGAGTTGCTG 
CCGCAGAGTGCAGACGAGCACAGAGACATGGAGAAGATCCACGAGCAGACTTCTCCATCG 
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GCACTTGAATGTTTGTCGACATATTCCAGCATGAATATGGCAGGACGCGTAGCTGAAGAA 
GGAGGAACCTACAGTCCACCCGAGGCCTCTCTAGCAGTAATGTCTTCACCTACCGGTCTC 
AAGATGGACGGCACAGTGTTCCACCCAGATGACTTCCTGTTGGAGGCACTGCCTCCTTCT 
TTTTGCAGCAGTAATGACAAAGTGAGCCATGGGCAGCTAACAGAAGTGGAGCAAAACTGG 
AGCAACATGGCACTGGAGCTCCGCACTCTAAACGGGAAAAACTCCTCCTACCCTCCTACT 
CTTCCTTCCCCTCCCAACTCCTCCTCTTCTTCTCTTCAGGAGGAGACAAACCCCCCGCTT 
CCCCAAGGGGAGCAACACTCCATGTTCCCCACTCTGCCTCGTCATACTCCTCTCTATGCT 
CTCACTCCAAAGGAGGCCCTGGATGAACCCCCTGTTCCCTCGTGTAAGGTTCCGCATGAT 
GATGTCACCGTGGTTACCAAGGCAGAGATGCATTGGCCTCCTGCTTCTGCTACAACAGAT 
ATCCGGAAGCCAAGTCGGGCAAGCAAGTGCAGCGTCAGAGCACGTCCCGATGACCTGGCG 
GTGTAG 
 
>Fr141787 Ensembl prediction. No modification. 
ATGGGGGACTGGAACTTGTTGGGGAAGCTGCTGGAGAGTGCCCAGGAACACTCCACTGTT 
GTGGGAAAAGTCTGGCTGACAGTGCTGTTCATCTTCCGTATCCTGGTGCTGGGAACTGCC 
GCGGAGAAGGTGTGGGGGGATGAACAGTCCGGCTTCACATGCGACACCAAGCAGCCCGGT 
TGTCAGAACGTTTGCTACGACAAGACTTTCCCCATTTCTCACATCCGCTTCTGGGTGATG 
CAGATCATTTTTGTCTCCACGCCCACCCTTATCTATTTGGGCCACATCCTTCATTTGGTT 
CGCATGGAGGAAAAACAGAAGCAGAAAGAGAAGGACCTCGCAGCCCTGTCTGAAAAGCAG 
GAGCAGTTGCTTGGCAACAAGCCAAAGAAGGCCTCAATTAAAGACAACCAGGGCCACGTG 
CGTTTGCAAGGAGCCCTGCTGCGAACTTACGTCTTCAACATTATCTTCAAGACCCTGTTT 
GAAGTGGCCTTTATTGTAGCTCAGTACTTCCTCTATGGTTTTGAGCTAAAGCCGATGTAC 
ACCTGCGACCGCTGGCCTTGTCCCAATATGGTGAATTGCTACATTTCGCGGCCCACCGAG 
AAGACAGTCTTCATCCTCTTCATGCTGGCTGTGGCCTCCATCTCGCTGCTGCTCAACCTG 
GTGGAAATGTACCACCTGGGTTTCACTAAGTGCCATCAGGGTCTTCGATACAGGCGATCA 
AGGGTCAAAAACCTGCCTCCCAAGGCCCTGCCCGAGTCCGTCGTGCCCTTTGCCCCCAGC 
TACAACTACTTCTCCGGTCATCCCGCGGTGCCGGAGCCGTTTTCATCTAACTCAAAATAC 
AGCGTGACAGAGCCCAGCTCCGCTTACAGCCCCTACAGCAGTAAGGCTGTCTACAAGCAG 
AACAGAGACAATCTGGCCGTGGAGAGGAAAGGAAAATCCGAGGACGAGATCGTGATGGAG 
AGGAAACCCTCCTCTCCTGCTTTGGAGATGTCCGTCGACAATCAGCGCCGAAACAGTCAG 
TCAAGCAAGCACAGCAAGAGCAGACTGGACGACCTAAAGATCTAA 
 
>Frscaf89 (previous id: Fr144151) not predicted in present genebuild.  
ATGGGGGACTGGAACCTGCTGGGAAAACTTCTGGAAAAAGCCCAGGAGCACTCCACCGTC 
GTGGGCAAAGTGTGGCTCACCGTCCTCTTCATTTTCCGTATCCTGATCCTCAGCGCTGCC 
ACCGAGAAGGTGTGGGGCGACGAGCAGTCGGGCTTCACCTGCGACACCAGGCAGCCCGGT 
TGCGAGAACGTCTGCTACGACATCACATTCCCCATCTCCCACGTCCGTTTCTGGGTGCTG 
CAGATCATCTTCGTGTCGACGCCGTCGCTGATTTACCTGGGACACATTCTCCACCTGGTG 
CGGATGGAGGAGAAGCAGAAGGAGAAAGAGCGGGTGCGACTGTCGCGGAAGCAGGGCCTG 
CTGGCGTCCAAGCACAGAAAGCCCCTGGTGAGGGACGAGAAGGGCCGAGTGCGCCTGCAG 
GGGGAGCTTCTGCGCACGTACGTCTTTAACGTGATCTTCAAAACTCTGTTTGAGGTGGGC 
TTCATCGTGGCTCAGTATTTGCTGTATGGCTTTGAGCTGAAGCCCATGTACACATGTAAC 
AGACCCCCCTGCCCCAACGTGGTCAACTGCTACATTTCCCGGCCCACAGAGAAGACCATC 
TTCATCATCTTCATGCTGGGAGTGGCCAGCATCTCCCTGCTCCTAAATCTCATTGAGGTC 
TATCACCTGGGCTTCACCAAGTGCCGCCAGGGTCTCACCTTTAGGAGGCAGCACCAGCTC 
TCCGAGGGGATTCTCAAGGAGCCCAGCGAGGCCTCGGTGCCCTTTGCGCCCAGCTATGGC 
GAGTACTTCCAAGGACACCACCCGGTGCAGCCGACCTACCCCCCCGTGCCCAGCTACAAC 
CTCTCCCCGCTGCCTGACGGCACCGAGTCGTCCTTCCATCCTTACAACAGCAAGGCGGCC 
TATAAACAGAACAAGGACAACCTGCTGGTGGAGCGGGGCGGCAGCAAGCCAGAGGAGCAC 
GATCTGAAAGGAAAGAAGGAGCCGGGTTCGGCCCCCGAGTCACCTACGCAGGTCACGTTG 
AGCCGCGGCGCCAAACACGCCAGCAACAAGACTAGAATAGACGATCTGAAGATATGA 
 
>Fr160171 (previous id: Frscaf387) Ensembl prediction in 2 exons (black/blue letters). The 
predicted 96 nt intron is regarded as part of the reading frame (marked blue). Sequence 
extended by 531 nt in 3'-direction to reach stop codon (marked blue). 
ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTTAACGAGCACTCTACGGTG 
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGTATCCTCATCCTGGGCACGGCG 
GCGGAGTTTGTATGGGGCGATGAACAGTCAGACTATGTCTGCAACACAAAGCAGCCTGGT 
TGCGAGAACGTGTGCTACGACGAGGCCTTCCCGATCTCCCACATCCGCCTGTGGGTGCTG 
CAGATCATCTTTGTGTCCACACCATCTCTGGTGTACGTGGGTCATGCTGTGCACCACGGT 
AGTGTCCGCACCACTAAGGAGACCAGCACAAAGGGAAGCAAGAAGTTCAGGCTGGAGGGC 
ACCCTGCTGAGGACCTACATCTGCCACATCATCTTCAAAACACTGTTTGAAGTGGGGTTT 
GTGGTGGGCCAGTACTTCCTGTATGGCTTTCGCATTCTGCCACTGTACAAATGCAGCCGC 
TGGCCTTGCCCTAACACGGTGGACTGCTTCGTGTCTCGTCCCACTGAGAAGACTGTCTTC 
ATCATCTTCATGCTGGCCGTGGCCTGTGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGT 
CACTTGGGCCTGAAGAAGATTCGC 
>Fr160171 (previous id: Frscaf387) Our suggested modification. 
ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTTAACGAGCACTCTACGGTG 
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGTATCCTCATCCTGGGCACGGCG 
GCGGAGTTTGTATGGGGCGATGAACAGTCAGACTATGTCTGCAACACAAAGCAGCCTGGT 
TGCGAGAACGTGTGCTACGACGAGGCCTTCCCGATCTCCCACATCCGCCTGTGGGTGCTG 
CAGATCATCTTTGTGTCCACACCATCTCTGGTGTACGTGGGTCATGCTGTGCACCACGTC 
CACATGGAGGAGAAACGCAAGGAGAGAGAGGAGGCAGAACTCAGCCGGCAGCAGGAGCTG 
AGCGAGGAACGTCTCCCTTTGGCGCCCGATCAGGGTAGTGTCCGCACCACTAAGGAGACC 
AGCACAAAGGGAAGCAAGAAGTTCAGGCTGGAGGGCACCCTGCTGAGGACCTACATCTGC 
CACATCATCTTCAAAACACTGTTTGAAGTGGGGTTTGTGGTGGGCCAGTACTTCCTGTAT 
GGCTTTCGCATTCTGCCACTGTACAAATGCAGCCGCTGGCCTTGCCCTAACACGGTGGAC 
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TGCTTCGTGTCTCGTCCCACTGAGAAGACTGTCTTCATCATCTTCATGCTGGCCGTGGCC 
TGTGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGTCACTTGGGCCTGAAGAAGATTCGC 
TTCGTCTTTCGCAAGCCCGTGCCGGCCCCAGCCCAAGGCGAGGGCTCGGCCCCGCTTCCA 
GCACCAGGGAAGAGCCTGCCTTCCCTAGCTGTGCCCTCCCTGCAGAGAGTGAAAGGTTAC 
CGGCTGCTGGAGGAGGAGAAAGCTCCCCCAACTCATCTCTACCCTCTGGCTGAGGTGGGC 
ATGGAGGCCGGCAGAGGGACCCCACCCTTCCAGGGGCTAGAGGAGAAGTCCCAGGAGGTG 
CTACCCATGGAGGACATCTCTAAGGTGTATGACGAGACTCTGCCCTCCTACACCCAGACC 
ACTGAGACTGGGGGGGTCACATTACACGAAGAGGAAGAGGAAGAGGTAGAGGAAGAGCAG 
CCAGCAGAATCAGAGAAGGGAGAGGTGGTGGTGAGAGAGGAGGCAGAGGAAGTGGTGAAC 
GTGGAGGAGGTAGCTGAAGCGGAGGCCACGGATACGATAGAAGACACCAGACCGTTGAGC 
CGACTGAGTAAAGCCAGCAGCAGGGCCAGGTCAGACGATCTCACAGTATGA 
 
>Fr164448 (previous id: Frscaf797) Ensembl prediction in 2 exons (black/blue letters). 
Sequence extended by 6 nt in 5'-direction to reach initiation codon. Predicted 96 nt intron 
regarded as part of the reading frame, with the first 4 nt taken as a part of the first 
conserved domain (green), and the remaining 92 nt corresponding to a part of the cytoplasmic 
loop (marked blue). Sequence extended by 618 nt in 3'-direction to reach stop codon (marked 
blue). 
GACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGTGCACATTCACTCCACCATGGTGGGC 
AAGATCTGGCTCACCCTTCTCTTCGTTTTCCGCATGCTGGTCCTCGGAGTGGCGGCCGAA 
GACGTGTGGAACGACGAGCAGGCTGACTTCATTTGCAACACCGAGCAGCCGGGATGCAGG 
AACGTTTGCTACGACCTGGCTTTTCCCATCTCCCTCATCCGCTACTGGGTGCTGCAAGTT 
ATCTTCGTGTCCTCCCCCTCGCTGGTTTACATGGGCCACGCTCTGAAGAGGATTGAACGG 
GAGGTGAAGCAGCTCGACCAGGGCAAGCTGAACAAAGCTCCGCTCCGGGGATCCCTGTTG 
CGCACTTATGTGGCACATGTGGTCACCCGGTCCGTTGTTGAAGTGGGCTTCATGACGGGC 
CAATATGTCCTTTATGGGTTTCACCTCTACCCACTTTTCAAGTGCGAGCGGGATCCTTGT 
CCTAATGCTGTGGACTGTTACGTCTCCAGGCCGACGGAGAAAAGCGTCTTCATGGTCTTC 
ATGCAATTCATCGCCGCAATTTCCCTCTTCCTTAACATTTTGGAGATGGCGTATCTTGGC 
TACAAGTGGATTAAACAGGGCATCTTGGATCTTTAC 
>Fr164448 (previous id: Frscaf797) Our suggested modification. 
ATGGGAGACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGTGCACATTCACTCCACCATG 
GTGGGCAAGATCTGGCTCACCCTTCTCTTCGTTTTCCGCATGCTGGTCCTCGGAGTGGCG 
GCCGAAGACGTGTGGAACGACGAGCAGGCTGACTTCATTTGCAACACCGAGCAGCCGGGA 
TGCAGGAACGTTTGCTACGACCTGGCTTTTCCCATCTCCCTCATCCGCTACTGGGTGCTG 
CAAGTTATCTTCGTGTCCTCCCCCTCGCTGGTTTACATGGGCCACGCTCTGTACAGACTG 
CGGGCCCTGGAGAAAGCACGGCAGAGAAAGAAAGTCCTGCTGAGGAAGGAGCTGGAGTTG 
GTGGACGTGGATCTGGCCGAAGCCAGGAAGAGGATTGAACGGGAGGTGAAGCAGCTCGAC 
CAGGGCAAGCTGAACAAAGCTCCGCTCCGGGGATCCCTGTTGCGCACTTATGTGGCACAT 
GTGGTCACCCGGTCCGTTGTTGAAGTGGGCTTCATGACGGGCCAATATGTCCTTTATGGG 
TTTCACCTCTACCCACTTTTCAAGTGCGAGCGGGATCCTTGTCCTAATGCTGTGGACTGT 
TACGTCTCCAGGCCGACGGAGAAAAGCGTCTTCATGGTCTTCATGCAATTCATCGCCGCA 
ATTTCCCTCTTCCTTAACATTTTGGAGATGGCGTATCTTGGCTACAAGTGGATTAAACAG 
GGCATCTTGGATCTTTACCCGCAATTACAGGATGAGCTCGATGATGACTTTATCTCTAAG 
GGGGGAAAGGAATCTGTTGCGCAACTCTGCGCCAGTGCGGGCCGGAAGATGACGATTACA 
TTTTCCCCAATTGATGGCAACCTAATGCAAGGAGCCGTTGGTCCAGCAGCGGCTCTTCCT 
CTCCTGAGTGACCTGTCCAATCAACCACATCTGGGGGGTTCCACATGTTTGGCCCAAAGC 
CCAAAAGGGCGCAGCACGATCCATGCGAAGCTTTCTCTCCCTCACAGCCAGGAAAAAGAG 
CGCAGTGACAGTGGCAGCCCAGACTATCCAAAGTGCCAACAGAAACCAGCCCCCCCGCTG 
CCAGTGAGCGTACCGCGGAGGCCTTGGAGGGCTCATTCTTTCAAATGCGCCACGGTGCCG 
GAGGGGAAGAGTTCTGACACGGATTCAAACGAGGAGCTGTGCGCTCAGACGTCGCCAAAC 
CAGCGCGTCCGCCATCTCAGCCGTAGCTCCACGGCGGAGTCTCTGCATGGCTCCAGCTCG 
GGCTGCGCGCACAGCCCCACGCTGCCCCCCTCTTACTGCAAAACATCATCACCGAGCAAA 
AGCAGCAGCAGTCGGGAGCCAGACCTGCAAATTTAA 
 
>Fr163704 (previous id: Fr139587) Ensembl prediction in 2 exons (black/blue letters). Sequence 
extended 6 nt in 5'-direction to reach initiation codon. Predicted 36 nt intron regarded as 
part of reading frame (marked blue). Sequence extended by 774 nt in 3'-direction to reach stop 
codon (blue).  
GACTGGAATTTCCTTGGAGGAATCTTAGAGGAGGTGCATATCCACTCCACCATGGTGGGC 
AAGATCTGGCTGACCATCCTGTTCATATTTCGGATGTTAGTACTGGGAGTTGCTGCGGAG 
GATGTGTGGAATGACGAACAGTCTGATTTCATCTGCAACACCGACCAGCCTGGTTGTCGA 
AATGTCTGTTATGACCAGGCTTTCCCCATCTCCCTCATTCGATACTGGGTGCTTCAGGTG 
ATTTTCGTGTCCTCCCCCTCCTTGGTCTACATGGGCCATGCCATTTATCAACTGCGAGCT 
CTGGAGAAGGAACGCCACTTGGATGTGGAATTGGTGGAGGTAAGGAAGAGAATTGAAAAA 
GAGATGAGGCAGCTAGAGCAGGGCAAACTCAACAAGGCACCACTGAGAGGGTCTCTATTG 
TGTACTTATGTGGCCCACATTGTGACTCGCTCGTTGGTAGAGGTCAGCTTCATGATGGGT 
CAGTACATCTTGTATGGACACCACCTGAAACCTCTTTACAAGTGTGAGCGAGAGCCGTGC 
CCAAATGTGGTGGACTGCTTTGTGTCCAGACCCACAGAGAAAACAGTTTTTATGATGTTC 
ATGCAAGCCATTGCCTGCCTCTCACTCTTTCTCAGTCTTCTTGAGATTATCCACCTGGGA 
TTTAAG 
>Fr163704 (previous id: Fr139587) Our suggested modification. 
ATGGGAGACTGGAATTTCCTTGGAGGAATCTTAGAGGAGGTGCATATCCACTCCACCATG 
GTGGGCAAGATCTGGCTGACCATCCTGTTCATATTTCGGATGTTAGTACTGGGAGTTGCT 
GCGGAGGATGTGTGGAATGACGAACAGTCTGATTTCATCTGCAACACCGACCAGCCTGGT 
TGTCGAAATGTCTGTTATGACCAGGCTTTCCCCATCTCCCTCATTCGATACTGGGTGCTT 
CAGGTGATTTTCGTGTCCTCCCCCTCCTTGGTCTACATGGGCCATGCCATTTATCAACTG 
CGAGCTCTGGAGAAGGAACGCCACTGTAAGAAGGTGGCATTACGCCGGGAGATGGAAGCA 
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GTGGATGTGGAATTGGTGGAGGTAAGGAAGAGAATTGAAAAAGAGATGAGGCAGCTAGAG 
CAGGGCAAACTCAACAAGGCACCACTGAGAGGGTCTCTATTGTGTACTTATGTGGCCCAC 
ATTGTGACTCGCTCGTTGGTAGAGGTCAGCTTCATGATGGGTCAGTACATCTTGTATGGA 
CACCACCTGAAACCTCTTTACAAGTGTGAGCGAGAGCCGTGCCCAAATGTGGTGGACTGC 
TTTGTGTCCAGACCCACAGAGAAAACAGTTTTTATGATGTTCATGCAAGCCATTGCCTGC 
CTCTCACTCTTTCTCAGTCTTCTTGAGATTATCCACCTGGGATTTAAGAAGCTTAAGAAG 
TGTATCTTGAACTTCTTCCCACACCTGAAAGATGATCCTGATGAATTTTACATTAGCAAG 
TCAAAAAAGAACTCAGTCGTGCATCAGGTGTGTGCTGGAACATCTGTAGCTGGAAAGACA 
ACTATTCCCACAGCGCCATGTGGATACACGTTGCTGATGGAGAAGCAGGGCAATGGGCCC 
AACTACTCGCTTCTCAATGCCTCCTCTGCTTTCATTCCAATACAAGGGGACCCTGGTGCA 
AAGTCAGATCGGCGTAAGGATGGCAAGGAGGGAATTCCAAGTCCTACAGAACAAAACAGT 
AATTCCAACAACACCAGCAGCGACACACATTCTCTTCCTGTGGATAAACATGAGGAGCCA 
GAGGAGCCCCTGGTGACCTCTGAATATCCTACGCTCCCTGTTGCCGACGCCACCTCCTGC 
CCAACCCTGTCAGGCATTACCAGGAAGTCACGGAGGATCAGCCCACCTTGGAACTGCTCC 
ACTCTACCAGAAGGGAATGGCTCAGACAGTGGGGATTCCTACCTGGGGGGCAACAGCATC 
AAGCAACGCAGCAGCTGTGTTGGGCCCCGTGCAAGGATTCTCTCCAAATCAGACACTAAA 
AAGCCTGGCAGACCACAAAGCCCGGACTCAGCAGGTGAGCTGAGTTCGGCGTCTCGTCAC 
AGCAATGAGAGTAACAGCCCCACAGCTTCACCCCCAAACCGCAGAGTGTCAGCAGCAAGT 
AGTGCCAGCAGCCGGCGAGCTCCGACTGACCTACAGATATAA 
 
>Fr149617 Ensembl prediction in 2 exons (black/blue letters). Sequence extended 6 nt in 5'-
direction to reach initiation codon (marked green). Predicted intron of 72 nt regarded as part 
of reading frame (marked blue). Sequence extended by 708 nt in 3'-direction to reach a stop 
codon (marked blue). 
GACTGGAACTTATTAGGAAGTATTTTAGAAGAAGTCCACATTCATTCCACCATTGTGGGC 
AAAATCTGGCTCACCATCCTCTTCATCTTCCGGATGCTTGTGCTTGGGGTTGCGGCCGAG 
GATGTTTGGGACGATGAGCAGAGTGAATTTGTTTGCAACACGGAGCAACCTGGGTGCAAG 
AACGTCTGCTACGACCAGGCTTTCCCCGTCTCCCTGATCCGTTATTGGGTCCTGCAGATT 
ATTTTTGTATCCTCTCCATCACTGGTCTACATGGGACATGCACTGTATCGCCTGAGGACC 
CTTGAGAAAGAGCGGCACAGGAGGAAAGTCTGCCTGAAAGCTGAGCTGGAGGTGAGGAAG 
GCCCCTCTAAGAGGCTCCTTGCTTCGCACATATGTTCTCCATATCTTAACTAGGTCCGCA 
GTAGAGGTGGGTTTTATCGTAGGACAATGTGCTCTGTACGGCCTTGGACTGTCTCCCTTG 
TACAAATGTGCCAGACTGCCGTGTCCCAACAGCGTCGACTGTTTCGTCTCTCGGCCTACA 
GAAAAGAACATTTTCATGGTCTTCATGCTAGTCATTGCTGGTGTTTCGTTGTTCCTCAAC 
ATTCTGGAGATTTTTCATCTGGGTGTGAAGAGGATTAAACAAAGTTTGTATGGATATAAA 
TACCGA 
>Fr149617 Our suggested modification. Potential intron start is underlined. 
ATGGGGGACTGGAACTTATTAGGAAGTATTTTAGAAGAAGTCCACATTCATTCCACCATT 
GTGGGCAAAATCTGGCTCACCATCCTCTTCATCTTCCGGATGCTTGTGCTTGGGGTTGCG 
GCCGAGGATGTTTGGGACGATGAGCAGAGTGAATTTGTTTGCAACACGGAGCAACCTGGG 
TGCAAGAACGTCTGCTACGACCAGGCTTTCCCCGTCTCCCTGATCCGTTATTGGGTCCTG 
CAGATTATTTTTGTATCCTCTCCATCACTGGTCTACATGGGACATGCACTGTATCGCCTG 
AGGACCCTTGAGAAAGAGCGGCACAGGAGGAAAGTCTGCCTGAAAGCTGAGCTGGAGGGT 
ACAGACCCCATCCAGGAGGATCACAAGAGGATCGAGCGAGAACTCAGGAAACTAGATGAA 
CAGAAGAGAGTGAGGAAGGCCCCTCTAAGAGGCTCCTTGCTTCGCACATATGTTCTCCAT 
ATCTTAACTAGGTCCGCAGTAGAGGTGGGTTTTATCGTAGGACAATGTGCTCTGTACGGC 
CTTGGACTGTCTCCCTTGTACAAATGTGCCAGACTGCCGTGTCCCAACAGCGTCGACTGT 
TTCGTCTCTCGGCCTACAGAAAAGAACATTTTCATGGTCTTCATGCTAGTCATTGCTGGT 
GTTTCGTTGTTCCTCAACATTCTGGAGATTTTTCATCTGGGTGTGAAGAGGATTAAACAA 
AGTTTGTATGGATATAAATACCGAGATGACGAGAGCGTGTACCGCTCAAAGAAGAACTCC 
ACGGTACAGCAAGTGTGTGTTCTCACAAATTCGTCACCACAGAGGCTGGTGCAGCTCACA 
CAGATGACTTGTTCGGCTCTGCCTGACACTCACGGGGAGACTCTGGCAATAAATGTGTCC 
CACCAGAACCAGGAAGGATCTGGCGCCACCAACCAGCATCCGTCACACATTGGCATGCCT 
GCCCAGGGTCTTCATCAGGTGCCACCTGTCGAGCAGCAATGCGCTGTAGGTACAAGGAAG 
CCGTCGTATAGCAGCGAAGAATCCAGCGAACCTCACGTGAGGCCACAATATGCAGGACCC 
AGAGCCACCCTCGTCGCCAGCCACATGGAGATCCCAGCAGCCCTGAGGAACCCACAGAGG 
AAAATGAGCAGAGTAAGTGTTTATAAGGACCTTAGCGACATGAGTGACTCGGCAGAGAGC 
GAGCCCCACCCCACGGTCCGGAAGTGCAGCTTTATGTCCCGGGGTCTGTCCGATGGAAAG 
CTGTCCTCCCCGTCCGACAGCACCGACAGCCACAGCGGAAGTGATGCTGAAGCCCAGCAT 
CTCAACCAAGCCGAGGGTTCAGTGGTGACCCCCCCACCACCGGCCAGCGGGAGGAGGATG 
TCCATGGTTAGTAGACAATTTTCACAGTCCACAACAAAACTTCACAAACCTGATTCTGGT 
GTAGATAGTTAG 
 
>Fr161672 Ensembl prediction in 2 exons (black/blue letters). Sequence extended 6 nt in 5'-
direction to reach initiation codon (marked green). Predicted intron of 63 nt regarded as part 
of reading frame (marked blue). Sequence extended 714 nt to reach a stop codon (marked blue). 
GACTGGAACCTGCTTGGCAGCATCCTAGAAGAGGTTCACATACATTCCACCATCGTGGGC 
AAAATATGGCTGACCATACTCTTCATTTTCCGCATGCTGATATTGGGAGCAGCTGCTGAA 
GATGTGTGGGATGATGAGCTGTCTGAGTTCATCTGTAACACTGACCAACCAGGATGCAAA 
GCTGTCTGCTATGACCGTGCCTTCCCTATCTCGCTTATTCGCTTCTGGGTCCTGCAGGTT 
ATCTTTGTCTCTGCACCCTCTTTGGTCTATATGGGCCATGCCCTTTATTGCATCCGAGCT 
CTTGAGAAAGAGCGCCACCGCAGGCAGAGAGAATTGAGAAGGCTGGATGAACAGAAGAAA 
GTGAAGAAGGCCCCTCTTAAAGGTTCTTTGTTGAGAACTTACATTATCCATATCCTTACT 
CGCTCTGTGGTGGAAATCTGTTTCCTTCTTGGCCAGTATTTCCTCTACGGTGTTCAATTG 
GACCCACTTTATAAGTGTGAGAGGATGCCCTGTCCCAACAGTGTAGACTGTTACATCTCT 
AGGCCCACAGAGAAGAGCATTTTCATGGTCTTCATGATTGCCATTGCTGGTATTTCACTT 
TTACTCAACATTTTTGAAATATCACACCTAGGCATAAGGAAAATTAAAGGGATACTATAT 



 51

GGAGAG 
>Fr161672 Our suggested modification. Position corresponding to intron start in other Cx62 
orthologs is underlined 
ATGGGGGACTGGAACCTGCTTGGCAGCATCCTAGAAGAGGTTCACATACATTCCACCATC 
GTGGGCAAAATATGGCTGACCATACTCTTCATTTTCCGCATGCTGATATTGGGAGCAGCT 
GCTGAAGATGTGTGGGATGATGAGCTGTCTGAGTTCATCTGTAACACTGACCAACCAGGA 
TGCAAAGCTGTCTGCTATGACCGTGCCTTCCCTATCTCGCTTATTCGCTTCTGGGTCCTG 
CAGGTTATCTTTGTCTCTGCACCCTCTTTGGTCTATATGGGCCATGCCCTTTATTGCATC 
CGAGCTCTTGAGAAAGAGCGCCACCGCAGGCGTATCCAGCTAAAGGAGGAGTTGGATGAG 
GCTGAATTAGCAATGGAGGAACAGAGGCGTGCAGAGAGAGAATTGAGAAGGCTGGATGAA 
CAGAAGAAAGTGAAGAAGGCCCCTCTTAAAGGTTCTTTGTTGAGAACTTACATTATCCAT 
ATCCTTACTCGCTCTGTGGTGGAAATCTGTTTCCTTCTTGGCCAGTATTTCCTCTACGGT 
GTTCAATTGGACCCACTTTATAAGTGTGAGAGGATGCCCTGTCCCAACAGTGTAGACTGT 
TACATCTCTAGGCCCACAGAGAAGAGCATTTTCATGGTCTTCATGATTGCCATTGCTGGT 
ATTTCACTTTTACTCAACATTTTTGAAATATCACACCTAGGCATAAGGAAAATTAAAGGG 
ATACTATATGGAGAGCTATACAGAGACGATGACAGTTTGATTTTCAAGTCCAAGAAGAAA 
GCCTCCTTACCACAACTTTGTGTCATTAGCAGTGTATCACCTCACAATGGGCCTTTGACT 
CAAACACTGAAAGTGATTCCAGAGGTAGCCATGAAATTTTCTTATTGTAATGCTGGCCTT 
AAATCCAGCCAGGACATACAAAGACCCAACCGTAGCCTGCAACCTAAGCCAACTGGGTGT 
GTTGAGAACTTACAAATTCAAGCCCCCCTAATCAGTGAGGAAATGAACACTTTCAAGGCA 
GAAAACAACCCAGAGTGGATCTCTTCTTTTTCAATTGGTGGAGGTAGTACAACAAACCAC 
GAAGATGATACACGTGATGTAGGACTCCCTCTTTCTAACCATTCGGAAACTCAGTTATTA 
CATAACATCCTAAGGTCAAGGGATGCACAAAAAGAGGAGCGAAAGGATTCAGTGATGAAT 
GAAGTCCTCATACCAAACCCCAGGAAGACGAGCTTTTTGAACAGACCACCATCAGAGAGC 
TTGTCTTCTATCAGTAACTCTACAAGTCCATCCTTACATACCTCAGAGGAATCTGATGAA 
CTGGGCTCATTACAGGGAGACATGCCAATAATGCCACCGGCTGGCCGAAGAATGTCTATG 
GCAAGTATAGCGTCATTGGTTTCTCATGGGTTGAATAGCTCAAACACATTTTTCACATTT 
TTGGTATGA 
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Suppl. Figure 5 Connexin sequences from green spotted pufferfish (Tetraodon nigroviridis, 
Tn). The sequences are found in the Ensembl database. Although predicted as connexins, 
none of the Tetraodon sequences have formally been called by a connexin name, and we here 
use the abbreviated form of the Ensembl gene identification. For the ortholog of Cx25, the 
abbreviated form Tn35526001 should be read as GSTENG00035526001. Other information is 
given in short form in the title line where needed. If our interpretation of the most likely 
connexin sequence differs from the prediction found in Ensembl, the database sequence is 
given first, and immediately followed by our suggested sequence, which is the one used in our 
analyses. The conserved domains are marked in yellow (unmodified sequence) or green 
(modified sequence). Alternating black/blue sequences are exon predictions copied from 
Ensembl. Other colors are explained for the relevant sequences. The following predictions in 
Ensembl were not included in the sequences below: 
Tn35460001: essentially identical to Tn35462001 except at 3'-end. 
Tn01689001: essentially identical to Tn18746001.  
Tn36946001: very similar to Tn13946001, but appears to contain insertion of a G at around 
pos 135. Runs into a row of unknowns at the border of TM2 and intracellular loop. 
Tn26780001, Tn22191001: potential starts of cds (not counted as excluded because 
percentage of identity to other Tn connexins cannot be decided). 
Tn03189001: incomplete, but large parts very similar to Tn01153001. 
The sequences were updated as per July 1 2006. Please note that both the Ensembl gene 
identification number and the Ensembl gene prediction might change on future updates of the 
Tetraodon genome database. 
 
>Tn35526001 Ensembl prediction. Sequence extended by 117 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGAACTGGAGCTTTCTGGAGAACATCCTCAGTGGGGTGAACAAATACTCCACAGTCATT 
GGGCGCGTCTGGCTCTTTGTGGTGTTCCTCTTCAGGATCTTGGTGTACGTCGTAGCGGCC 
GAACAAGTGTGGAAGGAAGAGACGAAGGAGTTCGTGTGCAACACCCGTCAGCCCGGCTGC 
GAGACCACCTGCTTCAACCACTTCTTCCCTGTTTCGCAGGCGCGTCTCTGGGCCATGCAA 
CTCATCCTGGTGTCTACCCCATCTCTGCTAGTGGCCCTGCATGTGGCATATAGGGAACAC 
CGAGAGGCCAAGCACAAGAAAAAACTGTACCAGGACAAGGCGACCATTGACGGGGGATTG 
CTTTTCACTTACATCGCCAGTCTCATTTTTAAGACGGCGTTCGAGGTGGGCACCCTGCTG 
GTGTTCTACTACGTCTACAACGGTTTTGAGCTTCCGGCGCTGCTCCGCTGCGACCAGAGT 
CCCTGCCCAAACGTAGTGGACTGTTTCATCGGCAAAGCCACCGAAAAGAAGATTTTCCTC 
TACATCATGGCCTGCACATCTATCCTCTGCATCGTTTTGAATGTCGTTGAGCTTATTTAC 
ATCGTATGGAAGCAAGTCGTTAAATACGTCATCCAGCATTACAAT 
>Tn35526001 Our suggested modification. 
ATGAACTGGAGCTTTCTGGAGAACATCCTCAGTGGGGTGAACAAATACTCCACAGTCATT 
GGGCGCGTCTGGCTCTTTGTGGTGTTCCTCTTCAGGATCTTGGTGTACGTCGTAGCGGCC 
GAACAAGTGTGGAAGGAAGAGACGAAGGAGTTCGTGTGCAACACCCGTCAGCCCGGCTGC 
GAGACCACCTGCTTCAACCACTTCTTCCCTGTTTCGCAGGCGCGTCTCTGGGCCATGCAA 
CTCATCCTGGTGTCTACCCCATCTCTGCTAGTGGCCCTGCATGTGGCATATAGGGAACAC 
CGAGAGGCCAAGCACAAGAAAAAACTGTACCAGGACAAGGCGACCATTGACGGGGGATTG 
CTTTTCACTTACATCGCCAGTCTCATTTTTAAGACGGCGTTCGAGGTGGGCACCCTGCTG 
GTGTTCTACTACGTCTACAACGGTTTTGAGCTTCCGGCGCTGCTCCGCTGCGACCAGAGT 
CCCTGCCCAAACGTAGTGGACTGTTTCATCGGCAAAGCCACCGAAAAGAAGATTTTCCTC 
TACATCATGGCCTGCACATCTATCCTCTGCATCGTTTTGAATGTCGTTGAGCTTATTTAC 
ATCGTATGGAAGCAAGTCGTTAAATACGTCATCCAGCATTACAATCCTGTGGAGAAGAGA 
CCTCCCTCTGGCAACCAGACACAAGTGTCCAACGTCAATGGATATGTCTCTGTTGACCAC 
GTTGGAAATGAAGAAGACAGCCCAAAAAGACTAAACCATTAG 
 
>Tn29165001 Ensembl prediction in 2 exons (black/blue letters). By extending the first exon 
with 71 nt into the predicted intron (marked blue), a stop codon is reached. The second exon 
(blue letters) is discarded.  
ATGTCTTGGGCCGCACTTATTAGTAAGCTGGGTGGTGTCCACGAATACTCCACCAGCCTG 
GGGAAGGTCTGGCTTTCTGTCCTCTTCATCTTCCGCATCGGTATTCTGGTTGTGGCCACC 
GAGAAAGTCTGGGGAGACGAACAGTCCAGCTTTACGTGCAACACACAGCAGCCGGGCTGC 
AAAAACGTCTGCTACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG 
CTGATCTTTGTGTCGACCCCGGCCCTTCTGGTGACCATGTACGTGGCCTACAGAAAACAT 
AAAGATGAGAAAAATTGTTTAGACTCCAAGGACAGTGAGACGGGGAAGGAGGAAGAGACG 
GGAAAAAAGGTTAAAAAAGAGGAACAAAAAAAGCGTCTGCCCATCACAGGTCCTATGTGG 
TGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGTACGCT 
CTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGCTCAAGTGTGAGCAGTGGCCT 
TGCCCCAACAAGGTGGACTGCTTCGTCTCCAGGCCGACGGAGAAAACGGTCTTCACCATC 
TTCATGGTGGCCTCGTCCGTCATTTGTATGGTTCTTAATTTTGCCGAACTCATCTACCTA 
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ATTGGCAAGGCCCTCTTTAAGAGAAGTGGACTGACCTCTCCGTGCCACAATGTCTTGGGC 
CACACTTTACAGTCAGCTGGGCGGCGTCAACAAACACTCCACCAGCTGGGGAAGGTCTGG 
CTGTCTGTCCTCTTCATCTTCCGCGTCACTATTCTGGTTCTGGCCGCCGAGAAAGTCTGG 
GGAGATGAACAGTCCGACTTTACGTGCAACACACAGCAGCCGGGCTGCAAAAACGTCTGC 
TACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAGCTGATCTTGGTG 
TCGACCCCGGCCCTTCTGGTGGCCATGTACGTGGCCTACAGAAAACGTGGAGATAAGAGA 
ACTGTCCTGGCCTCCGGCGGGGATGAGAAGGTGAAGGAGGCAGACCTGCAGACCCTGAAG 
ACGAAGCGTCTGCACATCACAGGCCCTCTGTGGTGGACCTACACCAGCAGCTTGTTCTTC 
AGACTGCTCTTTGAGGGGGGCTTCATGTACGCTCTGTACTTCATCTATGATGGCTTCCAG 
ATGCCACGTCTGGTCAAGTGTGAGCAGTGGCCTTGCCCCAACAAGGTGGACTGCTTCATC 
TCCAGGCCGACGGAGAAAACGGTCTTCACCATCTTCATGGCGGCCTCGTCCGCCCTTTGT 
ATGGTTCTTAATATTGCTGAACTCGTCTACCTGATTGTCAAGGCTCTCGTGCGGTTATCA 
GCCAGGTCCAAGCAGCGGAAACAGAGATACGCTCGGGAGAACTTCCACCGGGATCACATG 
CTTCTGGAGAACAAGAAGAATGAGAACATGTTTTCCTCAGACCCAACAAGCAACAGAACC 
ATGTGTTGA 
>Tn29165001 Our suggested modification. 
ATGTCTTGGGCCGCACTTATTAGTAAGCTGGGTGGTGTCCACGAATACTCCACCAGCCTG 
GGGAAGGTCTGGCTTTCTGTCCTCTTCATCTTCCGCATCGGTATTCTGGTTGTGGCCACC 
GAGAAAGTCTGGGGAGACGAACAGTCCAGCTTTACGTGCAACACACAGCAGCCGGGCTGC 
AAAAACGTCTGCTACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG 
CTGATCTTTGTGTCGACCCCGGCCCTTCTGGTGACCATGTACGTGGCCTACAGAAAACAT 
AAAGATGAGAAAAATTGTTTAGACTCCAAGGACAGTGAGACGGGGAAGGAGGAAGAGACG 
GGAAAAAAGGTTAAAAAAGAGGAACAAAAAAAGCGTCTGCCCATCACAGGTCCTATGTGG 
TGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGTACGCT 
CTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGCTCAAGTGTGAGCAGTGGCCT 
TGCCCCAACAAGGTGGACTGCTTCGTCTCCAGGCCGACGGAGAAAACGGTCTTCACCATC 
TTCATGGTGGCCTCGTCCGTCATTTGTATGGTTCTTAATTTTGCCGAACTCATCTACCTA 
ATTGGCAAGGCCCTCTTTAAGAGAAGTAGTGGGGGGAAAAAATGCACTATAGAATTAAAC 
TCCAACCAGAATACCATGCTTTTGGAGAAAAATTAA 
 
>Tn29164001 Ensembl prediction as lambda crystallin. From this predicted sequence, we use only 
exon 9 (underlined), which corresponds to the second conserved domain with a few nt on either 
side (also underlined in lower sequence). Sequence extended 547 nt in 5'-direction to reach 
initiation codon (green corresponds to first conserved domain; blue corresponds to sequence in 
cytoplasmic loop). Sequence extended by 68 nt in 3'-direction to reach stop codon (marked 
blue). 
ATGGCCACTATCTCCGTAGTCGGCAGTGGGCTTATAGGCCGTTCTTGGGCAATGGTGTTT 
ATAAGTGGAGGTTACAATGTGAAGATCTATGACAACCAACCTGGACAGGCAGCCAAAGCC 
ATCACCGAGATCAGGAAGCAGCTGGAGGAGCTGGAGGAAGCTGACATGCTGAGAGGGGAA 
CTGAAGGCCGCACAGCAATGTGCTCTCCTCAGCAGCCATGATGACCTGGCTCAGGCGCTG 
GAAGGAGCCTTCTTTGTCCAGGAGTGTGTGTTCGAGCAGCTTGAGGTCAAGCAGAACGTC 
TTCCGGGACATAGAGGCCCTGGTGAGGGAAGATGTCATCCTGAGCAGCTCCACTTCTTGT 
CTGGTACCAAGCAACATCTTCTCCAAAGTCCAGAACAGGAGTCGCTGCCTCGTCTCTCAC 
CCGGTAAACCCACCTTACTATGTTAAACTGGTGGAGTTGATACCTCACCCAGAGACTGCA 
GCCGTTGTTATGGACACCACCCGAACCCTGATGACCAAGGTCGAGCAGGTTCCCGTCTGT 
CTGAGGAAAGAGGTTGATGGTTTTGCTCTCAACAGGATACAGGCTGCTATCACTGCAGAG 
TCGTGGAGGCTGGTCCAGGATGGCATCATCTCTGTCCGGGACATCGACCTGGTGATGTCA 
GAGGGGCTCGGAATGCGTTACGCATTCATCGGTCCCATGGAAACCATGCACCTCAATGCA 
CCTAAAGGTTTAGAGGACTACATGAAGCGCTATGGAGAGGGTATACGGAGGGTGCTGGCT 
TCTTTTGGGCCTTTACCGGAATTCTCTGGGGAAGGTGCCAAAAGCATCTTAAAAGCCCTC 
TGTGGTGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGT 
ACGCTCTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGGTCAAGTGTGAGCAGT 
GGCCTTGCCCCAACAAGGTGGACTGCTTCGTCTCCAGGCCAACGGAGAAAACGGTCTTCA 
CCATCTTCATGGTGGCCTCGTCCGTCATTTGTGTGGTTCTTATTTTTGCCGAACTTTTTT 
ACCTTATTGACAAGGCCCTCTTTAAGAGAAGTGGACTGA 
>Tn29164001 Our suggested modification. 
ATGTCTTGGGCCGAACTTTATAAGCGGCTGGGCGGCGTCAACAAACACTCCACCAGCCTG 
GGGAAGGTCTGGCTTTCTGTCCTCTTCATCTTCCGCGTCTCTATTCTGGTTCTGGCCGCC 
GAGAAAGTCTGGGGAGACGAACAGTCCGACTTTACGTGCAACACACAGCAGCCGGGCTGC 
AAAAACGTCTGCTACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG 
CTGATCTTTGTGTCGACCCCGGCCCTTCTGGTGACCATGTACGTGGCCTACAGAAAACAA 
ACAGATTGGAAAAAAGGTTTAGCCTCCAAGGACAGTGAGACGGGGAAGGAGGAAAAAGTG 
GAGAAGGGCGGTGAGAAGAATGAGGAGGAAATACTCATATTGCTTGAAGAGGGGGAAAGT 
AATTCAGTCCCCGAGAACAGTAAGAAAGTGAAGGAGGAAAATACGACAGAGTTAAAGAAT 
GATAAGGACAATGAGAAGAAAAAGGGGAAAAAAGAGGAACAAAAAAATGAGCGTCTACCC 
ATCACAGGCCCTCTGTGGTGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAG 
GGGGGCTTCATGTACGCTCTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGGTC 
AAGTGTGAGCAGTGGCCTTGCCCCAACAAGGTGGACTGCTTCGTCTCCAGGCCAACGGAG 
AAAACGGTCTTCACCATCTTCATGGTGGCCTCGTCCGTCATTTGTGTGGTTCTTATTTTT 
GCCGAACTTTTTTACCTTATTGACAAGGCCCTCTTTAAGAGAAGTACCATAGAATTAAAC 
TCCAACCAGAATACCATGCTTTTGGAGAAAAATAAAAATAAAGTTCTGTAA 
 
>Tn29166001 Ensembl prediction. Sequence extended by 456 nt in 5'-direction to reach 
initiation codon (marked green and blue, where green corresponds to the conserved domains, and 
blue corresponds to cytoplasmic loop). 
ATGTACGCTCTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGGTCAAGTGTGAG 
CAGTGGCCTTGCCCCAACAAGGTGGACTGCTTCATCTCCAGGCCGACGGAGAAAACGGTC 
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TTCACCATCTTCATGGCGGCCTCGTCCGCCCTTTGTATGGTTCTTAATATTGCTGAACTC 
GTCTACCTGATTGTCAAGGCTCTCGTGCGGTTATCAGCCAGGTCCAAGCAGCGGAAACAG 
AGATACGCTCGGGAGAACTTCCACCGGGATCACATGCTTCTGGAGAACAAGAAGAATGAG 
AACATGTTTTCCTCAGACCCAACAAGCAACAGAACCATGTGTTGA 
>Tn29166001 Our suggested modification. 
ATGTCTTGGGCCACACTTTACAGTCAGCTGGGCGGCGTCAACAAACACTCCACCAGNCTG 
GGGAAGGTCTGGCTGTCTGTCCTCTTCATCTTCCGCGTCACTATTCTGGTTCTGGCCGCC 
GAGAAAGTCTGGGGAGATGAACAGTCCGACTTTACGTGCAACACACAGCAGCCGGGCTGC 
AAAAACGTCTGCTACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG 
CTGATCTTGGTGTCGACCCCGGCCCTTCTGGTGGCCATGTACGTGGCCTACAGAAAACGT 
GGAGATAAGAGAACTGTCCTGGCCTCCGGCGGGGATGAGAAGGTGAAGGAGGCAGACCTG 
CAGACCCTGAAGACGAAGCGTCTGCACATCACAGGCCCTCTGTGGTGGACCTACACCAGC 
AGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGTACGCTCTGTACTTCATCTAT 
GATGGCTTCCAGATGCCACGTCTGGTCAAGTGTGAGCAGTGGCCTTGCCCCAACAAGGTG 
GACTGCTTCATCTCCAGGCCGACGGAGAAAACGGTCTTCACCATCTTCATGGCGGCCTCG 
TCCGCCCTTTGTATGGTTCTTAATATTGCTGAACTCGTCTACCTGATTGTCAAGGCTCTC 
GTGCGGTTATCAGCCAGGTCCAAGCAGCGGAAACAGAGATACGCTCGGGAGAACTTCCAC 
CGGGATCACATGCTTCTGGAGAACAAGAAGAATGAGAACATGTTTTCCTCAGACCCAACA 
AGCAACAGAACCATGTGTTGA 
 
>Tn19592001 Ensembl prediction. No modification. 
ATGTCTTGGGCTGCTCTGTACAGCCAGCTGGCTGGAGTAAACCGCCACTCCACCAGTCTG 
GGGAAAGTCTGGCTCTCTGTGCTCTTTATTTTCCGAGTCATGGTTTTGGTTGTGGCTGCT 
GAGAGCGTTTGGGGGGATGAACAGTCGGACTTCACCTGTAACACCCTACAGCCTGGCTGT 
GAGAACGTCTGCTACGATCAGTTCTTCCCTGTCTCCCACATCCGGCTCTGGTGTCTTCAG 
CTTGTCTTTGTTTCCACCCCAGCGCTCCTGGTGGCGATGTACGTGGCCTACCGGAACCAC 
GGCGATAAGAAGAAGCTCCTACAGAATTCTGGAAGAGTTGGGATCTTGAGCACGGAAGGT 
CCAGAGGAGCAGCTGGAGAGCCTCAGGAGCAGGAGGCTGCCCATATCTGGCGCTCTCTGG 
TGGACGTACGCCTTCAGCCTTCTGTTCAGGCTCCTGTTTGAAGGAGGTTTCATGTACGCC 
CTCTACGTGATTTACGACGGTTTCCGGATGCCACGCTTGGTGCGGTGCGACCAGTGGCCG 
TGCCCCAACCTAGTGGACTGTTTCATCTCACGGCCGACAGAGAAAACAGTCTTCACCGTT 
TTCATGGCCACCTCATCATCCATCTGCATGCTCCTCAACGTGGCAGAGCTCGCATATCTT 
GTTGGCAAGGCTGTCACAAGCCCACCAGCAGGAGTAAAAGACGTGAAGAAGAGAAGTGAG 
AGAAGACTGGTGCTGTTTGACAGGAGAGCGGTAAGCAGGGTGGAGGCTGCCTGGACTAAT 
GCTGCTGCTGAGGTGGGAGGAGGAATTAGGAGGAGGGATTCTCATCCTTCCACCTGCTGG 
ATTATGAGCTTCTCTCATGGTGCGTTCACGTCCATGTGGGAAAGACTGCAAACAGGAAAA 
CTGGCATATTTCAGAATGATTATAGTCAGTATTGTTGTAAAATTGTTGTAA 
 
>Tn31361001 Ensembl prediction. No modification. 
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTC 
GGCCGAGTGTGGCTCTCCATCGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCG 
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTCAAATGCAACACGGCTCAGCCTGGTTGC 
CACAACGTCTGCTACGACTACTTCTTCCCCGTGTCCCACATCCGGCTGTGGGCCCTGCAG 
CTCATCTTCGTCACCTGCCCCTCTCTCCTGGTGGTGATGCACGTGGCGTACCGGGAGGAC 
AGGGAACGGAAACACAGGCTAAAATTCGGCGAAAACTGCCACCGTATTTACCAGAACACT 
GGGAAGAAGCGCGGAGGCCTGTGGTGGACCTACGTCCTCACTTTGGTCTTCAAAATCGCC 
GTAGACGCCGTCTTCGTCTACCTTCTCTACCACATCTATGAGGGCTACGACTTCCCCTTG 
CTCATCAAGTGCCAGCAGAAGCCCTGCCCCAACATAGTGGACTGCTTCATCGCTCGCCCC 
ACCGAGAAGCGCATCTTCACCATCTTCATGGTGGTCACCAGCCTGGTCTGCATCTTCCTC 
TCCCTCCTGGAGATCCTCTACCTGGTGGGCAAACGCTGCCACGAGTGTTTCAAGGCCGTT 
CACGACTCCCACCGCATCGTGACCGCCGCCATCTCCAGCGGAACCAACATGATGGAGTCC 
CGGGTCGCAAAAACCAGCCCCGAAAGTCTGGCGCCCTTGTACAACTCTGCCAAAGCGGAC 
AGCCGGACAGCCAGGGACTCTGCCCAGACTCTGAAGTTCACCTGA 
 
>Tn31360001 Ensembl prediction. Sequence extended 201 nt in 3'-direction to reach stop codon 
(blue). 
ATGGACTGGAAGACCTTCCAAGCCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCGTTT 
GGGAGGGTCTGGCTGTCGGTGGTGTTCGTGTTCAGGGTGATGGTGTACGTGGTGGCGGCG 
GAACGCGTGTGGGGCGATGAGCAGAAAGACTTCGATTGCAACACCAAGCAGCCGGGCTGC 
GCCAACGTCTGCTACGACTACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG 
CTCATCTTCGTCACCTGCCCGTCCTTCCTGGTGGTCATGCACGTGGCGTACCGGGATGAG 
CGCGAGCGCAAGTACAGGGCCAAGCACGGCGATGAAAGCAAGCTGTACAACAACACGGCC 
AAGAAACACGGCGGCCTGTGGTGGACCTATCTGCTGAGCCTGTTTGTGAAGACGGGCATC 
GAGGTGGCCTTCCTCTACATCCTCCACCTCGTCTACGACAGCTTCTACCTGCCGAGGCTG 
GTCAAGTGCGAGGTGGCGCCCTGCCCCAACCAGGTGGACTGCTACATCGGACACCCCACT 
GAGAAGAAGGTCTTCACATACTTCATGGTTGGCGCCTCGGCCCTCTGCATCGTCCTCAAC 
ATTTGCGAGATCATTTATCTCATCTCCAAGCGCATTGCGCGGTGCGCCAACAAGCACAGG 
AGGCAC 
>Tn31360001 Our suggested modification. 
ATGGACTGGAAGACCTTCCAAGCCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCGTTT 
GGGAGGGTCTGGCTGTCGGTGGTGTTCGTGTTCAGGGTGATGGTGTACGTGGTGGCGGCG 
GAACGCGTGTGGGGCGATGAGCAGAAAGACTTCGATTGCAACACCAAGCAGCCGGGCTGC 
GCCAACGTCTGCTACGACTACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG 
CTCATCTTCGTCACCTGCCCGTCCTTCCTGGTGGTCATGCACGTGGCGTACCGGGATGAG 
CGCGAGCGCAAGTACAGGGCCAAGCACGGCGATGAAAGCAAGCTGTACAACAACACGGCC 
AAGAAACACGGCGGCCTGTGGTGGACCTATCTGCTGAGCCTGTTTGTGAAGACGGGCATC 
GAGGTGGCCTTCCTCTACATCCTCCACCTCGTCTACGACAGCTTCTACCTGCCGAGGCTG 
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GTCAAGTGCGAGGTGGCGCCCTGCCCCAACCAGGTGGACTGCTACATCGGACACCCCACT 
GAGAAGAAGGTCTTCACATACTTCATGGTTGGCGCCTCGGCCCTCTGCATCGTCCTCAAC 
ATTTGCGAGATCATTTATCTCATCTCCAAGCGCATTGCGCGGTGCGCCAACAAGCACAGG 
AGGCACCATCGCAATCCGGCCGTACACCCTCCAGACGAAGAACACAACATGGACGACCCC 
TTCAGCAACCACAAAGCCATGGAGCCCAAGCCAGGGCTGAAGGAAAGGCCCCCGTCCTTT 
AACACCGCCTCCAAGTTCCCATATAACATGGACAGCTTCCGGATGGCCGACAAGATCCGA 
GCCTCCGCCCCCAATCTGTCTTCATGA 
 
>Tn16997001 Ensembl prediction. Sequence extended 177 nt in 3'-direction to reach stop codon 
(blue). 
ACTTTCCAGCCGGGCTGCACCAACATATGCTACGACCACATCTTCCCCATCTCCCACATC 
CGCCTGTGGGCGCTGCAGCTGATTTTCGTCACCTGCCCGTCGCTGATCGTGATGGCTCAC 
GTCAAATTCCGCGAAGGGAAAGACGCCAAGTACGTGGAGCAGCACCACGGCTCCCACCTC 
TACAGCAACCCTGGCAAGAAGAGAGGCGGGCTGTGGTGGACCTATCTCCTCAGTCTGATC 
CTCAAAGCCGGATTTGATGCTTCCTTTCTTTACCTCCTGTACAGAATCTATCACGGTTAT 
GATCTGCCCAGATTATCGAAATGTTCGCTGGAACCGTGTCCCAACACGGTGGACTGCTTC 
ATCAGCCGTCCCACGGAGAAAAAGATCTTCATGCTCTTCATGGTCGTCTCCAGCGCTCTT 
TGCATTTTCATGTGCATCTGCGAAATGTTCTATCTCGTCGGAAAACGCATCGCCAAA 
>Tn16997001ic Our suggested modification. 
ACTTTCCAGCCGGGCTGCACCAACATATGCTACGACCACATCTTCCCCATCTCCCACATC 
CGCCTGTGGGCGCTGCAGCTGATTTTCGTCACCTGCCCGTCGCTGATCGTGATGGCTCAC 
GTCAAATTCCGCGAAGGGAAAGACGCCAAGTACGTGGAGCAGCACCACGGCTCCCACCTC 
TACAGCAACCCTGGCAAGAAGAGAGGCGGGCTGTGGTGGACCTATCTCCTCAGTCTGATC 
CTCAAAGCCGGATTTGATGCTTCCTTTCTTTACCTCCTGTACAGAATCTATCACGGTTAT 
GATCTGCCCAGATTATCGAAATGTTCGCTGGAACCGTGTCCCAACACGGTGGACTGCTTC 
ATCAGCCGTCCCACGGAGAAAAAGATCTTCATGCTCTTCATGGTCGTCTCCAGCGCTCTT 
TGCATTTTCATGTGCATCTGCGAAATGTTCTATCTCGTCGGAAAACGCATCGCCAAACGG 
GTGCAGAGCCACCGCGAGAACAAGCAGATTCTGTTTGCTGACCAGCACGAACTGACCAAC 
ATGGTTCCACCCAGATCCCAGTATCGGGAGACTGACCCCACCCTGACGGGCAGTCAGCTG 
AGCCTGGGCAGAAGGGACAAGGTCAGGGAGGAGGCCGTGACAACGACCCTGTAA 
 
>Tn17530001 Ensembl prediction in 2 exons (black/blue letters). The first 51 5' nt of the 
second exon (blue letters) is removed (marked gray). Sequence extended by 195 nt in 3'-
direction to reach stop codon (marked blue). 
ATGAACTGGTCTGCCCTGGAGGCCCTGCTCAGTGGGGTCAACAAGTATTCCACTGTGTTC 
GGACGCGTCTGGCTGTCCATGGTCTTCGTCTTCCGCGTGATGGTGTTTGTGGTGGCGGCT 
CAGAGGGTGTGGGGTGACGAGAGCAAGGACTTTGTCTGCAACACAGCGCAGCCGGGCTGC 
AACAACGTCTGCTACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG 
CTCATTTTCGTCACGTGCCCGTCGCTGATGGTGGTGGGGCACGTCAAGTATCGGGAGAAG 
AAAGATTCCCAGTACAGCACCTCACACCACGGGAAGCATCTGTACGCCAATCCTGGAAAG 
AAGCGCGGAGGGCTGTGGTGGACCTACCTGATTCCAGTTTTACCCCCATATTTAATGAAA 
ATATCACTAATTTTCTTCCCGGTGAGTCTGATTTTCAAGGCCAGCTTTGACGCTGGTTTC 
CTGTACATCCTCTACCACATCTACGATGGTTACGACATGCCCCGCCTGTCCAAGTGTTCC 
CTGGAGCCGTGCCCCAACACGGTGGACTGCTTCATATCCCGGCCCACCGAGAAGAAGATC 
TTCACCCTCTTCATGGTGGTCTCCTCTGCCATCTGCATCCTGATGTGCATCTGTGAGATG 
ATCTACCTCATCTGCAAGCGCATCAGT 
>Tn17530001 Our suggested modification (This suggestion gives an unorthodox splice-acceptor 
sequence (end of intron), but gives a high identity to the other fish orthologs) 
ATGAACTGGTCTGCCCTGGAGGCCCTGCTCAGTGGGGTCAACAAGTATTCCACTGTGTTC 
GGACGCGTCTGGCTGTCCATGGTCTTCGTCTTCCGCGTGATGGTGTTTGTGGTGGCGGCT 
CAGAGGGTGTGGGGTGACGAGAGCAAGGACTTTGTCTGCAACACAGCGCAGCCGGGCTGC 
AACAACGTCTGCTACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG 
CTCATTTTCGTCACGTGCCCGTCGCTGATGGTGGTGGGGCACGTCAAGTATCGGGAGAAG 
AAAGATTCCCAGTACAGCACCTCACACCACGGGAAGCATCTGTACGCCAATCCTGGAAAG 
AAGCGCGGAGGGCTGTGGTGGACCTACCTGGTGAGTCTGATTTTCAAGGCCAGCTTTGAC 
GCTGGTTTCCTGTACATCCTCTACCACATCTACGATGGTTACGACATGCCCCGCCTGTCC 
AAGTGTTCCCTGGAGCCGTGCCCCAACACGGTGGACTGCTTCATATCCCGGCCCACCGAG 
AAGAAGATCTTCACCCTCTTCATGGTGGTCTCCTCTGCCATCTGCATCCTGATGTGCATC 
TGTGAGATGATCTACCTCATCTGCAAGCGCATCAGTAAACTCATTAAGAGAAGGAACGAG 
GCAGAGAGGAGGCTGTTTGCTCAGCAGCACGAGATGACGCCGCTGGCACCACCGAGGTCA 
GAGCTGAGGTCCAAATCGCCGATCAGGGTGGATCCAACAGCCTCAATCCAAGATCTTGGC 
GCCATCGCTGAGGACAAGCAACCGCCTGAGAAACAACAGGTCACAGCGTAG 
 
>Tn24102001 Ensembl prediction. Sequence extended by 249 nt in 3'-direction to reach stop 
codon; the 3 first nt considered as a part of second conserved domain (marked green), 
remaining corresponding to cytoplasmic C-terminal tail (marked blue).  
ATGGGGGAGTGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG 
CTGGGTCGGTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG 
GCCAGCGACCTGTTTGAGGACGAGCAGGAGGAGTTTGCCTGCAACACTCTCCAGCCGGGC 
TGCAAGCAGGTGTGTTACGACATGGCCTTCCCCATCTCGCAGTACAGATTCTGGGTCTTT 
CACATCGTGCTCATCGCCACGCCTTCGCTACTCTTCCTCGTTTACACCATGCATCATCAC 
AACAAGAGCAACTGCAAATTCAATCCCAGGTACAGGGAAGACGTGCGTTTGAGGAGGCTC 
TATATTCTCAACGTGGTGTTTCGGATTCTGGCCGAGGCCGCCTTCCTGGTGGGCCAGTGG 
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCTGCAGCCGCTTCCCCTGCCCCTAC 
ACCGTGGACTGCTTCACCTCGCGTCCTGCAGAGAAGACCATCTTCCTCTGCTTCTACTTC 
GTCATCGGGGCCATAGCCGCCCTCTTCAGCTGTGCGGAGCTCTTCCACATCTCT 
>Tn24102001 Our suggested modification. 
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ATGGGGGAGTGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG 
CTGGGTCGGTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG 
GCCAGCGACCTGTTTGAGGACGAGCAGGAGGAGTTTGCCTGCAACACTCTCCAGCCGGGC 
TGCAAGCAGGTGTGTTACGACATGGCCTTCCCCATCTCGCAGTACAGATTCTGGGTCTTT 
CACATCGTGCTCATCGCCACGCCTTCGCTACTCTTCCTCGTTTACACCATGCATCATCAC 
AACAAGAGCAACTGCAAATTCAATCCCAGGTACAGGGAAGACGTGCGTTTGAGGAGGCTC 
TATATTCTCAACGTGGTGTTTCGGATTCTGGCCGAGGCCGCCTTCCTGGTGGGCCAGTGG 
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCTGCAGCCGCTTCCCCTGCCCCTAC 
ACCGTGGACTGCTTCACCTCGCGTCCTGCAGAGAAGACCATCTTCCTCTGCTTCTACTTC 
GTCATCGGGGCCATAGCCGCCCTCTTCAGCTGTGCGGAGCTCTTCCACATCTCTGTGAAG 
TGGTTCTGCGCCGGCCCGGAGCCCTCGAAGACAGAGGACTCGGGCATCAGCGATAACCTT 
CTCAACGTGAAGCAGGAGGAAGGGATCAAAAAGGAGAAGCAGCAGGAGAAGAAGCAGCAA 
GCTCCCGACAGCAGAAGGCTGAAGAGAGGATCGGTGAGGAGCAGCTCCAGCAGGAAGAGC 
TCCGGCGGCCTCCACAGGCACATCAGTGGCAAATACGTGAGCAGCAGGACTTTGATGGTG 
TGA 
 
>Tn17091001 Ensembl prediction in 6 exons (alternating black/blue letters). The 2046 5' nt 
removed (5 first exons) to reach an initiation codon corresponding to other connexins (marked 
gray). 
ATGGCCGAGATGACTGAAAAAAGGAAGGAGCTGTCCTGGAACAACTACAGCCTCCATTCT 
CTCCCTCTGGATCTGGACGTAAGGCTGCGAAGGCTGGACCTGTCCAATAACCTCATCAGA 
CAGCTGCACACACTTGCTTTGCCGCACTTGAAGCAGCTCAACCTGAGCTTCAACCAGCTG 
CATCTCATTTCTGAGAGCGCTTTTGAAAACCTGACGCAACTTGAGGAGTTGAATTTGTCC 
AGAAATGCGCTCAGCAACAACCTTGGCAACAACACAAGAGCCCTCCGATCCCTGGGCAGA 
CTGAAGACTTTGGACTTATCAGTGAACAGTCTGAACGACAAAGCAGCAGAGCTGTACCTT 
CAGAACAAATCTGTTCTTGATCATCTCAAGATGACCGGTAATCTTTTAACAAGACTTTCA 
AACAAGATGTTTCAGCAGAGTAAAAACCTGAGGTCCATTAGTATCGATAACAACCTAATA 
TCAGTGATCCAAAAGGGGACATTTGAACCGCTGAGGCACCTGGAGAGTCTAAACTTAGCT 
CAAAATAACCTGGTATACATCTGCGATTTTAACCTCCAACAGGTTAAATATCTAAATCTC 
AGTAGAAATTCTGTTGAGTTCTTTGTTACACATGAAAACAACCAGTTATACATGCTGGAA 
ATTCTTGATCTGAGTCACAATAAGCTCTTGTACTTTCCAATTATTCCAAGACAGAACCAT 
TTGAGGTATCTTTATTTGCAGAATAACATGATTGGCACCTTTGAAACGGAGGCAGCGATG 
GTATCGGAGGTCAACGCCCTTTATCGTGACATCACGGGGGATAGAGCAGTGTCAAAGAAT 
AACTTCCATTCCAGCTGGAGACAGATGCCAGTGGTTTTTCTAGACCTGAGCTATAACCAC 
TTCATCTCTTTCCCCGTAGAGACTTTAAGCTTTCTCTCATCCTTAGAGATGCTAAATTTC 
AGCCACAACTGTCTACGTAAGCTCTCGTGGAATGTCAGACAAGATAACCGAGGCCGTCGT 
CGGCAGCTTTTCTTCAATGCCTTGAAAACCCTTGATATGCAGAGCAATGGGCTGGTGCGC 
ATTTCACCCCTCTTCCTCAACGCGCTCAAGCAGATAGAAAGCTTAAATCTGCAGGACAAC 
GCAGTGCAGCCATGTGCCCCTGGTAGTCGTTTGCAAAACTCTTCGTCTCGCCTGCAGCCT 
CTCAACACTTCCTGCGTGGTGTTTGCAAAATTAAAGACCCTTAAAGACCTGAATCTAAGA 
GAAAACCACATACAAATTCTCTATCCAAACATATTTAAAGAAACCTCTTTGCTCGCTTTA 
AACCTTGCAGGAAATTCGCATTTGACCATACAGGAAGGTGCTCTGGAGGGAGTGCAGAAC 
ACCCTCCAGTCACTGGTTATCAGCGAGCTAAACCTGAGCAGCAACATCTCCTTACCCTGC 
CTGCCAGCGCTAACTCATCTGAACATATCTCACAACGGCTTGGACTCCATACCCAGCTCC 
TTCAGCTGCTCCCCTCTGAGAGAACTCGACATCAGGAACAACCACTTAGTGGCTCTGGAC 
CGTTCCCTGACCCGCGTTTGGGCCTCGCATCTCCGCATCATGCACATCAGCGGAAACTAC 
TTCAACTGCTGCGACAGTCAGTGGCTGACCGTCCTCCACGAGGGGAAGCCAAAGCTAATG 
ACTGGGGTGCAGCGCAGGTCAGGGCGTGGTCCGAAGGGGGCGCAGACGTGTCGGCTTCAC 
CAGAGCCGGTGTCCGCCTACGTTGGGGAACTGGACCGCCAACCTAAACCTGTGCCAGATG 
GTGATGCCTGTGAATGGGATCAGTTGGTCCGAGGAGGCGGTTGAGTGGTTCCACACGATG 
GTGCGCAACAGGACTCTCTATGCTAGACTGCATCCACGGGGACGTGAGGTTACTGTGGAG 
CTGTTCTTGGAAAAGGGAAAAATTGGATCTATGAGGAGGGGTGCATCGCTGTCTCTGAGA 
CTCTCCCAGAATGGACATGCAAAGTGTACGAATGGTAGCCTCGCACGAAGAGACCTGGAG 
TCTAAAATGAACTGGGGAACCTTTTACGCCCTCATCAGCGGCGTGAACAGGCACTCAACG 
GGCATCGGAAGGGTTTGGCTCTCCGTCATCTTCGTCTTCCGAATCCTGGTGTTGGTGGTG 
GCTGCCGAGAGCGTCTGGGGCGATGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCC 
GGCTGCAACAGTGTCTGCTACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCT 
CTGCAGCTGATCTTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTAGCCCACAGA 
CGCCACATCGACAAGAAGATCCTGAAGAGGGCCGGCCGTGGCACACCCAAAGACCTGGAG 
CAGATAAAGAACCAGAGGTTCCAGATCACTGGAGCTCTGTGGTGGACGTACATGATCAGC 
ATCATCTTCAGGATCGTCTTTGAGGTGGCTTTCCTCTACATCTTCTACCTGATTTATCCA 
GGTTTCAAAATGGTGCGTCTGGTCAAGTGTGACTCTTACCCTTGCCCCAACACCGTGGAT 
TGTTTTGTGTCCAGACCCACTGAGAAAACCATATTTACAGTGTTCATGCTGGGGGTCTCG 
GGGGTGTGCGTGCTTCTGAACCTGGCGGAGGTGGTCTACCTCATCGGCCAGGCCTGCAGA 
CAGTGCATCCGAGGCTCTGAAGAAACCTCCAAAGTCCCCTGGATCAGTCAAAAATTGTCC 
TCTTACAGGCAAAATGAGATCAACGAACTGATACTGGACCATCCCCTCAGGTCAAAGTTC 
AGTGTGACCAAAAAGAAGCCCAGCTGA 
>Tn17091001 Our suggested modification. 
ATGAACTGGGGAACCTTTTACGCCCTCATCAGCGGCGTGAACAGGCACTCAACGGGCATC 
GGAAGGGTTTGGCTCTCCGTCATCTTCGTCTTCCGAATCCTGGTGTTGGTGGTGGCTGCC 
GAGAGCGTCTGGGGCGATGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCCGGCTGC 
AACAGTGTCTGCTACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCTCTGCAG 
CTGATCTTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTAGCCCACAGACGCCAC 
ATCGACAAGAAGATCCTGAAGAGGGCCGGCCGTGGCACACCCAAAGACCTGGAGCAGATA 
AAGAACCAGAGGTTCCAGATCACTGGAGCTCTGTGGTGGACGTACATGATCAGCATCATC 
TTCAGGATCGTCTTTGAGGTGGCTTTCCTCTACATCTTCTACCTGATTTATCCAGGTTTC 
AAAATGGTGCGTCTGGTCAAGTGTGACTCTTACCCTTGCCCCAACACCGTGGATTGTTTT 
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GTGTCCAGACCCACTGAGAAAACCATATTTACAGTGTTCATGCTGGGGGTCTCGGGGGTG 
TGCGTGCTTCTGAACCTGGCGGAGGTGGTCTACCTCATCGGCCAGGCCTGCAGACAGTGC 
ATCCGAGGCTCTGAAGAAACCTCCAAAGTCCCCTGGATCAGTCAAAAATTGTCCTCTTAC 
AGGCAAAATGAGATCAACGAACTGATACTGGACCATCCCCTCAGGTCAAAGTTCAGTGTG 
ACCAAAAAGAAGCCCAGCTGA 
 
>Tn22232001 Ensembl prediction. Sequence extended by 72 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGAACTGGGCATCGTTCTACGCCGTCGTCAGCGGCGTGAACAGACACTCCACGGGCATC 
GGCCGCATCTGGCTCTCCGTGCTGTTCATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCA 
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCGGGCTGC 
AACAGCGTCTGCTACGATCACTTCTTCCCCATCTCCCACATCCGCCTCTGGGCTCTCCAG 
CTCATCCTGGTCTCCACTCCGGCCCTGCTGGTGGCCATGCACGTGGCTCACCGCCGCCAC 
ATCGACAAGAGGCTCTACAAGCTGTCAGGGCGCACCAATCCCAAAGACCTGGAGCAGATT 
AAGACCCAGAAAATGAAAATCACAGGCGCACTCTGGTGGACATACGTCATCAGCCTGCTT 
TTCCGCGTTATCTTTGAGGTGACCTTTATGTACCTGTTCTACATGATCTATCCTGGTTAC 
AAGATGATCCGGCTGGTGAAGTGTGACTCGTACCCCTGTCCCAACACGGTGGACTGCTTT 
GTCTCCAGGCCCACAGAGAAGACTGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTT 
TGTATTTTGCTCAACATTGCGGAGGTGGTCTTCTTGGTGGGGAAGGCCTGC 
>Tn22232001 Our suggested modification. 
ATGAACTGGGCATCGTTCTACGCCGTCGTCAGCGGCGTGAACAGACACTCCACGGGCATC 
GGCCGCATCTGGCTCTCCGTGCTGTTCATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCA 
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCTGCAACACCCAGCAGCCGGGCTGC 
AACAGCGTCTGCTACGATCACTTCTTCCCCATCTCCCACATCCGCCTCTGGGCTCTCCAG 
CTCATCCTGGTCTCCACTCCGGCCCTGCTGGTGGCCATGCACGTGGCTCACCGCCGCCAC 
ATCGACAAGAGGCTCTACAAGCTGTCAGGGCGCACCAATCCCAAAGACCTGGAGCAGATT 
AAGACCCAGAAAATGAAAATCACAGGCGCACTCTGGTGGACATACGTCATCAGCCTGCTT 
TTCCGCGTTATCTTTGAGGTGACCTTTATGTACCTGTTCTACATGATCTATCCTGGTTAC 
AAGATGATCCGGCTGGTGAAGTGTGACTCGTACCCCTGTCCCAACACGGTGGACTGCTTT 
GTCTCCAGGCCCACAGAGAAGACTGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTT 
TGTATTTTGCTCAACATTGCGGAGGTGGTCTTCTTGGTGGGGAAGGCCTGCGGTAGGCAT 
TTACAGCACGCTGGAGACTCCGCTGTGGGAACCTGGATCCAGCAAAAACTCTGCTTCCTT 
TAG 
 
>Tn32001001 Ensembl prediction. Sequence extended by 3 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT 
ATGATAGGAAGGATCCTACTAACCGTGGTGGTCATCTTCCGGATTCTAATCGTGGCGATA 
GTTGGAGAGACTGTCTATGATGATGAGCAGACCATGTTTGTTTGTAACACCTTACAGCCG 
GGCTGCAACCAGGCGTGCTACGACAAGGCGTTCCCCATCTCGCACATTAGATACTGGGTG 
TTTCAGATCATCATGGTGTGCACGCCGAGCCTGTGCTTCATCACCTACTCGGTGCACCAG 
TCGGCCAAGCAGAAGGAGCGGCGCTACTCCACCGTCTATCTGACCCTCGATAAGGATCAA 
GATTCACTGAAACGCGACGAGAGCAAAAAGATAAAGAACACCATTGTGAACGGAGTACTT 
CAGAACACGGAGAACTCCACCAAAGAAGCCGAACCGGACTGTTTGGAGGTGAAAGAGATC 
CCCAATTCGGCCATGAGAACTGCAAAGTCCAAAATGAGGCGCCAGGAAGGCATCTCCAGG 
TTCTACATCATCCAGGTGGTCTTCAGAAACGCGCTGGAGATCGGCTTCCTGGTGGGCCAG 
TACTTTCTGTACGGATTCAACGTGCCGTCGGTGTACGAGTGCGACCGCTACCCCTGCATC 
AAAGACGTCGAGTGCTACGTCTCCAGACCCACGGAGAAGACGGTGTTCCTGGTGTTCATG 
TTCGCCGTCAGCGGCTTCTGCGTGGTGCTGAACCTGGCCGAGCTCAATCACCTGGGCTGG 
AGGAAAATCAAGACGGCCGTGCGGGGCGTGCAGGCCCGGCGGAAGTCCATTTACGAGATC 
CGAAACAAGGACCTGCCGAGGATGAGCGTGCCCAACTTCGGACGCACTCAGTCCAGTGAC 
TCCGCGTACGTG 
>Tn32001001 Our suggested modification.  
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT 
ATGATAGGAAGGATCCTACTAACCGTGGTGGTCATCTTCCGGATTCTAATCGTGGCGATA 
GTTGGAGAGACTGTCTATGATGATGAGCAGACCATGTTTGTTTGTAACACCTTACAGCCG 
GGCTGCAACCAGGCGTGCTACGACAAGGCGTTCCCCATCTCGCACATTAGATACTGGGTG 
TTTCAGATCATCATGGTGTGCACGCCGAGCCTGTGCTTCATCACCTACTCGGTGCACCAG 
TCGGCCAAGCAGAAGGAGCGGCGCTACTCCACCGTCTATCTGACCCTCGATAAGGATCAA 
GATTCACTGAAACGCGACGAGAGCAAAAAGATAAAGAACACCATTGTGAACGGAGTACTT 
CAGAACACGGAGAACTCCACCAAAGAAGCCGAACCGGACTGTTTGGAGGTGAAAGAGATC 
CCCAATTCGGCCATGAGAACTGCAAAGTCCAAAATGAGGCGCCAGGAAGGCATCTCCAGG 
TTCTACATCATCCAGGTGGTCTTCAGAAACGCGCTGGAGATCGGCTTCCTGGTGGGCCAG 
TACTTTCTGTACGGATTCAACGTGCCGTCGGTGTACGAGTGCGACCGCTACCCCTGCATC 
AAAGACGTCGAGTGCTACGTCTCCAGACCCACGGAGAAGACGGTGTTCCTGGTGTTCATG 
TTCGCCGTCAGCGGCTTCTGCGTGGTGCTGAACCTGGCCGAGCTCAATCACCTGGGCTGG 
AGGAAAATCAAGACGGCCGTGCGGGGCGTGCAGGCCCGGCGGAAGTCCATTTACGAGATC 
CGAAACAAGGACCTGCCGAGGATGAGCGTGCCCAACTTCGGACGCACTCAGTCCAGTGAC 
TCCGCGTACGTGTAG 
 
>Tn26779001 Ensembl prediction in 2 exons (black/blue letters). Exon 1 of Ensembl prediction 
does not fit with the strong degree of conservation in the other Cx36 orthologs, and is 
therefore removed (marked gray). Our suggested exon 1 is an upstream sequence more similar to 
the expected exon 1 (marked green). Sequence extended by 3 nt in 3'-direction to reach stop 
codon (blue). 
ATGATGAACGGCGTTTGTGGGGACAGTGAAGCAGACAGGCTAGTTTGGATCCTGCTGACA 
GTGGTGGTGATCTTCCGTATCCTGATCGTGGCGATCGTTGGGGAGACGGTGTACGAGGAT 
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GAGCAGACCATGTTCATCTGCAACACTCTGCAACCAGGCTGCAACCAGGCCTGCTACGAC 
AAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTCTTCCAGATCATCCTGGTGTGCACT 
CCCAGTCTCTGCTTTATCACTTACTCCGTCCACCAGTCAGCTAAGCAAAAGGACCGTCGC 
TACTCCTTCCTCTATCCCATTATGGAAAGGGACTACGGGGGAAGGGACGGGACACGAAAG 
CTCCGCAACATCAATGGAATTCTAGTCCAACATGGCGGCGATGGCGGAGGAGGAAAGGAA 
GAACCAGACTGCCTGGAGGTGAAGGAGATCCCCAACGCCCCGCGGGGCCTCACTCATGGC 
AAGAGCTCCAAGGTTCGCCGCCAGGAAGGCATCTCCCGCTTCTACGTCATTCAAGTGGTC 
TTCCGAAACGCCCTGGAGATCGGATTCTTGGCAGGCCAGTACTTCCTCTACGGCTTCAGC 
GTGCCTGGGATTTTCGAGTGCGACCGCTACCCGTGTCTGAAGGAGGTGGAGTGCTACGTG 
TCCCGGCCCACCGAGAAGACGGTGTTCCTGGTGTTCATGTTTGCGGTGAGCGGCATCTGC 
GTGGTGCTAAACCTGGCTGAGCTCAACCATCTGGGGTGGCGCAAGATCAAGGCGGCCATC 
AGGGGTGTCCAGGCCCGCAGGAAGTCCATCTGCGAGATCCGGAAGAAGGACATGGCGCAC 
CTCTCCCAGCCGCCCAACCTGGGCCGTACGCAGTCCAGCGAGTCGGCCTACGTG 
>Tn26779001 Our suggested modification.  
ATGGGAGAATGGACCATCCTAGAGCGCCTCCTGGAGGCTGCGGTGCAGCAGCATTCTACT 
ATGATTGGGAGGATCCTGCTGACAGTGGTGGTGATCTTCCGTATCCTGATCGTGGCGATC 
GTTGGGGAGACGGTGTACGAGGATGAGCAGACCATGTTCATCTGCAACACTCTGCAACCA 
GGCTGCAACCAGGCCTGCTACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTC 
TTCCAGATCATCCTGGTGTGCACTCCCAGTCTCTGCTTTATCACTTACTCCGTCCACCAG 
TCAGCTAAGCAAAAGGACCGTCGCTACTCCTTCCTCTATCCCATTATGGAAAGGGACTAC 
GGGGGAAGGGACGGGACACGAAAGCTCCGCAACATCAATGGAATTCTAGTCCAACATGGC 
GGCGATGGCGGAGGAGGAAAGGAAGAACCAGACTGCCTGGAGGTGAAGGAGATCCCCAAC 
GCCCCGCGGGGCCTCACTCATGGCAAGAGCTCCAAGGTTCGCCGCCAGGAAGGCATCTCC 
CGCTTCTACGTCATTCAAGTGGTCTTCCGAAACGCCCTGGAGATCGGATTCTTGGCAGGC 
CAGTACTTCCTCTACGGCTTCAGCGTGCCTGGGATTTTCGAGTGCGACCGCTACCCGTGT 
CTGAAGGAGGTGGAGTGCTACGTGTCCCGGCCCACCGAGAAGACGGTGTTCCTGGTGTTC 
ATGTTTGCGGTGAGCGGCATCTGCGTGGTGCTAAACCTGGCTGAGCTCAACCATCTGGGG 
TGGCGCAAGATCAAGGCGGCCATCAGGGGTGTCCAGGCCCGCAGGAAGTCCATCTGCGAG 
ATCCGGAAGAAGGACATGGCGCACCTCTCCCAGCCGCCCAACCTGGGCCGTACGCAGTCC 
AGCGAGTCGGCCTACGTGTGA 
 
>Tn05142001 Ensembl prediction. Sequence extended by 264 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGACGGAATGGACCCTGCTGAAACGCCTCCTGGATGCCGTCCATCAGCACTCCACCATG 
ATTGGCCGCCTGTGGCTGACTGTGATGGTCATCTTTAGGCTGCTGGTAGTTGCTGTGGCA 
ACGGAGGACGTGTACACGGACGAACAGGAGATGTTTGTGTGCAACACGCTGCAGCCGGGG 
TGCTCGACCGTCTGCTACGACGCCTTTGCGCCCATCTCGCAGCCGCGCTTCTGGGTGTTC 
CACATCATCAGCGTGTCCACGCCGTCGCTCTGCTTCATCATCTACACGTGGCACAACCTG 
TCCAAGGTCCACAGCGCTGCTCAAAGGCACCCACGCGGCGCTGGCCAGCCGCTCGGCCAA 
GACGTCGGCCAAGCGGCAAAGGAGGTCCTGGGAAAGGAGGCGGGGAAGGCAGGTGGCGAC 
CGGGAGGTGTACCCTCCAAGCTGCAGCTCGGACAGCTGCTCCGTCCTCTCCCACAAGCAC 
CTCGGCCACAGCCTGGTGGACATTTTAGACGGCGTCGCCGCCCGTAGTTTGCGAAACGGA 
GACCCGGCGACCTCCAGGCCCATCCAAGCTTACACCTTTAAAGACGGAAGCTCGGAGGGT 
CTGGCGGTCTCTGGAGGAGTTCTGTCCAAATGCTACATCTTCCACGTGTGTCTACGCGCA 
GCTCTGGAGGTGGGATTTGTCGCCGCCCAGTGGAAACTGTTCGGATTGCAGGTGCCTGTC 
CGCTTTTTGTGTACCTCCTCGCCCTGCAACCAGCCCGTGGACTGCTACGTCTCCAGGCCC 
ACGGAGAAGACCATATTCCTGATCTTCATGTTTTGTGTTGGCGTCTTCTGTATCTTCCTC 
AACCTGCTGGAACTCAATCACCTGGGCTGGAAGAAGATCAGGCAGGCGGTGCGGCTG 
>Tn05142001 Our suggested modification. 
ATGACGGAATGGACCCTGCTGAAACGCCTCCTGGATGCCGTCCATCAGCACTCCACCATG 
ATTGGCCGCCTGTGGCTGACTGTGATGGTCATCTTTAGGCTGCTGGTAGTTGCTGTGGCA 
ACGGAGGACGTGTACACGGACGAACAGGAGATGTTTGTGTGCAACACGCTGCAGCCGGGG 
TGCTCGACCGTCTGCTACGACGCCTTTGCGCCCATCTCGCAGCCGCGCTTCTGGGTGTTC 
CACATCATCAGCGTGTCCACGCCGTCGCTCTGCTTCATCATCTACACGTGGCACAACCTG 
TCCAAGGTCCACAGCGCTGCTCAAAGGCACCCACGCGGCGCTGGCCAGCCGCTCGGCCAA 
GACGTCGGCCAAGCGGCAAAGGAGGTCCTGGGAAAGGAGGCGGGGAAGGCAGGTGGCGAC 
CGGGAGGTGTACCCTCCAAGCTGCAGCTCGGACAGCTGCTCCGTCCTCTCCCACAAGCAC 
CTCGGCCACAGCCTGGTGGACATTTTAGACGGCGTCGCCGCCCGTAGTTTGCGAAACGGA 
GACCCGGCGACCTCCAGGCCCATCCAAGCTTACACCTTTAAAGACGGAAGCTCGGAGGGT 
CTGGCGGTCTCTGGAGGAGTTCTGTCCAAATGCTACATCTTCCACGTGTGTCTACGCGCA 
GCTCTGGAGGTGGGATTTGTCGCCGCCCAGTGGAAACTGTTCGGATTGCAGGTGCCTGTC 
CGCTTTTTGTGTACCTCCTCGCCCTGCAACCAGCCCGTGGACTGCTACGTCTCCAGGCCC 
ACGGAGAAGACCATATTCCTGATCTTCATGTTTTGTGTTGGCGTCTTCTGTATCTTCCTC 
AACCTGCTGGAACTCAATCACCTGGGCTGGAAGAAGATCAGGCAGGCGGTGCGGCTGAAG 
GAGGACGAGGCGCCCTGGCAGGCCTGCGCGGGGATAGGACGCGGATACCAGACCATCCCT 
CCGGTCAGCCCTTCGCCCAAGTCTTCGGGTATGAACGGCACCGCCCCTCCGCCCACTTTG 
GACGTGGCGATGGGCCACAAACCGGAGTGGGGCTGCGTGGTCAACTGTGGCGGCACCCGA 
GGGTGCGGAAAGGTCAAAGGAGAGAGGAAACACAAGGAGCTGAGAGGGTTCAAGCAGAGC 
AGCGCAGAAGTCTGGATCTGA 
 
>Tn35459001 Ensembl prediction in 3 exons (blue/black/blue letters). Predicted intron (between 
exon 1 and exon 2) of 29 nt included as a part of the reading frame (marked blue). Predicted 
intron (between exon 2 and exon 3) of 121 nt included as a part of the reading frame (marked 
blue).  
ATGGGAGACTGGGGATTCTTGTCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACCATC 
ATCGGGAAGATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTCCTGGGCGCCGGC 
GCCGAGAGCGTCTGGGGCGACGAGCAGTCCGGGTTCATCTGCAACACTCAGCAGCCCGGT 
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TGCGAGAACGTCTGCTACGACTGGACCTTCCCCATTTCCCACATCCGCTTCTGGGTCCTC 
CAGATCATCTTCGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCATGTCATC 
CACCAGGAGAATAAGCTGAGGGAGAAGCTGCAGAGCCCCGGCGGGAGCCGCTTGCTCAAG 
GTGCCCAAGTACACCGACGAGAAGGGGAAGCTACCTGACCCAGCTGGTCTTCAAGATCCT 
CATCGAGGCGGCCTTCATCGTGGGCCAGTACTACCTGTATGGCTTCATCATGGTGCCGAT 
GTTCCCTTGCTCCAAGAAGCCCTGTCCCTTCACCGTGGAGTGCTACATGTCCCGCCCCAC 
CGAGAAGACCATCTTCATCATCTTCATGCTGGTGGTGGCCTGCGTCTCGCTGCTCCTCAA 
CGTCATCGAGATGCTCTACCTCCTGTGCACCAGGCTCAAATGCGCCTCCAGATCGCGGAC 
GCAGAAGCTGACGGCGCCAAGGAGGAGATGAAGCTTCTGCATCACAACTGA 
>Tn35459001 Our suggested modification. 
ATGGGAGACTGGGGATTCTTGTCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACCATC 
ATCGGGAAGATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTCCTGGGCGCCGGC 
GCCGAGAGCGTCTGGGGCGACGAGCAGTCCGGGTTCATCTGCAACACTCAGCAGCCCGGT 
TGCGAGAACGTCTGCTACGACTGGACCTTCCCCATTTCCCACATCCGCTTCTGGGTCCTC 
CAGATCATCTTCGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCATGTCATC 
CACCAGGAGAATAAGCTGAGGGAGAAGCTGCAGAGCCCCGGCGGGAGCCGCTTGCTCAAG 
GTGCCCAAGTACACCGACGAGAAGGGGAAGGTGAAGATCAAGGGGAACCTGCTGGGGAGC 
TACCTGACCCAGCTGGTCTTCAAGATCCTCATCGAGGCGGCCTTCATCGTGGGCCAGTAC 
TACCTGTATGGCTTCATCATGGTGCCGATGTTCCCTTGCTCCAAGAAGCCCTGTCCCTTC 
ACCGTGGAGTGCTACATGTCCCGCCCCACCGAGAAGACCATCTTCATCATCTTCATGCTG 
GTGGTGGCCTGCGTCTCGCTGCTCCTCAACGTCATCGAGATGCTCTACCTCCTGTGCACC 
AGGCTCAAATGCGCCTCCAGATCGCGGACGCAGAAGCTGACGTCGGCCCAGAGCCCCGCC 
GGCCTGCTGGCCCCGAAATGGCCGACGGCGGAGGACGCGCTCCATCAGAACCGGATCAAC 
CTGGAGCAGGAGCGCTGCCAGAGCGTCGGCGGGAGCCTGGACGGCGCCAAGGAGGAGATG 
AAGCTTCTGCATCACAACTGA 
 
>Tn35462001 Ensembl prediction. No modification. 
ATGGGAGAGTGGGGTTTTCTGTCCTCTCTGCTGGACAAGGTCCAGTCTCATTCCTCCGTC 
ATCGGGAAGGTCTGGCTCAGCGTGCTCTTCATCTTCAGGATCATGGTTCTGGGAGCTGGA 
GCTGATAAGGTTTGGGGCGACGAGCAGTCCAATATGATTTGTAACACCAAGCAGCCCGGC 
TGTAAAAACGTCTGCTACGACCACGCCTTCCCCATCTCGCACATTCGTTTCTGGGTCCTC 
CAGATCATCTTCGTCTCCACGCCCACGCTGGTCTACCTGGGACACGTCCTGCACGTCATC 
CACAAGGAAAACAAGATGAGAGAGTACATGAAGACGCACACTCAGAGCAACCTGGCCAAA 
TACCCCAAGTACACCGACGAGAAAGGCCACGTGGAGATCCGGGGCAACCTCCTGGGCACC 
TACATGACCTCCATCGTTTTCCGCATCCTTCTGGAGATCGCCTTCATCGTGGGCCAGTAC 
TACCTGTACGGCTTCATCATGGACCCCAAAGTGGTCTGCTCCCGGGCCCCCTGCCCCTTC 
ACCGTCGAGTGCTACATGTCTCGTCCCACCGAGAAGACCATCTTCATCCTCTTCATGCTC 
GCGGTCTCTTGCGCGTCGCTGCTGCTTAACGTGGTGGAGATCTGCTACTTGGTGTGCTCC 
CGCTCGAAGAAAAGAGCCAAGACGCCGCCGGCGTCCGCGCTCGTCATTCACCCACGGTTC 
ACCAGCGAAAGCAAAGCCTGA 
 
>Tn35458001 Ensembl prediction. No modification. 
ATGGGGGAATGGGATTTGCTGGGCCGCCTGCTGGATAAAGTGCAGACTCACTCCACGGTT 
CTGGGCAAGATTTGGCTCACGGTGCTCTTCGTCTTCCGCATCCTGGTGCTGCAGACGGCT 
GCCGACAAGGTGTGGGGGGACGAGCAATCGGACTTCATCTGCAACACTCAGCAGCCAGGC 
TGCGAGAACGTCTGCTACGACCTGGCTTTCCCCATCTCCCACGTCCGCTTCTGGTTCCTT 
CAGATCATTGCCATAGCGACGCCCAAGCTGCTCTACCTCGGCCACGTCCTTCACGCGTGT 
GTGTTCCTCAGGAGCTACAAAGTTCCCAAGTACGTCAAAGGCTCGGGCAAGATCAGCATC 
CGCGGGCGCCTCCTCCGCAGTTACACCTTCCACCTGATGGCCATGATCATCCTGGAAGGC 
GCCTTCATCGCCAGCCAGTACCTCCTCTTTGGCTTCGCTCTGGAGACGCGCTACGTGTGT 
GAGCGCCACCCCTGCCCCCACAAGGTGGACTGCTTCCTGTCCAGGCCCACGGAGAAGTCG 
GTCATCATCTGGTTCATGCTGGTGGCGGCCGTGGTCTCCCTGGCCCTCAGCCTGGCCGAG 
CTCTTCTACCTGGGCCTCAAAGCCACCAGGGAGTGCATGGCCAGGAGGCAGGACTACACG 
GTGACGCCCGTGACGCCGCCCGTTTCGGGGAGAAAAGCCTTCAAAATCTCCGATGAGATG 
ATCCAGAACTGCATCAACCTGGAGCTGGAGCAGCTTAAAGAAAAGAAGGTCCGGAGGGTC 
GCCGGGGGGCCCGAGGAGGTGCCCAGTGTCGCCCCGCCCGGCAACAGGAACAAGGGAGAG 
GTCCACATCTGA 
 
>Tn17534001 Ensembl prediction. G removed at pos 10 of predicted sequence to keep reading 
frame (marked gray; neighboring positions underlined in lower sequence). Sequence extended 142 
nt in 5'-direction to reach initation codon (marked green). Sequence extended 399 nt in 3'-
direction to reach stop codon; 6 first nt considered a part of the second conserved domain 
(green), remaining corresponding to cytoplasmic C-terminal tail (marked blue). 
ATGACGAGCGAAGCCAACTTTGTCTGCAACACGAATCAGCCTGGCTGCACCAGCGTGTGC 
TACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTTGTCCTCCAGGTCATATTTGTG 
TCCACGCCGACCATTTTCTACTTCGGATACGTCGCTTTGAGAGTCAGAAGGATCAAAAAA 
GACGCAGAGGAAGGTTTTGATAGAGGAACTGTAAAAAAGACAAACAGTCACTCAGAGGAA 
GCGAGGAAAAGCGGGAGGGCTGAAGAGGAAGCTCCCGAGGCACCTCGGCTGAAGGGCAGA 
CTGCTGTGTGCATACGCCCTCAGCATCTTCTTAAAGGTCCTCCTGGAGGTTGGCTTCATG 
TCAGGCCTGTATTTTCTCTACAATGGCTTCTACATCGCAGCAAAGTTCGAGTGTCACAGG 
AACCCTTGTCCTCACACGGTGGACTGCTTCGTCTCACGGCCCACGGAGAAGACCATCTTC 
GTGGTATACACTCAGGTCGTCTCCGGCGTCTCCCTGCTCCTCAACCTGCTGGAGCTGCTC 
CACCTT 
>Tn17534001 Our suggested modification. 
ATGTCAAGAGGTGACTGGTCCTTCCTGGAGAACCTGCTGGAGGAGGGCCAGGAGTACTCG 
ACAGGCATCGGCCGTGTCTGGCTCACCGTGCTCTTCCTCTTTCGCATGCTTGTGCTGGGA 
GCATCTGCAGAGTCGGCCTGGGATGACGAGCAAGCCAACTTTGTCTGCAACACGAATCAG 
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CCTGGCTGCACCAGCGTGTGCTACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTT 
GTCCTCCAGGTCATATTTGTGTCCACGCCGACCATTTTCTACTTCGGATACGTCGCTTTG 
AGAGTCAGAAGGATCAAAAAAGACGCAGAGGAAGGTTTTGATAGAGGAACTGTAAAAAAG 
ACAAACAGTCACTCAGAGGAAGCGAGGAAAAGCGGGAGGGCTGAAGAGGAAGCTCCCGAG 
GCACCTCGGCTGAAGGGCAGACTGCTGTGTGCATACGCCCTCAGCATCTTCTTAAAGGTC 
CTCCTGGAGGTTGGCTTCATGTCAGGCCTGTATTTTCTCTACAATGGCTTCTACATCGCA 
GCAAAGTTCGAGTGTCACAGGAACCCTTGTCCTCACACGGTGGACTGCTTCGTCTCACGG 
CCCACGGAGAAGACCATCTTCGTGGTATACACTCAGGTCGTCTCCGGCGTCTCCCTGCTC 
CTCAACCTGCTGGAGCTGCTCCACCTTCTCCAGCTTGCCATCACTCACCGGCTGGAGAAA 
CATTACCACGGTCGTCATGGAGACTACCTCCCCCCCGCAGAGCAGGGGACTGCGGAAGCT 
GCACGAATCCAAATGGAGGCCTCGCAGTCCGGTAAGACAGGGAGCGACACTCACCTTCCA 
ACCCAGTGTGAGATGGAGGAGTCTGCCAATCCCTGCCAGAGTTTCGGAGAAGCAGGCATA 
GAACCAGGCATGAACCGCTCATCTGGAGAGACTGGGAACAGCCTCCTCCCCAGTTATGTG 
ACCTGCATCAAAGCCTCGAGGATGATGCATTCACCCAGAGCCCATCACAAAAAAACCACA 
GTCCACACCTCCAAAAACACCAAGGCCGCTCAGAAGGGACATTCCAAACTCAGGCATTAC 
GTCTGA 
 
 
>Tn13946001 Ensembl prediction in 2 exons (black/blue letters). Predicted 40 nt intron 
regarded as part of reading frame (marked green). 1 nt (A) removed from pos 252 of Ensembl 
predicted sequence (marked gray in upper sequence, neighboring positions underlined in lower 
sequence). 1 N added at pos 1121 of modified sequence to keep reading frame relative to Dr43 
and Fr130494 (marked pink). Sequence extended by 32 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGGGTGACTGGAGTGCTCTGGGTCGTCTGCTGGACAAGGTGCAGGCCTACTCCACCGCT 
GGAGGGAAGGTGTGGCTCTCTGTGCTCTTCATCTTCCGGATCCTGGTGCTGGGGACTGCG 
GTGGAATCGGCGTGGGGGGACGAGCAGTCTGCCTTCAAGTGCAACACGCAGCAGCCGGGC 
TGTGAGAACGTCTGCTACGACAAATCATCTTCGTGTCCACACCGACCCTCCTGTACTTGG 
CTCATGTCTTCATACCTGAACAGGAAAGAACAGAAATTCAGCAAGATCGAGGAGGTGCTG 
AAGGCGGTCCAAAACGATGGAGGCGACGTGGACGTCCCGCTGAAGAAAATTGAGATGAAG 
AAGCTGAAGTATGGCATTGAGGAGCACGGGAAGGTGAAGATGAAGGGAGCCCTGCTGAGA 
ACCTACATTGTCAGCATCTTCTTCAAGTCGCTCTTTGAGGTGGGCTTCCTGGTGATCCAG 
TGGTACATGTACGGTTTCAGCCTGTCCGCCGTCTACACCTGTGAGCGGTCCCCATGTCCA 
CACCGGGTGGACTGTTTCCTGTCCCGTCCCACCGAGAAGACAGTCTTCATCATTTTCATG 
CTGGTGGTGTCGCTGGTGTCCCTGCTGCTCAACATCATTGAGCTCTTCTACGTGCTCTTC 
AAGAGGATCAAGGACCGGGTGAAGGGCAAGCAGCAGCCGGCGCTCTACCCCAGCGCCGGC 
ACCCTGAGCCCTGGGCCCAAGGAGCTGTCCACCACCAAGTACGCCTACTACAACGGCTGC 
TCCTCACCCACCGCTCCGCTCTCACCCATGTCCCCCCCGGGCTACAAGACGGCCACGGGG 
GAGCGGGGGACCGGCTCCTGCCGGAACTACAACAAGCACGCCAGCGAGCAGAACTGGGCC 
AACTACTCCACCGAGCAGAAGCGGCTGGGCCACACCGGCGCAGGAAGCACCATCTCCAAC 
TCCCACGCCCAGGCCTTCGACTTCCCCGACGACACCCAGGAGCACAAGAAGATGTCCTCG 
CTGGCGGCCCACGAGCTGCAGCCGCTGGCGCTGCTGGATGCTCGGCCCTGCAGCCGCGCC 
ACAGCAGGCTGA 
>Tn13946001 Our suggested modification. 
ATGGGTGACTGGAGTGCTCTGGGTCGTCTGCTGGACAAGGTGCAGGCCTACTCCACCGCT 
GGAGGGAAGGTGTGGCTCTCTGTGCTCTTCATCTTCCGGATCCTGGTGCTGGGGACTGCG 
GTGGAATCGGCGTGGGGGGACGAGCAGTCTGCCTTCAAGTGCAACACGCAGCAGCCGGGC 
TGTGAGAACGTCTGCTACGACAAGTCCTTCCCCATCTCCCACGTGCGCTTCTGGGTGCTC 
CAGATCATCTTCGTGTCCACACCGACCCTCCTGTACTTGGCTCATGTCTTCTACCTGAAC 
AGGAAAGAACAGAAATTCAGCAAGATCGAGGAGGTGCTGAAGGCGGTCCAAAACGATGGA 
GGCGACGTGGACGTCCCGCTGAAGAAAATTGAGATGAAGAAGCTGAAGTATGGCATTGAG 
GAGCACGGGAAGGTGAAGATGAAGGGAGCCCTGCTGAGAACCTACATTGTCAGCATCTTC 
TTCAAGTCGCTCTTTGAGGTGGGCTTCCTGGTGATCCAGTGGTACATGTACGGTTTCAGC 
CTGTCCGCCGTCTACACCTGTGAGCGGTCCCCATGTCCACACCGGGTGGACTGTTTCCTG 
TCCCGTCCCACCGAGAAGACAGTCTTCATCATTTTCATGCTGGTGGTGTCGCTGGTGTCC 
CTGCTGCTCAACATCATTGAGCTCTTCTACGTGCTCTTCAAGAGGATCAAGGACCGGGTG 
AAGGGCAAGCAGCAGCCGGCGCTCTACCCCAGCGCCGGCACCCTGAGCCCTGGGCCCAAG 
GAGCTGTCCACCACCAAGTACGCCTACTACAACGGCTGCTCCTCACCCACCGCTCCGCTC 
TCACCCATGTCCCCCCCGGGCTACAAGACGGCCACGGGGGAGCGGGGGACCGGCTCCTGC 
CGGAACTACAACAAGCACGCCAGCGAGCAGAACTGGGCCAACTACTCCACCGAGCAGAAG 
CGGCTGGGCCACACCGGCGCAGGAAGCACCATCTCCAACTCCCACGCCCAGGCCTTCGAC 
TTCCCCGACGACACCCAGGAGCACAAGAAGATGTCCTCGCTGGCGGCCCACGAGCTGCAG 
CCGCTGGCGCTGCTGGATGCTCGGCCCTGCAGCCGCGCCANCAGCAGGCTGAGCAGCCGC 
GCCCGGCCTGACGACCTGGACGTCTGA 
  
>Tn22263001 Ensembl prediction. Sequence extended by 321 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGGGAGACTGGTCCATTCTTGGCCGCTTCTTAACCGAAGTTCAAAATCATTCCACGGTC 
ATTGGCAAGATATGGCTGACCATGCTGCTCATCTTCCGCATCTTGCTGGTAGCACTGGTG 
GGCGACGCGGTGTACAGTGACGAGCAGTCTAAGTTTACCTGCAACACCCTCCAGCCTGGA 
TGTAACAACGTCTGCTATGACACCTTTGCTCCCGTCTCGCACTTGCGCTTCTGGGTCTTT 
CAGATTGTTCTTGTCTCCACACCTTCTATTTTCTACATCGTCTACGTCTTACAAAAGATC 
ACCAAGAATGAAAAGTTAGAGGTGAAAAAGGTTGTAGTGATACCACGGTCTCCTACACCA 
TTCAAAGGGGGGGAGGATCGAGGAGGAGATAAAGAGGCAATGCTGGAGACTGGTGGCCCT 
TATAACCCAACCTATAACAATGAGGAGTGGAGCTCTCAGGAGGATGAGTGTGAGGAGAGG 
AGCCAGCTGAATGAGGAAATGAAAGAGGTCGGAAAAGACCCGACCCAGCTCTCCAGTCAA 
GTGTTACTCATTTACATCATCCATGTTCTGCTGCGCTCCATCATGGAGATCATCTTCCTC 
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ATTGGACAGTATTACCTCTTTGGATTTGAGGTGCCACATCTTTTCCGCTGCGACACCTAC 
CCGTGTCCAAACAGAACCGACTGCTTTGTCTCTCGAGCCACGGAGAAGACCATCTTCCTG 
AACTTCATGTTTAGCGTCAGTCTTGGGTGCTTCATCTTGAACATCGTGGAGCTGCATTAT 
CTCGGCTGG 
>Tn22263001 Our suggested modification. 
ATGGGAGACTGGTCCATTCTTGGCCGCTTCTTAACCGAAGTTCAAAATCATTCCACGGTC 
ATTGGCAAGATATGGCTGACCATGCTGCTCATCTTCCGCATCTTGCTGGTAGCACTGGTG 
GGCGACGCGGTGTACAGTGACGAGCAGTCTAAGTTTACCTGCAACACCCTCCAGCCTGGA 
TGTAACAACGTCTGCTATGACACCTTTGCTCCCGTCTCGCACTTGCGCTTCTGGGTCTTT 
CAGATTGTTCTTGTCTCCACACCTTCTATTTTCTACATCGTCTACGTCTTACAAAAGATC 
ACCAAGAATGAAAAGTTAGAGGTGAAAAAGGTTGTAGTGATACCACGGTCTCCTACACCA 
TTCAAAGGGGGGGAGGATCGAGGAGGAGATAAAGAGGCAATGCTGGAGACTGGTGGCCCT 
TATAACCCAACCTATAACAATGAGGAGTGGAGCTCTCAGGAGGATGAGTGTGAGGAGAGG 
AGCCAGCTGAATGAGGAAATGAAAGAGGTCGGAAAAGACCCGACCCAGCTCTCCAGTCAA 
GTGTTACTCATTTACATCATCCATGTTCTGCTGCGCTCCATCATGGAGATCATCTTCCTC 
ATTGGACAGTATTACCTCTTTGGATTTGAGGTGCCACATCTTTTCCGCTGCGACACCTAC 
CCGTGTCCAAACAGAACCGACTGCTTTGTCTCTCGAGCCACGGAGAAGACCATCTTCCTG 
AACTTCATGTTTAGCGTCAGTCTTGGGTGCTTCATCTTGAACATCGTGGAGCTGCATTAT 
CTCGGCTGGATTTATATTTTCAGAGTGCTGCTCTCTGCATGCTGCACGTGCTGCAAGTCC 
AACAGAGACCCGGTTCAGCAGGTGGAGTTGTATTCGGACAACAACCCACTGCTGCTGGAG 
CTCAAGCATTCACTGCGGGGCAGGGTCGTCCTGCAGGCCACCTCTGCCGTGACACGGGAC 
AAAAGCAGCAGCGTCCCAAATCAGGCCCCAGCTATCTCTTTTGAAACAGACTCCACACTG 
GAGTGCACTTCGAAGCGGAACCCAGATGAAAAGGAACGCACTAAGGCAAGACTGCACAAA 
ATCGGAAGAGGCAAAAAGTCATGGCTGTAA 
 
>Tn26030001 Ensembl prediction. Sequence extended by 264 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGGGTGACTGGAGCTTCCTGGGGAACTTTCTAGAAGACGTCCAGGAACACTCCACCTCG 
GTCGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGGATCCTGGTGCTGGGCACGGCC 
GCCGAGTCGTCCTGGGGCGACGAGCAGAGCGACTTCCTGTGCGACACCCAGCAGCCCGGT 
TGCACCAACGTCTGCTACGACAGCGCCTTCCCCATCGCCCACATCCGCTACTGGGTGCTG 
CAGATCGTCTTCGTCTCCACGCCCTCCCTCATCTACATGGGTCACGCCATGCACACCGTG 
CGCCGGGAGGAGAAACAGCGGCGGAGGGAGCAGGAGGAGAGGGAGGCGAGGGGGGAGCGC 
GGAGACAGCTTGGAGGAGAAGGAGTTCCTCCAGCAGAAGGAGAGCGAAAAGGCTCCGGCG 
TCCGAAGGGAGCAGCCGCCTGCGCCTGAGAGGAGCCCTGCTGCAGACCTACATACTCAGC 
ATCCTGATCCGCACGGTGATGGAGGTGACCTTCATTGTGGTGCAGTACCTGATGTACGGG 
GTCTTCCTCAACGCCCTGTACCTGTGCAAGGCCTGGCCCTGTCCCAACCCTGTCAACTGC 
TACATGTCCAGGCCCACGGAGAAGAACGTCTTCATCGTCTTCATGCTGGTCGTGGCCGGC 
GTGTCCCTGCTGCTCTCCGTGCTGGAGCTCTACCACCTCGGCTGGAAGAGCCTCAAAAGG 
TGTCTGCGCCAAAAGCTGATGGAAAAGAGCAGCCGCAGGACTGTGGCGGTGGCGGTGTCG 
GCGGCCCTGGAGCCCAACAGTCCGCCTCAGCCTTCTGTTTCCTGCACGCCGCCCCCAGAT 
TTCAGCCAGTGCCTGGCAGTCTCAGGTTCCATCAACGCCATCGCC 
>Tn26030001 Our suggested modification. 
ATGGGTGACTGGAGCTTCCTGGGGAACTTTCTAGAAGACGTCCAGGAACACTCCACCTCG 
GTCGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGGATCCTGGTGCTGGGCACGGCC 
GCCGAGTCGTCCTGGGGCGACGAGCAGAGCGACTTCCTGTGCGACACCCAGCAGCCCGGT 
TGCACCAACGTCTGCTACGACAGCGCCTTCCCCATCGCCCACATCCGCTACTGGGTGCTG 
CAGATCGTCTTCGTCTCCACGCCCTCCCTCATCTACATGGGTCACGCCATGCACACCGTG 
CGCCGGGAGGAGAAACAGCGGCGGAGGGAGCAGGAGGAGAGGGAGGCGAGGGGGGAGCGC 
GGAGACAGCTTGGAGGAGAAGGAGTTCCTCCAGCAGAAGGAGAGCGAAAAGGCTCCGGCG 
TCCGAAGGGAGCAGCCGCCTGCGCCTGAGAGGAGCCCTGCTGCAGACCTACATACTCAGC 
ATCCTGATCCGCACGGTGATGGAGGTGACCTTCATTGTGGTGCAGTACCTGATGTACGGG 
GTCTTCCTCAACGCCCTGTACCTGTGCAAGGCCTGGCCCTGTCCCAACCCTGTCAACTGC 
TACATGTCCAGGCCCACGGAGAAGAACGTCTTCATCGTCTTCATGCTGGTCGTGGCCGGC 
GTGTCCCTGCTGCTCTCCGTGCTGGAGCTCTACCACCTCGGCTGGAAGAGCCTCAAAAGG 
TGTCTGCGCCAAAAGCTGATGGAAAAGAGCAGCCGCAGGACTGTGGCGGTGGCGGTGTCG 
GCGGCCCTGGAGCCCAACAGTCCGCCTCAGCCTTCTGTTTCCTGCACGCCGCCCCCAGAT 
TTCAGCCAGTGCCTGGCAGTCTCAGGTTCCATCAACGCCATCGCCTCCATGGCCTCCCAC 
CCCTTCAGCAACAGGATGGCGCTGCAGCAGAACTCGGCCAACTTGGCCACCGAGCGGCAT 
CACAGCTCCGACAACCTGGAGGACGAGGCGGACTTCCTGAGGATCCGATACGACCAGCTG 
CCCTCGGAGCTGCCCCGGAGCTGCTCGCCGTGCCCCCTCCTGCAGTCTGGCTTCATCAGG 
GACAAACGGCGCCTGAGCAAGACCAGCGGGAGCAGCAGCAGACCTCGCCACGATGACCTT 
GCAGTGTAA 
 
>Tn18746001 Ensembl prediction in 7 exons. The predicted 81 nt intron between exons 6 and 7 is 
regarded as a part of the reading frame (marked blue). 
ATGGCAGACTGGAGCCTACTGGGAAACTTCCTGGAGGAGGTGCAGGAGCACTCCACCTCT 
GTTGGAAAGGTGTGGCTGACCATCCTGTTTATCTTCCGTATCCTCGTGCTTGGGACCGCC 
GCCGAGTCATCCTGGGGAGACGAGCAAGAAGATTTCAACTGTGACACCGAACAGCCAGGC 
TGCGAGAACGTTTGTTACGACCGAGCCTTCCCAATAGCGCATATACGATACTGGGTGCTG 
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGCCACGCCATGCACAGGGTT 
CGCAGGGAGGAGAAGAGGAGGAACAGGGAGGAGGAAGGTGGGGAGGGGAGAGGTGGAGAG 
GAGGACCCAGGAGGAGGAGGAAGAGGAGGAGATGACGGCAGAGAAGAAGATAAGAAAGGA 
GGGAAAGAAGTGGCGGAGCAAGGAGAGAAGGAGAGCGGAGGTCGTGTGCGCTTGAGGGGA 
GCGCTGCTGCAGACCTATGTACTGAGTATACTGATACGAAGCATCATGGAGGTGGTGTTT 
CTCAGTCTCCAGTATTTCCTGTACGGGATCTTCCTCACTCCCCTGTATGTCTGCGAGGCC 
TGGCCGTGTCCACATCCGGTGAACTGTTATGTCTCCAGGCCAACAGAGAAAAACGTGTTT 
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ATTGTGTTCATGCTGGCTGTTTCTGCCGTCTCTCTGGTTCTCAGCGTGCTCGAGCTGCAA 
CACCTGGCCTGGAGGCACTGCTGCAGGAAGGCGGTAGCTGCTAATGAGGCCTCTCTGGGC 
CGACAGCTCTCCTTGTCTCCTCCACCACCATCAACCCCACCTCCAGACTTCAGCCAGTGC 
ATGATGGGCTCGACACACTTCCTACCTCTGGCTTTCCCCAGCCACCACCTGATGGGCTGC 
TACTCGCACGGATGGCAAAAGAGCAATCCCAGCCAGATCCAGGAGGACGCCTACCTCAGG 
AAGGACAATAACTGCTACGGGCCCGGAGGCAGGAAGATGAGCTGTCCGCAGATTCAGAAT 
GGGGGCTCCGACAGGCTGCTGCTTTGCCCCGGCGGGGCTCTCAGTCAGAAGGACAAGCGG 
AGGTTCAGCAAAACCAGCGGCACCAGCAGCCGAACAAGAGCGGACGACCTGTCGGTTTAA 
>Tn18746001 Our suggested modification. 
ATGGCAGACTGGAGCCTACTGGGAAACTTCCTGGAGGAGGTGCAGGAGCACTCCACCTCT 
GTTGGAAAGGTGTGGCTGACCATCCTGTTTATCTTCCGTATCCTCGTGCTTGGGACCGCC 
GCCGAGTCATCCTGGGGAGACGAGCAAGAAGATTTCAACTGTGACACCGAACAGCCAGGC 
TGCGAGAACGTTTGTTACGACCGAGCCTTCCCAATAGCGCATATACGATACTGGGTGCTG 
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGCCACGCCATGCACAGGGTT 
CGCAGGGAGGAGAAGAGGAGGAACAGGGAGGAGGAAGGTGGGGAGGGGAGAGGTGGAGAG 
GAGGACCCAGGAGGAGGAGGAAGAGGAGGAGATGACGGCAGAGAAGAAGATAAGAAAGGA 
GGGAAAGAAGTGGCGGAGCAAGGAGAGAAGGAGAGCGGAGGTCGTGTGCGCTTGAGGGGA 
GCGCTGCTGCAGACCTATGTACTGAGTATACTGATACGAAGCATCATGGAGGTGGTGTTT 
CTCAGTCTCCAGTATTTCCTGTACGGGATCTTCCTCACTCCCCTGTATGTCTGCGAGGCC 
TGGCCGTGTCCACATCCGGTGAACTGTTATGTCTCCAGGCCAACAGAGAAAAACGTGTTT 
ATTGTGTTCATGCTGGCTGTTTCTGCCGTCTCTCTGGTTCTCAGCGTGCTCGAGCTGCAA 
CACCTGGCCTGGAGGCACTGCTGCAGGAAGGCGGTAGCTGCTAATGAGGCCTCTCTGGGC 
CGACAGCTCTCCTTGTCTCCTCCACCACCATCAACCCCACCTCCAGACTTCAGCCAGTGC 
ATGATGGGCTCGACACACTTCCTACCTCTGGCTTTCCCCAGCCACCACCTGGTGCACCAA 
CAGAACTCCGAGAACATGGCCACCGAGAAGCACAAAATCGCCGCCGCCGTCGAAGAGGCC 
ACCCTCCTCCAGATGGGCTGCTACTCGCACGGATGGCAAAAGAGCAATCCCAGCCAGATC 
CAGGAGGACGCCTACCTCAGGAAGGACAATAACTGCTACGGGCCCGGAGGCAGGAAGATG 
AGCTGTCCGCAGATTCAGAATGGGGGCTCCGACAGGCTGCTGCTTTGCCCCGGCGGGGCT 
CTCAGTCAGAAGGACAAGCGGAGGTTCAGCAAAACCAGCGGCACCAGCAGCCGAACAAGA 
GCGGACGACCTGTCGGTTTAA 
 
>Tn15227001 Ensembl prediction. The 12 first nt had low identity with the presumed orthologs 
(considering that this is the first conserved domain), and they were removed (marked gray). 
Sequence extended 372 nt in 3'-direction to reach stop codon; the first 12 nt as a part of the 
second conserved domain (green), the remaining corresponding to the cytoplasmic C-terminal 
tail (marked blue). 
TCTTCCCTCTCAGGTAAGACCTGGTGGACTCTGCTGCTGGGTTTGCGCCTGAGCGTCCTG 
CTGCTGCTGGGCTTCAGCCTCTTCAGCGACGAGCAGGAGCGCTTCGTCTGCAACACCATC 
CAGCCGGGCTGCTCCAACGTGTGCTTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTC 
TGGCTCCTCCACCTCGTCCTCCTGGCTCTTCCCCATCTGCTCTTTGCCACCTACGTGATG 
CACCGGCTTCTGACCGCTCCGGGGAACTGTCCCTTGCGCGGGAGCCAGCTCCAGGAGCCC 
GGAGGAGCGCGCTTCTACTGCGCGTACGTCCCGGTGGTGGTGGTCCGGATCCTTCTGGAA 
GTTGTTTTCGGGGCCGGCCAGTTTCACCTCTTCGGTTTGTCCTTTCCAAAGAGCTTCCTG 
TGCTACGAGGCCCCCTGCACCTCGGGGGTGGAGTGCTACATCTCCAGACGCACCGAGAAG 
TCCCTCATGCTCAGTTTCATGTTGGGCGTGGCCTCGCTCTCCATCCTGCTGAGTTTGTTT 
GATCTGCTGGGC 
>Tn15227001ic Our suggested modification. 
GGTAAGACCTGGTGGACTCTGCTGCTGGGTTTGCGCCTGAGCGTCCTGCTGCTGCTGGGC 
TTCAGCCTCTTCAGCGACGAGCAGGAGCGCTTCGTCTGCAACACCATCCAGCCGGGCTGC 
TCCAACGTGTGCTTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTCTGGCTCCTCCAC 
CTCGTCCTCCTGGCTCTTCCCCATCTGCTCTTTGCCACCTACGTGATGCACCGGCTTCTG 
ACCGCTCCGGGGAACTGTCCCTTGCGCGGGAGCCAGCTCCAGGAGCCCGGAGGAGCGCGC 
TTCTACTGCGCGTACGTCCCGGTGGTGGTGGTCCGGATCCTTCTGGAAGTTGTTTTCGGG 
GCCGGCCAGTTTCACCTCTTCGGTTTGTCCTTTCCAAAGAGCTTCCTGTGCTACGAGGCC 
CCCTGCACCTCGGGGGTGGAGTGCTACATCTCCAGACGCACCGAGAAGTCCCTCATGCTC 
AGTTTCATGTTGGGCGTGGCCTCGCTCTCCATCCTGCTGAGTTTGTTTGATCTGCTGGGC 
TCCGTGAAGGCGATGGTGAGCTGGAGGAGGAGGAGGGAGATGCTGGCGGAGGAGATGATC 
AAAGGAGAACAAAGCAGCGTGATTACGGCGACGACCATGGCTGAAGACAGCGATAAAAGC 
CCCGAGTCCAACAGTCCCGACAGCAGAGATGCTCAGGTGGACACACCTCCCACTCCCACC 
AGCACTCCAGCACCTCCTCGGTCGGTCCTCCACAGCCGGGTCGGACCCCCGCTGTCCCCT 
CGGCCTGACAGGGAACCACTGAGGGACCCAGCACCAGTGGGGGGGAGGAAGCCGGCCCAG 
TACGGTCCAGCCGGGACAACCTCGGGCCAACAGTCTGACGGCGAGGCTCCAGACAGACGA 
GCCTGGGTTTGA 
 
 
>Tn16594001 Ensembl prediction. Sequence extended by 63 nt in 5'-direction to reach initiation 
codon (marked green). Sequence extended by 570 nt in 3'-direction to reach stop codon (marked 
blue). 
GGGAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTATCCTGACCCTCCTTTTTGCCGGA 
TACCCCCTCTACCAGGACGAGCAGGACCGATTCGTGTGCAACACCATCCAGCCTGGATGT 
GCCAACGTCTGCTACGACCTGTACTCCCCCGTCTCCCTCTTCCGCTTCTGGCTGGTCCAA 
CTCATCACTTTGTGTCTTCCCTACATCGTCTTTGTCATCTACATCATCCACAAGGTCTCA 
AATGACCTCTGCGCACACCTGAACTCCTCGGGCCAGGTCAGAACCTCGCGGCTGTTCCAG 
ATCCAGCAAGAGGCACCTGGTGAGAAGATGGCGCCTGAGAGGGGATCGGCTCGGTGCTTC 
ACAGGAGCCTATATCCTCCACCTGATGTTCCGAACCTTGCTGGAGGCAGGATTTGGAGCT 
GCTCATTACTATCTCTTCGGTTTCAACATCCCCCGGAGGTTCCTGTGTCAACACCCACCG 
TGCACCACCCAGGTGGACTGCTACGTGTCCAGACCCACCGAGAAGACTGTGATGCTCAGC 
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TTCATGCTCGGCGTGGCCGTCCTGTCCCTTTTTTTAAACGTTTTGGATTTTATTAGCGCC 
ATCAAGCGCTCTGTCACCAAGAAGGGC 
>Tn16594001 Our suggested modification. 
ATGGCGGGATCAAGTACCTGTGAGGTCATCTTCATCTCTGTCAATCACAGCATCCCGCTG 
ATGGGGAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTATCCTGACCCTCCTTTTTGCC 
GGATACCCCCTCTACCAGGACGAGCAGGACCGATTCGTGTGCAACACCATCCAGCCTGGA 
TGTGCCAACGTCTGCTACGACCTGTACTCCCCCGTCTCCCTCTTCCGCTTCTGGCTGGTC 
CAACTCATCACTTTGTGTCTTCCCTACATCGTCTTTGTCATCTACATCATCCACAAGGTC 
TCAAATGACCTCTGCGCACACCTGAACTCCTCGGGCCAGGTCAGAACCTCGCGGCTGTTC 
CAGATCCAGCAAGAGGCACCTGGTGAGAAGATGGCGCCTGAGAGGGGATCGGCTCGGTGC 
TTCACAGGAGCCTATATCCTCCACCTGATGTTCCGAACCTTGCTGGAGGCAGGATTTGGA 
GCTGCTCATTACTATCTCTTCGGTTTCAACATCCCCCGGAGGTTCCTGTGTCAACACCCA 
CCGTGCACCACCCAGGTGGACTGCTACGTGTCCAGACCCACCGAGAAGACTGTGATGCTC 
AGCTTCATGCTCGGCGTGGCCGTCCTGTCCCTTTTTTTAAACGTTTTGGATTTTATTAGC 
GCCATCAAGCGCTCTGTCACCAAGAAGGGCAAAAAGAAGTTGATGGTAGGGAAGATTTAT 
GAGGAGGAGCAGTGCTTCCTGTCAACGGGTGCGGCCTCCGGACCAACAGACCCAAACCAC 
TCGGTGGGTAAACAGAATCTAGAGGTGGAGGCTCAGGCGGGCGGTTTCCGGAAGAGGCAC 
AACAGCAAGGGTTCTTGCGCAGGGGTTGCTGTCCCTGTAGGGCAAGATCCACCCTCTCTC 
GACCGTTCTTCATCCTTTCCACGTTCACTTGGACCTCCAGGGTCCAACACAAATGGGAAC 
AATGGCTACTCCCTTCCACAGGAGGATGTTTCAGAAAACAATGGCAGCGACGTGGCCCTC 
TGCCCCCCAGAGTCCATGGGGACACCTAGATCCATTCGAGTTAGCAAACGAGGTCGATTA 
AAACCTCCTCCTCCACCTAGGCGAGATCTGGGTTCGTCTCCAAGTGGGCCGGCGGGGCCC 
CCTGGGGACATTTCAGCAATCTGTACCAGAAGGGTCGGCCAATTCACACTGGTAGAGCTG 
TCCAACGCAGAGCTACGGACCAGTGAAGACGGGCAAGACAAAAGGTCAGAGTGGGTCTGA 
 
>Tn19395001 Ensembl prediction. Sequence extended by 69 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGAGCTGGAGTTTCCTGACTCGCCTGTTGGAAGAAATTCACAACCATTCCACGTTTGTG 
GGCAAGATCTGGCTCACTGTCCTGGTTGTCTTCCGCATCGTGCTGACGGCCGTTGGCGGC 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGTGCAACTCGGGCCAGCCGGGCTGT 
GAGAACGTCTGCTACGACGCCTTTGCTCCGCTGTCGCATGTCCGCTTTTGGGTGTTCCAG 
ATCATTCTGGTGGCCACCCCTTCGCTCATGTACCTGGGATATGCCGTCAACAAAATCGCT 
CGCACAGAGGAGCAGGTGGGTGGGATGGGAGTGAGGGGATGTTCGCAGAGGAAGCTCAAG 
AGAAAGCTGTATCTGGCAGACAGAAAGCAGCACAGAGGCATTGAAGAAGCTGAGGATGAC 
CAAGAGGAAGACCCTATGATCTATGAAATGGCAGAAGTGGGGAGCGACTGCAGTGAAGAA 
ACAAAAGGCAATGTTGTTGGAAAAGATAAGGTCAAGGTCCGCCACGATGGACGCCAGCGT 
ATCAAAGAGGATGGTCTGATGCGTATTTATGTCCTTCAGCTCCTGGCCCGCTGCTTGCTG 
GAGGTGGCTTTCTTGTGCGGGCAGTACGCCCTGTACGGATTCGCTGTTCCCCCTACCTAT 
GTCTGTTCTCAGCTGCCCTGCCCCCACAGCGTGGACTGCTTCGTGTCCCGGCCCACTGAG 
AAGACCGTCTTCCTCATCATTATGTACATCGTCTCCCTGCTCTGTCTGATGCTCAACATC 
TGGGAGATGCTTCACCTGGGCATCGGCACCATCTGCGAGATCATTCGTTCCCGGCGGGTC 
CCCGAGGAGGAGCTGTACGGGCTGACACAAGCGAAAGAGCCCCACGCCAGAGAGGATTAC 
AGCAGCTACCCTTTCTCCTGGAACGCGCCATCAGCTCCGCCTGGGTACAACATCACAATC 
AAGCCCCCAATGGTGCCGGCAGAACGCCACGATCAACCCCTACCGGTCACCGACCTCACC 
AGCGCGAAGATGGCATGCCGACAAAACCACGCTAACATCGCGCACGAGGAGCAGCAACAG 
TACAACAATAACGACGAAAACCTTCGCAGAGCCGGGATGGGAGATGACCGCACGCGTTCC 
CATCACTCTCAGAACAGACTGGAGATGGACGCGTCAGCCCACAGCCAGCCGCAGGGCCAA 
AACAACAACAAGCCTCACCGCGACCGCAAACACCGCCAGGCCTCCAAACATGCGTCCGGC 
AAGGCTGACGCA 
>Tn19395001 Our suggested modification. 
ATGAGCTGGAGTTTCCTGACTCGCCTGTTGGAAGAAATTCACAACCATTCCACGTTTGTG 
GGCAAGATCTGGCTCACTGTCCTGGTTGTCTTCCGCATCGTGCTGACGGCCGTTGGCGGC 
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGTGCAACTCGGGCCAGCCGGGCTGT 
GAGAACGTCTGCTACGACGCCTTTGCTCCGCTGTCGCATGTCCGCTTTTGGGTGTTCCAG 
ATCATTCTGGTGGCCACCCCTTCGCTCATGTACCTGGGATATGCCGTCAACAAAATCGCT 
CGCACAGAGGAGCAGGTGGGTGGGATGGGAGTGAGGGGATGTTCGCAGAGGAAGCTCAAG 
AGAAAGCTGTATCTGGCAGACAGAAAGCAGCACAGAGGCATTGAAGAAGCTGAGGATGAC 
CAAGAGGAAGACCCTATGATCTATGAAATGGCAGAAGTGGGGAGCGACTGCAGTGAAGAA 
ACAAAAGGCAATGTTGTTGGAAAAGATAAGGTCAAGGTCCGCCACGATGGACGCCAGCGT 
ATCAAAGAGGATGGTCTGATGCGTATTTATGTCCTTCAGCTCCTGGCCCGCTGCTTGCTG 
GAGGTGGCTTTCTTGTGCGGGCAGTACGCCCTGTACGGATTCGCTGTTCCCCCTACCTAT 
GTCTGTTCTCAGCTGCCCTGCCCCCACAGCGTGGACTGCTTCGTGTCCCGGCCCACTGAG 
AAGACCGTCTTCCTCATCATTATGTACATCGTCTCCCTGCTCTGTCTGATGCTCAACATC 
TGGGAGATGCTTCACCTGGGCATCGGCACCATCTGCGAGATCATTCGTTCCCGGCGGGTC 
CCCGAGGAGGAGCTGTACGGGCTGACACAAGCGAAAGAGCCCCACGCCAGAGAGGATTAC 
AGCAGCTACCCTTTCTCCTGGAACGCGCCATCAGCTCCGCCTGGGTACAACATCACAATC 
AAGCCCCCAATGGTGCCGGCAGAACGCCACGATCAACCCCTACCGGTCACCGACCTCACC 
AGCGCGAAGATGGCATGCCGACAAAACCACGCTAACATCGCGCACGAGGAGCAGCAACAG 
TACAACAATAACGACGAAAACCTTCGCAGAGCCGGGATGGGAGATGACCGCACGCGTTCC 
CATCACTCTCAGAACAGACTGGAGATGGACGCGTCAGCCCACAGCCAGCCGCAGGGCCAA 
AACAACAACAAGCCTCACCGCGACCGCAAACACCGCCAGGCCTCCAAACATGCGTCCGGC 
AAGGCTGACGCAGACCGAGGCGGCAGCAGCACCAGCAACACCAGCAAATACGGAGTCATC 
AAAGGCTCCGAGTGGATCTGA 
 
>Tn09585001 Ensembl prediction. Sequence extended by 3 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG 



 64

GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTCCTCACCGCCGTCGGGGGA 
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTGTGCAACTCGGGACAGCCGGGCTGC 
GAGAACGTCTGCTACGACGCCTTCGCGCCGCTGTCCCACGTCCGCTTCTGGGTTTTCCAG 
ATTATCCTGGTGGCCATGCCCTCCCTCATGTACATGGGCTACGCCATCAACAAGATCGCC 
AGGCTGGAGGAAGCCAAAGGAGGCGGGGCCTCGGCGGCCATCAGGACGGGAGGCGGAGGC 
TACACGCACAGAAAGCCCAGGAAGATCTGTTTCGGAGCGCGGCAGCACCGGGGCATCGAG 
GAGACCGAGGAGGACCAGGAGGACGACCCCATGATCTACGAGGTCCCGGAGGTGGAGCCC 
CCCAAGAGGCCCCGGGACCCGCTGCAGCCCACGCCCAGACCCAAAGTCCGGCACGACGGG 
CGCAAGCGGATCAGAGACGAGGGCCTGATGCGGGTTTACGTGCTGCAGCTGGTGACCCGT 
ACCGTGCTGGAGGCGGGCTTCCTCGCCGGCCAGTATCTGCTCTACGGTTTCCGCGTGATG 
CCCGTGTTCGTGTGCTCGGGGAGACCGTGCCCCCACAGCGTGGACTGCTTCGTGTCGCGC 
CCCACGGAGAAGACCATCTTCCTGCGCATCATGTACGGCGTCACCGTCCTTTGCCTCGTC 
CTCAACGTCTGGGAGATGCTCCATTTAGGGGTGGGCTCCATCTACGACATCCTCCGCCGC 
CGGCGCGCCCCGCCCCAGGACGATGAGTACCAGCTGGGCTTGCTGGGCGCCAACGGAGCC 
GTGGAGGGCTCCGTCGGGGGCACGGCCCCCGAGGCGGGTTCCGAAGGAGGGGTGGGCGGC 
GACGGGGCCGCGGACTACGTGGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCC 
GGCTACAACATCGTGGTCAAACCCGAGCAGATGCCCTACACGGACCTGAGCAACGCCAAG 
ATGGCGTGCAAGCAGAACCGGGCCAACATCGCCCAGGAGGAGCAGCAGCAGTTTGGTAGC 
AACGAAGACAACTTCCCCACGGGGGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC 
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCACCAGGCC 
GAGGTGCAGCTGGGGGACAACCAGGACGACAAACCCCAAAGCAACATCATCCAGGCGCAG 
CCGCTGCTGCAGCCGCAGCCTCAGAAGGAGCGCAAGCATAGATTCAAGCACGGGAAAGGA 
GGCAGCAGCGCAGGAGGCAGCAGCAGCAACAGCAGCAGCAGCAAGTCGGGGGAGGGGAAG 
CCCTCCGTGTGGATT 
>Tn09585001 Our suggested modification. 
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG 
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTCCTCACCGCCGTCGGGGGA 
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTGTGCAACTCGGGACAGCCGGGCTGC 
GAGAACGTCTGCTACGACGCCTTCGCGCCGCTGTCCCACGTCCGCTTCTGGGTTTTCCAG 
ATTATCCTGGTGGCCATGCCCTCCCTCATGTACATGGGCTACGCCATCAACAAGATCGCC 
AGGCTGGAGGAAGCCAAAGGAGGCGGGGCCTCGGCGGCCATCAGGACGGGAGGCGGAGGC 
TACACGCACAGAAAGCCCAGGAAGATCTGTTTCGGAGCGCGGCAGCACCGGGGCATCGAG 
GAGACCGAGGAGGACCAGGAGGACGACCCCATGATCTACGAGGTCCCGGAGGTGGAGCCC 
CCCAAGAGGCCCCGGGACCCGCTGCAGCCCACGCCCAGACCCAAAGTCCGGCACGACGGG 
CGCAAGCGGATCAGAGACGAGGGCCTGATGCGGGTTTACGTGCTGCAGCTGGTGACCCGT 
ACCGTGCTGGAGGCGGGCTTCCTCGCCGGCCAGTATCTGCTCTACGGTTTCCGCGTGATG 
CCCGTGTTCGTGTGCTCGGGGAGACCGTGCCCCCACAGCGTGGACTGCTTCGTGTCGCGC 
CCCACGGAGAAGACCATCTTCCTGCGCATCATGTACGGCGTCACCGTCCTTTGCCTCGTC 
CTCAACGTCTGGGAGATGCTCCATTTAGGGGTGGGCTCCATCTACGACATCCTCCGCCGC 
CGGCGCGCCCCGCCCCAGGACGATGAGTACCAGCTGGGCTTGCTGGGCGCCAACGGAGCC 
GTGGAGGGCTCCGTCGGGGGCACGGCCCCCGAGGCGGGTTCCGAAGGAGGGGTGGGCGGC 
GACGGGGCCGCGGACTACGTGGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCC 
GGCTACAACATCGTGGTCAAACCCGAGCAGATGCCCTACACGGACCTGAGCAACGCCAAG 
ATGGCGTGCAAGCAGAACCGGGCCAACATCGCCCAGGAGGAGCAGCAGCAGTTTGGTAGC 
AACGAAGACAACTTCCCCACGGGGGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC 
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCACCAGGCC 
GAGGTGCAGCTGGGGGACAACCAGGACGACAAACCCCAAAGCAACATCATCCAGGCGCAG 
CCGCTGCTGCAGCCGCAGCCTCAGAAGGAGCGCAAGCATAGATTCAAGCACGGGAAAGGA 
GGCAGCAGCGCAGGAGGCAGCAGCAGCAACAGCAGCAGCAGCAAGTCGGGGGAGGGGAAG 
CCCTCCGTGTGGATTTAG 
 
>Tn16136001 Ensembl prediction. Sequence extended by 156 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGAGCTGGAGCTTCCTCACACGTCTCCTGGAAGAGATCCACAATCATTCCACATTTGTG 
GGGAAAGTGTGGCTGACAGTGCTCATCATCTTCCGCATTGTGCTCACGGCAGTCGGAGGC 
GAATCCATCTACTCGGACGAGCAGACGAAGTTCACCTGCAACACCAAGCAGCCGGGCTGT 
GATAACGTATGCTACGATGCCTTCGCCCCTCTCTCGCACGTCCGTTTTTGGGTTTTCCAG 
ATCATCATGATCTCCACCCCTTCCGTCATGTACATGGGCTATGCTATTCATAAGATAGCG 
CGGAGTTCGGATGAAGAGCGCAGAAAGCTCCACAGGCTTCGCAAAAAGCCCCCACCACAT 
TCCAGATGGAGAGAGAACCATCACCTGCAGGGCGTCTTAGAGGAGGACGAAGACGACGAC 
GCTGAGCCCATGATCTATGAGGATACGCTAGAGGTTCAAGATGCCAAACCAGGACCAGGG 
AACAGCGGTAGCAAAAACCCACCGAAATATGACGGCCGTCGAAAAATTATGCAGGAAGGT 
CTAATGAGGATCTATGTCCTTCAGCTGATGTCAAGAGCTGTTTTTGAAATTGCCTTCCTT 
GCTGGACAGTACCTCCTGTATGGTTTTCGTGTCAGTCCATCATATGTATGCAACAGGATC 
CCGTGCCCACACAGGGTGGACTGTTTCATCTCAAGACCCACAGAAAAAACTATTTTCCTC 
CTGATTATGTACGTGGTGAGCTGTCTCTGCCTCGTGCTAAACGTCTGTGAGATGCTTCAC 
TTGGGAATCGGTACTTTCCGGGACACCCTCCGCCTGAAGAGGAACAGGGGCCGACAGTCA 
TCCTACGGCTACGCTTTTTCTCGCAATATCCCAGCGTCTCCTCCAGGGTACAACCTTGTG 
ATGAAAACAGACAAACCAAGCAGGATTCCCAACAGCCTTATTGCCCATGAGCAGAACGTG 
GCCAATGTAGCTCAGGAGCACCAGTGCATCAGCCCAGACGAGAACATCCCCTCTGACCTT 
GCGAGCCTACACCGGCACCTAAGAGTTGCTCAAGAACAGCTCGATATGGCTTTTCAGACT 
TACCAAACCAAACAAAACCAG 
>Tn16136001 Our suggested modification. 
ATGAGCTGGAGCTTCCTCACACGTCTCCTGGAAGAGATCCACAATCATTCCACATTTGTG 
GGGAAAGTGTGGCTGACAGTGCTCATCATCTTCCGCATTGTGCTCACGGCAGTCGGAGGC 
GAATCCATCTACTCGGACGAGCAGACGAAGTTCACCTGCAACACCAAGCAGCCGGGCTGT 
GATAACGTATGCTACGATGCCTTCGCCCCTCTCTCGCACGTCCGTTTTTGGGTTTTCCAG 
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ATCATCATGATCTCCACCCCTTCCGTCATGTACATGGGCTATGCTATTCATAAGATAGCG 
CGGAGTTCGGATGAAGAGCGCAGAAAGCTCCACAGGCTTCGCAAAAAGCCCCCACCACAT 
TCCAGATGGAGAGAGAACCATCACCTGCAGGGCGTCTTAGAGGAGGACGAAGACGACGAC 
GCTGAGCCCATGATCTATGAGGATACGCTAGAGGTTCAAGATGCCAAACCAGGACCAGGG 
AACAGCGGTAGCAAAAACCCACCGAAATATGACGGCCGTCGAAAAATTATGCAGGAAGGT 
CTAATGAGGATCTATGTCCTTCAGCTGATGTCAAGAGCTGTTTTTGAAATTGCCTTCCTT 
GCTGGACAGTACCTCCTGTATGGTTTTCGTGTCAGTCCATCATATGTATGCAACAGGATC 
CCGTGCCCACACAGGGTGGACTGTTTCATCTCAAGACCCACAGAAAAAACTATTTTCCTC 
CTGATTATGTACGTGGTGAGCTGTCTCTGCCTCGTGCTAAACGTCTGTGAGATGCTTCAC 
TTGGGAATCGGTACTTTCCGGGACACCCTCCGCCTGAAGAGGAACAGGGGCCGACAGTCA 
TCCTACGGCTACGCTTTTTCTCGCAATATCCCAGCGTCTCCTCCAGGGTACAACCTTGTG 
ATGAAAACAGACAAACCAAGCAGGATTCCCAACAGCCTTATTGCCCATGAGCAGAACGTG 
GCCAATGTAGCTCAGGAGCACCAGTGCATCAGCCCAGACGAGAACATCCCCTCTGACCTT 
GCGAGCCTACACCGGCACCTAAGAGTTGCTCAAGAACAGCTCGATATGGCTTTTCAGACT 
TACCAAACCAAACAAAACCAGCAGACGTCCAGAACCAGTAGTCCAGTGTCTGGAGGCACC 
ATGGCAGAACAAAACAGAGTCAATGCAGTTCAAGAGAAGCAGGGCGCAAGGCCAAAATCA 
GCCACAGAGAAGGCCACGACCGTGGTAAAAAATGGAAAGAGCTCTGTCTGGATTTAG 
 
>Tn01153001 Ensembl prediction in 2 exons (black/blue letters). We suggest 67 nt in exon 1 as 
an intron (marked in gray in upper sequence, adjacent positions marked by underlining in lower 
sequence). This makes a good identity to the presumed orthologs (and close paralogs). 1 N 
added in pos 370 of modified sequence to keep the reading frame (marked pink). Sequence 
extended by 396 nt in 3'-direction to reach stop codon (marked blue). 
ATGAGCTGGAGTTTCCTGACGCGTCTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGGAAGATCTGGCTGACCATTTTGATCATCTTCCGCATCGTGCTGACGGCCGTCGGCGGT 
GAGACCATCTACTACGATGAGCAGAGCAAATTTGTTTGCAACACGCAGCAGCCCGGATGC 
GAGAACGTGTGCTACGACGCCTTCGCCCCGCTCTCCCACGTACGATTCTGGATCTTCCAG 
GTGAGCTGCGCCTCGTTGGATTCCTCCCCAGGACGGCGCGGGGCTGACGCTTGTGTCTCC 
TTGGCAGGTGATCCTGATCACCACCCCCACCATCATGTACCTGGGCTTCGCCATGCACAA 
GATCGCACGCATGAACGACAGCGAGTACCGCGTCGTCCGGAAAGCCAAGAAGAAGATGCC 
CATAGTGAACCGCGGACCGCCCGGGACTACGAGGAGGCGGAGGACAACGGCGAGGAAGAC 
CCCATGATCGCCGAGGAGATTGAACAAGAGAAGCCTGACAAAGCGGAGAAGGGCCCGGAG 
AAAAAGCATGATGGCCGACGGCGAATCCAGCGTGACGGCCTGATGAAGGTCTACGTGTGC 
CAGCTGCTGTGGCGCTCTTCCTTCGAGGTCGCCTTCCTCTTTGGCCAGTACGTCCTCTAC 
GGCTTCGAAGTGCACGCGTCCTACGTGTGCACCCGCTCGCCGTGCCCCCACACGGTGGAC 
TGCTTCGTGTCGCGCCCCACAGAGAAGACCATCTTCCTGCTGGTCATGTATGTGGTGTCC 
TTCCTCTGCCTGCTCCTCACCCTCTTTGAAATGCTCCACTTGGGGATCGGCGGCGTCCGC 
GACACCTTCCGCAGGGCGTCCGCTCTCAACCAGCGGGCCCCTCGTCTGACGGCCCCACGT 
AGCATCGCCACGGCGCCGCCG 
>Tn01153001 Our suggested modification. 
ATGAGCTGGAGTTTCCTGACGCGTCTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGGAAGATCTGGCTGACCATTTTGATCATCTTCCGCATCGTGCTGACGGCCGTCGGCGGT 
GAGACCATCTACTACGATGAGCAGAGCAAATTTGTTTGCAACACGCAGCAGCCCGGATGC 
GAGAACGTGTGCTACGACGCCTTCGCCCCGCTCTCCCACGTACGATTCTGGATCTTCCAG 
GTGATCCTGATCACCACCCCCACCATCATGTACCTGGGCTTCGCCATGCACAAGATCGCA 
CGCATGAACGACAGCGAGTACCGCGTCGTCCGGAAAGCCAAGAAGAAGATGCCCATAGTG 
AACCGCGGANCCGCCCGGGACTACGAGGAGGCGGAGGACAACGGCGAGGAAGACCCCATG 
ATCGCCGAGGAGATTGAACAAGAGAAGCCTGACAAAGCGGAGAAGGGCCCGGAGAAAAAG 
CATGATGGCCGACGGCGAATCCAGCGTGACGGCCTGATGAAGGTCTACGTGTGCCAGCTG 
CTGTGGCGCTCTTCCTTCGAGGTCGCCTTCCTCTTTGGCCAGTACGTCCTCTACGGCTTC 
GAAGTGCACGCGTCCTACGTGTGCACCCGCTCGCCGTGCCCCCACACGGTGGACTGCTTC 
GTGTCGCGCCCCACAGAGAAGACCATCTTCCTGCTGGTCATGTATGTGGTGTCCTTCCTC 
TGCCTGCTCCTCACCCTCTTTGAAATGCTCCACTTGGGGATCGGCGGCGTCCGCGACACC 
TTCCGCAGGGCGTCCGCTCTCAACCAGCGGGCCCCTCGTCTGACGGCCCCACGTAGCATC 
GCCACGGCGCCGCCGGGCTACCACGCTACCATGAAGAAGGAGAAATTGAAAGGACGGCTG 
AGGGACTCGCCCATGGGCGACTCCGGGAGGGAGAGCTTCGGTGACGAGGGTCCCTCATCC 
CGGGAACTGGAGCGGCTGAGGAGGCACCTGAAGCTGGCCCAGCAACACCTGGACCAGGCC 
TACCAGGTTGAGGACAGGAGCCCCTCGCGGAGCAGCAGCCCCGAGGTGAACACGGCCGCG 
CAGACGGCCGCCGAGCAGAACCGACTCAACTTTGCCCAGGAGAAGCAAGGAGAACCCAGC 
GAGAAAGGTAAAGAAATGCTCAGGCGCCATCAGATGGAGGTGCGGCGACTATTACAGGTG 
GTGGTTTTGGCCAGCAGGCAGCGTTTTCAGAGGCGTCTCTGTCGCTGTTAG 
 
>Tn16902001 Ensembl prediction in 2 exons (black/blue letters). The predicted 19 nt intron 
regarded as part of reading frame (marked blue). Sequence extended by 4 nt in 3'-direction to 
reach stop codon (blue). 
ATGAGTTGGAGCTTCCTCACCCGCCTGTTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTCCTGACGGCCGTCGGCGGC 
GAGTCCATATACTACGATGAACAGAGCAAATTTGTGTGCAACACAAACCAGCCCGGTTGC 
GAGAACGTGTGCTACGACGCGTTTGCGCCGCTGTCGCACATCCGCTTCTGGGTGTTCCAG 
GTGATCATGATCACCACGCCCACCATCATGTACCTCGGCTTTGCCATGCACAAGATCGCC 
CGGATGGACGACAACGACTACCGGCCCCGCGCCAGGAAGAGGATGCCAATCGTCAGCCGC 
GGCGCCAACCGGGACTACGAGGAGGCGGAGGACAACGGCGAAGAAGACCCGATGATTCTA 
GAAGAGATCGAGCCAGAAAAGGAGAAGGAGACCGCGGAGAAGCCGGGCAAAAAGCACGAC 
GGCCGGCGTCGGATCAAGCGCGACGGTCTGATGAAAGTTTACGTGTTCCAGCTGCTGTCG 
CGCGCCATCTTTGAAGCCTCCTTCCTGTTCGGGCAGTACATCCTCTACGGGCTGGAGGTG 
GCGCCCTCGTACGTTTGCACGCGCTCCCCCTGCCCCCACACGGTGGACTGCTTTGTTTCC 
CGTCCCACCGAGAAAACCATCTTCCTGCTCATCATGTACGCCGTCAGCGCGCTCTGCCTG 
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CTCTTCACCGTGCTGGAGATCCTCCACCTCGGCATCAGCGGCCTCCGGGACTGCTTCTGC 
GCCCCGCGGCCCCGCCCGCCCACCCCCCGTCACTCGGCCCTGGCCAGCCAGAGGTCCTCC 
ATCTGCCGCCAGCCGTCCGCTCCTCCGGGAAGGACCCCTTCGGGAAAGCTGGGCTTCAGG 
GACAACCTGGGGGACTCCGGCCGGGAATCCTTCGGGGACGAAGCTTCGTCCCGGGAACTG 
GAGAGGCTGCGCAAGCACCTGAAACTGGCGCAGCAGCACCTGGACATGGCCTACCAGAAC 
GAGGAAAGCAGCCCCTCGCGCAGCAGCAGCCCGGAGTCCAACGGCACCGCGGCCGAGCAG 
AACCGACTGAATTTCGCCCAGGAGAAGCAGAGCGACAAAG 
>Tn16902001 Our suggested modification. 
ATGAGTTGGAGCTTCCTCACCCGCCTGTTGGACGAGATCTCCAACCACTCCACCTTCGTG 
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTCCTGACGGCCGTCGGCGGC 
GAGTCCATATACTACGATGAACAGAGCAAATTTGTGTGCAACACAAACCAGCCCGGTTGC 
GAGAACGTGTGCTACGACGCGTTTGCGCCGCTGTCGCACATCCGCTTCTGGGTGTTCCAG 
GTGATCATGATCACCACGCCCACCATCATGTACCTCGGCTTTGCCATGCACAAGATCGCC 
CGGATGGACGACAACGACTACCGGCCCCGCGCCAGGAAGAGGATGCCAATCGTCAGCCGC 
GGCGCCAACCGGGACTACGAGGAGGCGGAGGACAACGGCGAAGAAGACCCGATGATTCTA 
GAAGAGATCGAGCCAGAAAAGGAGAAGGAGACCGCGGAGAAGCCGGGCAAAAAGCACGAC 
GGCCGGCGTCGGATCAAGCGCGACGGTCTGATGAAAGTTTACGTGTTCCAGCTGCTGTCG 
CGCGCCATCTTTGAAGCCTCCTTCCTGTTCGGGCAGTACATCCTCTACGGGCTGGAGGTG 
GCGCCCTCGTACGTTTGCACGCGCTCCCCCTGCCCCCACACGGTGGACTGCTTTGTTTCC 
CGTCCCACCGAGAAAACCATCTTCCTGCTCATCATGTACGCCGTCAGCGCGCTCTGCCTG 
CTCTTCACCGTGCTGGAGATCCTCCACCTCGGCATCAGCGGCCTCCGGGACTGCTTCTGC 
GCCCCGCGGCCCCGCCCGCCCACCCCCCGTCACTCGGCCCTGGCCAGCCAGAGGTCCTCC 
ATCTGCCGCCAGCCGTCCGCTCCTCCGGGGTACCACACGGCCCTGAAGAAGGACCCCTTC 
GGGAAAGCTGGGCTTCAGGGACAACCTGGGGGACTCCGGCCGGGAATCCTTCGGGGACGA 
AGCTTCGTCCCGGGAACTGGAGAGGCTGCGCAAGCACCTGAAACTGGCGCAGCAGCACCT 
GGACATGGCCTACCAGAACGAGGAAAGCAGCCCCTCGCGCAGCAGCAGCCCGGAGTCCAA 
CGGCACCGCGGCCGAGCAGAACCGACTGAATTTCGCCCAGGAGAAGCAGAGCGACAAAGG 
TGA 
 
>Tn29168001 Ensembl prediction in 2 exons (black/blue letters). The 5' 124 nt (incl. exon 1) 
removed to achieve an initiation codon consistent with other connexins (marked gray). Two 
single nt removed to keep reading frame (marked gray in upper sequence, adjacent positions 
underlined in lower sequence). Sequence extended 669 nt in 3'-direction to reach stop codon 
(marked blue).  
ATGGCCAGGGGCGGGGGGCGGGGACGTGGCCACAGCGGCGGTTGTCGGACAGATGCCTCC 
ATCAGTGAGGAGGCCCCGGAGGCCCCGGGCCTGAACTTCCTCCGTAGGCTCGAAATCTTG 
AAGCATGGGCGACTGGATCTTTCTGGGGCGGCTGCTGGAGAACGCTCTAGGGAGCATTCC 
ACCGTCATCGGCAAAGTCTGGCTGACCGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGC 
GCGGCCGCCGAAGAGGTGTGGGGCGACGAGCAGTCGGACTTCACCTGCAACACCCAGCAG 
CCCGGCTGCGAGAACGTCTGCTACGACGAGGCCTTCCCCATCTCGCACATCCGCTTCTGG 
GTGCTGCAGATCATCTTCGTGTCCACGCCCACGCTCATCTACCTGGGCCACGTGCTGCAC 
ATCGTCCGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGATGCGCAAAGCCAACCGC 
TTCCAGGAGGAGAAGGAACTCCTTTACCGAAACGGGGGGGACGCAGGAGGCGGCGGCAGG 
AAGGAGAAGCCGCCCATCAGGGACGAGCACGGCAAAATCCGCATCAGAGGCGCGCTGCTG 
CGGACCTACGTCTTCAACATCATATTCAAAACCCTGTTTGAGGTGGGATTCATTCTGGGC 
CAGTATTTCCTGTACGGCTTCCAGCTGAGGCCCCTGTACAAGTGTGCGCGTTGGCCCTGC 
CCCAACACGGTGGACTGCTTCATCTCCCGGCCCACCGAAAAGACCATTTTCATTCTCTTT 
ATGCTTGTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATCTATCACCTCGGG 
TGGAAGAAGGTCAAACAGGGCGTGACC 
>Tn29168001 Our suggested modification. 2 nt removed from underlined sequence. 
ATGGGCGACTGGATCTTTCTGGGGCGGCTGCTGGAGAACGCTCAGGAGCATTCCACCGTC 
ATCGGCAAAGTCTGGCTGACCGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGCGCGGCC 
GCCGAAGAGGTGTGGGGCGACGAGCAGTCGGACTTCACCTGCAACACCCAGCAGCCCGGC 
TGCGAGAACGTCTGCTACGACGAGGCCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG 
CAGATCATCTTCGTGTCCACGCCCACGCTCATCTACCTGGGCCACGTGCTGCACATCGTC 
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGATGCGCAAAGCCAACCGCTTCCAG 
GAGGAGAAGGAACTCCTTTACCGAAACGGGGGGGACGCAGGAGGCGGCGGCAGGAAGGAG 
AAGCCGCCCATCAGGGACGAGCACGGCAAAATCCGCATCAGAGGCGCGCTGCTGCGGACC 
TACGTCTTCAACATCATATTCAAAACCCTGTTTGAGGTGGGATTCATTCTGGGCCAGTAT 
TTCCTGTACGGCTTCCAGCTGAGGCCCCTGTACAAGTGTGCGCGTTGGCCCTGCCCCAAC 
ACGGTGGACTGCTTCATCTCCCGGCCCACCGAAAAGACCATTTTCATTCTCTTTATGCTT 
GTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATCTATCACCTCGGGTGGAAG 
AAGGTCAAACAGGGCGTGACCAACCAGTTTGTCCCCGACGGCGAGTCGCTGCGCCGGGTC 
AACATCGCGGAGCCCGAGTGTTTGGCCCCGCCCCCCAGAACTGCCCCGTCCAGTTACCCC 
CCCGACTACACGGACGTGACGGCAGGCAGCGGGGCCTTTCTGCAGCCCGTGGCGCCGCCG 
GCCGTGCCTTCGGGCGCCGCGTTCAAGATGGACGACCTCCAGCGGAGCCAGCCTCCCCAC 
CAGCCCCCCTCCTCCTCCTCCTCCTCTTCCTCCCCTCACTACTACATCAGCAACAACAAC 
AACCACAGGTTGGCCGCGCAGCAGAACTGGGCCAACCTGGCCACCGAGCAGCAGACTCGG 
GAGATGAAGGCCACCTCCCCCTCGCCCTCCTCCTCCAACACCTCCCATGATGAGCAGCAG 
CAGCAGCCTGTTGATGCGGAGCTGCTCCCTCCCGCCACCAACACCAACACCATCGCCGCC 
GCCGATGCTCCAGGGAGCAGCAGCCCGGGCTCCGCCTCCAACGCAGGCAGCTGGGGTGGA 
GGAACCAACGAGCAGGAAGGAAGGCGCGTCTCCACCACCAGGGTGGAGATGCACGACCCT 
CCGCCCGCCCCCGGCGTGGACCCTCGGCGACTCAGCCGAGCCAGTAAGAGCAGCAGCGTC 
AGAGCGAGGCCGAGCGACCTGGCCGTCTGA 
 
>Tn19591001 Ensembl prediction. Sequence extended by 720 nt in 3'-direction to reach stop 
codon (marked blue). 
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ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG 
ATTGGAAAGGTTTGGCTGACTGTCCTCTTTATCTTCCGCATCCTGGTGCTGGGCGCAGCC 
GCTGAGGAGGTTTGGGGTGATGAGCAGTCCGATTTCACCTGTAACACGCAGCAGCCCGGT 
TGCGAAAACGTCTGCTACGACGAGGCCTTCCCCATCTCCCACATTCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACGCCAACCCTCATCTACCTGGGCCACGTGCTGCACATTGTC 
CGCATGGAGGAGAAGAGGAGAGAGAGGGAAGAGGAGCTCCGGAAGGCAGGGCGGCACCAG 
GAGGACCACGATCCTCTTTTTCATAATGGAGTTAGCAACGGAGGAGGCAGAGGTGGCGGG 
AAAAAAGAGAAGCCGCCTATTCGGGATGAACACGGGAAGATCCGTATCCGCGGGGCGTTA 
CTGAGGACCTACATCTTCAACATCATCTTCAAGACTCTATTTGAGGTGGGCTTCATCCTG 
GGGCAGTACTTCCTCTATGGCTTCCACCTGAGGCCGCTCTATAAATGTGGCCGCTGGCCC 
TGCCCGAACACTGTGGACTGCTTCATCTCCAGGCCCACCGAAAAGACAATTTTTATCATC 
TTCATGCTGGTGGTTGCGTGCATCTCCTTGGCCCTCAACCTGTTGGAAATCTACCACCTG 
GGATGGAAGAAGGTCAAGCAG 
>Tn19591001 Our suggested modification. 
ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG 
ATTGGAAAGGTTTGGCTGACTGTCCTCTTTATCTTCCGCATCCTGGTGCTGGGCGCAGCC 
GCTGAGGAGGTTTGGGGTGATGAGCAGTCCGATTTCACCTGTAACACGCAGCAGCCCGGT 
TGCGAAAACGTCTGCTACGACGAGGCCTTCCCCATCTCCCACATTCGCTTCTGGGTGCTG 
CAGATCATTTTTGTCTCCACGCCAACCCTCATCTACCTGGGCCACGTGCTGCACATTGTC 
CGCATGGAGGAGAAGAGGAGAGAGAGGGAAGAGGAGCTCCGGAAGGCAGGGCGGCACCAG 
GAGGACCACGATCCTCTTTTTCATAATGGAGTTAGCAACGGAGGAGGCAGAGGTGGCGGG 
AAAAAAGAGAAGCCGCCTATTCGGGATGAACACGGGAAGATCCGTATCCGCGGGGCGTTA 
CTGAGGACCTACATCTTCAACATCATCTTCAAGACTCTATTTGAGGTGGGCTTCATCCTG 
GGGCAGTACTTCCTCTATGGCTTCCACCTGAGGCCGCTCTATAAATGTGGCCGCTGGCCC 
TGCCCGAACACTGTGGACTGCTTCATCTCCAGGCCCACCGAAAAGACAATTTTTATCATC 
TTCATGCTGGTGGTTGCGTGCATCTCCTTGGCCCTCAACCTGTTGGAAATCTACCACCTG 
GGATGGAAGAAGGTCAAGCAGGGAGTCACCAATGAGTTTGTCCCCGACGGTGAGTTGCTG 
TTGAGGAGTGCCAACAAGCACAGAGACGCGGAGAAGATCCGTGAGCAGGCTTCTCCATCG 
GTGCTTGAATGTTTGTCGACTTACTCCAGCATGAATGTGGCAGGAAGCGGAGGGAATGAA 
GGAAGATCCTACAGTCCGCCCGAGGCCTCTCTGGCTGTGATGTCATCACCTGCCAGTCTC 
AAGATGGACGGCAGCGCGTTCCACCCGGACGACCTCTTGTTGGAGGCCCTGCCTGCTTCT 
TTTTGCGGCAGTAGTGACAAAGTGAGCCACGGGCAGCTGACAGAAGTGGAGCAAAACTGG 
AGCAACATGGCACTGGAGCTCCAGAATCTCAATGGGAAAAACTCCTCCTACCCTCCTCCC 
CTTCCCTCCCCTCCCAACTCCTCCTCCTCCTCCTCCTCCTCCTCTTCTCTTCACGAGGAG 
ACAAACCCTCCGCTTCCTCAAGGGGAGCAACACTCCATGTTCCCCACGCTGCCTCGTCAT 
GATCCCCTCTACGCTCTCACTCCAAAGGAGACCATGGAGGAGCCCTCTACTGCCTCATGT 
GACGTCCCACCCGACGATGTCACCGTGGTTACCAAGGCAGAGATGCACTGGCCTCCTGCT 
TCTGCTGCCACAGACATCCGGAAGCCAAGTCGGGCGAGCAGGAGCAGCGTCAGAGCACGC 
CCCGATGACCTGGCAGTGTAG 
 
>Tn17092001 Ensembl prediction. Sequence extended by 378 nt in 3'-direction to reach stop 
codon (marked blue). 
ATGGGGGACTGGAACCTGCTGGGGAAACTTCTGGAAAAAGCCCAGGAGCACTCGACTGTG 
GTGGGCAAAGTGTGGCTGACCGTCCTCTTCATTTTCCGCATCCTGATCCTGAGCGCCGCC 
ACTGAGAAGGTGTGGGGCGACGAGCAGTCGGGCTTCACCTGTGACACCAAACAGCCTGGT 
TGCGAGAACGTCTGCTATGACATCACATTCCCGATCTCCCACGTGCGTTTCTGGGTGCTG 
CAGATCATCTTTGTGTCGACGCCGACGCTGATTTACCTGGGACACATTCTCCATCTGGTG 
CGGATGGAGGAGAAGCAGAAGGAGAAGGAAAAGGAGCACGCAAGACTGTCAGCAAAGCAG 
GGTCTGCTGGTCTCCAAGCACAAAAAGCCCCTGGTGAGGGACGAGAAGGGCAGAGTGCGC 
CTGCAGGGGGAGCTATTGCGCACATACGTCTTTAACGTCGTCTTTAAAACGCTGTTTGAG 
GTGGGCTTCATCGTGGCTCAGTATTTCCTTTATGGCTTTGAGCTGAAGCCGATGTATACA 
TGCAACAGAGCCCCCTGCTCCAATGTGGTCAACTGCTATATTTCCCGGCCCACGGAGAAG 
ACCATCTTCATCATCTTCATGCTGGGCGTGGCCAGTGTGTCTCTGCTCCTGAATCTCATT 
GAGATCTATCACCTGGGCTTCACCAAGTGCCGCCAGGGTCTCACC 
>Tn17092001 Our suggested modification. 
ATGGGGGACTGGAACCTGCTGGGGAAACTTCTGGAAAAAGCCCAGGAGCACTCGACTGTG 
GTGGGCAAAGTGTGGCTGACCGTCCTCTTCATTTTCCGCATCCTGATCCTGAGCGCCGCC 
ACTGAGAAGGTGTGGGGCGACGAGCAGTCGGGCTTCACCTGTGACACCAAACAGCCTGGT 
TGCGAGAACGTCTGCTATGACATCACATTCCCGATCTCCCACGTGCGTTTCTGGGTGCTG 
CAGATCATCTTTGTGTCGACGCCGACGCTGATTTACCTGGGACACATTCTCCATCTGGTG 
CGGATGGAGGAGAAGCAGAAGGAGAAGGAAAAGGAGCACGCAAGACTGTCAGCAAAGCAG 
GGTCTGCTGGTCTCCAAGCACAAAAAGCCCCTGGTGAGGGACGAGAAGGGCAGAGTGCGC 
CTGCAGGGGGAGCTATTGCGCACATACGTCTTTAACGTCGTCTTTAAAACGCTGTTTGAG 
GTGGGCTTCATCGTGGCTCAGTATTTCCTTTATGGCTTTGAGCTGAAGCCGATGTATACA 
TGCAACAGAGCCCCCTGCTCCAATGTGGTCAACTGCTATATTTCCCGGCCCACGGAGAAG 
ACCATCTTCATCATCTTCATGCTGGGCGTGGCCAGTGTGTCTCTGCTCCTGAATCTCATT 
GAGATCTATCACCTGGGCTTCACCAAGTGCCGCCAGGGTCTCACCTTCAGGAGGCGGGAC 
CTTCCCTCCGAGGGGATTCTCAAGGACCCCAGCGTGGCCTCTGTGCCCTTTGCGCCCAGT 
TACGATGAGTACTTCCACGGACACCACCCGGTGCAGCCGGCCTACCCGCCCGTGCCCGGC 
TACAACCTCTCCCCGCTGTCTGACGGCACCGAGTCGTCTTTCCATCCTTACAACAGCAAG 
GCAGCCTACAAGCAGAATAAGGACAACCTGCTGGTGGAAAGGAGCAGCAGCAAGCCGGAG 
GAATGCGACCTGAAAGGAGAGAAGGATCCGGGTTCTGCCCCCGAGTCACCTACGCAGGTC 
AGGTCTAGCCGCAGCGCCAAACACGGCAACAACAAGACTAGAATAGACGATCTGAAGATA 
TGA 
 
>Tn22231001 Ensembl prediction. No modification. 
ATGGGGGACTGGAACTTGTTGGGGAAGCTGCTGGAGAGTGCCCAGGAACACTCCACCGTT 
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GTGGGCAAAGTCTGGCTGACAGTGCTGTTCATCTTCCGTATCCTGGTGCTGGGAACTGCC 
GCTGAGAAGGTGTGGGGAGATGAGCAGTCCGGCTTTACGTGCGACACCAAGCAGCCCGGT 
TGTCAGAACGTTTGCTACGACAAGACCTTTCCCATTTCCCACATCCGCTTCTGGGTGATG 
CAGATCATTTTCGTCTCCACGCCCACCCTCATCTATTTGGGCCACATCCTTCATCTGGTT 
CGCATGGAGGAAAAAGAGAAACAGAAAGAGAAGGAGCTGGCAGCCCAGAGTGAAAAACAG 
CAGCAGTTGCTTGGCAACAAGCCGAAAAAAGCCCCAATTAAAGACAACCAGGGTCACGTG 
CGTTTGCAAGGCGCCCTGCTGCGAACTTACGTCTTCAACATCATCTTCAAGACCCTGTTT 
GAAGTGGCCTTTATTGTAGCTCAGTACTTCCTCTATGGTTTCGAGCTCAAGCCGATGTAC 
ACCTGCGACCGCTGGCCTTGCCCCAACATGGTGAACTGCTACATCTCTCGACCCACTGAG 
AAGACGGTCTTCATCCTCTTCATGCTGGCGGTGGCTTGCATCTCTCTGCTGCTCAACCTG 
GTGGAAATGTACCATCTGGGATTCACCAAGTGCCACCAGGGCCTTCGGTACAGGCGATCA 
AAGACCAGAAAACAGTCTCCCAAGGCCCTCCACGAGCCCGTCATGCCCTTTGTTCCCAGT 
TACAACTACTACACCGGTCACCCTGCAGTGCCGGAGCCGTTTCCGACCGACTCCAAGTAC 
AGCGTGACAGAGCCCGGCTCCGCTTACAGCCCCTACAGCAATAAGGTCGTCTACAAGCAG 
AACAGGGACAACATGGCTGTGGAGAGGAAGGGAAAACCCGAGGACGAGGTCGTGATGGAG 
AGGAAACCCACCTGCCCTGCCTTTGAGGGGTCTGCTGACAGTCAGCGCAGAAACAGTCAG 
TCAAGCAAGCACAGCAAGAGCAGACTGGATGACCTAAAGATCTAA 
 
>Tn26028001 Ensembl prediction. Sequence extended by 3 nt in 3'-direction to reach stop codon 
(marked blue). 
ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTGAACGAGCACTCTACGGTG 
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGCATCCTCATCCTGGGCACGGCG 
GCAGAGTTTGTGTGGGGGGACGAACAGTCAGACTATGTCTGCAACACGCAGCAGCCTGGC 
TGTGAGAATGTGTGCTATGATGAGGCCTTCCCCATCTCCCACATCCGCCTGTGGGTGCTG 
CAGATCATCTTTGTGTCCACGCCGTCTCTGGTGTACGTGGGTCACGCTGTGCACCACGTC 
CACATGGAGGAGAAGCGCAAGGAGCGGGAGGAGGCAGAGCTCAGCCGGCAGCAGGAGCTG 
AGCGAGGAGCGCCTCCCCTTGGCCCCCGACCAGGGTAGCGTCCGCACCACCAAGGAGACC 
AGCACCAAGGGGAGCAAGAAGTTCCGGCTGGAGGGCACCCTGCTGAGGACCTACATCTGC 
CACATCATCTTCAAGACGCTGTTTGAAGTGGGCTTCGTGGTGGGCCAGTACTTCCTGTAC 
GGCTTTCGCATTCTGCCGCTGTACAAATGCAGCCGCTGGCCCTGCCCCAACACGGTGGAC 
TGCTTCGTGTCCCGACCCACCGAGAAGACCGTCTTCATCATCTTCATGCTGGCTGTGGCC 
TGCGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGTCACTTGGGCCTGAAGAAGATTCGC 
TTTGTCTTTCGCAAGCCGGTGCCGGCCCCGGCCCAGGGCGAGGGCTCGGCCCCGCTCCCG 
GCCCCGGGCAAGAGTCTGCCCTCCCTCGCCGTGCCCTCCATGCAGAGAGTGAAGGGGTAC 
AGGCTGCTGGAGGAGGAGAAAGCTCCCCCAATAACTCACCTCTACCCACTGGCCGAGGTG 
GGCATGGAGGCCGGCAGAGGGAGCCCCCCCTTCCAGGGACTAGAGGAGAAGCCGGAGGAG 
GTGCTGCCCATGGAGGACATCTCCAAGGTGTACGACGAGACTCTGCCCTCCTACACCCAG 
ACCACCGAGACTGGGGGGGTGACACTACACGAGGAGGAAGAGGTAGAGGTAGAGGAGGAG 
CAGCCAGCCGAAGCAGAGAAGGAGGAGGTGGTTGTGAGGGAGGAGGCAGAGGAGGTGGTG 
AATGTGGAGGGGCCCAGAGCCGCGGAGGCCCCGGATACGATAGAAGACACCCGACCGCTG 
AGCCGACTGAGCAAAGCCAGCAGCAGAGCCAGGTCAGATGATCTGACGGTA 
>Tn26028001 Our suggested modification. 
ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTGAACGAGCACTCTACGGTG 
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGCATCCTCATCCTGGGCACGGCG 
GCAGAGTTTGTGTGGGGGGACGAACAGTCAGACTATGTCTGCAACACGCAGCAGCCTGGC 
TGTGAGAATGTGTGCTATGATGAGGCCTTCCCCATCTCCCACATCCGCCTGTGGGTGCTG 
CAGATCATCTTTGTGTCCACGCCGTCTCTGGTGTACGTGGGTCACGCTGTGCACCACGTC 
CACATGGAGGAGAAGCGCAAGGAGCGGGAGGAGGCAGAGCTCAGCCGGCAGCAGGAGCTG 
AGCGAGGAGCGCCTCCCCTTGGCCCCCGACCAGGGTAGCGTCCGCACCACCAAGGAGACC 
AGCACCAAGGGGAGCAAGAAGTTCCGGCTGGAGGGCACCCTGCTGAGGACCTACATCTGC 
CACATCATCTTCAAGACGCTGTTTGAAGTGGGCTTCGTGGTGGGCCAGTACTTCCTGTAC 
GGCTTTCGCATTCTGCCGCTGTACAAATGCAGCCGCTGGCCCTGCCCCAACACGGTGGAC 
TGCTTCGTGTCCCGACCCACCGAGAAGACCGTCTTCATCATCTTCATGCTGGCTGTGGCC 
TGCGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGTCACTTGGGCCTGAAGAAGATTCGC 
TTTGTCTTTCGCAAGCCGGTGCCGGCCCCGGCCCAGGGCGAGGGCTCGGCCCCGCTCCCG 
GCCCCGGGCAAGAGTCTGCCCTCCCTCGCCGTGCCCTCCATGCAGAGAGTGAAGGGGTAC 
AGGCTGCTGGAGGAGGAGAAAGCTCCCCCAATAACTCACCTCTACCCACTGGCCGAGGTG 
GGCATGGAGGCCGGCAGAGGGAGCCCCCCCTTCCAGGGACTAGAGGAGAAGCCGGAGGAG 
GTGCTGCCCATGGAGGACATCTCCAAGGTGTACGACGAGACTCTGCCCTCCTACACCCAG 
ACCACCGAGACTGGGGGGGTGACACTACACGAGGAGGAAGAGGTAGAGGTAGAGGAGGAG 
CAGCCAGCCGAAGCAGAGAAGGAGGAGGTGGTTGTGAGGGAGGAGGCAGAGGAGGTGGTG 
AATGTGGAGGGGCCCAGAGCCGCGGAGGCCCCGGATACGATAGAAGACACCCGACCGCTG 
AGCCGACTGAGCAAAGCCAGCAGCAGAGCCAGGTCAGATGATCTGACGGTATGA 
 
>Tn11616001 Ensembl prediction. 19 nt removed at 5'-end to achieve initiation codon consistent 
with other connexins. Sequence extended by 543 nt in 3'-direction to reach stop codon (marked 
blue). 
CCAGAATGGCAGAGTGAAGATGGGAGACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGT 
GCACATTCACTCCACCATGGTGGGGAAGATCTGGCTCACCATTCTGTTCATTTTCCGCAT 
GCTAGTCCTCGGCGTGGCGGCGGAGGACGTGTGGAACGACGAGCAGGCTGACTTCATCTG 
CAACACCGAGCAGCCGGGATGCAGGAACGTGTGCTACGACCGGGCTTTTCCCATCTCCCT 
CATTCGCTACTGGGTGCTGCAGGTTATTTTCGTGTCCTCTCCCTCGCTGGTTTACATGGG 
CCACGCTCTGTACAGACTGCGGGCCCTGGAGAAAGCGCGGCAGAGGAAGAGAGCGCTGCT 
CCGGAAGGAGCTGGAGATGGTGGGCGTGGATTTGGCCGAAGCTAGGAAGAGGATGGAGTG 
TGAGGTGAAGCAGCTGGACCAGGCCAGGCTGAACAAAGCCCCGCTCAGGGGATCCCTGTT 
ACGCACGTACGTGGCCCACGTTCTCACTCGCTCCGTTGTCGAAGTGGCCTTCATGACGGG 
CCAGTACCTTCTTTACGGATTTCACCTCTACCCGCTTTTCAAGTGCGAGCGGGATCCTTG 
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TCCTAATGCCGTGGACTGTTATGTCTCCAGGCCCACAGAGAAAAGCCTTTTCATGGTCTT 
CATGCAATGCATCGCCGCCATTTCCCTCTTCCTGAACATTTTGGAGATCGTGCATCTGGG 
TTACAAGAAGATTAAACGGAGCATCTTGGATCTTTGCCCGTTACGGGATGAACTGGAGGA 
CGACTTTGCTGTTAAGGACAAAAGAGAATCTGTCGCACAGTTGTGCACCGCTGCGGCCCG 
GAAGATGACCATTACGTTTTCACCGGCGGATGACAACGTGCTGCAG 
>Tn11616001 Our suggested modification. 
ATGGGAGACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGTGCACATTCACTCCACCATG 
GTGGGGAAGATCTGGCTCACCATTCTGTTCATTTTCCGCATGCTAGTCCTCGGCGTGGCG 
GCGGAGGACGTGTGGAACGACGAGCAGGCTGACTTCATCTGCAACACCGAGCAGCCGGGA 
TGCAGGAACGTGTGCTACGACCGGGCTTTTCCCATCTCCCTCATTCGCTACTGGGTGCTG 
CAGGTTATTTTCGTGTCCTCTCCCTCGCTGGTTTACATGGGCCACGCTCTGTACAGACTG 
CGGGCCCTGGAGAAAGCGCGGCAGAGGAAGAGAGCGCTGCTCCGGAAGGAGCTGGAGATG 
GTGGGCGTGGATTTGGCCGAAGCTAGGAAGAGGATGGAGTGTGAGGTGAAGCAGCTGGAC 
CAGGCCAGGCTGAACAAAGCCCCGCTCAGGGGATCCCTGTTACGCACGTACGTGGCCCAC 
GTTCTCACTCGCTCCGTTGTCGAAGTGGCCTTCATGACGGGCCAGTACCTTCTTTACGGA 
TTTCACCTCTACCCGCTTTTCAAGTGCGAGCGGGATCCTTGTCCTAATGCCGTGGACTGT 
TATGTCTCCAGGCCCACAGAGAAAAGCCTTTTCATGGTCTTCATGCAATGCATCGCCGCC 
ATTTCCCTCTTCCTGAACATTTTGGAGATCGTGCATCTGGGTTACAAGAAGATTAAACGG 
AGCATCTTGGATCTTTGCCCGTTACGGGATGAACTGGAGGACGACTTTGCTGTTAAGGAC 
AAAAGAGAATCTGTCGCACAGTTGTGCACCGCTGCGGCCCGGAAGATGACCATTACGTTT 
TCACCGGCGGATGACAACGTGCTGCAGGGAACGGGGCGTCCAAACAATATCGCGCCAACG 
GTTCTTCCTCTTCTGAGCGAGGCGTCCACTCAACTGGATCTGGAGGAATCCAGATGTGCG 
TCCCAGCGTCCAAAAGACTGCAGCTGCGTGCTGACCGCGGCGGCTGGTGAGCGCCGCTCG 
CCCTCCGTCGTTCCTCCAGAGCGGGAAAAGCAGAGCAGCGGAAGTGGCAGCCCGGATTGT 
CCAAGACGCCCACCAAAGCCGGCACACGGATCCACCTTCCCCGCGCTGCCGGCGAACGCC 
CCCAGGAGGCCTTGGAGGCCTCGTTCCTTTCAATGCGCCACAGTCCTGGAGGGGAAAAGC 
TCTGACACCGACTCACGCGAGAGCGCCAGGGAGAGCAGCGAACCGCAGGGAAAACCTGGC 
GCCTGCCGCCACAGCCTCAGCTCTGCGGCAGAGTCACCGGACGACTCCAGCGCGGGGTCC 
GTGCACAGCCCCAGGCTGCCTTCCTCTTGCTGCAAAACATCAATAACAAGCAAAACCAGC 
AGCGGTCGGGCTCCAGATCTGCAAATTTAA 
 
>Tn10470001 Ensembl prediction of gene with unknown function on opposite strand. Connexin 
sequence (reverse complement) is underlined. 91 nt removed to reach the initation codon 
(gray). The predicted 99 nt intron included as part of reading frame (marked blue), with last 
3 nt as part of second conserved domain (green). Sequence extended by 20 nt in 3'-direction to 
reach stop codon (marked blue). 
GCAGGTCGGTCGGGGCCCGGCGGCTTCCGGCGCTGCTCGCCGCGGACACCCGCCGGTTCA 
GGGGCGACGCCGCCGGGCTGTTGCTCTCGCGGCTGTGCCGAGACGCGGAGCTCATTTCGC 
CCGCAGAGTCCGGGCTCTGGGGCCTTCCGGGCTTCTTACTGTCAGATCTGGAGAGCATCC 
TCGCCCGGGGGGCCCCACCGCCCCCGCCGCCGCCCCCGCGCAGCTTCATGCCGCCGCCGC 
CGCCGAGGTAGGAGTCCCCCGCTGTCCGAGCCGTTGCCCTCCGGCAGCGTGGAGCAGTTC 
CAGGGTGGACTCACCCTCCGGGACTTCTTGGTGATCCCCCGACAGCGTCGGGCAGGAGCT 
GGCGTCGGCCACCGGGAGGGTGGGATACTCGGGGGTCACCGGGGGCCCCTCGGGCTCCTC 
CTGCTTATCGGCGGGAAGGGAGTGCGTTTCGCTGCTGGTGTTGTTGGAGTTACTGTTTTG 
TTCCGTGGGGCTCGGCACCGCCTCCTTGGCGTCCTTGTGCCGATCCGACTTGGTGCCAGG 
GTCCCCTTGGATCGGCACGAAAGCCGAGGAGGCGTTGAGGAGCGGGTAGGTGGGCCCATT 
GCCCTGCTTCTCCAGCAGCAGCGTGTATCCGCACGGCGCCGTGGGAATGGTTGTCTTTCC 
CGCCACGGAGATGCGGGTAAAAGTCCAAGATGCCCTTCTTCACCCTTCTTAAATCCCAGG 
TGGATAATCTCAAGGAGACTGAGGAAGAGGGAGATGCAAGCAATGGCTTGCATGAACATC 
ATGAAAACCGTCTTCTCCGTGGGTCTGGACACGAAGCAGTCCACCACGTTCGGGCACGGC 
TCTCTCTCGCACTTGTAAAGAGGTTTCAGGCGGTGTCCGTACAGGATGTACTGACCCATC 
ATGAAGCTGACCTCCACCACCGAGCGAGTTACGATGTGGGCCACTTCCGCATCCACCGCT 
TCCATCTCCCGGCGCAACGCCACCTTCTTGCAGTGGCGCTCCTTCTCCAGAGCTCGTAGC 
TGATAAATGGCGTGACCCATGTAGACCAAAGAAGGGGAGGACACAAAAATCACCTGGAGC 
ACCCAGTATCGGATGAGGGAGATGGGGAAGGCCTGGTCGTAACACACGTTGCGACAGCCG 
GGCTGCTCCGTGTTGCAGATGAAATCGGACTGCTCGTCATTCCACACGTCCTCTGCGGCG 
ACCCCCAGCACCAGCATCCGGAAGATGAACAGGATGGTCAGCCAGATCTTGCCCACCATG 
GTGGAGTGAATGTGGACCTCCTCCAAGATTCCTCCAAGGAAGTTCCAGTCTCCCATTTTT 
TCAGATTAGCAGCGCTACGACATGTAAACACACGTTGGATCACTTTAAAATACAATTTTA 
TTGTAACGATTAAAGCGTTCAATCATA 
>Tn10470001 Our suggested modification. 
ATGGGAGACTGGAACTTCCTTGGAGGAATCTTGGAGGAGGTCCACATTCACTCCACCATG 
GTGGGCAAGATCTGGCTGACCATCCTGTTCATCTTCCGGATGCTGGTGCTGGGGGTCGCC 
GCAGAGGACGTGTGGAATGACGAGCAGTCCGATTTCATCTGCAACACGGAGCAGCCCGGC 
TGTCGCAACGTGTGTTACGACCAGGCCTTCCCCATCTCCCTCATCCGATACTGGGTGCTC 
CAGGTGATTTTTGTGTCCTCCCCTTCTTTGGTCTACATGGGTCACGCCATTTATCAGCTA 
CGAGCTCTGGAGAAGGAGCGCCACTGCAAGAAGGTGGCGTTGCGCCGGGAGATGGAAGCG 
GTGGATGCGGAACTGGTGGAGGCGAGGAAGAGAATCGAGAAAGAGATGAGGCAGCTGGAG 
CAGGGCAAACTCAACAAAGCCCCCCTGAGGGGCTCCCTGCTGTGTACTTACGTGGCCCAC 
ATCGTAACTCGCTCGGTGGTGGAGGTCAGCTTCATGATGGGTCAGTACATCCTGTACGGA 
CACCGCCTGAAACCTCTTTACAAGTGCGAGAGAGAGCCGTGCCCGAACGTGGTGGACTGC 
TTCGTGTCCAGACCCACGGAGAAGACGGTTTTCATGATGTTCATGCAAGCCATTGCTTGC 
ATCTCCCTCTTCCTCAGTCTCCTTGAGATTATCCACCTGGGATTTAAGAAGGGTGAAGAA 
GGGCATCTTGGACTTTTACCCGCATCTGAAAGAGGACCCGGATGA 
 
>Tn06204001 Ensembl prediction. Sequence extended by 675 nt in 3'-direction to reach stop 
codon (marked blue). 
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ATGGGGGACTGGAATTTATTAGGAAGCATTTTAGAAGAAGTCCACATTCATTCGACCATC 
GTGGGGAAAATCTGGCTGACCATTCTCTTCATTTTCCGAATGCTTGTTCTTGGCGTTGCG 
GCTGAGGACGTCTGGGACGACGAGCAAAGCGAATTTGTTTGCAATACGGAGCAGCCCGGG 
TGCAAAAACGTGTGCTACGACCAGGCCTTCCCCGTCTCCCTGATCCGTTACTGGGTCTTG 
CAAATCATCTTCGTGTCCTCCCCGTCACTAGTCTACATGGGACATGCGCTGTATCGCCTG 
AGGACTCTCGAGAAAGAGAGACACAAGAGGAAAGCCTGCCTGAAGGCTGAGCTGGAGGGC 
ACAGACCCTGTCCAGGAGGACCACAGGAGGATTGAGCGAGAACTCAGAAAGCTAGATGAA 
CAGAAGAGGGTGAGGAAAGCTCCTCTAAGGGGCTCCTTGCTGCGCACATACGTCCTCCAT 
ATCTTAACCAGATCTGTTGTGGAGGTGGCTTTCATTATAGGACAATGTGCTCTGTACGGG 
CTCGGGCTGTCGCCCCTGTACCGATGTACCAGACCGCCATGCCCCAACACCGTCGACTGC 
TTTGTCTCTCGGCCTACAGAGAAGAATGTTTTCATGGTTTTCATGCTGGTTATCGCTGGC 
GTTTCGTTGGCGCTCAACATTCTGGAGATCTTGCATCTGGGTGTGAAAAGGATTAAACAA 
AGTTTGTATGGATATAAATACAGAGAC 
>Tn06204001 Our suggested modification. Potential intron start underlined. 
ATGGGGGACTGGAATTTATTAGGAAGCATTTTAGAAGAAGTCCACATTCATTCGACCATC 
GTGGGGAAAATCTGGCTGACCATTCTCTTCATTTTCCGAATGCTTGTTCTTGGCGTTGCG 
GCTGAGGACGTCTGGGACGACGAGCAAAGCGAATTTGTTTGCAATACGGAGCAGCCCGGG 
TGCAAAAACGTGTGCTACGACCAGGCCTTCCCCGTCTCCCTGATCCGTTACTGGGTCTTG 
CAAATCATCTTCGTGTCCTCCCCGTCACTAGTCTACATGGGACATGCGCTGTATCGCCTG 
AGGACTCTCGAGAAAGAGAGACACAAGAGGAAAGCCTGCCTGAAGGCTGAGCTGGAGGGC 
ACAGACCCTGTCCAGGAGGACCACAGGAGGATTGAGCGAGAACTCAGAAAGCTAGATGAA 
CAGAAGAGGGTGAGGAAAGCTCCTCTAAGGGGCTCCTTGCTGCGCACATACGTCCTCCAT 
ATCTTAACCAGATCTGTTGTGGAGGTGGCTTTCATTATAGGACAATGTGCTCTGTACGGG 
CTCGGGCTGTCGCCCCTGTACCGATGTACCAGACCGCCATGCCCCAACACCGTCGACTGC 
TTTGTCTCTCGGCCTACAGAGAAGAATGTTTTCATGGTTTTCATGCTGGTTATCGCTGGC 
GTTTCGTTGGCGCTCAACATTCTGGAGATCTTGCATCTGGGTGTGAAAAGGATTAAACAA 
AGTTTGTATGGATATAAATACAGAGACGACGAGAGCGTGTGTCGCTCCAAGAAAAACTCC 
ACCGTGCAGCAAGTTTGCCTTCTTGCTAGTTCTTCCCCTCAGAGGCTGGTGCAGCTGACC 
CAAGTCACTTGCTCCGCTCTGCCCAACACTAATGCGACGAGTCTGTCCCATCAGAACCAG 
GAAGGGTCCGGAAACGCCAACCAGCATCCCTCACACGCGTGCGTGCCCATCCAGGGTGTC 
CAGCAGGTGGCACCGGCCGAGCAGCATCGCCTTTCGGGACTGAGGAAGCCGTCGTGCAGC 
AGCGAGGAATCCAGCGAGCCTCACGTGAAGCCCCAGTACGCCGGCCCTCGAGCCACGCTC 
GTGGCCAGCCACATGGAGATCCCGGCGGCCCTAAAGAACCCAGCACGGAAGCAGAGCAGA 
GTCAGCATTTATAAAGAGCTCAGTGACATGAGCGACTCTGCCGAGAGCGAGCCCCACCTC 
CCAGCCCGCAAATGTAGCTTTATGTCTCGGGGCCTGTCGGACGGAAAGCTGTCCAACCCA 
TCCGACAGCGCCGACAGCCGCAGCGGAACAGACTCGGAAGCCCAGCACCTCAACCAATCA 
GAGAGCTCAGTGGTGACCCCACCGCCTCCAGCCAGTGGCAGAAGGATGTCCATGGTTAGT 
GGGCCGGGTTCATTTTTCCACCACAAAACTAGACACACGTGA 
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Suppl. Figure 6 Connexins from the tunicates Ciona intestinalis (Ci) and Halocynthia 
pyriformis (Hp). The Ciona sequences were mainly collected from the Ciona database 
(http://genome.jgi-psf.org/ciona4/ciona4.home.html), and partly from Ensembl, and the 
Halocynthia Cx47 (Hp47) was taken from GenBank. When Ciona database predictions do not 
have a corresponding prediction in Ensembl, or the Ciona database predictions are not 
identical to the Ensembl predictions, we mainly use the gene identification number from the 
Ciona database. The corresponding Ensembl gene identification is given in parenthesis 
(Ci14820 should be read as ENSCING00000014820). The conserved domains are marked in 
yellow. Alternating black/blue sequences are exon predictions copied from Ensembl. In 
contrast to sequences given above in Suppl. Figs. 1 to 5, we here fully rely on the predictions 
given by the databases. Three gene predictions (Ci02449, Ci15999, Ci15377) in the present 
Ensembl Ciona genome database (v39, JGI2, Ensembl genebuild June 2006) are not included, 
as the sequences are very short. The longest of these (Ci15377) encodes a second conserved 
domain-like sequence.  
 
>Ci0100141929 (Similar to Ci14820) 
ATGTCTTGGCATTTCTTGGAACGGTGGGTCGAGAAGGCCAACCAACATTCTACATTAGTA 
GGCAAGTTCTGGATTACATTTCTTATCGTTTGTCGGATGGTGATCGTTGCTTCTGTTGGT 
GATCGGGTGTACAACGATGAACAAAGTGAATTTAAATGCAACACACTTCAACCTGGGTGT 
ACGAATGTATGTTTCAACAGATTCTCACCGATATCCCATTTACGATTTTGGAGTTTTCAA 
ATATTGTTCGTGGCAACTCCTTCCGTAATGTTCGTTGTTTATTCTGCTCATAAATCCAAG 
CTGAAAAAAACGTCAAGTATCGCTTTTGATTCAAACTCGAAACCATGGATCAGTGCATCG 
CGTGTTTCATTGGCAATGGACACGATTCCACTTAAGAATGAAAAGTCAAAGAAAGTAAGC 
GATTTTCGTGACGAAAAGTTTAAGCCAACCAATCCTTTGGCAATGAAGGCTCATATACCA 
GCATTTGCGCAACACTTTCGTTGGTATTTAGCCAATGTGTTTGTTCGTCTTTGCATCGAA 
GTTGGTTTCCTCGTTTTGCAAGTTCTTCTCTTCGGATTTCACGTTCCTGAATTGTACAAA 
TGTGAACGCCGGCCGTGTCCCAACACCGTCGATTGCTTTATATCTCGACCAATGGAGAAG 
ACGATCTTCTTATGGTTCATGTTTCTATACAGCTGCATATGTGTAGCACTCAATCTAGTA 
GAGTTTGTTTATCTGGTATACGCCTATATAAAGAAGCAAGCACAGAAACGGGTGTCGTCT 
TCTAAGAGTAAAAAAGAGGTTTCACTTCATCCTAATAAAGATAGTGGACTCAGTCGGAAT 
GGATACAACGGTTTACGAGGAGGGTGGATGAAACACGACATCGATCCTGTTGAACTTGAT 
CTTGCTGAATATCAATTTAGGCAAATGAATGACGACACTTCTTCTATCGGAAGTAGGCCT 
CCAAATATCGGGTGGGGTGGGAGGTACACTGGACGCCAAGTTCCTCAACGTAAAGTTATT 
GTCAGCGGTTCGAATGCTTTCACTGGTTCTGCACGGGATGCAAGCAGAGGTGACACTTCT 
ACAAGAGATATGATGGCGTTTGAGCTCGATTCCGATGACGAACGAGACATGATTGAAATG 
GAGATAGAAAGAATAGAACAAGACGAAATGGATTTCCAACAAGATAATGATGCAAATCCT 
GAAGATGGTTTGGATGGGAACGACCAAGTAGATGCAGGGGATAATTGCATTTAA 
 
>Ci0100145841 (similar to Ci08747) 
ATGTCCTGGCACTTCGTAGAACGTTGGTTACAAAAGGTCAACCAACATTCGACCCTCATT 
GGAAAGTTTTGGATCACTTTCCTTATCGTGTTTCGAATCGTGGTTGTGTCCAGTGTGGGT 
GATCGTGTGTATTCGGACGAGCAAAGCGAGTTTAAATGTAATTCAATGCAGGTTGGGTGT 
CCAAATTTATGTTTCAACAAGTTTTCTCCGATATCCCACATTCGATTCTGGTCGTTTCAA 
ATCATCATGGTGACTACGCCTTCAATCGTGTTCATGGTGTATTCGGCTCATCAGATAAAA 
AAGAAACCGCCCAACAAGGAAAAATCTTCGGTCACTGGTCCCACCCCGTCACCGACCAAA 
AAAGCAGAGACTGCTGCTGAAGCTATACAGCTCGAAGAGGAAGATGAGAAAAAGAAAAGA 
AAAAAATCAACTATGCGGCCTACGTCACTGGCAAACACGAATGAACAGCAAGACTCCAGG 
AAATTACGTCAATCTGTAATCCAGGAGATGTTTGGGGAAGAAAAGGCGGCTTTTTCTCAG 
CATTATGTCCTCTATACTTCTTCCGTACTGATGAGAACTTTAGTGGAGATTCTATTTATT 
GTACTTCAGTATCGTCTCTTTGGATTCCGAGTATCAGAGCTCTACAAATGTACTGGCGAC 
CCTTGTCCCAACATAGTGGATTGTTTTGTATCCAGACCGATGGAGAAGACTATATTTCTT 
TGGTTTATGTTTGTGATAGCCGTTATATGCCTTGCTCTAAACGTCGGTGAAATGTATTAT 
CTCTTATGGCAGGTATGTGTTTCGTATTTTAAAGTAATGGGTTAA 
 
>Ci0100142776 (similar to Ci03663)  
ATGTCGTGGCATTTGATCGAGAAAATACTTGACGAAGTTTCGAAGCAATCTACGTTTGTC 
GGGAAAGTTTGGGTGACTTTGCTTTTTGTGTTTCGAATAATTGCTGTGACTAGAATAGGG 
GATACAGTGTATGCTGATGAACAAGCGGCATTCAAATGCAACACTCGACAGCCGGGTTGC 
GAGAATGTTTGCTTCAATAAGTTTTCCCCCATTTCTCATATGAGATTTTGGGGTTTTCAG 
ATAATTATTGTTGCAACACCAGCAATGATGTTCATGGTTTATGCCGCACACACAGTTTCA 
AAGCTACCAGGACCATGCAAGTTATCGGGCAGGCGTATAGATGCAGGTGTCGTCAAGAAA 
AGACGAAGACGAGCTTTGATTAAACTGCCACAAAGTTTTGTTGAGAGTTCGTTCGACGGG 
GCAGGCAGAGCGGCCCAGTCACAAGTTGCTGAAAACCTTGAATCTCCGTCCCAGTTTTGC 
TCGCAAAGCAACAGCAGGTCTTTCAACTCACCAAGAAAACGTCTAATTTCAAGTTGTATC 
GCTTCCCGCAATGTTCGCAGCGCCAGCGGCTCTTGTACGGGTTCAAGACAAAGATCGTGC 
TTATGGAGAACTGAACGCAAGATTGCGATTGCATATTTCGTGCAGTGCGTGCTACGAATG 
CTACTGGAAATAGCGTTTCTGGTTCTGCAGTATAAATATTTTAGTTTTAAGGTCCCAGAG 
CTTTACAAGTGCGTTCAATGGCCTTGTCCAAACATGGTTGATTGCTTCATATCAAGACCA 
CAAGAGAAATCCACGATGCTCATATTCATGTTTGGGGTCACCGCGTTGTGTATTGTACTT 
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ACATGTTTTGAACTTATCAAACTTXXTTACAGCGTTAAGAATATGATGAAAACTTCAAAA 
AGAGATATGGTTGGAGAGGATAGAAAACGATCATCAAAACGAACCACTCTTCATAAACTT 
TTCGACTCTAGTCATCCAGAACATTGTAATAATATCTTCAGGCAATCAAGTGATGACGTC 
GATAGAAGCTCGTCATCGGATTCTTCATCAAGCAATAGTAGCAGTTCTGACGCATCAGCG 
TTGGCAGAAGCTTCGTTTAATTCGGAAGAACTCAGTGATATGTTGGATGAAACTGTGGAG 
GTGGTTGAATATAATGATCAAGCTGAAGCAAATGAGTTTGTTTGAAATTCTCTGTGTTTG 
TTGAAATGTTCTGATTTTGAATCCGTTTTTTTGTGA  
 
>Ci0100132051  
ATGAGTTGGGCTCTCTTGGAGAAGTTGTTGGGTGAAGTAGCCACCCATTCAACGCTGATC 
GGGAAATATTGGTTCTCGTTCTTATTCGTGTTCAGGGTGATTGTAGTTCTAAGCGTCGGG 
GACAAGGTATACAGCGACGAGCAGTCAAAGTTTGTGTGCAACACTTTGCAACCTGGATGC 
GACAATATTTGTTTCAACCAATTTAGTCCAATATCCCATATAAGGTTTTGGGCGATGCAG 
ATTCTCCTCGTTTCCCTACCAAGTGTTATATTCATAGTATGGGCGATGCATTCGCTAAGT 
ATAACGAAGGAGAAACGAGAAAAGTTGCAAAAAGACCCGGATGTAAACCCCACCCTACGT 
CACAGATACTCAGATGCACCGCCCAATTATAATTCAACGGCGGCCAAGAATGAAAACGAA 
ATCGTTTCAAAATCGAAGAAAAGTCGTTCGAGTAACCGAAGAAGCGAAGCGATATATAAC 
AATGAACTTCCGGGTTATAACAAAGGGCTTCCAGTAGCTGAGGTCGTTCCCGTGCAAACT 
GTTATCCCTAAAGTTGATTTGAAGCAAATAAAAGACCCGCCCATATTGGCCGCATACGTT 
CTACATATTTACTTCCGAATGGCGATCGAAGCTTCATTCATTGCTTTGCAATATATTCTG 
TTTCAATTCTACGTCCCTGAGATGTATAGATGCCAAGGCTACCCTTGTCCACAACGTGTT 
GAATGTTTCATATCACGACCCATGGAGAAAAACGTGTTCCTGATATTCATGTACGTCATA 
TCCGGAGTTTGCCTCGTGATGGATTTCATGGAGGTCAATTATTTTGGATTTAGGAAGGTA 
AGTGTGGGTTGTTTTGGTCAAATATCACAGAAGATCTTCAGTTCTTGGTTGTCGCATTCG 
GAGATAAAAATCTCATTAGATAAACAACTGCTGTTTTATAACCGGACGAGGTACCTGGGT 
GATTTTTTCGAATAA 
 
>Ci0100147424 (similar to Ci13396) 
ATGGCGTGGCACATTGTAGAAAAGCTGTTGGAACAAGTGGCTGAACACTCGACGCTTGTT 
GGAAAGTTTTGGGTGACTTTCTTCTTCGTGCTTCGATTCTTGATGGTGGTTTCAATCGCT 
GATACCGTGTTTGGTGACGAGCAGGGGTCCTTCGTGTGCAATACACTGACGCCTGGTTGT 
GCGAATATTTGTTTCAATGATTTTAGTCCAATTTCCCTTATCAGGCTATGGGCTTTACAG 
ATCCTCAGCGTGTCTCTTCCCACAATAATCTTCATGGTTTATACGGCCCATAAGATGACA 
AAGATCAGCCAGGCTAAGAAACTTCGGCAAGATGAAATGGACAAGAAAAAGAAAATGAGA 
GAAGAAGCGAAGAAGTTAAAGGAAGAAGCGAGGAAGAAGGCAATGGCGGACAGAAGAAGA 
AGATTGGAAGAATCTGGTCCTCCAGTCGTCGCAACTAAACTTGACTCCGATACTCCGTCA 
CGACTCATGCTTGCCTACGTGGTTCAGGTCGTGTGCAGACTTGCTGTTGAGATCGGCTTC 
ATGGTTCTGCAGTTCAATATATATGTATTTAAGTTCTGGGTTCCAGAGTTATTTAAGTGT 
GCAAGATGGCCATGCCCTAACGTTGTTGACTGCTTTGTGTCAAGGCCAAAAGAGAAGACG 
ATTATGTTGTGGGTCATGTTTGCTACCGGGCTTATAATGATCGTGCTCAACCTGATTGAG 
TTATACCATCTCGGTGCAAGGAAGATTCTAGAAGCATGGAAGCAAAGGGGGCAAGATATT 
ACAAAGGAATACAGAGTATCCAGCAACATGCCGCACTTTGGCACCCATGGCTGCGAGTCC 
GGACAGAAAAGAGTTGACATGCGTGTCATGTATGATGAATAA 
 
>Ci0100135673 (similar to Ci13649) 
ATGGCGTGGCATTTGCTGGAAAAGATAGTAGAACATTCTGCTGCTCATTCCACATTATTA 
GGAAAATGGTGGATCGCATTCATGTTTGTATTTCGTATAATAGTTGTCGCGAGCATTGGG 
GATGCTGTATATTCTGATGAACAAGACGAGTTTGTTTGCAATACAAGACAACCAGGGTGC 
AAGCAGATTTGCTACAACTTATTTGCTCCGATATCTCACATTCGGTTTTGGGCTTTCCAA 
ATTCTTGGTACCGGTCTTCCAAGCGTGATCTTTATCATTTTTGCGACTCACAAACTTGCG 
GTACTCCCAAACAAGCCACATGGGAAGGACAGCCATAATGAGGTGTCGACACAAACTTCA 
CCCAAACATACAACAGCAACGCGACTTAGAAAACGACAGTTAAGTTCCAAACATTCGCGA 
AGTTCAAATTGTTCCAAGCCAAGCTCATCACAAGATGAAGCTGTTTTCTCTGATGCGACA 
GCACCCCCTCCACCGGAATATGACGGGTTGAGACGAACAAAGCAGTTGGTTCTCAGAGCT 
TATATCTTGAACGTAATAACTCGTTGCATTATTGAGGGTGGGTTCTTGTATTTACAGTAT 
TATCTTTATAATTGGACGGTCCCGGAGTTCTTCGAATGCATCCGATATCCCTGCCCCAAA 
ATCGTGGAGTGCTACATATCGAGACCAATGGAAAAGACCGTCTTTCTTTACTTTATGTTT 
GCGGTGTCAGCGCTGTGTATTGTCATAAACATCATTGAGATTCATTACCTGGGGTGGAAG 
AGATTAAAGCGAGCATTATTCCGCAAACAAACACAGCACGTGCCGCCTGCTCAAATCATT 
GGAGCATTTCCTGTTGAAATTGACTTTCCACCGAAGCGTGACCGCCGTTTCAGAGAAAAC 
AGAGAGCCCCCAACCAGACCTTCAATGGGTCGGATCATTCACCGACGACCCGAAGCGGCA 
CCACCAGGGTATTATATACCTGACGTCGACCCACCTTCAGAGAAATACCGCTCTCCCGCA 
AACGGATTCCCACCAATAAGAATGCGGGCTGCGAGCTTTACTACGTCAGAGAGTGACGTC 
ACAACCGATGCAACAATGTCGTCAATGGGAAGTGTTCGAAATGTTATGGAGGAAAACGTT 
CGGGTATATTTGTGA 
 
>Ci0100132172 (similar to Ci03773 in previous version of Ensembl [v36 and earlier]) 
ATGGCATATTATCCACAGTTTGCTTGAACAAGTTCGACTTCATTCTACTTTCCCAGGGAA 
GCTATGGATTATAATGATGTTCATATTCCGTATCGTGGTTGTGGCAAGGATAGGAGATAT 
GGTCTATCACGATGAACAGTCCCACTTCGTTTGCAACACGTTATCACCCGGTTGTTCGAA 
CGTTTGTTTCAACGCATTTAGCCCGATATCTCAACTACGTTTCTGGTCATTGATGGTTTT 
GGTCGTATCTTCACCAGGGGTTTTATTCTGCATCTACGCAAGCCACAAGATATACCACGC 
TTATGTTAAGTTCCCCCTCGCCGAGGAAGAAGGAGCGCCCAAGAGTCGCACTTGGGACAC 
GGCTTCGGAAATTGACCGCGGGTCTGAATACGGTCGTCCAATCGCGAACGGAAAAAGGAG 
GAAAGGCGATTCTCCCCCTGCGTTCACCGCCCACCCCACCGCCCCACCTCTTTACGTTGT 
TAAGCGCCTAAACTCGAAAAATAATGAAAAACTTGACAAGAACGGAAAACCCGAAATTTC 
TCGCCGCAACCCGCAGCTTTATAGAGCGTATTGGTGGCACGTGGTCATTCGAACTGTCCT 
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AGAGATTGGGTTCTTGGTTGGTCAGTATTATTTGTACGGTTGGTTCGTACCTGAATTGTT 
TGAATGCAAGAGATGGCCTTGCCCCAAAACCGTGGATTGCTTCGTGTCAAGGCCGATGGA 
GAAAACTTGTCTTTTGTGGCTCATGTTTGGTTTGGGTGCCATTGCTTGTGTGTTAAGCAT 
TGGGGAGTTCTGGGCACTTGGTTGGGAAAGGTTCAAGTATGCT 
 
>Cigrail.250.16.1 (similar to Ci08464 in previous version of Ensembl[v36 and earlier]) 
ATGTATTGTTTGTTAGCCTTAAGAACATACAGTGTTTATATATCAACGGAAATCGCATTC 
AGTGGTTTTATCATTTGCTGCTACAATTGGTTAATCATGGTAGCAAGCATTGGGGACACT 
GTGTACGGCGATGAACAATCGTCATTTAAATGCAACACGTTACAACCGGGTTGTGAAAAC 
GTTTGCTATAACCATTTTGCTCCCATCTCCCAGATCAGGTTCTGGGCTGTGCAGATTCTC 
TTCGTTGGCACTCCAAGTATTATGTTTATAATCTATGCAATGCATAGGATGACAACAATT 
CCACCAAGCCATGCGAAAAGTAGTTCAGATGGAGCTGACGACGAATCAGAAAAACCAAAG 
AAGATCGAAACAGCGTCGTCAAGTACTTCTTCTTCTAAAGCTGGACTTCCCGGTTATGAC 
GAAATAATGCACAACGGAAGCAGAGTGGGCAAAGGTAAAAACGGCAAACTACTCAAGAAA 
GTAGAGGAGGCAACGATCAACCAGAAGTGGAATAAGTTTGACGGATCTCGTAGTGAAGTC 
ATTTATGTAAACCGACCACAAACAAAAGAAACGCAACGCAAAAGCCCAGCCAAGAAAAGT 
CACCAAGCTAAACGAAAAGCAGTTTACCAGCAAGATGGCAAAACAGAAATCGTTAAAACA 
CCAGGAATCGTTCGCGCTTATGTGGTTCAAGCGTTTCTTAGAACGGCTATAGAAGCTGTT 
TTCTTATATTTACAGTACGACATGTACAAGTTCGATGTTCCTGAATTGTATGTTTGCAAT 
GGCTTTCCTTGCCCCAGAACCGTGGAATGTTTTGTATCAAGACCCATGGAGAAAACTCTG 
TTTCTGCGATTCATGTACGCCATGACAATCGTATCTTTGCTCTTGAACCTGATTGAAATC 
TACCAGTTGATATCAAAGTGGGTACGACGGTCGTGCTGTCGCTCTGGCAACTCTAATGCA 
GTGAGCTTGGATGACAGGTTACCGATGGAGGAGGTTGTTATACAGAGTGGGGAAGATGGG 
GCGATCTTTAGAAGAGCACGAATGCAGAACACGTTCCCAGATTTGGGACCAATTCCCCGC 
TCCTATGACAATTCCTTGGGGGAGTCGTCCGGCGACGAGAGCATGGACAGTGACTATCGT 
TTTTACGGTCGCTAA 
 
>Ci0100142372 (similar to Ci17404 and Ci15377) 
ATGGGTTGGCATATTGTGCAAAAGTTGGTGGAAGGAGTAGGATCTCATTCAACTCAGATT 
GGAAAATATTGGATTACTTCTTTCTTCGTGTTGAGAAAATTTTTACATCTTGTTCTTCCC 
ACAGAGGCGACATGGAGTGGGGATCAAGGCGGGATGGTTTGCAATACTTTGTCTCCTGGT 
TGTAAGAACGTTTGTTTCAACGAATTTAGTCCAATTTCTCCTATCCGTTACTGGTTTTTT 
CAAATTCTTGCCGTGTCGTTGGCGTCGATAATATTCAGTATTTACACAACCCACAAGTTA 
GCGCTGGTCACAAGAGCTATTCGGCAAAAGAAAAGATGGATCGCCAAGGAAAAGCTAAAA 
AAAAAAGATGACAAAGACGAAGAAGTTGTTGCCACGAAACTACAAACAGATCATCCGCCT 
AAACTCTTCTTAGCATATTTCTTTATGGTTTTTATGAGATTGGTAATCGAAGTTGGATTC 
ATGGTTGGCCAATACTTTCTCTATACTTACAAGTTCGTTGTACCTGAGTTGTGGCAATGT 
AGTCACTGGCCTTGTCCCAATGTGGTCGATTGCTTCGTTTCAAGGCCGAAGGAGAAGACA 
ATTATGATCTGCACGTTCTACGTCACTGGTTGCATCATGGTCGTTCTCAATGTGATCGAG 
TTATATCACATCGGTGGCAACGTTGGTAAAGCTTGGAGCAATAGAAGTAATGATATTACG 
AAAGAAGTGTTTGGGGAAAGTGCCGGCCCTAACTTTGAGGCCCCCGGTGGCATGAGACAT 
TGGGTGCCGGGGGCAGAGGGTATGTACCAACAATATCCGAGTGGTTACCCCGCTGCTGTA 
GGGATACCTACACTCTATACAAGCTACGGTAGATCTCGACGTAAAGGTAGAAAATCAGGC 
TTACCAAAGAACCGATTTGGCGGGGACGAATACTATTACTGA 
 
>Ci09598 (Ensembl gene id; identical to Ciona database genewise.21.185.1) 
ATGTCGTGGAAATATTTGGACGATGTTCTTCTTCGTCTCAGTAAGAACTCGACTCTGCTC 
GGGAAATATTGGATTGCGACTGTTTTGCTTCTGAGACTTGTGGTGTTGACGGTGTTTGGT 
GAAAGTGTTTGGAGCGACGAACAACGAGAGTTTACATGCAACACTAAACAACCTGGTTGC 
GAAAATGTGTGTTTTAATACATTTGCTCCTGTTTCAAATGTTCGAATGTGGGGGTTGCAG 
ATTCTTGCTGTCTCTGTTCCTGGAGCTTTATACTTTGTCTACGTCATGCACGTGGTTTCC 
CGAAAAAAACTTTCTGGTGATGACATTTTTCTGGAAAACGACAAAGTCAAAACATCCGAT 
CTTTCCACAGCCGCAAACGAACGAGTCCGCACAGCGAACAAAAGGTGGAAAGTACTTACA 
AACCATGTTATACCATCTGAGCTCCATAAAACGAGAGGACAATGCATTTGGCGGCTTTAC 
CTGCTGCAGATATTCAGTCGAATGCTTATCGAATGCGTTTTTATAATGCTGCAGTACACC 
GTTTACTTCTACAGATGGACAGTACCTCAGGTGTTCCGGTGCCAAGTTTGGCCATGCCCA 
CACACCGTGGATTGCTTCATTAGTCGACCACAGGAGAAAACCGTTTTCTTCCGCTACATG 
TACGTCATTTCCGCCTTCTCGATTCTTCTCAGCATCGGGGAGTTGTTATACATCGGCTGG 
ATTGGCGCAAGACGAGCTTGCAGTCACAGGAAAGGCACCAAGCTCACGGGAAAGCCCCTT 
CACCCTAAATACATTGACGAATGGAGAACTCGTGATATCAAAGTGATGCCTCGAGGTGCT 
TTATTGGATCGTGTTTCTTCATCAGAATGCAGCGACTCGCAACCCCCAACACCCATATCT 
AAACATGAGGATTACGTCGATATGCAATCCAACAACCTCATCAGTTATTTGTAG 
 
>Ci0100135879 (identical to Ci07798) 
ATGTGGCATCTTTTAGAAAAGATTTCTGAACAGGTGACCAAATACAGTACTTTCCTCGGG 
CAGCTGTGGTACATTCTTGTTTTCGTATTCAGACTGATTGTAGTCGTAACGATCGGCGGC 
GCAGTTTACGGTGATGAACAGTCTGCATTCAAATGTAGTACAGATGTCGTCGGGTGCCAG 
AACATATGCTACAACCAATTCGCCAAGGTGTCCCATATGAGGTTTTGGGCGTTTCAGTTG 
CTGGCCGTCGCTACCCCGTCAGTATTCTTTCATTTCTACTCAATGTATATGTCTGGTGAA 
ATTCAGAAGCTAAAAAATTCTGAAGATCATCTTCGACAACTAGAAGAAGCGGACCAGGAT 
CATTTGCTACCGAAAAACGCTCAAGACGAGAAAGACTTCAAGAAAATGTCAAAACGTCGC 
AAGAGCATCGGGCACGTAAAAGTCCGAAAAATTTATTCTGGAAACGAATTGAAAGAGATT 
CCATACACCAACAAAATCCATTACGCATATTACTTGAGCATCATCATCCGTCTTATAATG 
GAAGGAGTTTTCATCTACATTGGCTACACCCTGTTTAAACTCATGGACCCCAAATGCCAA 
CACACTCCCACAGACCCCATGTGTCCAGGCAGCAACAACCCAATTTACTTTTTATGGATA 
AGAGTGCCAGCAATGTACAAATGCGAGGGTAATCCAGGAACTGACGTATACACAGCTTGT 
ACCATGCACGTTAGAGATAATGGATTCGTTCCTTGCTTTGTGTCTCGACCTTATGAAAAG 
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ACCGTCTTTCTCTGTTACATGAGCATTCTAAGCGGAATTTGCTTCGTAATTTCAGCTCTC 
GAACTTGTTATTGTCTCAATTCGACGATTCTGGAAAAAACGCAAGCCCACCCACAAGCAT 
CTCTTCCGTAACAGCAGTAGCCGACCACGAAACGAGTCTGTATTTTATTCTACTGCCCCG 
ACAGCTCCAAGCAAATACTTTGAGGAAGGAAATTTCTACCCATCTTTAGCTGTACCTGTC 
CGCATAGCGAACGGCAAATACCAAGGGTACCAAAACAGCGACACAGCGACAAAGAGAGTC 
CAGATTCATGAGCAAGACCAACATAACTTGGAAAAGGAAAACATGTCCGAAACTGCATCA 
GTTAAAAGCTATGTTTAA 
 
>Ci0100132269 
ATGTTTAGTGGAACTTTCATAAATGAGCTTCCGAGATATGGTCTCAACTATGCAACCTTT 
GCTGGGAAGGTTTGGTACGTACTGGTCTATTTGTTCAGGCTAGTAGTGGTCGTGTCGCTG 
GGTACCGCTGTGTATTACGATGAGCAGGAGCAATTTCGATGCAGCACTGTGATTGTGGGT 
TGTGAAATGGTATGCTATGACGAGTTCGCCAAGATCTCCCACCTCCGGTTCTGGGCATTT 
CAAATTCTGGCTCTTAATTTTCCGGTTGTGTTGTTCCACTTCTACGCTGTTTATGAAAGC 
GGAAAAATAAAGAACAGGAAGCGAAAGAATAGAAACAAGGAAAATAGGGTCGTGTGGAAA 
TTAAACTATCCATCGATGACTCGAGGAAATATAAAAGAAGAGAAAAGGACACGGAAGCGG 
TTTGTACACAACGAATACGGACGGACAGAAGCCATAGTAATATCATGGAAGATAGAAATT 
GCATACTTTGTTGCTACTTTACTTAGAGGATTGTTAGAAGCTATGTTCATTTTCTTCGCT 
TTTATTTTGTTTATGCCAAATCTTATGCAAACTGGTTCGTATACTTTGTTGGACAGTATT 
TGGGTTGAAGTACCACGCATGTATCAGTGCAGGGGCGAGTCGATATATGTCGCATGTGAA 
CAACATATGCTACCTGGAAACCGAGGTGGCTACGTACCTTGCTGGGTGTCAAGGCCATGG 
GAGAAGACAATATTCGTCCGCTACATGAACATTATGAGCGCGGTTTGCTTGGTGCTGACA 
TTCATGGAGTCTGTCTATCTCACCACGAAATTTTGTCGAAAATATTTTACCAAGAAACAA 
AAAAGAACAGTTCCTTATGTGAGTTCACAGAATACACATAAGCTCAAAGCATTGAAAGCT 
GCCCTGAAGGACTACCCGCCGGGAAATTTCTATCACATTTCAAAGCAAACAAGTTTCAGA 
TTCGCAACTCATTTCTCCTCTGAAGAGTGTAGTCATGAGAAAGGAGTATACTTAAGTATC 
ACCAAGATATAA 
 
>Ci0100142421 (similar to Ci07796) 
ATGTGGCCATTACTACAAAAAATCTCGGAACAGGTAACGAGGTACGAAACCGTTGTAGGG 
CCGGTGTGGCATGTACTTGTGTTTCTCTACCGCCTTATAGTGGTAATTACTGTCGGGGGC 
GCAGTGTACGGAGATGAGCAGTCTGCTTTTAAATGTAGTCAAAAAATCCCAGGGTGTGAG 
AACGCTTGCTATAACAGCTTTGCCCAAATATCTCATTTACGGTTTTGGGCATTTCAGATA 
CTTGCGATTACAACACCGACTGTGTTTTTCAACTTATACTCGAGCTTTGTTTCTGGCGAG 
ATCCGTAAATTAAAATCGTCTGAGGAACAACTACGAATTGTGGAAGATAAAAGAGACGGG 
CAACTTACACTAACTAACACATTGTCAGAGAGGGAAATCGGAAAAATGACGCGAAGAAAA 
AGAGGGATTGGTAACCTGAAAGTGAAACTCGTTTACTCTGACAACGAAATAAAAGAGGTT 
CCAGTTACGAACAAAATCAAAGCAGCGTACTACGTGAGCGTATTATTGCGATTGGTTTTA 
GAAGGGGGTTTCATTTATCTTGGATATGTTTTGTACAATATCCCGATATATGCGTCTTGT 
GTCGGCCCAAACTGCAACGCAAGATCCACTATTGCAAGTGTATTATGGATGAAAGTGCCT 
TCAGAATACAGATGCATTGGCGCGCCAGGATCCGAAGTTTATAACATATGTAACATGCAT 
TATGGGCCTAATGCTGAACGAGGCTACGTTCCCTGTATAACTTCAAGAGCAACTGAAAAG 
ACAGTCTTTCTCCGTTATATGACCATTCTGAGTGTCATCTGTTTCATACTATCTGCTTTG 
GAACTTATTTATCTGACTATCAAATCCATTTGGAAAAAAAGCTCAAATAACAGCAGATCC 
AACCTGCAAAAATCAATACACCCTGAGCAGTTCTATTTCCCTTCGCCACCCCAAATAGCC 
ACAGCACCTAGCAAACTGTACGACGAATTCAATTCTTCTGGTCTGGTTGTACCAGGAAAA 
AATGCGAGCAAGGAGCTGAGAAGAAGTGAGTCGAAAGATGGCGACAGAGAGTCGTGTAAA 
TCGTTGCGTAGCTACGTGTGA 
 
>Ci0100132251 
ATGTGGAACATATTGGAAAAAGTGTCTGAACAGGTTTCGTTATATGCAACTTTGACCGGG 
CAAGTTTGGTACTTGCTCGTATATCTCTTTCGTTTGATCGTCGTTGTTACTATCGGCAGC 
TCCGTATACAGCGACGAACAGTCGGCGTTCCGTTGCAGCACAAAAGTAATAGGATGCGAC 
AACGTTTGCTATGACAAGTTTGCTAAGATCTCACATATTCGGTTCTGGGCATTTCAATTG 
CTTGCCCTCAGTGCTCCAGTGATCGTCTTCCATTTCTACACGATCCACGTTAAAGGTAGG 
ATCGAAAAACTGAAAGTGAAAGAGCAAGAGGCGATAGAAAGGGAGGAGCAATACCAAAAA 
GAGCTGACAAAGACGGAAGACACGATGTATGCGAACACTCAACTTGAAGAGATAACTCTT 
ACACGCGGAATCAAAGTCGCTTACTTTCTCTCTGTGCTCACACGATTCGTGATGGAGATT 
ATATTTCTCTTCCTTGCCTATGACTTGTTCCGATTCGCTGAATACCCGCATACACCTAAC 
GATGGCCGAATAGTGTGGGCGTGTGGCCAGCATATGCTGCCAGGTAATTCCGATGCTTAT 
ATTCCGTGTTGGGTTTCAAGGCCGTGGGAGAAAACTATTTTTCTCAGGTACATGAACACA 
CTCAGTGTCATTTGCCTTTTTCTTGCACTTGCCGAAATTATCCAAATAGGTATACGCGGG 
GGACTTGAGTTGGCCAAGAAAAAGTCAAAGCCTCGCCAAGAATTACCTGAAATGAAAATG 
CTTCTTTCAGACGGATACAAACCTAAACCGATACTAAAAACCCCAAGCATTGGTACCGTC 
GCCACGGAAACAGAAAGCCCAGCATCACACCCCCGACCCACAACACCACCAACAGAAACA 
TCAACAGCTAACACCGAGACAAGTCCGAAGGAGCTTTTAGATGCACCGCGGAAGGAAAGT 
GGCAGCAAGCACACTGCAATCAAAGGGCAACGACCCAGCAATCGAAGTGATCTTGATCAT 
AATGAAAGGCGATCCATAACAATGGACGATCTAAAAACAGCAATTTTATTAGGTATGTAT 
ACCAGCATCGTTACTTTCATACGCATCACATCGGCTGTTGTAACAATAATTCTACTTATC 
TTTCTTCCACAGCGAGAAGGAGAAAGCCAAGCCAACCACCAGCTACACGGAGACCTAGCA 
AAAACAACGAACACAGCAGCAGAAAAACTCACTTTCAAATTCCATACGGTACCCAATCAC 
TTAACCGACCAAAGAAAGTGA 
 
>Hp47 AY380580 
ATGGCGTGGCATATACTACACGGTCTGTTGGAACAGGTCAGAGTTCAATCAACATTTCCG 
GGCAAGTTATGGATCATTGTAATGTTCATATTTCGAATCGTAGTTGTCGCGAGGATAGGA 
GACAACGTGTATCACGATGAACAGGCAAATTTTGTTTGCAACGTGCTGACACCTGGTTGT 
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GAAAATGTTTGTTTCAATAGATTCAGTCCAATATCACAACTCAGATATTGGTCACTCATG 
ATACTGGTTGTGTCTACTCCAGCTATATTATTTTTTCTCTACGCGACTCACATAATCTAT 
CACGCGGGAATCAAATATCCATCGGAAGAAGATGAAGAAAAAAAGGAGATTATGACGACA 
CGATCAGATCAGTCGTATATTCATCCGCCAAGTCTAAAACGGCGGAGAGATGAGGGATTT 
TTACCGAACGGGACAACGGGTCCATTGTTCGAAGTTAAAAAGATCGGGAACTCGGACGGG 
AAATACAAAACAGCTAAATTCGGTAACAACAGGCGAAGTGACGATATCAGACGCAGACGT 
CATGTAATACGTCATGACGGTGACGTCAAGAGAAAATTATCAACGGACAATAATGAATCG 
AATGAGGAAGTGTATATAGATTACAGAAACAAAGTTCCAATTTTCGTGGATCCTCACGGA 
CAACGAGTTGAATTCATGAAAGAAGTTCACAGGAATCGCGCGGAGGATGACGCGATGGCA 
GAAAGAAAATTTCGGAAGAGGATGTTGGAACATCCCGAACTATACAGAGCTTATTGGTGG 
CACGTGTTTCTACGAACATTATGCGAGGTTGGATTCCTTGTTGGCCAATATTACTTATAC 
GGTTGGTCAGTTCATGAATTATATGAATGTAATTACTGGCCTTGCCCGAAAACAGTCGAT 
TGCTTCGTGTCAAGACCACAAGAGAAAACATGTTTGTTATGGCTCATGTATGTTCTAGGT 
ATAATCGCATGTCTACTAAGTGTCGCCGAGTTCTGGACTCTTGGTATCACTCGACTCAAG 
TACGCGTTCCTATGTTGTAGCCACGACGAGTCGAGAGAAGAACGAAGACGAAGGCTTGCA 
TTACTCGAGACACATTCAACTCATCACGATAAAGAGAATGACCCACTTCATCCAAGACTT 
ATCACAGGAGCAATGAGCTTTGACAGCTTGAGTAGCGAGACTACTGTTGAGAGCGTATGA 
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Suppl. Figure 7 Coincidence of SNPs in human Cx43 with sequence differences of Cx43 and 
Cx43p1. The functional human Cx43 (Hs43, NM_000165) and human Cx43 pseudogene 1 
(Hs43p1, NG_003029) were aligned by ClustalW, and SNPs were marked into the Hs43 
sequence in the line called Hs43-SNP. The identity line (*) indicates identities and differences 
between Hs43 and Hs43p1. The GeneBank SNPs are marked in yellow, and the standard 
degeneration code is used (Y, C+T; R, A+G; M, A+C; S, C+G; W, A+T). The following 
dbSNP numbers were used (in sequence from 5' to 3'): 2227886, 2227873, 2227875, 2227878, 
2228966, 2227889, 2228960, 2228961, 2228962, 2228963, 2228964, 2228965, 2227888, 
2227887, 17653265, 2227879, 2227880, 2228974, 2227881, 2227884, 2228975, 2227882, 
17852395, 2227883, 2227885. 
 
 
Hs43p1          ATGCGTGACTGGAGCACTTTAGGCAAACTCCTTGACAAGGTTCAAGCCTACTTAACTGCT 60 
Hs43            ATGGGTGACTGGAGCGCCTTAGGCAAACTCCTTGACAAGGTTCAAGCCTACTCAACTGCT 60 
Hs43-SNP        ATGGGTGACTGGAGCGCCTTAGGCAAACTCCTTGACAAGGTTCAAGCCTACTCAACTGCT 60 
                *** *********** * ********************************** ******* 
 
Hs43p1          GGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCCAAATCCTGCTGCTGAAGACAGTG 120 
Hs43            GGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCCGAATCCTGCTGCTGGGGACAGCG 120 
Hs43-SNP        GGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCCGAATCCTGCTGCTGGGGACAGCG 120 
                ************************************* *************  ***** * 
 
Hs43p1          GTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTCGTTGTAACACTCAGCAACCTGGT 180 
Hs43            GTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTCGTTGTAACACTCAGCAACCTGGT 180 
Hs43-SNP        GTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTCGTTGTAACACTCAGCAACCTGGT 180 
                ************************************************************ 
 
Hs43p1          TGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCTCTCATGTGCGCTTCTGGGTCCTG 240 
Hs43            TGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCTCTCATGTGCGCTTCTGGGTCCTG 240 
Hs43-SNP        TGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCTCTCATGTGCGCTTCTGGGTCCTG 240 
                ************************************************************ 
 
Hs43p1          CAGATCATATTTGTGTCTGTACCCATACTCTTGTACCTGGCTCATGTGTTCTATGTGATG 300 
Hs43            CAGATCATATTTGTGTCTGTACCCACACTCTTGTACCTGGCTCATGTGTTCTATGTGATG 300 
Hs43-SNP        CAGATCATATTTGTGTCYGTACCCAYACTCTTGTACCTGGCTCATGTGTTCTATGTGATG 300 
                ************************* ********************************** 
 
Hs43p1          CAAAAGGAAGAGAAACTGAACAAGAAAGAGGAGGAACTCAAGGTTGCCCAAACTGATGGT 360 
Hs43            CGAAAGGAAGAGAAACTGAACAAGAAAGAGGAAGAACTCAAGGTTGCCCAAACTGATGGT 360 
Hs43-SNP        CRAAAGGAAGAGAAACTGAACAAGAAAGAGGARGAACTCAAGGTTGCCCAAACTGATGGT 360 
                * ****************************** *************************** 
 
Hs43p1          GTCAATGTGGAGATGCACTTGAAGCAGATTGAGATAAAGAAGTTCAAGTATGGTATTGAA 420 
Hs43            GTCAATGTGGACATGCACTTGAAGCAGATTGAGATAAAGAAGTTCAAGTACGGTATTGAA 420 
Hs43-SNP        GTCAATGTGGASATGCACTTGAAGCAGATTGAGATAAAGAAGTTCAAGTAYGGTATTGAA 420 
                *********** ************************************** ********* 
 
Hs43p1          GAGCATGGTAAGGTGAAAATGCAAGGGGGGTTGCTGCGAACCTACATCATCAGTATCCTC 480 
Hs43            GAGCATGGTAAGGTGAAAATGCGAGGGGGGTTGCTGCGAACCTACATCATCAGTATCCTC 480 
Hs43-SNP        GAGCATGGTAAGGTGAAAATGCRAGGGGGGTTGCTGCGAACCTACATCATCAGTATCCTC 480 
                ********************** ************************************* 
 
Hs43p1          TTCAAGTCTATCTTTGAGGTGACCTT---GCTGATCCAGTGGTACATCTATGGATTCAGC 537 
Hs43            TTCAAGTCTATCTTTGAGGTGGCCTTCTTGCTGATCCAGTGGTACATCTATGGATTCAGC 540 
Hs43-SNP        TTCAAGTCTATCTTTGAGGTGRCCTTCTTGCTGATCCAGTGGTACATCTATGGATTCAGC 540 
                ********************* ****   ******************************* 
 
Hs43p1          TTGAGTGCTGTTCACACTTGCAAAAGAGATCCCTGCCCACATCAGGTGGACTGCTTCCTC 597 
Hs43            TTGAGTGCTGTTTACACTTGCAAAAGAGATCCCTGCCCACATCAGGTGGACTGTTTCCTC 600 
Hs43-SNP        TTGAGTGCTGTTYACACTTGCAAAAGAGATCCCTGCCCACATCAGGTGGACTGYTTCCTC 600 
                ************ **************************************** ****** 
 
Hs43p1          TCTTGCCCCATGGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCC 657 
Hs43            TCTCGCCCCACGGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCC 660 
Hs43-SNP        TCTYGCCCCAYGGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCC 660 
                *** ****** ************************************************* 
 
Hs43p1          CTGGCCTTGAATATCATTGAACTCTTCTACGTTTTCTTCAAGGGCGTTAAGGATTGGGTT 717 
Hs43            CTGGCCTTGAATATCATTGAACTCTTCTATGTTTTCTTCAAGGGCGTTAAGGATCGGGTT 720 
Hs43-SNP        CTGGCCTTGAATATCATTGAACTCTTCTAYGTTTTCTTCAAGGGCGTTAAGGATYGGGTT 720 
                ***************************** ************************ ***** 
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Hs43p1          AAGGGAAAGAGCGACCCTTACCATGCGACCACTGGCCCGCTGAGCCCCGCCAAAGACTGT 777 
Hs43            AAGGGAAAGAGCGACCCTTACCATGCGACCAGTGGTGCGCTGAGCCCTGCCAAAGACTGT 780 
Hs43-SNP        AAGGGAAAGAGCGACCCTTACCATGCGACCAGTGGTGYGCTGAGCCCYGCCAAAGACTGT 780 
                ******************************* ***  ********** ************ 
 
Hs43p1          GGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCTCACCAACTGCTCCCCTCTCGCCT 837 
Hs43            GGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCTCACCAACCGCTCCCCTCTCGCCT 840 
Hs43-SNP        GGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCTCACCAACYGCTCCCCTCTCGCCT 840 
                ******************************************** *************** 
 
Hs43p1          ATGTCTCTTCCTGGGTACAAGCTGGTTAATGGCGACAGAAACAATTCTTCTTGCCGCAAT 897 
Hs43            ATGTCTCCTCCTGGGTACAAGCTGGTTACTGGCGACAGAAACAATTCTTCTTGCCGCAAT 900 
Hs43-SNP        ATGTCTCYTCCTGGGTACAAGCTGGTTAMTGGCGACAGAAACAATTCTTCTTGCCGCAAT 900 
                ******* ******************** ******************************* 
 
Hs43p1          TACGACAAGCAAGCAAGTGAGCAAAACTGGGCTAATTACAGTGCAGAACAAAATCGAATG 957 
Hs43            TACAACAAGCAAGCAAGTGAGCAAAACTGGGCTAATTACAGTGCAGAACAAAATCGAATG 960 
Hs43-SNP        TACRACAAGCAAGYAAGTGAGCAAAACTGGGCTAATTACAGTGCAGAACAAAATCGAATG 960 
                *** ******************************************************** 
 
Hs43p1          GGGCAGGCGGGAAGCACCATCTCTAACTCCCACGCACAGCCTTTTGATTTCCCCGATGAT 1017 
Hs43            GGGCAGGCGGGAAGCACCATCTCTAACTCCCATGCACAGCCTTTTGATTTCCCCGATGAT 1020 
Hs43-SNP        GGGCAGGCGGGAAGCACCATCTCTAACTCCCAYGCACAGCCTTTTGATTTCCCCGATGAT 1020 
                ******************************** *************************** 
 
Hs43p1          AACCAGAATTCTAAAAAACTAGCTGCTGGACATGAACTACAGCCACTAGCCATTGTGGAC 1077 
Hs43            AACCAGAATTCTAAAAAACTAGCTGCTGGACATGAATTACAGCCACTAGCCATTGTGGAC 1080 
Hs43-SNP        AACCAGAATTCWAAAAAACTAGCTGCTGGACATGAAYTACAGCCACTAGCCATTGTGGAC 1080 
                ************************************ *********************** 
 
Hs43p1          CAGCAACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCAGCAGGCCTCAGCCTGATGACCTG 1137 
Hs43            CAGCGACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCAGCAGACCTCGGCCTGATGACCTG 1140 
Hs43-SNP        CAGCRACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCAGCAGACCTCGGCCTGATGACCTG 1140 
                **** ************************************ **** ************* 
 
Hs43p1          GAGATCTAG 1146 
Hs43            GAGATCTAG 1149 
Hs43-SNP        GAGATCTAG 1149 
                ********* 

 



 78

 
 

Suppl. Figure 8 Schematic explanation of terms used in the text when describing a branch 
from a phylogenetic tree. This branch indicates that the six present-day genes A to F originate 
from a common ancestral gene. If this is a tree constructed from amino acid sequences, the 
scale bar indicates the branch length that corresponds to a change in 5 % of the amino acids in 
the sequences used. As different genes may evolve at different rates (i.e., the selection 
pressure differs among the genes), the branch lengths may differ for genes originating 
(seemingly) at the same time, e.g, genes D to F. In the traditional rectangular style used in the 
present work, the deeper parts of the tree to the left represent the calculated evolutionary 
pathway to reach the present genes indicated to the right. 
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Suppl. Figure 9 Expanded view of all branches (triangles) of the phylogenetic tree shown in 
Fig. 2 of the manuscript. Common to all Figures A-W: The number of amino acid 
substitutions per site is indicated at the lower left. The statistics is shown as interior branch 
test. For simplicity and easier reading, the abbreviation "Cx" is not used. E.g., Homo sapiens 
connexin25 (in Suppl. Figure 9A immediately below) is thus abbreviated Hs25 instead of 
HsCx25. All nonmammalian sequences used to build the tree are found in Suppl. Figures 1-5. 
Note that only the conserved sequences were used in these analyses. 
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Suppl. Figure 9A Expanded view of the Cx25 group. This is an example of a branch with 
unique sequences in each of the species, including fishes. 
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Suppl. Figure 9B Expanded view of the Cx26/30 group. Note that all fish connexins and the 
Xenopus sequence are grouping outside the sequences of both Cx26 and Cx30 orthologs from 
other vertebrates, indicating that a gene duplication, generating separate Cx26 and Cx30 
sequences, may have occurred in the vertebrate lineage after the separation of amphibia. It is 
not clear whether the two chicken sequences are due to a separate gene duplication event, or 
that the bird lineage diverged immediately after the gene duplication, and before one of the 
sequences had gained the characteristics of Cx30. Note also that this is an example of a 
relatively complex relationship. When man:Tetraodon are compared, there is a 2:4 orthology 
relationship, but the two sequences in man (Cx26 and 30) are paralogs, and the four sequences 
in Tetraodon (Tn19592001, Tn29166001, Tn29165001, Tn29164001) are also paralogs. 
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Suppl. Figure 9C Expanded view of Cx30.3/31.1 group. Note that all fish connexins are 
grouping outside the sequences of both Cx30.3 and Cx31.1 orthologs from other vertebrates, 
indicating that a gene duplication, generating separate Cx30.3 and Cx31.1 sequences, may 
have occurred in the vertebrate lineage after the separation of fishes, or later.  
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Suppl. Figure 9D Expanded view of the Cx31 group. 
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Suppl. Figure 9E Expanded view of the Dr28.6 group. This branch only contains fish 
sequences, and may represent a connexin that originated in fish, or that was lost in the 
remaining vertebrate lineage after the separation of the fishes.  
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Suppl. Figure 9F Expanded view of the Cx31.3 group. This branch only contains mammalian 
sequences, but in most models the two opossum sequences (Md33.1, Md35) split off from the 
interior branch leading to the Cx45/47/Dr43.4 groups, as indicated here. 
 
 
 

 Fr133739

 Tn24102001

 Xt24391

 Md31.9

 Bt31.9

 Cf30.2

 Hs31.9

 Pt31.9

 Mm30.2

 Rn30.2

99
95

88

94

31

64

99

99

0.05  
Suppl. Figure 9G Expanded view of the  Cx31.9 group.  
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Suppl. Figure 9H Expanded view of the Cx32 group.  
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Suppl. Figure 9I Expanded view of the Dr32.2 and Ac32.7 groups. The naming Ac32.7 
indicates that this is the orthologous group of Atlantic croaker Cx32.7. This branch only 
contains fish sequences, and may represent one or two connexin sequence that originated in 
fish, or that were lost in the remaining vertebrate lineage after the separation of the fishes.  
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Suppl. Figure 9J Expanded view of the Cx36 and Dr17927 groups. The Dr17927 group 
always splits off from the interior branch leading to the Cx36 orthologs, and is only found in 
fishes. It may represent a connexin sequence that originated in fish, or that was lost in the 
remaining vertebrate lineage after the separation of the fishes. Note the two branches of the 
Cx36 group itself, where one branch does not contain any sequences from birds or mammals. 
This may represent separate Cx36-like sequence that was lost after the divergence of the 
amphibia. Thus, the last unique common ancestor of fishes and amphibian (and thereby also 
mammals) may have possessed three Cx36-like genes, namely, the precursors of (i) the 
Dr17927 group; (ii) the upper Cx36 group (e.g., Xt02781), and (iii) the lower Cx36 group 
(e.g., Xt12912 and the mammalian Cx36 sequences). Skate Cx35 (O’Brien et al., 1996) 
locates itself in the lower Cx36 group (results not shown). 
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Suppl. Figure 9K Expanded view of the Cx37 group. Note that a duplication has occurred in 
amphibia, generating two Cx37-like sequences, Cx41 and the archetypical Xenopus Cx38. See 
text for more details on Xenopus and fish sequences. 
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Suppl. Figure 9L Expanded view of the Cx39.2 group. Among the mammals, this connexin 
has as yet only been found in opossum, but single orthologs are found in Xenopus and in 
fishes. Thus, this sequence may have been lost from the remaining mammals after the 
divergence of the marsupials. 
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Suppl. Figure 9M Expanded view of the Cx39.9 group. Orthologs are found in fishes, 
amphibia and birds, but not in mammals. It may therefore represent a connexin that was lost 
in the lineage leading to mammals. 
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Suppl. Figure 9N Expanded view of the Cx40 group. 
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Suppl. Figure 9O Expanded view of the Cx40.1 group. 
 
 

 Mm33

 Rn33

 Dr07288

 Fr130494

 Tn13946001

 Dr43

 Cf35.7

 Xt43

 Gg43

 Hs43

 Pt43

 Cf43

 Mm43

 Rn43

 Bt43

 Md43

99

98
95

74

67

5

89

97

45

55

71

87

0.05  
 
Suppl. Figure 9P Expanded view of the Cx43 and Cx33 group. Pseudogenes are not 
included. 
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Suppl. Figure 9Q Expanded view of the Dr43.4 group. This group is found in fishes, 
amphibia and birds, but not in mammals. It may therefore represent a connexin that was lost 
in the lineage leading to mammals. 
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Suppl. Figure 9R Expanded view of the Cx45 group. 
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Suppl. Figure 9S Expanded view of the Cx47 group.  
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Suppl. Figure 9T Expanded view of the Cx46 group. 
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Suppl. Figure 9U Expanded view of the Cx50 group. 
 
 
 

 Hs59

 Pt59

 Cf59

 Xt05268

 Fr164448

 Tn11616001

 Dr55.5

 Dr52.9

 Fr163704

 Tn10470001

99
99

89
99

99
58

84

28

0.02  
Suppl. Figure 9V Expanded view of the Cx59 group. 
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Suppl. Figure 9W Expanded view of the Cx62 group. See text for more details. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Suppl. Figure 10 (next page) Phylogenetic tree illustrating long-branch attraction of tunicate 
connexins with vertebrate Cx40.1, which is one of the vertebrate connexins with the less 
resemblance to the tunicate sequences. The tree was obtained with the minimum evolution 
equal input model, and interior branch statistics (500 replications) are indicated at the nodes. 
A total of 305 sequences were included in this analysis.
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Suppl. Figure 11 Phylogenetic tree including the tunicate connexins, but without vertebrate 
Cx31.3, 31.9 and 40.1 groups. The tree was obtained with the minimum evolution equal input 
model, and interior branch statistics (500 replications) are indicated at the nodes.  
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Suppl. Figure 12A-D The grouping of some Ciona connexins together with vertebrate 
sequences. All sequences in the Cx31.3, 31.9 and 40.1 groups were removed before the 
analysis. (A) The complete and compressed of which the framed part is shown in Fig. 3 of the 
manuscript. The tree was obtained with the neighbor-joining equal input model, and the 
interior branch statistics (500 replications) are indicated at the nodes. The frame also 
corresponds to the branches shown in Figs. 12B-D (shown on next page), using other Ciona 
sequences. 
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Suppl. Figure 12B The grouping of Ciona Ci0100142776 together with Cx43.4/45/47-like 
sequences. The three was obtained with the minimum evolution equal input model with 
interior branch statistics. 
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Suppl. Figure 12C The grouping of Ciona Ci0100132172 together with Cx39.2-like 
sequences. The tree was obtained with the minimum evolution equal input model and interior 
branch statistics. 
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Suppl. Figure 12D The grouping of Ciona Ci0100135673 together with Cx36-like sequences. 
The tree was obtained with the minimum evolution equal input model and interior branch 
statistics. 
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Suppl. Table 1 Genomic positions of chicken (Gallus gallus, Gg) connexins according to 
WASHUC 1 (Ensembl v39) as of July 1 2006. Please note that the locations and Ensembl 
gene identifications may change upon future updates of the genomic database. If the coding 
sequence is divided into two exons, they are indicated by E1 and E2. 
 
Present 
naming 

Chr From To 

GgCx31  1 170911388 170912179 
GgCx31sim 1 170931895 170932572 
GgCx31.1sim 23 3968170 3969060 
GgCx32a 4 2148920 2149604 
GgCx36  5 

 
E1: 29166156 
E2: 29166720 

E1: 29166226 
E2: 29167563 

GgCx39  23 3959185 3960216 
GgCx40.1  2 

 
E1: 12201560 
E2: 12197873 

E1: 12201623 
E2: 12199059 

GgCx42  1 86332113 86333222 
GgCx43  3 60233089 60234234 
GgCx45  27 1636036 1637220 
Gg05331 2 1852747 1853994 
Gg11233ivb 7 22887665 22888591 
GgCx56  1 170948963 170950498 
GgCx39.9icc 4 

 
2147867 
2147311 

2148039 
2147778 

GgCx45.6  1 86378805 86380007 
Gg15606 3 73757453 73759048 
a: Ensembl sequence is partial, and lacks the 155 5'-end nucleotides. The full-length sequence 
was assembled according to NM_204371. 
b: Ensembl sequence is partial, and lacks unknown number of nucleotides in 3'-end. 
c: Ensembl sequence is partial, and lacks the parts corresponding to EC1, TM2 and 
intracellular loop. Thus, the sequence is found divided in two contigs, but the final full-length 
sequence will probably be into one exon, assuming that the Ensembl assembly is correct. 
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Suppl. Table 2 Databank entries of chicken (Gallus gallus, Gg) connexins as of July 1 2006. 
Please note that the Ensembl gene identifications (Ensembl v39, WASCHUC1) may change 
upon future updates of the chicken genome. 
 
Present 
naming 

Ensembl GenBank Mammalian 
ortholog 

GgCx31  ENSGALG00000017136 NM_204931 Cx30 
AF072699 Cx31 

Cx26/30 

GgCx31sim  XM_425641 
similar to Cx31 

Cx26/30 

GgCx31.1sim  XM_425784 
similar to Cx31.1 

Cx30.3/31.1 

GgCx32  ENSGALG00000005541 NM_204371 Cx32 Cx32 
GgCx36  ENSGALG00000009845 NM_204582 Cx36 

AY700221 Cx35.1
Cx36 

GgCx39  ENSGALG00000002532 NM_206984 Cx37 
AY206667 Cx39 

Cx37 

GgCx40.1a  ENSGALG00000007065 XM_418567 
similar to Cx40.1 

Cx40.1 

GgCx42  ENSGALG00000015487 NM_205504 Cx40 
M35043 Cx42 

Cx40 

GgCx43  ENSGALG00000014873 NM_204586 Cx43 Cx43 
GgCx45  ENSGALG00000000997 NM_205503 Cx45 Cx45 
Gg05331b ENSGALG00000005331 XM_418503 

similar to Cx45 
Cx47 

Gg11233iv ENSGALG00000011233 XM_422042 No Cx 
identification 

- 

GgCx56  ENSGALG00000017137 L02838 Cx56 
XM_425642 Cx46 

Cx46 

GgCx39.9ic  XM_426260 
similar to Cx39.9 

- 

GgCx45.6  ENSGALG00000015488 NM_204997 Cx50 
L24799 Cx45.6 

Cx50 

Gg15606c ENSGALG00000015606 XM_419834 No Cx 
identification 

Cx62 

a: XM_418567 appears to predict the presence of an intron approx. at the border of E2/TM3. 
b: XM_418503 is based on the presence of a potential intron with splice site approx. 30 nt 
upstream of the stop codon in Gg05331. 
c: 5'-half of Gg15606 sequence predicted as a part of a very large hypothetical protein. 
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Suppl. Table 3 Database positions of Xenopus tropicalis (Xt) connexins according to JGI4.1 
(Ensembl v39). The genomic locations were not available as of July 1 2006. Please note that 
the locations, scaffold number and Ensembl gene identifications may change upon future 
updates of the genomic database. If the coding sequence is divided into two exons, they are 
indicated by E1 and E2. 
 
Present naming Scaffold_ From To 
Xt18051 76 1010439 1011182 
XtCx30 329 932516 933262 
Xtscaf223 223 779856 780659 
Xt16480 223 769967 770773 
XtCx31 223 721530 722333 
Xt24391 582 84039 84959 
XtCx32 117 799086 799880 
Xt12912 
 

37 E1:2494520 
E2: 2499228 

E1: 2495365
E2: 2499299

Xt02781 
 

461 E1: 4848 
E2: 22628 

E1: 4919 
E2: 23461 

XtCx38 223 711752 712741 
XtCx41 223 699090 700148 
XtCx43 172 206147 207286 
Xt09451 352 306412 307473 
Xt16303 622 484737 485831 
Xt26500 
 

133 E1: 1559752 
E2: 1563443 

E1: 1560798
E2: 1563516

Xt03391 155 1334158 1335336 
Xt06175 471 556763 557980 
Xt14395 1022 216202 217372 
Xt02644 329 892263 893507 
Xt26282 117 804549 805922 
Xt16305 622 E1: 579784 

E2: 581601 
E1: 581028 
E2: 581680 

Xt05268 403 330204 331766 
Xt19125 599 447419 449110 
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Suppl. Table 4 Xenopus tropicalis and Xenopus laevis genome databank entries. XtDBv3.0, 
Xenopus tropicalis database v3.0 (http://genome.jgi-psf.org/Xentr3/Xentr3.home.html). 
Please note that the Ensembl gene identifications (Ensembl v39, JGI4.1) may change upon 
future updates of the Xenopus genome. 
 
Present 
naming 

Ensembl XtDBv3.0 X. tropicalis 
GenBank 

X. laevis 
GenBank 

Mammalian 
ortholog 

Xt18051 ENSXETG00000018051 73000004 - BC055269 
No Cx 

identification 

Cx25 

XtCx30 ENSXETG00000026112
 

327000024 CR848317:119
No Cx 

identification 

BC043797 
Cx30 

Cx26/30 

Xtscaf223a  134000033a - - Cx30.3/31.1
Xt16480 
 

ENSXETG00000016480 134000034 - - Cx30.3/31.1

XtCx31 ENSXETG00000016481 134000003 - AY057997 
Cx31 

Cx31 

Xt24391 ENSXETG00000024391 670000005 - - Cx31.9 
XtCx32 ENSXETG00000026283 482000004 BC06715  

No Cx 
identification 

Y00791 
gap junction 

subunit 

Cx32 

Xt12912 ENSXETG00000012912 199000005 - - Cx36 
Xt02781 ENSXETG00000002781 572000001 - - Cx36 
XtCx38 ENSXETG00000016484 134000007 - BC068650 

Cx38 
Cx37 

XtCx41 ENSXETG00000026789 134000008  U26256 
Cx41 

Cx37 

XtCx43 ENSXETG00000025411 42000005 NM_203525 
Cx43 

BC073407 
Cx43 

Cx43 

Xt09451 ENSXETG00000009451 370000011 - - Cx39.2 
Xt16303 ENSXETG00000016303 351000006 - - Cx40 
Xt26500b 
 

ENSXETG00000026500 137000002b BC062485:184 
No Cx 

identification 

- Cx40.1 

Xt03391 ENSXETG00000003391 316000023 - - Cx45 
Xt06175 ENSXETG00000006175 451000007 - BC042343 

Similar to 
Cx45 

Cx47 

Xt14395 
 

ENSXETG00000014395 1262000002 BC066131 No 
Cx 

identification 
 

AY057998 
Cx43.4 

BC044270 
similar to gj 

prot 
BC042343 
Similar to 

Cx45 
BC073513 
Similar to 

Cx45 

- 
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Xt02644c ENSXETG00000002644 327000021 - - Cx46 
Xt26282d 
 
 

ENSXETG00000026282 482000011d BC074597 No 
Cx 

identification 
 

BC043801 
Similar to 

gja3 
AY792358 

Cx40.4 

- 

Xt16305 ENSXETG00000016305 351000007 - BC046682 
No Cx 

identification 

Cx50 

Xt05268 ENSXETG00000005268 442000006 - - Cx59 
Xt19125 ENSXETG00000019125 604000005 - - Cx62 
a: Scaffold number according to the present Ensembl genebuild (v37). According to 
XtDBv3.0, the scaffold number was 134. 
b: Sequence not predicted as a gene in the previous Ensembl genebuild (v36 and earlier). 
According to XtDBv3.0, the scaffold number was 137. 
c: Sequence according to the present Ensembl genebuild (v37). Previously, a part of this 
sequence was exon 2 of the gene prediction with this number, the remaining part of the 
present sequence was predicted as introns. Exon 1 of the previous Xt02644 gene prediction 
corresponded to XtCx30. 
d: Sequence not predicted as a gene in the previous Ensembl genebuild (v36 and earlier). 
According to XtDBv3.0, the scaffold number was 482. 
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Suppl. Table 5 Genomic positions of zebrafish (Danio rerio, Dr) connexins according to 
Ensembl assembly WTSI Zv6, Ensembl v39,  as of July 1 2006). Please note that the 
locations, scaffold number and Ensembl gene identifications may change upon future updates 
of the genomic database. If the coding sequence is divided into two exons, they are indicated 
by E1 and E2. 
Present naming Chromosome From To 
Dr59215a 20 126182 126946 
DrCx33.8 9 15964611 15965414 
DrCx34.4a 17 1626843 1627742 
DrCx35.4a 17 1618334 1619248 
DrCx28.6 17 15926098 15926812 
DrCx30.9a 19 37233052 37233855 
DrCx27.5 5 16625164 16625886 
Dr58064 14 12216203 12217030 
DrCx35a 
 

20 E1: 11406257 
E2: 11408277 

E1: 11406327
E2: 11409120

Dr35340 
 

5 E1: 40284811 
E2: 40262777 

E1: 40284741
E2: 40263605

Dr35765ic 15 6929027 6929872 
Dr17927 7 11499226 11500197 
DrCx28.9a 20 48153500 48154261 
Dr41792 20 48147145 48147888 
DrCx32.2 20 48131463 48132296 
DrCx32.3a 20 48161088 48161945 
Dr53083a 20 48164669 48165565 
Dr09593a 19 37318638 37319663 
DrCx43 20 48123936 48125081 
Dr07288 17 15294422 15295486 
Dr54744 15 42480120 42481184 
DrCx45.6 9 26170674 26171876 
DrCx41.8 1 55406487 55407599 
Dr45438ic 24 5074406 5075614 
Dr38313 3 12201754 12203187 
DrCx47.1 2 2701898 2703127 
DrCx44.2b 6 55000611 55001777 
DrCx43.4 9 E1: 45975548 

E2: 45972964 
E1: 45976676
E2: 45972977

DrCx48.5 9 15969645 15970949 
DrCx39.9 5 16617062 16618123 
DrCx44.1 1 55376449 55377624 
Dr56505a 9 E1: 26215140 

E2: 26217153 
E1: 26215210
E2: 26217269

DrCx55.5a 16 54063976 54065472 
DrCx52.9 2 43708904 43710330 
DrCx52.6 20 26545290 26546690 
Dr57792 17 E1: 15163965 

E2: 15162447 
E1: 15165345
E2: 15165345

a: Repeated once as exact or nearly exact (>98% id.) copy within ∼1 Mnt of given positions. 
b: Exact or nearly exact copies (>94% id.) found another 6 times on the same chromosome. 
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Suppl. Table 6 Zebrafish (Danio rerio) genome databank entries. 
Present 
naming 

Present Ensembl (Zv6) Previous 
Ensembl  

(Zv5) 

Previous 
Ensembl 

(Zv4) 

Genbank Mammalian 
ortholog 

Dr59215 
 

ENSDARG00000059215 
(Cx28.8b) 

43971 10877 NM_001025544 
Similar to gjb4 

Cx25 

Not incl. ENSDARG00000059187 
=59215 

    

DrCx33.8 ENSDARG00000042707 42707 21889 NM_212825 
Cx33.8 

Cx26/30 

DrCx34.4 ENSDARG00000059220 42865 09863 NM_207169 
Cx34.4 

Cx30.3/31.1

Not incl. ENSDARG00000059127 
=59220/Cx34.4 

    

DrCx35.4 ENSDARG00000042866 42866 02087 NM_001017685 
Cx35.4 

Cx31 

Not incl ENSDARG00000040782 
=42886/Cx35.4 

40782 
 =Dr42866/Cx35.4

   

DrCx28.6 ENSDARG00000003925 03925 93925 NM_001007212 
Cx28.6 

- 

DrCx30.9 
 

ENSDARG00000028833 28833 28833 NM_001007288 
Cx30.9 

- 

Not incl. ENSDARG00000055471 
=28833/Cx30.9 

    

DrCx27.5 ENSDARG00000035533 35553 02284 NM_131811 
Cx27.5 

Cx32 

Dr58064 
 

ENSDARG00000058064 
(Cx31.7b) 

37518  BX470260:64220 
(rca) No Cx 

identification 

Cx32 

 Absent in present version of 
Ensembl 

37500 
=Dr37518 

   

DrCx35 
 

ENSDARG00000058009 37049 31311 NM_194420 
Cx35 

AF462040 
Similar to Cx35.1 

Cx36 

Not incl ENSDARG00000057914 
=58009 

43693 
= Cx35 

   

 Absent in present version of 
Ensembl 

43642 
= Cx35 

   

Dr35340 ENSDARG00000035340 
(Cx34.1b) 

35340 14503 XM_696083 
Similar to Cx34.7 

XM_679173 
Similar to gja9 

Cx36 

 Absent in present version of 
Ensembl 

32464 
=Dr35340 

   

Dr35765ic ENSDARG00000035765 35765  XM_684226 
Similar to gja9 

Cx36 

Dr17927 ENSDARG00000017927 
(Cx35.8b) 

17927 17927  - 

DrCx28.9 ENSDARG00000041797 41797  NM_01007324 
Cx28.9 

- 

Not incl ENSDARG00000041741 
=Dr41797/Cx28.9 

41741 
=Dr41797/Cx28.9 

   

Dr41792 ENSDARG00000041792 
(Cx28.1b) 

41792  CR352322:18982 
(rc) No Cx 

identification 

- 

 Absent in present version of 
Ensembl 

41743 
=Dr41792 

   

DrCx32.2 Not predicted 21696  AY340236:2480 - 
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Cx32.2 
NM_01030210 

Novel Cx family 
protein 

DrCx32.3  ENSDARG00000041787 41787  NM_199612 
Cx32.3 

- 

Not incl ENSDARG00000041740 
=Dr41787/Cx32.3 

41740  
=Dr41787/Cx32.3 

   

Dr53083 
 

ENSDARG00000053083 
(Cx34.5) 

41782  NM_001030200 
Novel Cx family 

protein 

- 

Not incl ENSDARG00000053059 
=53083 

41739 =Dr41782    

Dr09593 ENSDARG00000009593 09593 09593 XM_680312 No 
Cx identification 

Cx37 

Not incl. ENSDARG00000055468 
=09593 

    

DrCx43 ENSDARG00000041799 12589 12589 NM_131038 
Cx43 

Cx43 

 Absent in present version of 
Ensembl 

41799 
=Dr12589/Cx43 

   

Dr07288 ENSDARG00000007288 07288 07288 XM_688906 
Similar to Cx43 

Cx43 

Dr54744 
 

ENSDARG00000054744 09334 09334 XM_679941 
Similar to Cx50 

Cx39.2 

DrCx45.6 ENSDARG00000040065 40065 01989 NM_001007213 
Cx45.6 

Cx40 

DrCx41.8 
 

ENSDARG00000036688 36688 20587 XM_693925 
Cx41.8 

Cx40 

Dr45438ic 
 

ENSDARG00000045438 45445  BX004842:24668 
(rc) No Cx 

identification 

Cx40.1 

 Absent in present version of 
Ensembl 

45438 
=Dr45445 

   

Dr38313 ENSDARG00000038313 38313 02681 XM_679922 
Similar to Cx45 

Cx45 

DrCx47.1 ENSDARG00000006961 06961 06961 NM_001004574 
Cx47.1 

Cx47 

DrCx44.2 ENSDARG00000034207 34207 34207 NM_131810 
Cx44.2 

- 

Not incl. ENSDARG00000034129 
=Dr34207/Cx44.2 

34129  
=Dr34207/Cx44.2 

   

Not incl. ENSDARG00000052453 
=Dr34207/Cx44.2 

    

DrCx43.4 ENSDARG00000007099 07099 07099 NM_131069 
Cx43.4 

- 

DrCx48.5 ENSDARG00000021889 21889 21889 NM_207642 
Cx48.5 

Cx46 

DrCx39.9 ENSDARG00000004082 04082 04082 NM_212826 
Cx39.9 

- 

DrCx44.1 ENSDARG00000015076 15076 15706 NM_131809 
Cx44.1 

AF304050 
Cx44.2 

Cx50 

Dr56505 
 

ENSDARG00000056505 07859 07859 XM_692792 
Similar to Cx44.1 

Cx50 

Not incl. ENSDARG00000056529 
=56505 

    

DrCx55.5 ENSDARG00000004403 04403 31820 NM_131812 Cx58 
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Cx55.5 
XM_688923 

Similar to Cx55.5 
Not incl. ENSDARG00000053302 

=04403 
    

DrCx52.9 ENSDARG00000039845 39845 02232 NM_207093 
Cx52.9 

Cx58 

DrCx52.6 ENSDARG00000034930 34930 34930 NM_212819 
Cx52.6 

Cx62 

Dr57792 
 

ENSDARG00000057792 
(Cx52.7b) 

 04403 XM_695977 
Similar to Cx52.6 

Cx62 

 
a: rc, reverse complement. 
b: No connexin name is available in GenBank for this sequence. The name given in parenthesis is used 
by Eastman et al., 2006, and some of these are also mentioned in Ensembl zebrafish Zv6. 
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Suppl. Table 7 Genome databank entries and genomic database positions of pufferfish (Fugu 
rubripes, Fr) connexins according to FUGU4.0 (Ensembl v39). Chromosomal locations were 
not available as of July 1 2006. We include the gene identifications in a previous Fugu 
genebuild, as some of those gene predictions have now been removed, while we still consider 
the sequences as connexins. Please note that the locations, scaffold number and Ensembl gene 
identifications may change upon future updates of the genomic database. If the coding 
sequence is divided into several exons, they are indicated by E1, E2, etc. 
Naming 
Ensembl 
 v36/37 

Previous 
name 
Ensembl v35  
and earlier 

Scaffold 
Ensembl 
 v36/37 

From  To GenBank 
accession no. 

Fr153654 Fr153654 229 200916 201707  
Frscaf38a Fr137409 38 1498637 1499401  
Frscaf64 Fr124726e 64 E1: 166710 

E2: 166140 
E3: 165367 
E4: 165087 

E1: 166880 
E2: 166303 
E3: 165483 
E4: 165297 

 

Fr129456e1b Fr129456 23 99869 100660 AY739096 
193088:193879 
(no id.) 
AF411956 
49418:50209 
"connexin" 

Fr158780c Fr158780 61 E1: 983046 
E2: 983668 

E1: 983581 
E2: 983968 

 

Fr129456e2b Fr157125 23 104039 105046 AY739096 
197257:198264 
(no id.) 
AF411956 
53589:54596 
(no id.) 

Fr158780e3b Fr137254 61 985141 985881  
Fr143712 Fr143712 34 E1: 1688045 

E2: 1687406 
E3: 1686977 

E1: 1687875 
E2: 1687707 
E3: 1687319 

 

Fr125568 Fr125568 12 E1: 1275573 
E2: 1274985 

E1: 1275964 
E2: 1275418 

 

Fr133739 Fr133739 3 1584130 1584871  
Fr144150 Fr144150 89 478047 478847  
Fr157320 Fr157320 6 1296110 1296832  
Fr137912 Fr137912 10 E1: 1871843 

E2: 1872557 
E1: 1871913 
E2: 1873400 

 

Fr164573 Fr150812ic 6 E1: 1474887 
E2: 1484693 

E1: 1474957 
E2: 1485557 

 

Fr130034f Fr130034ic 123 E1: 157832 
E2: 169961 

E1: 157902 
E2: 150810 

 

Fr123845 Fr123845 487 55345 56472  
Fr158218 Fr158218 483 25964 26822  
Frscaf483 Fr159440 483 E1: 23210 

E2: 23444 
E1: 23338 
E2: 23636 
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E3: 23944 E3: 24457 
Fr159647 Fr125574ic 12 1263036 1264157  
Fr130494 Fr130494 268 229702 230868  
Fr142334 Fr142334 6 944370 945476  
Fr125574 Fr137519 103 959114 960262  
Fr129429 Fr129429 39 E1: 155177 

E2: 154849 
E3: 154414 
E4: 154263 
E5: 154042 
E6: 153461 

E1: 155245 
E2: 155013 
E3: 154706 
E4: 154328 
E5: 154186 
E6: 153950 

 

Fr161792 Fr139615ic 127 E1: 776431 
E2: 775174 

E1: 776495 
E2: 776351 

 

Fr150243ic Fr150243ic 232 146359 147357  
Fr145344 Fr145344ic 15 1890603 1892060  
Fr160540 Fr148221 29 1136574 1137920  
Fr164495 Fr136128 68 1100512 1101768  
Fr122421d Fr122421 2150 E1: 5695 

E2: 5382 
E3: 4581 

E1: 5934 
E2: 5607 
E3: 5335 

 

Fr162962 Fr121008 197 143008 144216  
Fr149277 Fr149277ic 38 1489367 1490749  
Fr124726e - 64 E1: 161778 

E2: 160999 
E3: 159968 

E1: 161846 
E2: 161561 
E3: 160781 

 

Fr141787 Fr141787 6 1299270 1300334  
Frscaf89 Fr144151ic 89 475053 476129  
Fr160171 Frscaf387ic 103 977920 979170  
Fr164448 Frscaf797 35 683284 684639  
Fr163704 Fr139587 45 135658 137139  
Fr149617 Fr149617 143 397020 398471  
Fr161672 - 400 838 2286  
a: Repeated once as nearly exact copy (99% identical) on same scaffold. 
b: e1, e2 or e3 indicates that our suggested modification contains exon1, 2 or 3 of the Ensembl gene 
prediction; the remaining part of our suggested modification contains sequences predicted as introns 
by Ensembl. 
c: Our suggested modification of this sequence contains exon 2 and 3 of the Ensembl prediction. 
d: Identical (partial) sequence with gene identification Fr163054 found on scaffold 3296. 
e: Different sequences is predicted for the same gene identification number by Ensembl v36-37 and by 
Ensembl v35 and earlier. 
f: Nearly identical sequence (Fr150812) found on scaffold 3625. 
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Suppl. Table 8 Genome databank entries and genomic positions of green spotted pufferfish 
(Tetraodon nigroviridis, Tn) connexins according to TETRAODON7 (Ensembl v39) as of 
July 1 2006. Please note that the locations, scaffold number and Ensembl gene identifications 
may change upon future updates of the genomic database. If the coding sequence is divided 
into several exons, they are indicated by E1, E2, etc. 
Present naming Chromosome 

or scaffold 
From To GenBank accession 

no.f 
Tn35526001 14 525273 526034  
Tn29165001 2 17702027 17702782 CR732917 (no id.) 
Tn29164001 2 17698375 17699265  
Tn29166001 2 17704915 17705714 CR634537 (no id.) 
Tn19592001 
 

3 E1: 3723041 
E2: 3722464 
E3: 3721701 
E4: 3721427 
E5: 3720218 

E1: 3723211 
E2: 3722616 
E3: 3721849 
E4: 3721633 
E5: 3720488 

 

Tn31361001 10 3080243 3081067  
Tn31360001 10 3076083 3076949  
Tn16997001ic 10 E1: 812112 

E2: 812519 
E1: 812422 
E2: 812861 

 

Tn17530001a 
 

21 E1: 3956344 
E2: 3956831 

E1: 3956733 
E2: 3957271 

 

Tn24102001 2 4470829 4471671  
Tn17091001 1 2009333 2010133  
Tn22232001 7 5690749 5691471  
Tn32001001 
 

10 E1: 7900070 
E2: 7900777 

E1: 7900140 
E2: 7901620 

 

Tn26779001 16 E1: 7782425 
E2: 7768423 

E1: 7782495 
E2: 7769272 

 

Tn05142001 7762 71509 72669  
Tn35459001 14 1391299 1392159 CR721381 (no id.) 
Tn35462001b 14 E1: 1379792 

E2: 1378832 
E1: 1379920 
E2: 1379443 

 

Tn35458001 
 

14 E1: 1394877 
E2: 1394528 
E3: 1393595 

E1: 1395005 
E2: 1394692 
E3: 1394152 

 

Tn17534001 21 3967733 3968819 CR693532,  partial 
(no id.) 

Tn13946001c 14527 277225 278391  
Tn22263001 7 6046895 6048004  
Tn26030001 2 9879288 9880436  
Tn18746001d 
 

17 E1: 9215749 
E2: 9215446 
E3: 9215244 
E4: 9214689 
E5: 9214461 
E6: 9213880 

E1: 9215817 
E2: 9215610 
E3: 9214948 
E4: 9214754 
E5: 9214609 
E6: 9214354 

 

Tn15227001ic 15 E1: 1114542 
E2: 1113839 

E1: 1114791 
E2: 1114500 

 

Tn16594001 Un_random E1: 133586493 
E2: 133586651 

E1: 133586556 
E2: 133587846 

 

Tn19395001 14613 143750 145090  
Tn09585001 3 13116172 13117629  



 108

Tn16136001 15random 1146258 1147514  
Tn01153001e 
 

3763 E1: 1303 
E2: 1013 
E3: 158 

E1: 1544 
E2: 1235 
E3: 942 

 

Tn16902001 2 16087097 16088239  
Tn29168001 2 17710713 17712124  
Tn19591001 
 

3 E1: 3718094 
E2: 3717363 
E3: 3716160 

E1: 3718162 
E2: 3717925 
E3: 3716988 

 

Tn17092001 1 2012147 2013229  
Tn22231001 7 5687622 5688686  
Tn26028001 2 9862228 9863481  
Tn11616001 13678 2514 3923  
Tn10470001 21 541667 542431  
Tn06204001 8682 9059 10480  
a: Intron is modelled to give a sequence as similar as possible to its orthologs. 
b: Identical sequence also found approx. 10 kb upstream. 
c: Identical sequence (the first 300 nucleotides) found on scaffold 16340. Ensembl predicts 
this as an independent connexin (Tn36946001). 
d: Identical sequence corresponding to exon 1, 2, and first part of exon 3 found on scaffold 
4618. Ensembl predicts this as an independent connexin (Tn01689001). 
e: Nearly identical sequence (last 800 nt) found on scaffold 6765. Ensembl predicts this as an 
independent connexin (Tn03189001). 
f: None of these accession numbers identify the sequence as a connexin. All of them are 
named "Tetraodon nigroviridis full-length cDNA". 
 



 109

Suppl. Table 9 dN (n) and dS (s) values for full-length mammalian connexins as calculated by the Kumar method. Deviations (SE) were 
calculated by bootstrap analysis (1000 replications). 
 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 n 0.0079±0.0040 

s 0.0096±0.0092 
  n 0.0580±0.0115 

s 0.2470±0.0415 
n 0.0551±0.0116 
s 0.3068±0.0480 

n 0.1155±0.0171 
s 0.6525±0.0893 

26 n 0.0026±0.0025 
s 0.0260±0.0103 

n 0.0042±0.0029 
s 0.1651±0.0317 

n 0.0383±0.0090 
s 0.5211±0.0724 

n 0.0077±0.0038 
s 0.5088±0.0707 

n 0.0301±0.0091 
s 0.6124±0.0821 

n 0.0409±0.0100 
s 0.6947±0.0981 

29/31.3/35 n 0.0018±0.0018 
s 0.0066±0.0047 

n 0.0659±0.0117 
s 0.1110±0.0244 

n 0.2398±0.0264 
s 0.4942±0.0653 

n 0.1052±0.0156a 
s 0.2915±0.0425 

n 0.1503±0.0201a 
s 0.4202±0.0561 

n 0.5760±0.0475 
s 1.0838±0.1489 

31.3/33.1      n 0.5251±0.0444 
s 0.9945±0.1220 

30 n 0  
s 0.0223±0.0106 

n 0.0038±0.0026 
s 0.2200±0.0368 

n 0.0229±0.0066 
s 0.6286±0.0791 

n 0.0101±0.0041 
s 0.4037±0.0554 

n 0.0405±0.0096 
s 0.9991±0.1668 

n 0.0564±0.0106 
s 0.8797±0.1239 

30.2/31.9 n 0.0015±0.0014 
s 0.0081±0.0054 

n 0.0068±0.0034 
s 0.1118±0.0217 

n 0.0689±0.0117 
s 0.3233±0.0441 

n 0.0730±0.0134 
s 0.2748±0.0437 

n 0.0702±0.0115 
s 0.2532±0.0380 

n 0.1916±0.0221 
s 0.7698±0.1125 

30.3 n 0.0111±0.0052 
s 0.0108±0.0060 

n 0.0202±0.0069 
s 0.2026±0.0332 

n 0.0897±0.0159 
s 0.4949±0.0589 

n 0.0674±0.0121 
s 0.4393±0.0577 

n 0.0940±0.0130 
s 0.3444±0.0468 

n 0.2151±0.0262 
s 0.9721±0.1289 

31  n 0.0168±0.0058 
s 0.1586±0.0283 

n 0.1000±0.0145 
s 0.4327±0.0573 

n 0.0970±0.0153 
s 0.3561±0.0465 

n 0.0788±0.0136 
s 0.3067±0.0439 

n 0.1452±0.0199 
s 0.5580±0.0801 

31.1 n 0.0048±0.0026 
s 0.0274±0.0117 

n 0.0342±0.0079 
s 0.2596±0.0410 

n 0.1469±0.0201 
s 0.5480±0.0731 

n 0.1156±0.0169 
s 0.4903±0.0629 

n 0.1203±0.0168 
s 0.4082±0.0556 

n 0.1708±0.0243 
s 0.8459±0.1126 

32 n 0 
s 0.0137±0.0067 

n 0 
s 0.1050±0.0220 

n 0.0061±0.0030 
s 0.2980±0.0425 

n 0.0064±0.0033 
s 0.2722±0.0372 

n 0.0081±0.0037 
s 0.2344±0.0361 

n 0.0429±0.0094  
s 0.6394±0.0732 

33  n 0.0942±0.0134 
s 0.1197±0.0251 

    

36 n 0  
s 0.0217±0.0096 

n 0.0059±0.0029 
s 0.0970±0.0208 

n 0.0112±0.0038 
s 0.3424±0.0415 

n 0.0194±0.0058 
s 0.1862±0.0285 

n 0.0071±0.0035 
s 0.2454±0.0346 

 

37 n 0.0030±0.0021 
s 0.0133±0.0069 

n 0.0118±0.0040 
s 0.1790±0.0261 

n 0.0555±0.0089 
s 0.3848±0.0450 

n 0.0238±0.0060 
s 0.3445±0.0423 

n 0.0292±0.0066 
s 0.2889±0.0367 

n 0.1167±0.0156 
s 0.7625±0.0827 

39/40.1 n 0.0167±0.0045 
s 0.0097±0.0049 

n 0.0641±0.089 
s 0.1853±0.0258 

n 0.3809±0.0326 
s 1.0607±0.1253 

 n 0.3209±0.0294 
s 0.7106±0.0740 

n 0.4080±0.0318b 
s 1.3853±0.1816 



 110

40 n 0.0028±0.0019 
s 0.0081±0.0046 

n 0.0354±0.0070 
s 0.1945±0.0296 

n 0.1004±0.0130 
s 0.5696±0.0721 

n 0.0470±0.0081 
s 0.3162±0.0385 

n 0.0676±0.0096 
s 0.3864±0.0437 

n 0.1639±0.0188 
s 0.8184±0.0921 

43 n 0.0013±0.0013 
s 0.0125±0.0054 

n 0.0013±0.0012 
s 0.1836±0.0270 

n 0.0123±0.0036 
s 0.5499±0.0576 

n 0.0149±0.0038 
s 0.2968±0.0367 

n 0.0101±0.0034 
s 0.3131±0.0393 

n 0.0151±0.0047 
s 0.8122±0.0804 

45 n 0.0010±0.0009 
s 0.0073±0.0042 

n 0a 
s 0.1356±0.0238 

n 0.0154±0.0046 
s 0.2711±0.0328 

n 0.0130±0.0039 
s 0.2705±0.0337 

n 0.0180±0.0046 
s 0.3058±0.0359 

n 0.0344±0.0066 
s 0.6286±0.0644 

46 n 0.0033±0.0024 
s 0.0428±0.0106 

n 0.0245±0.0055 
s 0.1376±0.0207 

n 0.1579±0.0162 
s 0.5896±0.0586 

n 0.1623±0.0167 
s 0.4598±0.0479 

n 0.2120±0.0203 
s 0.5028±0.0564 

n 0.2186±0.0213 
s 1.1341±0.1405 

47 n 0.0019±0.0013 
s 0.0108±0.0053 

n 0.0111±0.0033 
s 0.1809±0.0214 

n 0.0800±0.0090 
s 0.6276±0.0576 

n 0.1115±0.0134 
s 0.4365±0.0479 

n 0.1119±0.0131c 
s 0.5544±0.0536 

n 0.2592±0.0289 
s 1.1641±0.1839 

50 n 0.0053±0.0024 
s 0.0084±0.0051 

n 0.0095±0.0030 
s 0.1369±0.0200 

n 0.0584±0.0087 
s 0.5006±0.0521 

n 0.0549±0.0081 
s 0.3503±0.0400 

n 0.0695±0.0097 
s 0.3590±0.0407 

n 0.1076±0.0131 
s 0.7236±0.0699 

57/62d n 0.0030±0.0016 
s 0.0117±0.0054 

n 0.0292±0.0050 
s 0.1796±0.0238 

n 0.1047±0.0116 
s 0.3842±0.0383 

n 0.0914±0.0094 
s 0.2282±0.0251 

n 0.0947±0.0101 
s 0.2465±0.0272 

n 0.2905±0.0225 
s 0.6950±0.0626 

59 n 0.0027±0.0015 
s 0.0018±0.0017 

  n 0.1128±0.0109 
s 0.2352±0.0268 

  

Mean n 0.0037 
s 0.0143 

n 0.0231 
s 0.1612 

n 0.0939 
s 0.5012 

n 0.0627 
s 0.3373 

n 0.0836 
s 0.4104 

n 0.1944 
s 0.8534 

Median n 0.0027 
s 0.0108 

n 0.0118 
s 0.1651 

n 0.0745 
s 0.4978 

n 0.0580 
s 0.3162 

n 0.0695 
s 0.3444 

n 0.1639 
s 0.8122 

a: Not complete in 3'-end. 
b: Not computable by Kumar method. Modified Nei-Gojobori method used with R=1.28 (calculated by Tamura 3-parameter or Tamura-Nei 
method). 
c: Not complete in 5'-end. 
d: Modelled with reading frame in two exons. 
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Suppl. Table 10 Selection pressure (dN/dS ± SE) on full-length mammalian connexins. 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 0.8829±0.8919e   0.2348±0.0610 0.1796±0.0471 0.1770±0.0357 
26 0.1000±0.1040 0.0254±0.0182 0.0735±0.0201 0.0151±0.0078 0.0492±0.0163 0.0589±0.0166 
29/31.3/35 0.2727±0.3348e 0.5937±0.1678e 0.4852±0.0835 0.3609±0.0751a 0.3577±0.0676a 0.5315±0.0852 
31.3/33.1      0.5280±0.0787 
30 0e 0.0173±0.0122 0.0364±0.0115 0.0250±0.0107 0.0405±0.0118 0.0641±0.0151 
30.2/31.9 0.1852±0.2124e 0.0608±0.0326 0.2131±0.0464 0.2656±0.0645 0.2773±0.0616 0.2489±0.0463 
30.3 1.0278±0.7469e 0.0997±0.0378 0.1812±0.0387 0.1534±0.0341 0.2729±0.0529 0.2213±0.0398 
31  0.1059±0.0412 0.2311±0.0454 0.2724±0.0558 0.2569±0.0576 0.2602±0.0516 
31.1 0.1752±0.1208e 0.1317±0.0369 0.2681±0.0512 0.2358±0.0459 0.2947±0.0575 0.2019±0.0393 
32 0e 0 0.0205±0.0105 0.0235±0.0125 0.0346±0.0167 0.0671±0.0166 
33  0.7870±0.1994e     
36 0e 0.0608±0.0326 0.0327±0.0118 0.1042±0.0350 0.0289±0.0148  
37 0.2256±0.1965e 0.0659±0.0243 0.1442±0.0286 0.0691±0.0194 0.1011±0.0262 0.1530±0.0263 
39/40.1 1.7216±0.9857e 0.3459±0.4827 0.3591±0.0524  0.4516±0.0626 0.2945±0.0449d

40 0.3457±0.3059e 0.1820±0.0454 0.1763±0.0319 0.1486±0.0314 0.1749±0.0318 0.2003±0.0322 
43 0.1040±0.1133e 0.0071±0.0066 0.0224±0.0070 0.0502±0.0142 0.0323±0.0116 0.0186±0.0061 
45 0.1370±0.1463e 0a 0.0568±0.0183 0.0481±0.0156 0.0589±0.0166 0.0547±0.0119 
46 0.0771±0.0592 0.1781±0.0481 0.2678±0.0383 0.3530±0.0517 0.4216±0.0622 0.1928±0.0304 
47 0.1759±0.1481e 0.0614±0.0196 0.1275±0.0185 0.2554±0.0416 0.2018±0.0306b 0.2227±0.0431 
50 0.6310±0.4779e 0.0694±0.0241 0.1167±0.0212 0.1567±0.0292 0.1936±0.0348 0.1487±0.0231 
57/62c 0.2564±0.1808 0.1626±0.0352 0.2725±0.0406 0.4005±0.0603 0.3842±0.0590 0.4180±0.0497 
59 1.5000±1.6436e   0.4796±0.0717   
Mean 0.4115 0.1556 0.1714 0.1922 0.2006 0.2138 
Median 0.1852 0.0694 0.1603 0.1567 0.1936 0.2003 
a: Not complete in 3'-end. 
b: Not complete in 5'-end. 
c: Modelled with the reading frame in two exons. 
d: Not computable by Kumar method. Modified Nei-Gojobori method used with R=1.28 (calculated by Tamura-Nei method).  
e: While most of the comparisons showed statistically significant (p<0.01) purifying selection pressure, the marked comparisons did not.  
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Suppl. Table 11 dN (n) and dS (s) values for the conserved domains of mammalian connexins as calculated by the Kumar method. Deviations 
(SE) were calculated by bootstrap analysis (1000 replications). 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 n 0.0106±0.0052 

s 0.0117±0.0113 
  n 0.0448±0.0115 

s 0.2460±0.0463 
n 0.0476±0.0117 
s 0.3072±0.0551 

n 0.0857±0.0157 
s 0.6680±0.1068 

26 n 0.0034±0.0033 
s 0.0334±0.0135 

n 0.0053±0.0036 
s 0.2051±0.0423 

n 0.0412±0.0105 
s 0.5149±0.0846 

n 0.0077±0.0044 
s 0.5342±0.0816 

n 0.0182±0.0078 
s 0.5492±0.0862 

n 0.0400±0.0110 
s 0.7133±0.1171 

29/31.3/35 n 0 
s 0.0103±0.0074 

n 0.0362±0.0096 
s 0.1358±0.0339 

n 0.1830±0.0256 
s 0.5583±0.0932 

n 0.0650±0.0129 
s 0.3320±0.0556 

n 0.0949±0.0165 
s 0.4452±0.0686 

n 0.3614±0.0400 
s 0.8725±0.1305 

31.3/33.1      n 0.3892±0.0426 
s 0.8999±0.1393 

30 n 0 
s 0.0270±0.0138 

n 0.0055±0.0038 
s 0.1944±0.0414 

n 0.0050±0.0034 
s 0.6061±0.0976 

n 0.0022±0.0022 
s 0.4356±0.0729 

n 0.0207±0.0080 
s 0.9862±0.2172 

n 0.0310±0.0103 
s 0.9877±0.2775 

30.2/31.9 n 0 
s 0 

n 0.0048±0.0034 
s 0.0949±0.0266 

n 0.0161±0.0064 
s 0.2424±0.0471 

n 0.0247±0.0079 
s 0.1932±0.0447 

n 0.0217±0.0074 
s 0.2109±0.0458 

n 0.0643±0.0157 
s 0.7456±0.1487 

30.3 n 0.0028±0.0027 
s 0.0111±0.0074 

n 0.0131±0.0069 
s 0.2119±0.0423 

n 0.0431±0.0120 
s 0.4489±0.0708 

n 0.0360±0.0106 
s 0.4165±0.0741 

n 0.0527±0.0120 
s 0.3493±0.0620 

n 0.0842±0.0164 
s 0.7205±0.1170 

31  n 0.0034±0.0033 
s 0.1878±0.0412 

n 0.0455±0.0105 
s 0.5069±0.0818 

n 0.0429±0.0119 
s 0.3209±0.0572 

n 0.0356±0.0109 
s 0.2422±0.0488 

n 0.0681±0.0152 
s 0.4242±0.0746 

31.1 n 0.0023±0.0022 
s 0.0273±0.0150 

n 0.0198±0.0069 
s 0.2750±0.0528 

n 0.0770±0.0154 
s 0.5052±0.0795 

n 0.0645±0.0156 
s 0.4324±0.0673 

n 0.0770±0.0176 
s 0.3958±0.0655 

n 0.1082±0.0223 
s 0.8309±0.1392 

32 n 0 
s 0.0169±0.0102 

n 0 
s 0.1216±0.0295 

n 0.0097±0.0048 
s 0.3256±0.0605 

n 0.0102±0.0050 
s 0.2859±0.0520 

n 0.0129±0.0056 
s 0.2641±0.0500 

n 0.0412±0.0118 
s 0.5876±0.0919 

33  n 0.0288 0.0083 
s 0.1123 0.0311 

    

36 n 0 
s 0.0254±0.0145 

n 0.0055±0.0036 
s 0.0496±0.0186 

n 0.0027±0.0026 
s 0.3293±0.0596 

n 0.0027±0.0027 
s 0.1272±0.0334 

n 0.0027±0.0027 
s 0.1940±0.0402 

n 0.0027±0.0027 
s 0.6615±0.1113 

37 n 0 
s 0.0109±0.0078 

n 0.0056±0.0038 
s 0.1945±0.0382 

n 0.0154±0.0060 
s 0.2860±0.0517 

n 0.0028±0.0027 
s 0.2956±0.0539 

n 0.0079±0.0044 
s 0.2583±0.0474 

n 0.0401±0.0122 
s 0.6157±0.0930 

39/40.1 n 0.0023±0.0023 
s 0.0103± 0.0074 

n 0.0260±0.0078 
s 0.1755±0.0369 

n 0.2123±0.0319 
s 0.9475±0.1666 

 n 0.1342±0.0224 
s 0.4969±0.0741 

n 0.6017±0.0706a 
s 1.0348±0.1466 

40 n 0 n 0.0050±0.0035 n 0.0301±0.0095 n 0.0335±0.0108 n 0.0438±0.0113 n 0.0561±0.0136 
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s 0.0056±0.0056 s 0.1557±0.0337 s 0.4736±0.0827 s 0.2848±0.0554 s 0.3500±0.0604 s 0.7200±0.1125 
43 n 0 

s 0.0163±0.0096 
n 0 
s 0.1559±0.0367 

n 0.0028±0.0027 
s 0.4463±0.0731 

n 0.0050±0.0034 
s 0.2434±0.0466 

n 0.0028±0.0027 
s 0.2057±0.0444 

n 0.0058±0.0041 
s 0.7226±0.1140 

45 n 0 
s 0.0109±0.0073 

n 0 
s 0.0993±0.0298 

n 0 
s 0.3150±0.0579 

n 0 
s 0.2472±0.0464 

n 0.0028±0.0027 
s 0.3499±0.0613 

n 0.0291±0.0098 
s 0.6997±0.1580 

46 n 0.0050±0.0049 
s 0.0426±0.0199 

n 0 
s 0.1621±0.0361 

n 0.0146±0.0060 
s 0.4080±0.0758 

n 0.0106±0.0053 
s 0.3320±0.0637 

n 0.0243±0.0078 
s 0.3318±0.0645 

n 0.0216±0.0081 
s 0.9945±0.2414 

47 n 0 
s 0.0106±0.0072 

n 0 
s 0.1556±0.0347 

n 0.0149±0.0060 
s 0.4694±0.0808 

n 0.0077±0.0044 
s 0.3481±0.0659 

 n 0.0547±0.0169 
s 0.9443±0.2725 

50 n 0.0027±0.0026 
s 0.0054±0.0053 

n 0 
s 0.1702±0.396 

n 0.0132±0.0059 
s 0.4647±0.0793 

n 0.0106±0.0052 
s 0.3280±0.0617 

n 0.0134±0.0058 
s 0.2919±0.0544 

n 0.0170±0.0075 
s 0.6851±0.1141 

57/62 n 0 
s 0.0055±0.0051 

n 0.0071±0.0054 
s 0.1748±0.0389 

n 0.0115±0.0054 
s 0.3331±0.0608 

n 0.0143±0.0058 
s 0.2095±0.0420 

n 0.0312±0.0094 
s 0.2124±0.0439 

n 0.0605±0.0136 
s 0.5786±0.0902 

59 n 0 
s 0 

  n 0.0360±0.0094 
s 0.1803±0.0394 

  

Mean n 0.0015 
s 0.0148 

n 0.0087 
s 0.1632 

n 0.0410 
s 0.4545 

n 0.0222 
s 0.3049 

n 0.0358 
s 0.3578 

n 0.1081 
s 0.7554 

Median n 0 
s 0.0109 

n 0.0053 
s 0.1662 

n 0.0152 
s 0.4568 

n 0.0106 
s 0.2956 

n 0.0230 
s 0.3195 

n 0.0554 
s 0.7203 

a: Not computable by Kumar method. Modified Nei-Gojobori method used with R=2.17 (calculated by Tamura-Nei method). 
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Suppl. Table 12 Selection pressure (dN/dS ± SE) on the conserved domains of mammalian connexins. 
 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 0.9060±0.9814   0.1821±0.0580 0.1549±0.0471 0.1283±0.0312 
26 0.1018±0.1070 0.0258±0.0183 0.0800±0.0243 0.0144±0.0085 0.0331±0.0151 0.0561±0.0180 
29/31.3/35 0 0.2666±0.0971 0.3278±0.0714 0.1958±0.0508 0.2132±0.0495 0.4142±0.0771 
31.3/33.1      0.4325±0.0820 
30 0 0.0283±0.0205 0.0082±0.0058 0.0051±0.0051 0.0210±0.0093 0.0314±0.0137 
30.2/31.9 0 0.0506±0.0385 0.0664±0.0294 0.1278±0.0505 0.1029±0.0416 0.0862±0.0272 
30.3 0.2523±0.2957 0.0618±0.0348 0.0960±0.0307 0.0864±0.0297 0.1509±0.0436 0.1169±0.0296 
31  0.0181±0.0180 0.0898±0.0253 0.1337±0.0441 0.1470±0.0539 0.1605±0.0456 
31.1 0.0842±0.0929 0.0720±0.0286 0.1524±0.0388 0.1492±0.0429 0.1945±0.0549 0.1302±0.0346 
32 0 0 0.0298±0.0157 0.0357±0.0187 0.0488±0.0231 0.0701±0.0229 
33  0.2565±0.1025     
36 0 0.1109±0.0836 0.0082±0.0080 0.0212±0.0219 0.0139±0.0142 0.0041±0.0041 
37 0 0.0288±0.0203 0.0538±0.0231 0.0095±0.0093 0.0306±0.0179 0.0651±0.0221 
39/40.1 0.2233±0.2750 0.1481±0.0543 0.2241±0.0518  0.2701±0.0605 0.5815±0.1070a

40 0 0.0321±0.0235 0.0636±0.0229 0.1176±0.0443 0.1251±0.0388 0.0779±0.0225 
43 0 0 0.0063±0.0061 0.0205±0.0145 0.0136±0.0135 0.0080±0.0058 
45 0 0 0 0 0.0080±0.0078 0.0416±0.0169 
46 0.1174±0.1274 0 0.0358±0.0161 0.0319±0.0171 0.0732±0.0275 0.0217±0.0097 
47 0 0 0.0317±0.0139 0.0221±0.0133  0.0579±0.0245 
50 0.5000±0.6875 0 0.0284±0.0136 0.0323±0.0170 0.0459±0.0216 0.0248±0.0117 
57/62 0 0.0406±0.0322 0.0345±0.0174 0.0683±0.0309 0.1469±0.0537 0.1046±0.0286 
59 0   0.1997±0.0680   
Mean 0.1150 0.0600 0.0743 0.0765 0.0996 0.1307 
Median 0 0.0288 0.0448 0.0357 0.0881 0.0740 
a: Not computable by Kumar method. Modified Nei-Gojobori method used with R=2.17 (calculated by Tamura-Nei method). 
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Suppl. Table 13 dN (n) and dS (s) values for the variable domains of mammalian connexins as calculated by the Kumar method. Deviations (SE) 
were calculated by bootstrap analysis (1000 replications). 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 n 0.0083±0.0082 

s 0 
  n 0.1118±0.0392 

s 0.2544±0.1169 
n 0.0839±0.0364 
s 0.3254±0.1277 

n 0.2441±0.1054 
s 0.6036±0.2872 

26 n 0 
s 0 

n 0 
s 0.0404±0.0304 

n 0.0273±0.0176 
s 0.5617±0.2585 

n 0.0075±0.0075 
s 0.4142±0.1824 

n 0.0776±0.0343a 

s 1.0763±0.4502 
n 0.0426±0.0230 
s 0.6669±0.2787 

29/31.3/35 n 0.0048±0.0049 
s 0 

n 0.1319±0.0296 
s 0.0543±0.0319 

n 0.3705±0.0718 
s 0.3765±0.1090 

n 0.1955±0.0417 
s 0.2177±0.0653 

n 0.4604±0.0813 
s 0.4468±0.0993 

n 1.1079±0.5586 
s 1.6416±0.8334 

31.3/33.1      n 1.2603±0.6610 
s 1.6416±0.8334 

30 n 0 
s 0.0113±0.0119 

n 0 
s 0.2885±0.0941 

n 0.0613±0.0213 
s 0.6801±0.1994 

n 0.0268±0.0124 
s 0.3289±0.0914 

n 0.0824±0.0342 
s 1.0397±0.4280 

n 0.1108±0.0284 
s 0.7358±0.2017 

30.2/31.9 n 0.0038±0.0038 
s 0.0696±0.0264 

n 0.0102±0.0073 
s 0.1426±0.0433 

n 0.2050±0.0369 
s 0.4714±0.1025 

n 0.2056±0.0442 
s 0.5179±0.1227 

n 0.2220±0.0404 
s 0.4380±0.0943 

n 0.5479±0.1354 
s 0.9975±0.3551 

30.3 n 0.0279±0.0152 
s 0.0104±0.0102 

n 0.0352±0.0166 
s 0.2166±0.0648 

n 0.1922±0.0439 
s 0.5975±0.1391 

n 0.1343±0.0322 
s 0.4837±0.1129 

n 0.1841±0.0342 
s 0.3361±0.0839 

n 0.5812±0.0921a 
s 3.1681±1.1194 

31  n 0.0439±0.0178 
s 0.1050±0.0373 

n 0.2200±0.0440 
s 0.3066±0.0765 

n 0.2162±0.0401 
s 0.4360±0.1099 

n 0.1722±0.0390 
s 0.4507±0.1157 

n 0.3242±0.0703 
s 0.8828±0.2674 

31.1 n 0.0094±0.0067 
s 0.0278±0.0204 

n 0.0623±0.0199 
s 0.2365±0.0711 

n 0.3211±0.0885 
s 0.6479±0.2241 

n 0.2212±0.0498 
s 0.6305±0.1689 

n 0.2081±0.0400 
s 0.4337±0.1202 

n 0.2967±0.0765 
s 0.9358±0.2846 

32 n 0 
s 0.0088±0.0087 

n 0 
s 0.0805±0.0328 

n 0 
s 0.2627±0.0646 

n 0 
s 0.2533±0.0639 

n 0 
s 0.1877±0.0499 

n 0.0451±0.0148 
s 0.7463±0.1645 

33  n 0.2194±0.0354 
s 0.1420±0.0442 

    

36 n 0 
s 0.0176±0.0133 

n 0.0064±0.0046 
s 0.1528±0.0411 

n 0.0223±0.0083 
s 0.3603±0.0658 

n 0.0416±0.0137 
s 0.2639±0.0511 

n 0.0129±0.0075 
s 0.3110±0.0638 

 

37 n 0.0065±0.0046 
s 0.0153±0.0112 

n 0.0189±0.0077 
s 0.1629±0.0370 

n 0.1047±0.0188 
s 0.5159±0.0923 

n 0.0490±0.0125 
s 0.4029±0.0759 

n 0.0547±0.0124 
s 0.3209±0.0602 

n 0.2235±0.0593 
s 0.9122±0.2731 

39/40.1 n 0.0299±0.0083 
s 0.0093±0.0065 

n 0.1044±0.0163 
s 0.2103±0.0392 

n 0.7161±0.0856 
s 1.1682±0.2166 

 n 0.5810±0.0723 
s 0.9334±0.1619 

n 0.6622±0.3391 
s 1.7833±0.7420 

40 n 0.0055±0.0038 n 0.0671±0.0144 n 0.1779±0.0463 n 0.0602±0.0124 n 0.0914±0.0154 n 0.2833±0.0892 
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s 0.0106±0.0078 s 0.2346±0.0460 s 0.7098±0.2288 s 0.3414±0.0588 s 0.4235±0.0663 s 0.9993±0.3130 
43 n 0.0024±0.0024 

s 0.0093±0.0063 
n 0.0024±0.0023 
s 0.2086±0.0382 

n 0.0206±0.0065 
s 0.6584±0.0961 

n 0.0101±0.0045 
s 0.3717±0.0616 

n 0.0165±0.0058 
s 0.4265±0.0738 

n 0.0231±0.0083 
s 0.9081±0.1424 

45 n 0.0017±0.0017 
s 0.0044±0.0044 

n 0b 
s 0.1700±0.0373 

n 0.0277±0.0082 
s 0.2341±0.0390 

n 0.0182±0.0058 
s 0.2911±0.0481 

n 0.0300±0.0073 
s 0.2670±0.0428 

n 0.0385±0.0094 
s 0.5879±0.0841 

46 n 0.0020±0.0020 
s 0.0438±0.0137 

n 0.0440±0.0099 
s 0.1234±0.0265 

n 0.2883±0.0341 
s 0.7583±0.1126 

n 0.3039±0.0307 
s 0.5351±0.0738 

n 0.3822±0.0419 
s 0.7320±0.1061 

n 0.3566±0.1629 
s 1.5031±0.6782 

47 n 0.0033±0.0023 
s 0.0101±0.0070 

n 0.0189±0.0059 
s 0.1989±0.0309 

n 0.1312±0.0167 
s 0.7324±0.0839 

n 0.1937±0.0235 
s 0.5121±0.0728 

n 0.1756±0.0239 
s 0.6270±0.0775 

n 0.4469±0.0458 
s 1.1628±0.2034 

50 n 0.0080±0.0040 
s 0.0142±0.0085 

n 0.0161±0.0051 
s 0.1163±0.0246 

n 0.0928±0.0144 
s 0.5383±0.0716 

n 0.0927±0.0144 
s 0.3799±0.0532 

n 0.1123±0.0170 
s 0.4125±0.0581 

n 0.1839±0.0235 
s 0.7723±0.1005 

57/62 n 0.0047±0.0027 
s 0.0154±0.0082 

n 0.0422±0.0081 
s 0.1839±0.0295 

n 0.1642±0.0187 
s 0.4162±0.0469 

n 0.1368±0.0152 
s 0.2358±0.0439 

n 0.1299±0.0153 
s 0.2529±0.0336 

n 0.4656±0.0408 
s 0.8041±0.0947 

59 n 0.0041±0.0023 
s 0.0027±0.0026 

  n 0.1588±0.0156 
s 0.2762±0.0363 

  

Mean n 0.0064 
s 0.0148 

n 0.0433 
s 0.1615 

n 0.1746 
s 0.5554 

n 0.1149 
s 0.3761 

n 0.1620 
s 0.4969 

n 0.3702 
s 1.0158 

Median n 0.0041 
s 0.0104 

n 0.0189 
s 0.1629 

n 0.1477 
s 0.5500 

n 0.1118 
s 0.3717 

n 0.1123 
s 0.4265 

n 0.2900 
s 0.9102 

a: Not computable by Kumar method. Modified Nei-Gojobori method used with R=2.00 (Hs-Bt Cx26) or 0.50 (Hs-Md Cx30.3) (calculated by 
Tamura-Nei method). 
b: Not full length. 
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Suppl. Table 14 Selection pressure (dN/dS ± SE) on the variable domains of mammalian connexins. 
Cx Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 
25 ∞   0.4395±0.2540 0.2578±0.1508 0.4044±0.2598 
26 0 0 0.0486±0.0385 0.0181±0.0198 0.0721±0.0439 0.0639±0.0436 
29/31.3/35 ∞ 2.4291±1.5276a 0.9841±0.3428 0.8980±0.3305b 1.0304±0.2925b 0.6749±0.4829 
31.3/33.1      0.7677±0.5604 
30 0 0 0.0901±0.0410 0.0815±0.0440 0.0793±0.0463 0.1506±0.0565 
30.2/31.9 0.0546±0.0584 0.0715±0.0556 0.4349±0.1228 0.3970±0.1270 0.5068±0.1429 0.5493±0.2380 
30.3 2.6827±3.0098 0.1625±0.0908 0.3217±0.1048 0.2777±0.0929 0.5478±0.1704 d 

31  0.4181±0.2254 0.7175±0.2295 0.4959±0.1552 0.3821±0.1308 0.3672±0.1368 
31.1 0.3381±0.3459 0.2634±0.1156 0.4956±0.2192 0.3508±0.1228 0.4798±0.1618 0.3171±0.1264 
32 0 0 0 0 0 0.0604±0.0239 
33  1.5451±0.5417     
36 0 0.0419±0.0321 0.0619±0.0257 0.1576±0.0602 0.0415±0.0256  
37 0.4248±0.4326 0.1160±0.0541 0.2029±0.0514 0.1216±0.0386 0.1705±0.0502 0.2450±0.0980 
39/40.1 3.2151±2.4178c 0.4964±0.1207 0.6130±0.1352  0.6225±0.1329 0.3713±0.2450 
40 0.5189±0.5237 0.2860±0.0831 0.2506±0.1038 0.1763±0.0473 0.2158±0.0496 0.2835±0.1259 
43 0.2581±0.3117 0.0115±0.0112 0.0313±0.0109 0.0272±0.0129 0.0387±0.0152 0.0254±0.0100 
45 0.3864±0.5464 0 0.1183±0.0402 0.0625±0.0224 0.1124±0.0327 0.0655±0.0185 
46 0.0457±0.0478 0.3566±0.1109 0.3802±0.0722 0.5679±0.0971 0.5221±0.0949 0.2372±0.1523 
47 0.3267±0.3211 0.0950±0.0331 0.1791±0.0307 0.3782±0.0707 0.2801±0.0515 0.3843±0.0779 
50 0.5634±0.4394 0.1384±0.0527 0.1724±0.0352 0.2440±0.0510 0.2722±0.0563 0.2381±0.0434 
57/62 0.3052±0.2391 0.2295±0.0574 0.3945±0.0632 0.5802±0.1258 0.5136±0.0912 0.5790±0.0850 
59 1.5185±1.6923   0.5749±0.0943   
Mean 0.6258 0.3506 0.3053 0.3078 0.3234 0.3214 
Median 0.3267 0.1384 0.2268 0.2777 0.2722 0.3003 
a: Statistically significant positive selection pressure (p=0.037).  
b: Not full length. 
c: Statistically significant positive selection pressure (p=0.028). 
d: Not computed due to very high dS (3.17). 
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Suppl. Table 15 Nucleotide distance (±SE) for full-length coding sequences, introns and 3'-UTRs for some mammalian connexins as determined 
by the Tamura-Kumar modification of the LogDet method. Deviations (SE) were calculated by bootstrap analysis (1000 replications). 
 
  Hs-Pt Mm-Rn Hs-Mm Hs-Cf Hs-Bt Hs-Md 

Cds 0.0111±0.0037 0.0726±0.0099 0.1937±0.0165 0.1434±0.0144 0.1589±0.0152 0.3695±0.0261 30.3 
3'-UTR 0.0456±0.0156 0.1059±0.0618 0.4858±0.0603 0.5326±0.1101 0.3858±0.0594 1.3913±0.4315 
Cds 0.0052±0.0022 0.0301±0.0055 0.0999±0.0102 0.0648±0.0080 0.0683±0.0085 a 

Intron 0.0117±0.0035 0.0643±0.0077 0.3610±0.0246 0.2984±0.0196 0.2849±0.0205 0.7442±0.0464 
36 

3'-UTR 0.0190±0.0039 0.0562±0.0069 0.2889±0.0175 0.2080±0.0135 0.2310±0.0159 0.4525±0.0266 
Cds 0.0063±0.0026 0.0607±0.0078 0.1446±0.0132 0.1087±0.0108 0.1065±0.0108 0.2552±0.0180 37 
3'-UTR 0.0062±0.0035 0.1320±0.0174 0.4756±0.0410 0.3735±0.0328 b 1.4018±0.5174 
Cds 0.0168±0.0039 0.1072±0.0109 0.5443±0.0354 a 0.4324±0.0282 0.5513±0.0311 
Intron 0.0101±0.0022 0.1427±0.0111 1.4253±0.1538 0.7612±0.0433 0.8514±0.0477 1.4864±0.2227 

39/40.1 

3'-UTR 0.0183±0.0051 0.1855±0.0147 1.1341±0.1135 b 1.0955±0.1065 1.4713±0.4363 
Cds 0.0047±0.0020 0.0777±0.0091 0.2076±0.0156 0.1143±0.0110 0.1470±0.0124 0.3067±0.0174 40 
3'-UTR 0.0099±0.0029 0.1532±0.1111 0.4631±0.0308 0.2560±0.0220 0.2865±0.0217 1.0794±0.0821 
Cds 0.0052±0.0022 0.0501±0.0068 0.1300±0.0120 0.0834±0.0090 0.0803±0.0080 0.1654±0.0139 43 
3'-UTR 0.0058±0.0019 0.1082±0.0088 0.2242±0.0145 0.1190±0.0089 0.1268±0.0098 0.3877±0.0201 
Cds 0.0034±0.0018 0.0340±0.0058 0.0831±0.0085 0.0827±0.0084 0.0912±0.0092 0.1639±0.0126 45 
3'-UTR 0.0027±0.0027 b 0.1468±0.0181 0.0987±0.0157 0.1039±0.0157 0.1997±0.0237 

a: Not full length.  
b: Lacking. 
 
Suppl. Table 16 Nucleotide distance (±SE) for full-length Cx43- and Cx31.3-like (pseudo-)genes as determined by the Tamura-Kumar 
modification of the LogDet method. Deviations (SE) were calculated by bootstrap analysis (1000 replications). 
 Hs-Pt Hs-Bt 
43p1 0.0115±0.0030 - 
43pX 0.0035±0.0018 0.2941±0.0196
31.3 0.0036±0.0020 - 
31.3p1 0.0117±0.0036 - 
  


