Mikalsen SO, Tausen M, i Kongsstovu S. Phylogeny of teleost connexins reveals
highly inconsistent intra- and interspecies use of nomenclature and
misassemblies in recent teleost chromosome assemblies.
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Suppl. Fig. 1. Human (Homo sapiens) connexins.

The chronology of the sequences are according to the Greek nomenclature. Both the Greek
nomenclature and the size nomenclature are indicated, and the GenBank accession number is given
for each entry.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turquoise: Splice site.

Other colors are explained where necessary.

>Hs-GJA1-Cx43-NM 000165
ATGGGTGACTGGAGCGCCTTAGGCAAACTCCTTGACAAGGTTCAAGCCTACTCAACTGCT
GGAGGGAAGGTGTGGCTGTCAGTACTTTTCATTTTCCGAATCCTGCTGCTGGGGACAGCG
GTTGAGTCAGCCTGGGGAGATGAGCAGTCTGCCTTTCGTEGTAACACTCAGCAACCTGGT
TGTGAAAATGTCTGCTATGACAAGTCTTTCCCAATCTCTCATGTGCGCTTCTGGGTCCTG
CAGATCATATTTGTGTCTGTACCCACACTCTTGTACCTGGCTCATGTGTTCTATGTGATG
CGAAAGGAAGAGAAACTGAACAAGAAAGAGGAAGAACTCAAGGTTGCCCAAACTGATGGT
GTCAATGTGGACATGCACTTGAAGCAGATTGAGATAAAGAAGTTCAAGTACGGTATTGAA
GAGCATGGTAAGGTGAAAATGCGAGGGGGGTTGCTGCGAACCTACATCATCAGTATCCTC
TTCAAGTCTATCTTTGAGGTGGCCTTCTTGCTGATCCAGTGGTACATCTATGGATTCAGC
TTGAGTGCTGTTTACACTEGCAAAAGAGATCCCTGCCCACATCAGGTGGACTGTITTCCTC
TCTCGCCCCACGGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCC
CTGGCCTTGAATATCATTGAACTCTTCTATGTTTTCTTCAAGGGCGTTAAGGATCGGGTT
AAGGGAAAGAGCGACCCTTACCATGCGACCAGTGGTGCGCTGAGCCCTGCCAAAGACTGT
GGGTCTCAAAAATATGCTTATTTCAATGGCTGCTCCTCACCAACCGCTCCCCTCTCGCCT
ATGTCTCCTCCTGGGTACAAGCTGGTTACTGGCGACAGAAACAATTCTTCTTGCCGCAAT
TACAACAAGCAAGCAAGTGAGCAAAACTGGGCTAATTACAGTGCAGAACAAAATCGAATG
GGGCAGGCGGGAAGCACCATCTCTAACTCCCATGCACAGCCTTTTGATTTCCCCGATGAT
AACCAGAATTCTAAAAAACTAGCTGCTGGACATGAATTACAGCCACTAGCCATTGTGGAC
CAGCGACCTTCAAGCAGAGCCAGCAGTCGTGCCAGCAGCAGACCTCGGCCTGATGACCTG
GAGATCTAG

>Hs-GJA3-Cx46-NM 021954
ATGGGCGACTGGAGCTTTCTGGGAAGACTCTTAGAAAATGCACAGGAGCACTCCACGGTC
ATCGGCAAGGTTTGGCTGACCGTGCTGTTCATCTTCCGCATCTTGGTGCTGGGGGCCGCG
GCGGAGGACGTGTGGGGCGATGAGCAGTCAGACTTCACCTGCAACACCCAGCAGCCGGGC
TGCGAGAACGTCTGCTACGACAGGGCCTTCCCCATCTCCCACATCCGCTTCTGGGCGCTG
CAGATCATCTTCGTGTCCACGCCCACCCTCATCTACCTGGGCCACGTGCTGCACATCGTG
CGCATGGAAGAGAAGAAGAAAGAGAGGGAGGAGGAGGAGCAGCTGAAGAGAGAGAGCCCC
AGCCCCAAGGAGCCACCGCAGGACAATCCCTCGTCGCGGGACGACCGCGGCAGGGTGCGL
ATGGCCGGGGCGCTGCTGCGGACCTACGTCTTCAACATCATCTTCAAGACGCTGTTCGAG
GTGGGCTTCATCGCCGGCCAGTACTTTCTGTACGGCTTCGAGCTGAAGCCGCTCTACCGC
TGCGACCGCTGGCCCTGCCCCAACACGGTGGACIEGCTTCATCTCCAGGCCCACGGAGAAG
ACCATCTTCATCATCTTCATGCTGGCGGTGGCCTGCGCGTCCCTGCTGCTCAACATGCTG
GAGATCTACCACCTGGGCTGGAAGAAGCTCAAGCAGGGCGTGACCAGCCGCCTCGGCCCG
GACGCCTCCGAGGCCCCGCTGGGGACAGCCGATCCCCCGCCCCTGCCCCCCAGCTCCCGG
CCGCCCGCCGTTGCCATCGGGTTCCCACCCTACTATGCGCACACCGCTGCGCCCCTGGGA
CAGGCCCGCGCCGTGGGCTACCCCGGGGCCCCGCCACCAGCCGCGGACTTCAAACTGCTA
GCCCTGACCGAGGCGCGCGGAAAGGGCCAGTCCGCCAAGCTCTACAACGGCCACCACCAC
CTGCTGATGACTGAGCAGAACTGGGCCAACCAGGCGGCCGAGCGGCAGCCCCCGGLGLTC
AAGGCTTACCCGGCAGCGTCCACGCCTGCAGCCCCCAGCCCCGTCGGCAGCAGCTCCCCG
CCACTCGCGCACGAGGCTGAGGCGGGCGCGGCGCCCCTGCTGCTGGATGGGAGCGGCAGC
AGTCTGGAGGGGAGCGCCCTGGCAGGGACCCCCGAGGAGGAGGAGCAGGCCGTGACCACC
GCGGCCCAGATGCACCAGCCGCCCTTGCCCCTCGGAGACCCAGGTCGGGCCAGCAAGGCC
AGCAGGGCCAGCAGCGGGCGGGCCAGACCGGAGGACTTGGCCATCTAG

>Hs-GJA4-Cx37-NM 002060
ATGGGTGACTGGGGCTTCCTGGAGAAGTTGCTGGACCAGGTCCAGGAGCACTCGACCGTG
GTGGGTAAGATCTGGCTGACGGTGCTCTTCATCTTCCGCATCCTCATCCTGGGCCTGGCT
GGCGAGTCAGTGTGGGGTGACGAGCAATCAGATTTCGAGHBHAACACGGCCCAGCCAGGC
fEEACCAACGTCBETATGACCAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTGCTG
CAGTTCCTCTTCGTCAGCACACCCACCCTGGTCTACCTGGGCCATGTCATTTACCTGTCT
CGGCGAGAAGAGCGGCTGCGGCAGAAGGAGGGGGAGCTGCGGGCACTGCCGGCCAAGGAC
CCACAGGTGGAGCGGGCGCTGGCGGCCGTAGAGCGTCAGATGGCCARGATCTCGGTGGCA

3



GAAGATGGTCGCCTGCGCATCCGCGGAGCACTCATCGEECACCTATGTCGCCAGTGTGCTC
TGCAAGAGTGTGCTAGAGGCAGGCTTCCTCTATGGCCAGTGGCGCCTGTACGGCTGGACC
ATGGAGCCCGTGTTTGTGEBECAGCGAGCACCCHBECCCTACCTCGTGGACEBETTTGTC
TCTCGCCCCACGGAGAAGACCATCTTCATCATCTTCATGTTGGTGGTTGGACTCATCTCC
CTGGTGCTTAACCTGCTGGAGTTGGTGCACCTGCTGTGTCGCTGCCTCAGCCGGGGGATG
AGGGCACGGCAAGGCCAAGACGCACCCCCGACCCAGGGCACCTCCTCAGACCCTTACACG
GACCAGGTCTTCTTCTACCTCCCCGTGGGCCAGGGGCCCTCATCCCCACCATGCCCCACC
TACAATGGGCTCTCATCCAGTGAGCAGAACTGGGCCAACCTGACCACAGAGGAGAGGCTG
GCGTCTTCCAGGCCCCCTCTCTTCCTGGACCCACCCCCTCAGAATGGCCAAAAACCCCCA
AGTCGTCCCAGCAGCTCTGCTTCTAAGAAGCAGTATGTATAG

>Hs-GJA5-Cx40-NM 005266
ATGGGCGATTGGAGCTTCCTGGGAAATTTCCTGGAGGAAGTACACAAGCACTCGACCGTG
GTAGGCAAGGTCTGGCTCACTGTCCTCTTCATATTCCGTATGCTCGTGCTGGGCACAGCT
GCTGAGTCTTCCTGGGGGGATGAGCAGGCTGATTTCCGGHGRGATACGATTCAGCCTGGC
FE8CcAGAATGTCEEETACGACCAGGCTTTCCCCATCTCCCACATTCGCTACTGGGTGCTG
CAGATCATCTTCGTCTCCACGCCCTCTCTGGTGTACATGGGCCACGCCATGCACACTGTG
CGCATGCAGGAGAAGCGCAAGCTACGGGAGGCCGAGAGGGCCAAAGAGGTCCGGGGCTCT
GGCTCTTACGAGTACCCGGTGGCAGAGAAGGCAGAACTGTCCTGCTGGGAGGAAGGGAAT
GGAAGGATTGCCCTCCAGGGCACTCTECTCAACACCTATGTGTGCAGCATCCTGATCCGC
ACCACCATGGAGGTGGGCTTCATTGTGGGCCAGTACTTCATCTACGGAATCTTCCTGACC
ACCCTGCATGTCHEEECGCAGGAGTCCCHEHCCCCACCCGGTCAACEGETACGTATCCCGG
CCCACAGAGAAGAATGTCTTCATTGTCTTTATGCTGGCTGTGGCTGCACTGTCCCTCCTC
CTTAGCCTGGCTGAACTCTACCACCTGGGCTGGAAGAAGATCAGACAGCGATTTGTCARA
CCGCGGCAGCACATGGCTAAGTGCCAGCTTTCTGGCCCCTCTGTGGGCATAGTCCAGAGC
TGCACACCACCCCCCGACTTTAATCAGTGCCTGGAGAATGGCCCTGGGGGAAAATTCTTC
AATCCCTTCAGCAATAATATGGCCTCCCAACAAAACACAGACAACCTGGTCACCGAGCAA
GTACGAGGTCAGGAGCAGACTCCTGGGGAAGGTTTCATCCAGGTTCGTTATGGCCAGAAG
CCTGAGGTGCCCAATGGAGTCTCACCAGGTCACCGCCTTCCCCATGGCTATCATAGTGAC
AAGCGACGTCTTAGTAAGGCCAGCAGCAAGGCAAGGTCAGATGACCTATCAGTGTGA

>Hs-GJA6P-43pX-NG 007152 (Underlined: sequence somewhat extended relative to entry)
GTTGGTGACTGGAGTGCCTCAGGCACCTCCTAGAGAAGGTTCAAGCTTAGTCCCCAGCTG
GAGGTAAGGTGTGGTTCTCAGTCCTTTTCATTTCCCCAATCCTGCTCCTGAGTACTGCAG
TTGAGTCAGCCTGGGATAATGAGCAGTTTGCCTTTCATTGAACACTCAACAGCCTGGTTG
TGAAAATGTCTGCTATGACCAGTCTTTGCCAATCTCCCATGTATGCTTCTGGGTTCTGCA
GATAATACTTGTGTCTCTTCCCCCACTCTTGTACCTGACACACATGTTCTACGTGATGTG
AAAAGAAGAGAAGTTGAACAGGCAATTGGGAGAACTCGAAGTTGCCCAAATTGATGATGT
CAGTGTGGAGATGCACTTGCAGGGAATTGAAATAAAGAAGTTCAAGTGTGGCCTTGAGAA
ACATGGAAGGGTGAGAATCCCAGGGAGCTTGCTGCGAACGTGTACCATTGGTGTCATCTT
CAGGCCTCTGTTTGAGGTGGCCTTCCTGATGATCCCGTGGTCTGTCTATGGATTCAGCCT
AAGTGTGGTTTACACTTGCAAACGAGATCTTTCCCCACATTAAGTGGACTGCTTACTCTC
TCGCCCCCGGAGAAAAGCACCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCTCTT
GCCTTGAACATCATTGCGTTATTCAGTGTCTCATTTAAGAGCATTTAAGGATCATGTGAA
GGATCAGGAGAGTGATACACCTGGCCTGCAGAGTCCCTCCAATGGCTCCATATCAACTCT
TCCTCTCTCCACCATGTCCCCTCCTGGGGACAAGCTAGTTCCTGGAGAAAGAAACAATTC
CTCTTGCTGTAGGCACAACAAGGAAGTGAGCAAAAACCCTTCTAGTTACAGTGCATAGCA
AGATTGAATGGAGCAGGCAGGAAGTACCCCCTCTGACTCCCAGTCTTTTGATTTCCCTGC
TGATAAACAGAGTTCTTAAACAAAAGCAAAAACCTAGCTACTGGGCACTAGCCATGGTAG
GCCAGCAGCCATCCTGCAGAGCCAGTAGTCATGCCAGCAGCAGCCTGATGACCTAGAGAT
CAAG

>Hs-GJA8-Cx50-NM 005267

ATGGGCGACTGGAGTTTCCTGGGGAACATCTTGGAGGAGGTGAATGAGCACTCCACCGTC
ATCGGCAGAGTCTGGCTCACCGTGCTTTTCATCTTCCGGATCCTCATCCTTGGCACGGCC
GCAGAGTTCGTGTGGGGGGATGAGCAATCCGACTTCGTCHBBAACACCCAGCAGCCTGGC
ff88cAcAACGTClBETACGACGAGGCCTTTCCCATCTCCCACATTCGCCTCTGGGTGCTG
CAGATCATCTTCGTCTCCACCCCGTCCCTGATGTACGTGGGGCACGCGGTGCACTACGTC
CGCATGGAGGAGAAGCGCAAAAGCCGCGAGGCGGAGGAGCTGGGCCAGCAGGCGGGGACT
AACGGCGGCCCGGACCAGGGCAGCGTCAAGAAGAGCAGCGGCAGCAAAGGCACTAAGAAG
TTCCGGCTGGAGGGGACCCTGCTGAGGACCTACATCTGCCACATCATCTTCAAGACCCTC
TTTGAAGTGGGCTTCATCGTGGGCCACTACTTCCTGTACGGGTTCCGGATCCTGCCTCTG
TACCGCHBEAGCCGGTGGCCCHBECCCAATGTGGTGGACHBETTCGTGTCCCGGCCCACG
GAGAAAACCATCTTCATCCTGTTCATGTTGTCTGTGGCCTCTGTGTCCCTATTCCTCAAC
GTGATGGAGTTGGGCCACCTGGGCCTGAAGGGGATCCEETCTGCCTTGAAGAGGCCTGTA
GAGCAGCCCCTGGGGGAGATTCCTGAGAAATCCCTCCACTCCATTGCTGTCTCCTCCATC
CAGAAAGCCAAGGGCTATCAGCTCCTAGAAGAAGAGAAARATCGTTTCCCACTATTTCCCC
TTGACCGAGGTTGGGATGGTGGAGACCAGCCCACTGCCTGCCAAGCCTTTCAATCAGTTC
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GAGGAGAAGATCAGCACAGGACCCCTGGGGGACTTGTCCCGGGGCTACCAAGAGACACTG
CCTTCCTACGCTCAGGTGGGGGCACAAGAAGTGGAGGGCGAGGGGCCGCCTGCAGAGGAG
GGAGCCGAACCCGAGGTGGGAGAGAAGAAGGAGGAAGCAGAGAGGCTGACCACGGAGGAG
CAGGAGAAGGTGGCCGTGCCAGAGGGGGAGAAAGTAGAGACCCCCGGAGTGGATAAGGAG
GGTGAAAAAGAAGAGCCGCAGTCGGAGAAGGTGTCAAAGCAAGGGCTGCCAGCTGAGAAG
ACACCTTCACTCTGTCCAGAGCTGACAACAGATGATGCCAGACCCCTGAGCAGGCTAAGC
AAAGCCAGCAGCCGAGCCAGGTCAGACGATCTAACCGTATGA

>Hs-GJA9-Cx58-NM 030772
ATGGGGGACTGGAATCTCCTTGGAGATACTCTGGAGGAAGTTCACATCCACTCCACCATG
ATTGGAAAGATCTGGCTCACCATCCTGTTCATATTTCGAATGCTTGTTCTGGGTGTAGCA
GCTGAAGATGTCTGGAATGATGAGCAGTCTGGCTTCATCHGEAATACAGAACAACCAGGC
FG8AGAAATGTABGETACGACCAGGCCTTTCCTATCTCCCTCATTAGATACTGGGTTCTG
CAGGTGATATTTGTGTCTTCACCATCCCTGGTCTACATGGGCCATGCATTGTACCGACTG
AGAGTTCTTGAGGAAGAGAGGCAAAGGATGAAAGCTCAGTTAAGAGTAGAACTGGAGGAG
GTAGAGTTTGAAATGCCTAGGGATCGGAGGAGATTGGAGCAAGAGCTTTGTCAGCTGGAG
AAAAGGAAACTAAATAAAGCTCCACTCAGAGGAACCTTGCTTTGCACTTATGTGATACAC
ATTTTCACTCGCTCTGTGGTTGAAGTTGGATTCATGATTGGACAGTACCTTTTATATGGA
TTTCACTTAGAGCCGCTATTTAAGHEGECATGGCCACCCGHEHCCAAATATAATCGACHEH
TTTGTCTCAAGACCAACAGAAAAGACAATATTCCTATTATTTATGCAATCTATAGCCACT
ATTTCACTTTTCTTAAACATTCTTGAAATTTTCCACCTAGGTTTTAAAAAGATTAAAAGA
GGGCTTTGGGGAAAATACAAGTTGAAGAAGGAACATAATGAATTCCATGCAAACAAGGCA
AAACAAAATGTAGCCAAATACCAGAGCACATCTGCAAATTCACTGAAGCGACTCCCTTCT
GCCCCTGATTATAATCTGTTAGTGGAAAAGCAAACACACACTGCAGTGTACCCTAGTTTA
AATTCATCTTCTGTATTCCAGCCAAATCCTGACAATCATAGTGTAAATGATGAGAAATGC
ATTTTGGATGAACAGGAAACTGTACTTTCTAATGAGATTTCCACACTTAGTACTAGTTGT
AGTCATTTTCAACACATCAGTTCAAACAATAACAAAGACACTCATAAAATATTTGGAARA
GAACTTAATGGTAACCAGTTAATGGAAAAAAGAGAAACTGAAGGCAAAGACAGCAAAAGG
AACTACTACTCTAGAGGTCACCGTTCTATTCCAGGTGTTGCTATAGATGGAGAGAACAAC
ATGAGGCAGTCACCCCAAACAGTTTTCTCCTTGCCAGCTAACTGCGATTGGAAACCGCGG
TGGCTTAGAGCTACATGGGGTTCCTCTACAGAACATGAARACCGGGGGTCACCTCCTAAA
GGTAACCTCAAGGGCCAGTTCAGAAAGGGCACAGTCAGAACCCTTCCTCCTTCACAAGGA
GATTCTCAATCACTTGACATTCCAAACACTGCTGATTCTTTGGGAGGGCTGTCCTTTGAG
CCAGGGTTGGTCAGAACCTGTAATAATCCTGTTTGTCCTCCAAATCACGTAGTGTCCCTA
ACGAACAATCTCATTGGTAGGCGGGTTCCCACAGATCTTCAGATCTAA

>Hs-GJA10-Cx62-NM 032602
ATGGGGGACTGGAACTTATTGGGTGGCATCCTAGAGGAAGTTCACTCCCACTCAACCATA
GTGGGGAAAATCTGGCTGACCATCCTCTTCATCTTCCGAATGCTGGTACTTCGTGTGGCT
GCTGAGGATGTCTGGGATGATGAACAGTCAGCATTTGCCHBEAACACCCGGCAGCCAGGT
f882ACAATATCBETATGATGATGCATTCCCTATCTCTTTGATCAGGTTCTGGGTTTTA
CAGATCATCTTTGTGTCTTCTCCTTCTTTGGTCTATATGGGCCATGCACTTTATAGGCTC
AGGGCCTTTGAGAAAGACAGGCAGAGGAAAAAGTCACACCTTAGAGCCCAGATGGAGAAT
CCAGATCTTGACTTGGAGGAGCAGCAAAGAATAGATAGGGAACTGAGGAGGTTAGAGGAG
CAGAAGAGGATCCATAAAGTCCCTCTGAAAGGATGTCTGCTCCCTACTTATGTCTTACAC
ATCTTGACCAGATCTGTGCTGGAAGTAGGATTCATGATAGGCCAATATATTCTCTATGGG
TTTCAAATGCACCCCCTTTACAAABGEACTCAACCTCCTEEECCCAATGCGGTGGATEGE
TTTGTATCCAGGCCCACTGAGAAGACAATTTTCATGCTTTTTATGCACAGCATTGCAGCC
ATTTCCTTGTTACTCAATATACTGGAAATATTTCATCTAGGCATCAGAAAAATTATGAGG
ACACTTTATAAGAAATCCAGCAGTGAGGGCATTGAGGATGAAACAGGCCCTCCATTCCAT
TTGAAGAAATATTCTGTGGCCCAGCAGTGTATGATTTGCTCTTCATTGCCTGAAAGAATC
TCTCCACTTCAAGCTAACAATCAACAGCAAGTCATTCGAGTTAATGTGCCAAAGTCTAAA
ACCATGTGGCAAATCCCACAGCCAAGGCAACTTGAAGTAGACCCTTCCAATGGGAAAAAG
GACTGGTCTGAGAAGGATCAGCATAGCGGACAGCTCCATGTTCACAGCCCGTGTCCCTGG
GCTGGCAGTGCTGGAAATCAGCACCTGGGACAGCAATCAGACCATTCCTCATTTGGCCTG
CAGAATACAATGTCTCAGTCCTGGCTAGGTACAACTACGGCTCCTAGAAACTGTCCATCC
TTTGCAGTAGGAACCTGGGAGCAGTCCCAGGACCCAGAACCCTCAGGTGAGCCTCTCACA
GATCTTCATAGTCACTGCAGAGACAGTGAAGGCAGCATGAGAGAGAGTGGGGTCTGGATA
GACAGATCTCGCCCAGGCAGTCGCAAGGCCAGCTTTCTGTCCAGATTGTTGTCTGAAAAG
CGACATCTGCACAGTGACTCAGGAAGCTCTGGTTCTCGGAATAGCTCCTGCTTGGATTTT
CCTCACTGGGAAAACAGCCCCTCACCTCTGCCTTCAGTCACTGGGCACAGAACATCAATG
GTAAGACAGGCAGCCCTACCGATCATGGAACTATCACAAGAGCTGTTCCATTCTGGATGC
TTTCTTTTTCCTTTCTTTCTTCCTGGGGTGTGTATGTATGTTTGTGTTGACAGAGAGGCA
GATGGAGGGGGAGATTATTTATGGAGAGATAAAATTATTCATTCGATACATTCAGTTAAA
TTCAATTCATAA

>Hs-GJB1-Cx32-NM 001097642
ATGAACTGGACAGGTTTGTACACCTTGCTCAGTGGCGTGAACCGGCATTCTACTGCCATT



GGCCGAGTATGGCTCTCGGTCATCTTCATCTTCAGAATCATGGTGCTGGTGGTGGCTGCA
GAGAGTGTGTGGGGTGATGAGAAATCTTCCTTCATCHBEAACACACTCCAGCCTGGCHEE
AACAGCGTTB@TATGACCAATTCTTCCCCATCTCCCATGTGCGGCTGTGGTCCCTGCAG
CTCATCCTAGTTTCCACCCCAGCTCTCCTCGTGGCCATGCACGTGGCTCACCAGCAACAC
ATAGAGAAGAAAATGCTACGGCTTGAGGGCCATGGGGACCCCCTACACCTGGAGGAGGTG
AAGAGGCACAAGGTCCACATCTCAGGGACACTCTCETCEACCTATGTCATCAGCGTGGTG
TTCCGGCTGTTGTTTGAGGCCGTCTTCATGTATGTCTTTTATCTGCTCTACCCTGGCTAT
GCCATGGTGCGGCTGGTCAAGHBEGACGTCTACCCCHBECCCAACACAGTGGACHEETTC
GTGTCCCGCCCCACCGAGAAAACCGTCTTCACCGTCTTCATGCTAGCTGCCTCTGGCATC
TGCATCATCCTCAATGTGGCCGAGGTGGTGTACCTCATCATCCGGGCCTGTGCCCGCCGA
GCCCAGCGCCGCTCCAATCCACCTTCCCGCAAGGGCTCGGGCTTCGGCCACCGCCTCTCA
CCTGAATACAAGCAGAATGAGATCAACAAGCTGCTGAGTGAGCAGGATGGCTCCCTGAAA
GACATACTGCGCCGCAGCCCTGGCACCGGGGCTGGGCTGGCTGAAAAGAGCGACCGCTGC
TCGGCCTGCTGA

>Hs-GJB2-Cx26-NM 004004
ATGGATTGGGGCACGCTGCAGACGATCCTGGGGGGTGTGAACAAACACTCCACCAGCATT
GGAAAGATCTGGCTCACCGTCCTCTTCATTTTTCGCATTATGATCCTCGTTGTGGCTGCA
AAGGAGGTGTGGGGAGATGAGCAGGCCGACTTTGTC-AACACCCTGCAGCCAGGC-
AAGAACGTG-TACGATCACTACTTCCCCATCTCCCACATCCGGCTATGGGCCCTGCAG
CTGATCTTCGTGTCCACGCCAGCGCTCCTAGTGGCCATGCACGTGGCCTACCGGAGACAT
GAGAAGAAGAGGAAGTTCATCAAGGGGGAGATAAAGAGTGAATTTAAGGACATCGAGGAG
ATCAAAACCCAGAAGGTCCGCATCGAAGGCTCCCTGTGGTGGACCTACACAAGCAGCATC
TTCTTCCGGGTCATCTTCGAAGCCGCCTTCATGTACGTCTTCTATGTCATGTACGACGGC
TTCTCCATGCAGCGGCTGGTGAAGTGCAACGCCTGGCCTTGTCCCAACACTGTGGACTGC
TTTGTGTCCCGGCCCACGGAGAAGACTGTCTTCACAGTGTTCATGATTGCAGTGTCTGGA
ATTTGCATCCTGCTGAATGTCACTGAATTGTGTTATTTGCTAATTAGATATTGTTCTGGG
AAGTCAAAAAAGCCAGTTTAA

>Hs-GJB3-Cx31-NM 024009
ATGGACTGGAAGACACTCCAGGCCCTACTGAGCGGTGTGAACAAGTACTCCACAGCGTTC
GGGCGCATCTGGCTGTCCGTGGTGTTCGTCTTCCGGGTGCTGGTATACGTGGTGGCTGCA
GAGCGCGTGTGGGGGGATGAGCAGAAGGACTTTGACHBEAACACCAAGCAGCCCGGCHEE
ACCAACGTCHEETACGACAACTACTTCCCCATCTCCAACATCCGCCTCTGGGCCCTGCAG
CTCATCTTCGTCACATGCCCCTCGCTGCTGGTCATCCTGCACGTGGCCTACCGTGAGGAG
CGGGAGCGCCGGCACCGCCAGAAACACGGGGACCAGTGCGCCAAGCTGTACGACAACGCA
GGCAAGAAGCACGGAGGCCTCTGETCCACCTACCTGTTCAGCCTCATCTTCAAGCTCATC
ATTGAGTTCCTCTTCCTCTACCTGCTGCACACTCTCTGGCATGGCTTCAATATGCCGCGC
CTGGTGCAGHEHGCCAACGTGGCCCCCHBECCCAACATCGTGGACHBETACATTGCCCGA
CCTACCGAGAAGAAAATCTTCACCTACTTCATGGTGGGCGCCTCCGCCGTCTGCATCGTA
CTCACCATCTGTGAGCTCTGCTACCTCATCTGCCACAGGGTCCTGCGAGGCCTGCACAAG
GACAAGCCTCGAGGGGGTTGCAGCCCCTCGTCCTCCGCCAGCCGAGCTTCCACCTGCCGC
TGCCACCACAAGCTGGTGGAGGCTGGGGAGGTGGATCCAGACCCAGGCAATAACAAGCTG
CAGGCTTCAGCACCCAACCTGACCCCCATCTGA

>Hs-GJB4-Cx30.3-NM 153212
ATGAACTGGGCATTTCTGCAGGGCCTGCTGAGTGGCGTGAACAAGTACTCCACAGTGCTG
AGCCGCATCTGGCTGTCTGTGGTGTTCATCTTTCGTGTGCTGGTGTACGTGGTGGCAGCG
GAGGAGGTGTGGGACGATGAGCAGAAGGACTTTGTCBEAACACCAAGCAGCCCGGCHEE
CCCAACGTCH@BTATGACGAGTTCTTCCCCGTGTCCCACGTGCGCCTCTGGGCCCTACAG
CTCATCCTGGTCACGTGCCCCTCACTGCTCGTGGTCATGCACGTGGCCTACCGCGAGGAR
CGCGAGCGCAAGCACCACCTGAAACACGGGCCCAATGCCCCGTCCCTGTACGACAACCTG
AGCAAGAAGCGGGGCGEACTGTGETGGACGTACTTGCTGAGCCTCATCTTCAAGGCCGCC
GTGGATGCTGGCTTCCTCTATATCTTCCACCGCCTCTACAAGGATTATGACATGCCCCGC
GTGGTGGCCHEEETCCGTGGAGCCTEEECCCCACACTGTGGACHBETACATCTCCCGGCCC
ACGGAGAAGAAGGTCTTCACCTACTTCATGGTGACCACAGCTGCCATCTGCATCCTGCTC
AACCTCAGTGAAGTCTTCTACCTGGTGGGCAAGAGGTGCATGGAGATCTTCGGCCCCAGG
CACCGGCGGCCTCGGTGCCGGGAATGCCTACCCGATACGTGCCCACCATATGTCCTCTCC
CAGGGAGGGCACCCTGAGGATGGGAACTCTGTCCTAATGAAGGCTGGGTCGGCCCCAGTG
GATGCAGGTGGGTATCCATAA

>Hs-GJB5-Cx31.1-NM 005268

ATGAACTGGAGTATCTTTGAGGGACTCCTGAGTGGGGTCAACAAGTACTCCACAGCCTTT
GGGCGCATCTGGCTGTCTCTGGTCTTCATCTTCCGCGTGCTGGTGTACCTGGTGACGGCC
GAGCGTGTGTGGAGTGATGACCACAAGGACTTCGAC-AATACTCGCCAGCCCGGC-
TCCAACGTC-TTTGATGAGTTCTTCCCTGTGTCCCATGTGCGCCTCTGGGCCCTGCAG
CTTATCCTGGTGACATGCCCCTCACTGCTCGTGGTCATGCACGTGGCCTACCGGGAGGTT
CAGGAGAAGAGGCACCGAGAAGCCCATGGGGAGAACAGTGGGCGCCTCTACCTGAACCCC



GGCAAGAAGCGGGGTGEECTCTGETGGACATATGTCTGCAGCCTAGTGTTCAAGGCGAGC
GTGGACATCGCCTTTCTCTATGTGTTCCACTCATTCTACCCCAAATATATCCTCCCTCCT
GTGGTCAAGEGECACGCAGATCCARGECCCAATATAGTGGACHEBETTCATCTCCARGCCC
TCAGAGAAGAACATTTTCACCCTCTTCATGGTGGCCACAGCTGCCATCTGCATCCTGCTC
AACCTCGTGGAGCTCATCTACCTGGTGAGCAAGAGATGCCACGAGTGCCTGGCAGCAAGG
AAAGCTCAAGCCATGTGCACAGGTCATCACCCCCACGGTACCACCTCTTCCTGCAAACAA
GACGACCTCCTTTCGGGTGACCTCATCTTTCTGGGCTCAGACAGTCATCCTCCTCTCTTA
CCAGACCGCCCCCGAGACCATGTGAAGAARACCATCTTGTGA

>Hs-GJB6-Cx30-NM 001110219
ATGGATTGGGGGACGCTGCACACTTTCATCGGGGGTGTCAACAAACACTCCACCAGCATC
GGGAAGGTGTGGATCACAGTCATCTTTATTTTCCGAGTCATGATCCTCGTGGTGGCTGCC
CAGGAAGTGTGGGGTGACGAGCAAGAGGACTTCGTCHEEAACACACTGCAACCGGGANEE
AAAAATGTGEEETATGACCACTTTTTCCCGGTGTCCCACATCCGGCTGTGGGCCCTCCAG
CTGATCTTCGTCTCCACCCCAGCGCTGCTGGTGGCCATGCATGTGGCCTACTACAGGCAC
GAAACCACTCGCAAGTTCAGGCGAGGAGAGAAGAGGAATGATTTCAAAGACATAGAGGAC
ATTAAAAAGCAGAAGGTTCGGATAGAGGGGECECTCTEETEEACCTACACCAGCAGCATC
TTTTTCCGAATCATCTTTGAAGCAGCCTTTATGTATGTGTTTTACTTCCTTTACAATGGG
TACCACCTGCCCTGGGTGTTGAAABGEGGGATTGACCCCHEECCCAACCTTGTTGACHEE
TTTATTTCTAGGCCAACAGAGAAGACCGTGTTTACCATTTTTATGATTTCTGCGTCTGTG
ATTTGCATGCTGCTTAACGTGGCAGAGTTGTGCTACCTGCTGCTGAAAGTGTCTTTTAGG
AGATCAAAGAGAGCACAGACGCAAAAAAATCACCCCAATCATGCCCTAAAGGAGAGTAAG
CAGAATGAAATGAATGAGCTGATTTCAGATAGTGGTCAAAATGCAATCACAGGTTTCCCA
AGCTAA

>Hs-GJB7-Cx25-NM 198568
ATGAGTTGGATGTTCCTCAGAGATCTCCTGAGTGGAGTAAATAAATACTCCACTGGGACT
GGATGGATTTGGCTGGCTGTCGTGTTTGTCTTCCGTTTGCTGGTCTACATGGTGGCAGCA
GAGCACGTGTGGAAAGATGAGCAGAAAGAGT TTGAGHBEAACAGTAGACAGCCCGGTHEE
AAAAATGTGEGHTTTGATGACTTCTTCCCCATTTCCCAAGTCAGACTTTGGGCCTTACAA
CTGATAATGGTCTCCACACCTTCACTTCTGGTGGTTTTACATGTAGCCTATCATGAGGGT
AGAGAGAAAAGGCACAGAAAGAAACTCTATGTCAGCCCAGGTACAATGGATGGGGGCCTA
TGGTACGCTTATCTTATCAGCCTCATTGTTAAAACTGGTTTTGAAATTGGCTTCCTTGTT
TTATTTTATAAGCTATATGATGGCTTTAGTGTTCCCTACCTTATAAAGHGHCATTTGAAG
CCTE@HCCCAACACTGTGGACHEETTCATCTCCAAACCCACTGAGAAGACGATCTTCATC
CTCTTCTTGGTCATCACCTCATGCTTGTGTATTGTGTTGAATTTCATTGAACTGAGTTTT
TTGGTTCTCAAGTGCTTTATTAAGTGCTGTCTCCAAAAATATTTAAAAAAACCTCAAGTC
CTCAGTGTGTGA

>Hs-GJC1-Cx45-NM 005497
ATGAGTTGGAGCTTCCTGACTCGCCTGCTAGAGGAGATTCACAACCATTCCACATTTGTG
GGGAAGATCTGGCTCACTGTTCTGATTGTCTTCCGGATCGTCCTTACAGCTGTAGGAGGA
GAATCCATCTATTACGATGAGCAAAGCAAATTTGTGEGEAACACAGAACAGCCGGGCHEH
GAGAATGTCEGHTATGATGCGTTTGCACCTCTCTCCCATGTACGCTTCTGGGTGTTCCAG
ATCATCCTGGTGGCAACTCCCTCTGTGATGTACCTGGGCTATGCTATCCACAAGATTGCC
AAAATGGAGCACGGTGAAGCAGACAAGAAGGCAGCTCGGAGCAAGCCCTATGCAATGCGC
TGGAAACAACACCGGGCTCTGGAAGAAACGGAGGAGGACAACGAAGAGGATCCTATGATG
TATCCAGAGATGGAGTTAGAAAGTGATAAGGAAAATAAAGAGCAGAGCCAACCCAAACCT
ARGCATGATGGCCGACGACGGATTCGGGAAGATGEECTCATCAAAATCTATGTGCTGCAG
TTGCTGGCAAGGACCGTGTTTGAGGTGGGTTTTCTGATAGGGCAGTATTTTCTGTATGGC
TTCCAAGTCCACCCGTTTTATGTGEGEAGCAGACTTCCTEGECCTCATAAGATAGACHEE
TTTATTTCTAGACCCACTGAAAAGACCATCTTCCTTCTGATAATGTATGGTGTTACAGGC
CTTTGCCTCTTGCTTAACATTTGGGAGATGCTTCATTTAGGGTTTGGGACCATTCGAGAC
TCACTAAACAGTAAAAGGAGGGAACTTGAGGATCCGGGTGCTTATAATTATCCTTTCACT
TGGAATACACCATCTGCTCCCCCTGGCTATAACATTGCTGTCAAACCAGATCAAATCCAG
TACACCGAACTGTCCAATGCTAAGATCGCCTACAAGCAAAACAAGGCCAACACAGCCCAG
GAACAGCAGTATGGCAGCCATGAGGAGAACCTCCCAGCTGACCTGGAGGCTCTGCAGCGG
GAGATCAGGATGGCTCAGGAACGCTTGGATCTGGCAGTTCAGGCCTACAGTCACCAAAAC
AACCCTCATGGTCCCCGGGAGAAGAAGGCCAAAGTGGGGTCCARAGCTGGGTCCAACARA
AGCACTGCCAGTAGCAAATCAGGGGATGGGAAGACCTCCGTCTGGATTTAA

>Hs-GJC2-Cx47-NM 020435

ATGAGCTGGAGCTTCCTGACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
IR IEENEEIE AU CE SR CERECIEEEECREREEEEEEE
GAGGCCATCTACTCGGACGAGCAGGCCAAGTTCACTHBBAACACGCGGCAGCCAGGCHER
GACAACGTCHBBTATGACGCCTTCGCGCCCCTGTCGCACGTGCGCTTCTGGGTCTTCCAG
ATTGTGGTCATCTCCACGCCCTCGGTCATGTACCTGGGCTACGCCGTGCACCGCCTGECC
CGTGCETCTGAGCAGGAGCGGCGCCGCGCCCTCCGCCGCCGCCCGGGGCCACGCCGCGCG



CCCCGAGCGCACCTGCCGCCCCCGCACGCCGGCTGGCCTGAGCCCGCCGACCTGGGCGAG
GAGGAGCCCATGCTGGGCCTGGGCGAGGAGGAGGAGGAGGAGGAGACGGGGGCAGCCGAG
GGCGCCGGCGAGGAAGCGGAGGAGGCAGGCGCGGAGGAGGCGTGCACTAAGGCGGTCGGC
GCTGACGGCAAGGCGGCAGGGACCCCGGGCCCGACCGGGCAACACGATGGGCGGAGGCGC
ATCCAGCGGGAGGGCCTGATGCGCETGTACGTGGCCCAGCTGGTGGCCAGGGCAGCTTTC
GAGGTGGCCTTCCTGGTGGGCCAGTACCTGCTGTACGGCTTCGAGGTGCGACCGTTCTTT
CCCEBBAGCCGCCAGCCCEBECCGCACGTGGTGGACHBETTCGTGTCGCGCCCTACTGAA
AAGACGGTCTTCCTGCTGGTTATGTACGTGGTCAGCTGCCTGTGCCTGCTGCTCAACCTC
TGTGAGATGGCCCACCTGGGCTTGEECAGCECECAGGACGCGGTGCGCGGCCGCCGCGGT
CCCCCGGCCTCCGCCCCCGCCCCCGCGCCGCGGCCCCCGCCCTGCGCCTTCCCTGCGGCG
GCCGCTGGCTTGGCCTGCCCGCCCGACTACAGCCTGGTGGTGCGGGCGGCCGAGCGCGCT
CGGGCGCATGACCAGAACCTGGCAAACCTGGCCCTGCAGGCGCTGCGCGACGGGGCAGCG
GCTGGGGACCGCGACCGGGACAGTTCGCCGTGCGTCGGCCTCCCTGCGGCCTCCCGGGGG
CCCCCCAGAGCAGGCGCCCCCGCGTCCCGGACGGGCAGTGCTACCTCTGCGGGCACTGTC
GGGGAGCAGGGCCGGCCCGGCACCCACGAGCGGCCAGGAGCCAAGCCCAGGGCTGGCTCC
GAGAAGGGCAGTGCCAGCAGCAGGGACGGGAAGACCACCGTGTGGATCTGA

>Hs-GJC3-Cx31.3-NM 181538 Splice site.

ATGTGTGGCAGGTTCCTGCGGCGGCTGCTGGCGGAGGAGAGCCGGCGCTCCACCCCCGTG
GGGCGCCTCTTGCTTCCCGTGCTCCTGGGAT TCCGCCTTGTGCTGCTGGCTGCCAGTGGE
CCTGGAGTCTATGGTGATGAGCAGAGTGAATTCGTGHEBHCACACCCAGCAGCCGGGCHEE
AAGGCTGCCHBBTTCGATGCCTTCCACCCCCTCTCCCCGCTGCGTTTCTGGGTCTTCCAG
GTCATCTTGGTGGCTGTACCCAGCGCCCTCTATATGGGTTTCACTCTGTATCACGTGATC
TGGCACTGGGAATTATCAGGAAAGGGGAAGGAGGAGGAGACCCTGATCCAGGGACGGGAG
GGCAACACAGATGTCCCAGGGGCTGGAAGCCTCAGECTECTCTEEECTTATGTGGCTCAG
CTGGGGGCTCGGCTTGTCCTGGAGGGGGCAGCCCTGGGGTTGCAGTACCACCTGTATGGG
TTCCAGATGCCCAGCTCCTTTGCAMGHCGCCGAGAACCTHEECTTGGTAGTATAACCHEE
AATCTGTCCCGCCCCTCTGAGAAGACCATTTTCCTAAAGACCATGTTTGGAGTCAGCGGT
TTCTGTCTCTTGTTTACTTTTTTGGAGCTTGTGCTTCTGGGTTTCEECACAIGEICEAGE
ACCTGGAAGCACAAATCTTCCTCTTCTAAATACTTCCTAACTTCAGAGAGCACCAGAAGA
CACAAGAAAGCAACCGATAGCCTCCCAGTGGTGGAAACCAAAGAGCAATTTCAAGAAGCA
GETCCAGGAAGAAGCTTAGCCCAGGAAAAACAAAGACCAGTTGGACCCAGAGATGCCTGA

>Hs-GJD2-Cx36-NM 020660 Splice site.
ATGGGGGAATGGACCATCTTGGAGAGGCTGCTAGAAGCCGCGGTGCAGCAGCACTCCACT
ATGATCGGGABGATCCTGTTGACTGTGGTGGTGATCTTCCGGATCCTCATTGTGGCCATT
GTGGGGGAGACGGTGTACGATGATGAGCAGACCATGTTTGTGEBEAACACCCTGCAGCCC
GGCE@EAACCAGGCCHBETATGACCGCGCCTTCCCCATCTCCCACATACGTTACTGGGTC
TTCCAGATCATAATGGTGTGTACCCCCAGTCTTTGCTTCATCACCTACTCTGTGCACCAG
TCCGCCAAGCAGCGAGAACGCCGCTACTCTACAGTCTTCCTAGCCCTGGACAGAGACCCC
CCTGAGTCCATAGGAGGTCCTGGAGGAACTGGGGGTGGGGGCAGTGGTGGGGGCARACGA
GAAGATAAGAAGTTGCAAAATGCTATTGTGAATGGGGTGCTGCAGAACACAGAGAACACC
AGTAAGGAGACAGAGCCAGATTGTTTAGAGGTTAAGGAGCTGACTCCACACCCATCAGGT
CTACGCACTGCATCAAAATCCAAGCTCAGAAGGCAGGAAGGCATCTCCCECTTCTACATT
ATCCAAGTGGTGTTCCGAAATGCCCTGGAAATTGGGTTCCTGGTTGGCCAATATTTTCTC
TATGGCTTTAGTGTCCCAGGGTTGTATGAGHBEAACCGCTACCCCHEBEATCAAGGAGGTG
GAABGETATGTGTCCCGGCCAACTGAGAAGACTGTCTTTCTAGTGTTCATGTTTGCTGTA
AGTGGCATCTGTGTTGTGCTCAACCTGGCTGAACTCAACCACCTGGGATGGCGCAAGATC
AAGCTGGCTGTGCGAGGGGCTCAGGCCAAGAGAAAGTCAATCTATGAGATTCGTAACAAG
GACCTGCCAAGGGTCAGTGTTCCCAATTTTGGCAGGACTCAGTCCAGTGACTCTGCCTAT
GTGTGA

>Hs-“"GJA4P”-39.2P-NG 026166 This sequence is in reality Cx39
ATGAGCGACTGGTCATTCCTGGGCTGGCTCCTGACCCGAGTGCAGAACGATTCCACCGTG
GTTGGCAAGGTATGGCTCACTGTCCTGGTCTTACACATCCTGCTTGTCGCCCTGCTGGGA
AGTGCTGTCTGTGGGATGAGCACTGCAAGTTCATCTGCAATACCCTGCGGCCTGGCTGCA
CCAATGACCACTTCTCCCACTTCCGCTGGGGCTTTCCAGATTGTGCTGGTGGCCGTACCC
TCCATCTTCTTTGTTGTCTGTGTGCTGCACTAGATGGTGAATGGGAGACAGTGGATGTGG
AGAGGGGGTACCTGCTGGAAACCGTGCAAGAGCTGGCAGCTGGAGGGGCTCTCCCTGGAC
CCAGGCTGGGGCCCCTTGGGGCTTCTTTCTTTCTAGAGGGGCAGCTCTTAGTAGGAGAGG
AGGTTTTTCCCCAAATGCCTTGGGGCTGCCACCTGGTACCCCAGCCTGCAGTCATACAGG
GTCCTGGCTGTCTGCACTGCCCACGTGGTGCTGCGGGCCTGCATGGAGCTGGCCTTCCTG
GTGGGGTCTACTCTCTGGGTGTGATATGCCATGGTTGCTTCAC-CACTCCTCCCC-
CCCTCCAGTCCTGAC-TTTGTGTCCAGAGCCATGAGGAAGAAAATCTTCCTGAACTTC
ATGTGCAGGTGGGGTTGGGCTGCTTCCTCCTGAACCCGATGGAGTTGTGCTACCTGGGCT
GGGTCTTCCCTTGCCAGGCACGCTCTGTGGCCTGCACCAGCTAGTGCTACTTCTGCTCCA
CTGTGATGAGGAAGGACCGTGCTCCAGGTGCCCTCC

.2P

(“"GJD21like")



>Hs-GJD3-Cx31.9-NM 152219
ATGGGGGAGTGGGCGTTCCTGGGCTCGCTGCTGGACGCCGTGCAGCTGCAGTCGCCGCTC
GTGGGCCGCCTCTGGCTGGTGGTCATGCTGATCTTCCGCATCCTGGTGCTGGCCACGGTG
GGCGGCGCCGTGTTCGAGGACGAGCAAGAGGAGTTCGTGIBEAACACGCTGCAGCCGGGC
f@FccccAGACCEBETACGACCGCGCCTTCCCGGTCTCCCACTACCGCTTCTGGCTCTTC
CACATCCTGCTGCTCTCGGCGCCCCCGGTGCTGTTCGTCGTCTACTCCATGCACCGGGCA
GGCAAGGAGGCGGGCGGCGCTGAGGCGGCGGCGCAGTGCGCCCCCGGACTGCCCGAGGCC
CAGTGCGCGCCGTGCGCCCTGCGCGCCCGCEEEEEEEEECEETECTACCTGCTGAGCGTG
GCGCTGCGCCTGCTGGCCGAGCTGACCTTCCTGGGCGGCCAGGCGCTGCTCTACGGCTTC
CGCGTGGCCCCGCACTTCGCGHBEGCCGGTCCGCCCHBECCGCACACGGTCGACHBETTC
GTGAGCCGGCCCACCGAGAAGACCGTCTTCGTGCTCTTCTATTTCGCGGTGGGGCTGCTG
TCGGCGCTGCTCAGCGTAGCCGAGCTGGGCCACCTGCTCTGGAAGGGCCGCCCGCGLGCT
GGGGAGCGTGACAACCGCTGCAACCGTGCACACGAAGAGGCGCAGAAGCTGCTCCCGCCG
CCGCCGCCGCCACCTCCGCCACCGGCCCTGCCCTCCCGGCGCCCCGGCCCCGAGCCGTGE
GCCCCGCCGGCCTATGCGCACCCGGCGCCGGCCAGCCTCCGCGAGTGCGGCAGCGGCCGC
GGCAAGGCGTCACCGGCCACCGGCCGCCGAGATCTGGCCATCTAG

>Hs-GJD4-Cx40.1-NM 153368 Splice site.
ATGGAAGGCGTGGACTTGCTAGGGTTTCTCATCATCACATTAAACTGCAACGTGACCATG
GTGEBAAAGCTCTGGTTCGTCCTCACGATGCTGCTGCGGATGCTGGTGATTGTCTTGGCG
GGGCGACCCGTCTACCAGGACGAGCAGGAGAGGTTTGTCHBEAACACGCTGCAGCCGGGA
f88cccAATGTTEBETACGACGTCTTCTCCCCCGTGTCTCACCTGCGGTTCTGGCTGATC
CAGGGCGTGTGCGTCCTCCTCCCCTCCGCCGTCTTCAGCGTCTATGTCCTGCACCGAGGA
GCCACGCTCGCCGCGCTGGGCCCCCGCCGCTGCCCCGACCCCCGGGAGCCGGCCTCCGGG
CAGAGACGCTGCCCGCGGCCATTCGGGGAGCGCGGCGGCCTCCAGGTGCCCGACTTTTCE
GCCGGCTACATCATCCACCTCCTCCTCCGGACCCTGCTGGAGGCAGCCTTCGGGGCCTTG
CACTACTTTCTCTTTGGATTCCTGGCCCCGAAGAAGT TCCCTHBEACGCGCCCTCCCHEE
ACGGGCGTGGTGGACHBBTACGTGTCGCGGCCCACAGAGAAGTCCCTGCTGATGCTGTTC
CTCTGGGCGGTCAGCGCGCTGTCTTTTCTGCTGGGCCTCGCCGACCTGGTCTGCAGCCTG
CGGCGGCEEATGCGCAGGAGGCCGGGACCCCCCACAAGCCCCTCCATCCGGAAGCAGAGC
GGAGCCTCAGGCCACGCGGAGGGACGCCGGACTGACGAGGAGGGTGGGCGGGAGGAAGAG
GGGGCACCGGCGCCCCCGGGTGCACGCGCCGGAGGGGAGGGGGCTGGCAGCCCCAGGCGT
ACATCCAGGGTGTCAGGGCACACGAAGATTCCGGATGAGGATGAGAGTGAGGTGACATCC
TCCGCCAGCGAAAAGCTGGGCAGACAGCCCCGGGGCAGGCCCCACCGAGAGGCCGCCCAG
GACCCCAGGGGCTCAGGATCCGAGGAGCAGCCCTCAGCAGCCCCCAGCCGCCTGGCCGCG
CCCCCTTCCTGCAGCAGCCTGCAGCCCCCTGACCCGCCTGCCAGCTCCAGTGGTGCTCCC
CACCTGAGAGCCAGGAAGTCTGAGTGGGTGTGA

>Hs-GJE1-Cx23-NM 001358410 Splice sites
ATGTCTCTAAATTACATCAAAAACTTCTATGAAGGATGTGTTAAACCTCCAACTGTGATT
GGTCAATTCCACACCCTTTTCTTTGGATCGATCCGAATATTCTTCCTCGGGGTGCTAGGC
TTTGCAGTTTATGGGAATGAGGCCTTGCACTTCATT-GATCCAGACAAAAGAGAAGTA
AACCTCTTC-TACAATCAGTTCAGGCCAATCACTCCACAAGTAAGTTTTTCTGCATTA
CAACTAGTTATTGTCCTGGTTCCTGGAGCTCTTTTCCACCTTTATGCTGCATGTAAAAGC
ATCAATCAAGAATGCATTCTTCAAAAGCCTATCTACACTATAATTTATATACTCTCTGTT
TTATTAAGAATTAGTCTAGCGGCAATAGCATTCTGGCTTCAGATTTACCTCTTTGGTTTC
CAAGTAAAATCTCTTTACCTG-GATGCTAGATCTCTTGGGGAAAACATGATTATAAGA
-ATGGTTCCAGAACACTTTGAAAAAACCATTTTTCTCATTGCAATAAATACATTTACA
ACAATTACAATTTTATTATTTGTTGCTGAGATTTTTGAGATCATATTTAGAAGATTATAC
TTTCCATTCAGACAATGA



Suppl. Fig. 2. Mouse (Mus musculus) connexins.

The chronology of the sequences are according to the Greek nomenclature. Both the Greek
nomenclature and the size nomenclature are indicated, and the GenBank accession number is given
for each entry.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turqguoise: Splice site.

Other colors are explained where necessary.

>Mm-gjal-NM 010288
ATGGGTGACTGGAGCGCCTTGGGGAAGCTGCTGGACAAGGTCCAAGCCTACTCCACGGCC
GGAGGGAAGGTGTGGCTGTCGGTGCTCTTCATTTTCAGAATCCTGCTCCTGGGGACAGCG
GTTGAGTCAGCTTGGGGTGATGAACAGTCTGCCTTTCGCTGTAACACTCAACAACCCGGT
TGTGAAAATGTCTGCTATGACAAGTCCTTCCCCATCTCTCACGTGCGCTTCTGGGTCCTT
CAGATCATATTCGTGTCTGTGCCCACACTCCTGTACTTGGCTCACGTGTTCTATGTGATG
AGAAAGGAAGAGAAGCTGAACAAGAAAGAAGAGGAGCTCAAAGTGGCGCAGACCGACGGG
GTCAACGTGGAGATGCACCTGAAGCAGATTGAAATCAAGAAGTTCAAGTATGGGATTGAA
GAACACGGCAAGGTGAAGATGAGAGGTGGCCTGCTGAGAACCTACATCATCAGCATCCTC
TTCAAGTCTGTCTTCGAGGTGGCCTTCCTGCTGATCCAGTGGTACATCTATGGGTTCAGC
CTGAGTGCGGTCTACACCTGCAAGAGAGATCCCIGCCCCCACCAGGTGGACTIGLCTTCCTC
TCACGTCCCACGGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGTCCTTGGTGTCT
CTCGCTCTGAATATCATTGAGCTCTTCTATGTCTTCTTCAAGGGCGTTAAGGATCGCGTG
AAGGGAAGAAGCGATCCTTACCACGCCACCACCGGCCCACTGAGCCCATCCAAAGACTGC
GGATCTCCAAAATATGCTTACTTCAATGGCTGCTCCTCACCAACGGCCCCACTCTCACCT
ATGTCTCCTCCTGGGTACAAGCTGGTCACTGGTGACAGAAACAATTCCTCCTGCCGCAAT
TACAACAAGCAAGCCAGCGAGCAAAACTGGGCGAATTACAGCGCAGAGCAAAATCGAATG
GGGCAGGCCGGAAGCACCATCTCCAACTCCCACGCCCAGCCGTTTGATTTCCCTGACGAC
AGCCAAAATGCCAAAAAAGTTGCTGCTGGACACGAACTCCAGCCCTTAGCTATCGTGGAT
CAGCGACCTTCCAGCAGAGCCAGCAGCCGCGCCAGCAGCAGACCTCGGCCTGATGACCTG
GAGATTTAA

>Mm-gja3-NM 016975
ATGGGCGACTGGAGCTTCCTGGGGCGGCTGCTGGAGAACGCACAGGAGCACTCTACAGTC
ATCGGCAAAGTGTGGCTGACCGTGCTGTTCATCTTCCGCATTCTGGTGTTAGGGGCGGCA
GCCGAGGAGGTGTGGGGCGACGAGCAATCGGACTTCACCIEGCAACACACAGCAGCCAGGC
TGTGAGAACGTCTGCTACGACCGCGCTTTCCCCATTTCGCACATCCGCTTCTGGGCGCTG
CAAATCATCTTCGTGTCTACGCCCACCCTCATCTATCTGGGCCACGTGCTACACATCGTG
CGCATGGAGGAGAAGAAGAAAGAGCGGGAGGAAGAGCTGCTGAGGAGAGACAACCCTCAG
CACGGCCGTGGTCGCGAGCCAATGCGTACAGGGAGCCCGCGGGACCCTCCACTACGCGAT
GACCGTGGCAAGGTGCGCATCGCAGGTGCGCTGCTGCGGACCTACGTCTTCAACATCATC
TTCAAGACACTCTTCGAAGTGGGGTTCATCGCGGGCCAGTACTTTCTATACGGCTTCCAG
CTGCAGCCACTTTACCGCEGCGACCGCTGGCCCIGCCCCAACACTGTGGACTGTTTCATC
TCCAGGCCCACAGAGAAGACCATCTTTGTCATCTTCATGCTGGCTGTGGCCTGTGCGTCA
CTGGTACTCAACATGCTGGAGATTTACCACCTGGGCTGGAAGAAGCTCAAGCAGGGAGTT
ACTAACCACTTCAACCCAGATGCCTCAGAAGCCAGGCACAAGCCCTTGGACCCCCTACCC
ACGGCCACCAGCTCTGGCCCGCCCAGCGTCTCCATCGGGTTCCCACCTTATTACACACAC
CCTGCCTGTCCCACAGTACAGGCAAAGGCCATAGGGTTTCCTGGGGCCCCACTATCACCA
GCAGACTTCACAGTGGTGACTCTAAACGATGCTCAAGGCAGAAACCACCCAGTCAAACAC
TGCAATGGCCACCACCTGACGACAGAGCAGAACTGGACCAGGCAAGTGGCAGAGCAGCAG
ACTCCAGCCAGCAAGCCCTCTTCAGCAGCATCCAGCCCTGATGGCCGCAAGGGGCTCATT
GACAGCAGTGGCAGCAGCTTACAGGAGAGTGCCTTGGTAGTGACGCCAGAGGAGGGGGAA
CAGGCTTTGGCCACCACAGTGGAGATGCACTCGCCACCGTTGGTCCTCCTGGACCCAGGA
AGGTCCAGCAAGTCCAGCAACGGACGTGCCAGACCAGGTGACTTGGCCATCTAG

>Mm-gja4-NM 008120

ATGGGCGACTGGGGCTTCCTGGAGAAGTTGCTAGACCAGGTCCAGGAACACTCGACCGTG
GTGGGCAAGATCTGGTTAACGGTGCTCTTCATCTTCCGCATCCTCATCCTGGGGCTGGCT
GGCGAGTCGGTGTGGGGCGACGAGCAGTCTGATTTTGAGEGTAACACAGCCCAGCCGGGC
TGCACCAACGTCTGCTATGACCAGGCCTTCCCCATCTCCCACATCCGATACTGGGTGCTG
CAGTTCCTCTTCGTCAGCACACCCACCCTGATCTACCTGGGCCACGTCATCTACCTGTCT
CGGCGGGAAGAGCGGTTGCGGCAGAAAGAGGGAGAGCTCCGGGCGCTGCCATCCAAGGAC

10



CTACATGTAGAGCGGGCACTGGCTGCCATCGAACATCAGATGGCCAAGATCTCGGTGGCA
GAGGACGGTCGTCTTCGGATTCGTGGGECECTCATEEETACCTATGTGGTCAGCGTGCTG
TGTAAGAGTGTGCTGGAGGCAGGCTTCCTCTATGGCCAGTGGCGCCTCTATGGCTGGACC
ATGGAGCCGGTGTTTGTGEBECAGCGTGCGCCCHEECCCCACATCGTGGACHBETATGTC
TCTCGACCCACTGAGAAGACTATCTTCATCATCTTCATGCTGGTGGTAGGAGTCATCTCC
CTGGTGCTCAACCTGCTGGAGCTGGTTCACCTGCTGTGTCGGTGTGTCAGCCGGGAGATA
AAGGCACGAAGGGACCACGACGCCCGCCCGGCCCAGGGCAGTGCCTCAGACCCTTACCCT
GAACAGGTTTTCTTCTACCTCCCCATGGGCGAGGGACCCTCTTCCCCACCGTGTCCCACC
TACAACGGGCTCTCATCCACTGAGCAGAACTGGGCCAACTTGACCACAGAGGAGAGACTG
ACCTCTTCCAGACCTCCCCCATTTGTAAACACAGCTCCCCAGGGTGGCCGARAGTCCCCT
AGCCGCCCCAACAGCTCTGCATCCAAGAAGCAGTATGTGTAG

>Mm-gja5-NM 001271628
ATGGGTGACTGGAGCTTCCTGGGGGAGTTCCTGGAGGAGGTCCACAAGCACTCCACAGTC
ATCGGCAAGGTCTGGCTCACTGTCCTGTTCATTTTCCGCATGCTGGTCCTGGGCACCGCT
GCTGAGTCCTCCTGGGGAGATGAGCAGGCCGACTTCCGGHBEGATACCATTCAGCCTGGT
f@€cArAATGTCBETATGACCAAGCCTTCCCCATCTCCCACATTCGTTATTGGGTACTG
CAGATCATCTTTGTGTCCACGCCTTCTCTAGTGTACATGGGCCATGCCATGCACACTGTG
CGCATGCAGGAARAGCAGAAATTGCGGGATGCTGAGAAAGCTARAGAGGCCCACCGCACT
GGTGCCTATGAGTACCCAGTAGCCGAAAAGGCCGAGCTGTCCTGCTGGAAAGAAGTAGAT
GGGAAGATTGTCCTCCAGGGCACCCTACTCAACACCTATGTCTGCACCATTCTGATCCGC
ACCACCATGGAGGTGGCCTTCATCGTAGGCCAGTACCTCCTCTATGGGATCTTCCTGGAT
ACCCTGCATGTCHBECGCAGGAGTCCCHBHCCCCACCCAGTCARCHBETATGTTTCGAGG
CCCACGGAGAAGAATGTCTTCATTGTCTTTATGATGGCTGTGGCTGGACTGTCTCTGTTT
CTCAGCCTGGCTGAACTCTACCACCTGGGCTGGAAGAAGATCCGACAGCGCTTTGGCAAG
TCACGGCAGGGTGTGGACAAGCACCAGCTGCCTGGCCCTCCCACCAGCCTCGTCCAGAGC
CTCACTCCTCCCCCTGACTTCAATCAGTGCCTARAGAACAGCTCCGGAGAGAAATTCTTC
AGCGACTTCAGTAATAACATGGGCTCCCGGAAGAATCCAGACGCTCTGGCCACTGGGGAA
GTGCCAAACCAGGAGCAGATTCCAGGGGAAGGCTTCATCCACATGCACTATAGCCAGAAG
CCAGAGTACGCCAGTGGAGCCTCTGCGGGCCACCGCCTTCCTCAGGGCTACCATAGTGAC
AAACGGCGCCTTAGTAAGGCCAGCAGCAAAGCAAGGTCAGATGACCTGTCAGTGTGA

>Mm-gja6-NM 001001496 (corresponds to human gjaép/gjalpX/cx43pX)
ATGAGTGATTGGAGTGCCTTACACCAGCTCCTAGAAAAGGTTCAACCCTACTCCACAGCT
GGAGGAAAGGTATGGATCAAGGTTCTTTTCATTTTCCGCATCCTGCTCCTGGGCACTGCT
ATCGAGTCGGCTTGGAGTGACGAGCAGTTTGAGTTCCATHBEAACACTCAGCAGCCTGGT
fGEcAAAATGTCEBETATGACCATGCCTTCCCAATCTCTCACGTGCGCCTCTGGGTCCTC
CAGGTCATTTTCGTATCTGTGCCTATTCTCTTATACCTGGCACATGTGTACTATGTGGTT
CGACAGAATAAGAAGTTGAACAAGCAAGAGGAAGAACTGGAAGCTGCTCATTTTAATGAG
GCCAGCGTGGAAAGGCACTTGGAGACAATTGCAGGAGAGCAGTTCAAGTGTGGCAGTGAA
GAACAGAGTAAGGTGAAAATGAGAGGCAGATTGCTGCTAACCTACATGGCCAGCATCTTC
TTCAAGTCTGTCTTCGAGATGGCCTTCCTCCTGATCCAGTGGTACATTTATGGATTTACT
CTGAGTGCCCTTTACATCHEGHGAGCAGTCTCCTHEEECCACGTCGGGTGGACHBETTCCTC
TCTCGCCCCACCGAGAAAACCATCTTCATCCTCTTCATGTTTGTGGTGTCAGTGGTGTCT
TTTGTCTTGGATATCATTGAGCTGTTCTATGTCTTATTTAAGGCTATTAAGAATCGTATG
AGARAAGCGGAGGATGAGGTTTACTGTGATGAGCTACCATGCCCTTCCCATGTCTCTTCA
TCAACTGTTCTCACCACCATAGATTCTAGTGAGCAGGCGGTTCCAGTGGAACTTTCTTCA
GTTTGTATTTAA

>Mm-gja8-NM 008123

ATGGGCGACTGGAGTTTCCTGGGAAACATCTTGGAAGAGGTGAATGAGCACTCCACTGTC
ATCGGCAGAGTCTGGCTCACAGTGCTCTTCATCTTCCGCATCCTCATCCTCGGGACAGCA
GCGGAGTTTGTGTGGGGCGATGAGCAATCTGATTTTGTAFGEAACACCCAGCAGCCAGGC
E€TGAGAATGTCHBETACGATGAGGCCTTTCCCATCTCACACATCCGCCTCTGGGTGCTG
CAGATCATCTTCGTCTCCACTCCATCGCTGATGTACGTGGGGCACGCGGTACACCACGTT
CGCATGGAGGAGAAGCGAAAGGACCGTGAAGCTGAGGAGCTCTGTCAGCAGTCGCGCAGC
AACGGGGGTGAGAGGGTACCAATCGCCCCAGACCAGGCCAGCATCCGGAAGAGCAGCAGC
AGTAGCAAAGGCACCAAGAAGTTCCGGCTGGAGGGCACACTGCTAAGGACCTATGTCTGC
CACATCATCTTCAAGACCCTCTTTGAGGTGGGCTTCATCGTGGGCCATTACTTCCTGTAT
GGTTTCCGCATCCTGCCCCTCTATCGCHEEEAGCCGGTGGCCCHBECCCAATGTGGTAGAC
f@ETTTGTATCCCGGCCTACTGAGAAGACCATCTTCATCCTCTTCATGTTATCAGTCGCT
TTTGTGTCACTCTTCCTCAACATCATGGAGATGAGCCACCTGGGCATGAAAGGAATCCGG
TCTGCCTTCAAGAGGCCTGTAGAGCAACCACTGGGGGAGATTGCTGAGAAGTCCCTCCAC
TCCATTGCAGTTTCCTCCATCCAGARAGCCAAGGGCTACCAGCTTCTAGAAGAAGAGAAG
ATCGTATCACACTATTTCCCTTTGACAGAGGTTGGAATGGTGGAGACCAGCCCTCTTTCG
GCCAAGCCTTTTAGTCAGTTTGAGGAGAAGATCGGCACAGGACCCCTGGCAGATATGTCA
CGGAGTTACCAAGAAACCCTGCCTTCTTATGCTCAGGTGGGGGTCCAGGAAGTGGAGCGG
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GAAGAGCCGCCTATAGAAGAGGCTGTGGAACCGGAAGTGGGAGAGAAGAAGCAAGAAGCA
GAGAAGGTGGCCCCAGAAGGGCAGGAGACAGTTGCAGTGCCAGACAGGGAGAGAGTAGAG
ACCCCTGGAGTGGGGAAGGAGGATGAGAAAGAAGAGCTGCAAGCTGAAAAGGTAACCAAG
CAAGGGCTGTCTGCTGAGAAGGCACCCTCACTCTGTCCGGAGCTGACAACCGATGACAAT
CGGCCCTTGAGCAGGCTGAGTAAAGCCAGCAGCAGGGCCAGGTCAGATGATCTCACCATA
TGA

>Mm-gjal0-NM 010289

ATGGGAGATTGGAATTTACTGGGTGGCATCCTAGAGGAAGTCCACTCCCACTCCACTATA
GTGGGGAAGATCTGGCTGACCATCCTCTTCATCTTCCGAATGCTGGTACTTGGTGTCGCT
GCTGAGGACGTCTGGGATGATGAGCAGTCCGCCTTTGCCHEEGEAACACCCAGCAGCCCGGT
fG8~rACAATATCEBETACGATGATGCTTTCCCCATCTCTTTGATCAGATTCTGGGTTTTG
CAGATCATCTTTGTGTCTTCCCCTTCTTTGGTGTATATGGGCCATGCCCTTTATAGACTC
AGGGACTTTGAGAAGCAGAGGCAGAAGAAGAAGTTATACCTTAGAGCCCAGATGGAGAAT
CCAGAGCTCGACCTGGAGGAGCAACAAAGGGTAGATAAAGAGCTGAGGAGACTCGAGGAG
CAGAAGAGGATTCATAAAGTCCCTCTGAAAGGATGTCTGCTGCGCACCTATGTCTTACAC
ATCCTGACCAGATCAGTGCTAGAAGTAGGGTTCATGATAGGCCAATATATTCTCTATGGG
TTTCAAATGCACCCCATTTACAAGHBEACCCAAGCCCCCEEECCCAATTCAGTGGACHEE
TTTGTTTCCAGGCCCACAGAGAAGACCATTTTCATGCTTTTCATGCACAGCATTGCAGCC
ATCTCCTTGTTACTCAATATCCTGGAAATATTTCATCTCGGCATCAGGAAAATCATGAGG
GCACTCGATGGCAAATCCAGCAGTGGGAACACTGAGAACGAAACAGGCCCTCCATTCCAT
TCAACAAACTACTCAGGGACCCAGCAGTGTATGATCTGTTCTTCTTTACCTGAAAGAATC
TCACTACTTCAAGCCAACAATAAACAGCAAGTCATCCGAGTCAATATACCACGGTCTAAA
AGCATGTGGCAAATTCCACACCCCAGGCAACTTGAGGTAGATGTATCCTGTGGCAAAAGA
GACTGGGCTGAGAAAATTGAGAGCTGTGCACAGCTCCACGTCCACAGCCCCTGCCCACAT
GACCGCAGTGCCAGAATTCAGCACCCTGGACAGCAACCGTGCCATTCTGTCTTTGGCCCC
AAGAATGCAATGTCTCAGTCTTGGT TCGGTACAATGACGGCTTCTCAACACCGTCCATCA
TCTGCGTTAGAAACCTGGGAGCGATCCCAGGGCCCAGAAGCTTCAGGGAGATCTCTCACA
GATCGCCAGAGTCACTTCCAAGGCAGTGACGGCAGTGCAAGAGAGAGTGGGGTTTGGACA
GACAGATTAGGCCCAGGAAGTCGCAAGGCCAGCTTTCTATCGAGGCTGATGTCAGARAAG
GGACAACGGCATAGTGACTCAGGAAGCTCACGGTCTCTGAATAGTTCCTGCTTGGATTTT
TCACACGGAGAAAATAGCCCATCACCTCTGCCGTCTGCCACTGGGCACAGAGCATCGATG
GTAAGTAAAAGCAGCCATGTTGATTCACCTCCTCACTCTTCTTTCATCATACATGAGACA
TATGTATATGTGTATTAA

>Mm-gjbl-NM 008124
ATGAACTGGACAGGTCTATACACCTTGCTCAGTGGCGTGAATCGGCACTCTACAGCCATT
GGCCGAGTATGGCTGTCTGTCATCTTCATCTTCAGAATCATGGTGCTGGTGGTGGCTGCT
GAGAGCGTGTGGGGGGATGAGAAGTCCTCTTTCATCHEHAACACCCTCCAGCCGGGCHEE
AACAGCGTCHEBETATGACCATTTTTTCCCCATCTCCCACGTGCGCCTATGGTCCCTGCAG
CTTATCTTGGTTTCCACCCCAGCTCTCCTCGTGGCAATGCACGTAGCTCACCAACAGCAC
ATAGAAAAGAAAATGCTACGGCTTGAGGGGCATGGGGACCCCCTTCACCTGGAAGAGGTA
AAGAGACACAAGGTGCACATCTCAGGGACACTCTCETCCACCTATGTCATCAGTGTGGTG
TTCCGGCTGCTGTTCGAGGCTGTCTTCATGTATGTCT TCTATCTGCTCTACCCCGGCTAT
GCCATGGTGCGGCTGGTCAAGEGHGAAGCCTTCCCCEEECCCAACACAGTGGACHEBETTC
GTGTCCCGCCCCACCGAGAAAACCGTCTTCACTGTCTTTATGCTCGCAGCCTCCGGCATC
TGCATTATCCTCAACGTGGCGGAGGTGGTGTACCTCATCATCCGEGCCTETGCCCGCCGT
GCTCAGCGCCGCTCCAATCCGCCCTCCCGCAAGGGCTCGGGCTTCGGCCACCGCCTCTCA
CCTGAATACAAGCAGAATGAGATCAACAAGCTGCTGAGCGAGCAGGATGGCTCTCTGAAR
GACATACTGCGCCGCAGCCCTGGCACAGGGGCCGGGCTCGCTGAAAAGAGCGACCGATGC
TCAGCCTGCTGA

>Mm-g3jb2-NM 008125
ATGGATTGGGGCACACTCCAGAGCATCCTCGGGGGTGTCAACAAACACTCCACCAGCATT
GGAAAGATCTGGCTCACGGTCCTCTTCATCTTCCGCATCATGATCCTCGTGGTGGCTGCA
AAGGAGGTGTGGGGAGATGAGCAAGCCGATTTTGTCHEBEAACACGCTCCAGCCTGGCHEE
AAGAATGTABGETACGACCACCACTTCCCCATCTCTCACATCCGGCTCTGGGCTCTGCAG
CTGATCATGGTGTCCACGCCAGCCCTCCTGGTAGCTATGCATGTGGCCTACCGGAGACAT
GAAAAGAAACGGAAGTTCATGAAGGGAGAGATAAAGAACGAGTTTAAGGACATCGAAGAG
ATCAAAACCCAGAAGGTCCGTATCGAAGGGTCCCTETCETCEACCTACACCACCAGCATC
TTCTTCCGGGTCATCTTTGAAGCCGTCTTCATGTACGTCTTTTACATCATGTACAATGGC
TTCTTCATGCAACGTCTGGTGAAAMBEAACGCTTGGCCCHBECCCAATACAGTGGACHEE
TTCATTTCCAGGCCCACAGAAAAGACTGTCTTCACCGTGTTTATGATTTCTGTGTCTGGA
ATTTGCATTCTGCTAAATATCACAGAGCTGTGCTATTTGTTCGTTAGGTATTGCTCAGGA
AAGTCCAAAAGACCAGTCTAA

>Mm-gjb3-NM 001160012
ATGGACTGGAAGAAGCTCCAAGACCTATTGAGTGGCGTGAACCAGTACTCCACGGCATTT
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GGGCGCATCTGGCTGTCAGTAGTGTTCGTCTTCCGGGTGCTGGTGTATGTGGTGGCTGCC
GAGCGTGTGTGGGGTGACGAGCAAARAAGACTTTGACHEHAACACCAGGCAACCCGGCHEH
ACCAACGTGEEETATGACAACTTCTTCCCCATCTCCAACATCCGACTCTGGGCCCTGCAG
CTCATCTTCGTCACGTGTCCGTCTATGCTGGTCATCCTGCATGTAGCCTACCGCGAGGAG
CGGGAACGGAAGCATCGCCAGAAGCACGGGGAGCAATGCGCCAAACTGTACAGCCACCCG
GGCAAGAAGCATGGCEECCTETEETEEACCTACTTGTTTAGCCTCATCTTCAAGCTCATC
ATCGAATTGGTCTTCCTGTACGTTCTCCACACGCTCTGGCATGGCTTCACCATGCCGCGT
CTGGTACAGEEEGCCAGCATAGTACCCHBECCCAACACCGTGGATHEETACATCGCTCGG
CCCACGGAGAAGAAGGTCTTTACCTACTTCATGGTAGGCGCTTCTGCCGTCTGCATTATT
CTCACCATCTGTGAGATCTGCTACCTCATCTTCCACAGGATCATGCGAGGCATAAGCAAG
GGCAAGTCCACAAAGAGCATCAGCTCCCCGAAGTCCTCCAGCCGGGCCTCCACCTGTCGC
TGTCACCACAAGCTGCTGGAGAGTGGCGATCCGGAAGCAGACCCAGCCAGTGAAAAGCTG
CAGGCTTCAGCGCCCAGCCTGACCCCCATTTGA

>Mm-gjb4-NM 008127
ATGAACTGGGGATTTCTCCAGGGAATCCTGAGTGGTGTGAACAAGTACTCCACGGCACTG
GGCCGCATCTGGCTGTCTGTGGTCTTCATCTTCCGGGTGCTGGTGTATGTGGTGGCGGCA
GAGGAGGTGTGGGACGACGATCAAAAGGATTTCATCHEGEAATACCAAGCAGCCAGGCHEE
CCCAACGTClBE@TATGATGAGTTCTTCCCCGTGTCCCACGTGCGCCTCTGGGCCCTGCAG
CTCATCCTGGTCACCTGTCCTTCCCTGTTAGTGGTCATGCATGTGGCCTATCGTGAAGAG
CGAGAAAGGAAACATCGCCTCAARACATGGGCCCAATGCCCCAGCCCTGTACAGCAACCTG
AGCAAGAAGAGGGGTGGCCTGTGGTGGACATACCTGCTGAGTCTCATCTTCAAGGCTGCT
GTGGACTCTGGCTTTCTCTACATCTTCCATTGCATTTACAAGGACTATGACATGCCCCGA
GTGGTAGCTEGETCTGTGACTCCCHBECCCCACACTGTGGACHEBETACATCGCCCGACCC
ACAGAGAAGAAGGTCTTCACCTACTTCATGGTAGTCACGGCAGCCATTTGTATTCTACTC
AACCTCAGTGAGGTCGTCTACCTGGTGGGCAAGAGATGCATGGAGGTCTTCCGTCCCCGG
CGCCGGAAAGCTTCCAGGAGGCACCAACTGCCAGATACGTGCCCACCGTATGTGATCTCC
AAAGGAGGTCACCCTCAAGATGAGAGCGTGATCCTAACAAAGGCCGGGATGGCCACGGTG
GATGCAGGTGTGTATCCATGA

>Mm-gjb5-NM 010291
ATGAACTGGAGTGTTTTTGAGGGACTCCTGAGCGGAGTCAACAAGTACTCCACAGCCTTT
GGTCGCATCTGGCTGTCTCTGGTCTTCGTCTTCCGTGTGCTGGTGTACCTGGTGACAGCT
GAGCGCGTGTGGGGAGACGACCAGAAGGATTTTGACHBEAACACCAGGCAACCGGGCHER
ACCAATGTCHBETACGATGAGTTCTTCCCCGTGTCTCACGTGCGCCTCTGGGCTCTGCAG
CTCATCCTGGTCACCTGCCCCTCTTTGCTTGTGGTCATGCATGTGGCCTATCGAAAGGCT
CGAGAGAAGAAGTACCAGGAAAAGATTGGTGAAGGTTACCTTTACCCGAATCCCGGCAAG
ARGCGGGGTGGACTCTGGTGGACATACGTCTTCAGCCTCTCGTTCAAGGCCACCATAGAC
ATTATCTTCCTCTACCTCTTCCACGCATTCTATCCCAGATATACCCTCCCTTCTATGGTC
AAGHBECATGCGGAGCCGHEHCCCAACACAGTGGACHBE T TCATTGCCAAGCCCTCCGAG
AAAAACATCTTCATTGTCTTCATGGTGGTCACGGCCGTCATCTGCATCCTGCTTAACCTT
GTGGAGCTGATCTACCTAGTGATTAAGCGGTGTTCTGAGTGTGCGCAGCTGAGGAGACCA
CCCACTGCACATGCAAAGAATGACCCAAACTGGGCCAACTCTCCTAGCAAAGAGAAGGAC
TTCCTCTCATGCGACCTCATCTTTCTGGGCTCGGACGCTCACCCGCCTCTGTTACCAGAC
CGCCCTCGAGCCCACGTGAAGAAAACCATTCTGTGAA

>Mm-g3b6-NM_001010937
ATGGACTGGGGGACCCTGCACACCGTCATCGGTGGCGTGAACAAGCACTCTACCAGCATA
GGGRAAGGTGTGGATCACGGTCATCTTTATTTTCCGAGTCATGATCCTAGTGGTGGCTGCC
CAGGAAGTGTGGGGTGATGAGCAGGAGGACTTTGTClBBAACACTCTGCAGCCAGGCHEE
AAGAACGTCHBETATGACCATTTCTTCCCGGTGTCTCACATCCGGCTCTGGGCCCTGCAG
CTGATCTTTGTGTCTACCCCAGCCCTGTTGGTGGCCATGCACGTGGCCTACTACAGACAT
GAAACTGCCCGARAGTTTATACGTGGGGAGAAGAGARACGAGT TTARAGACCTGGAGGAC
ATCAAACGGCAGAAGGTGCGCATTGAGGGCTCCCTGTGETGGACGTACACCAGCAGCATT
TTCTTCCGCATCATCTTCGAAGCCGCCTTCATGTATGTGTTCTACTTCCTCTACAATGGG
TACCACCTACCCTGGGTACTGAAAMBRGGCATTGACCCCi@8cccaATCTCGTGGACHER
TTCATTTCGAGGCCAACTGAGAARACGGTGTTCACTGTTTTTATGATTTCCGCATCCGTG
ATTTGCATGCTGCTCAATGTGGCCGAGTTGTGTTACCTGCTGCTTAAATTGTGCTTTAGG
AGATCCAARAGAACACAGGCGCAGAGAAACCACCCCAACCATGCCCTGAAAGAGAGCAAG
CAGAATGAAATGAATGAGCTGATCTCAGATAGTGGCCAGAATGCAATCACAAGTTTCCCA
AGTTAA

>Mm-gjcl-NM 008122

ATGAGTTGGAGCTTCCTGACTCGCCTGCTAGAGGAGATCCACAACCATTCGACATTTGTA
GGGAAGATCTGGCTCACTGTGCTGATTGTCTTTCGAATTGTCCTAACTGCTGTAGGAGGA
GAGTCCATCTACTATGATGAACAAAGCAAATTTGTGEGEAACACAGAGCAGCCGGGCHEEH
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GAGAATGTCHBETATGATGCCTTTGCCCCGCTCTCCCACGTGCGCTTCTGGGTATTCCAG
ATCATCCTGGTTGCAACTCCCTCTGTGATGTACCTGGGATATGCTATTCATAAGATTGCC
AAAATGGAGCATGGCGAGGCAGACAAGAAGGCAGCTCGGAGCAAACCCTATGCCATGCGT
TGGAAACAGCACCGGGCTCTGGAAGARACGGAAGAGGACCATGAAGAGGATCCTATGATG
TATCCAGAGATGGAGTTAGAAAGCGAAAAAGAAAATARAGAGCAGAGCCAACCAAAACCT
AAGCATGATGGCCGACGACGAATTCGAGAGGATGGGCTCATCARAATCTATGTGTTGCAG
CTGCTGGCCAGGACTGTGTTTGAGGTGGGCTTTCTAATAGGGCAGTATTTCCTGTATGGC
TTCCAAGTCCACCCATTTTATGTGEGEAGCAGACTTCCTEGECCTCATAAGATAGACHEE
TTTATTTCTAGACCCACTGAAAAGACCATCTTCCTTCTGATAATGTATGGTGTCACAGGC
CTCTGCCTATTGCTTAACATTTGGGAGATGCTTCACTTAGGGTTTGGGACAATTCGAGAC
TCACTAAACAGTAAAAGGAGGGAACTTGATGATCCGGGTGCTTATAATTATCCTTTCACT
TGGAACACACCCTCTGCTCCCCCTGGCTATAACATTGCTGTCAAACCAGATCAGATCCAG
TACACTGAGCTGTCCAATGCTAAGATTGCCTACAAGCAAAACAAAGCCAATATTGCCCAG
GAACAGCAGTACGGCAGCCACGAGGAACACCTCCCGGCTGATCTGGAGACTCTGCAGCGG
GAGATCAGAATGGCTCAGGAACGCTTGGACCTAGCAATCCAGGCCTACCATCACCARAAC
AACCCCCATGGTCCTCGGGAAAAGAAGGCCARAGTGGGGTCCAAATCTGGGTCCAACAAA
AGCAGTATTAGTAGCARATCAGGGGATGGGAAGACCTCCGTCTGGATTTAAT

>Mm-gjc2-NM 080454
ATGAGCTGGAGCTTCCTGACGCGGCTGCTGGAGGAGATCCACAATCATTCCACCTTCGTG
GGCAAAGTTTGGCTCACTGTGCTGGTGGTCTTCCGCATTGTGCTGACAGCCGTCGGTGGT
GAGTCCATCTATTCAGATGAGCAATCCAAGTTCACCHBEAACACGCGGCAACCGGGTHEH
GACAACGTClBE@TATGACGCCTTTGCGCCCCTGTCTCATGTGCGCTTCTGGGTCTTCCAG
ATAGTGGTCATCTCCACACCTTCTGTCATGTACCTGGGCTATGCAGTCCACCGCTTGGCG
CGGGCCTCGGAACAGGAGCGCAGACGCGCTCTCCGACGTCGCCCTGGCACCCGGCGCTTG
CCCAGGGCGCAGCTGCCACCGCCGCCACCTGGCTGGCCGGACACCACCGATCTGGGAGAG
GCGGAGCCCATATTGGCTCTAGAGGAGGATGAGGACGAGGAGCCGGGGGCGCCCGAGGGT
CCCGGAGAAGACACGGAGGAGGAGCGAGCGGAGGATGTGGCTGCCAAAGGGGGCGGAGGT
GATGGCAAGACGGTGGTCACTCCTGGCCCGGCCGGGCAGCACGATGGGCGGCGGCGCATC
CAGAGGGAGGGCCTGATGCGTGTGTACGTGGCTCAGCTGGTGGTTAGGGCGGCCTTCGAG
GTGGCCTTTCTGGTGGGCCAGTACCTACTGTACGGCTTCGAGGTGCCACCCTTCTTTGCC
fE8AGCCGCCAGCCTHBECCCCACGTAGTGCATHBETTCGTGTCGCGGCCGACCGAGAAG
ACGGTCTTCTTGCTGGTCATGTACGTGGTTAGCTGTCTATGCTTGTTGCTCAACCTCTGT
GAGATGGCGCACCTGGGTCTCGECAGTGCGCAGGATGCTGTGCGCGGCCGTCGGGGAGCC
TCAGCGGCGGGGCCTGGCCCCACGCCGCGCCCACCGCCCTGCGCTTTCCCGGCCGCGGCT
GCCGGCCTGGCTTGCCCTCCAGACTACAGCCTGGTGGTGCGTGCAGCTGAGCGCGCGCGA
GCGCACGGCCAGAACTTGGCGAACCTAGCGCTGCAGGCGTTGCGCGATGGGGCGGCGGTG
GCGGCGGTTTCCGCGGACCGCGACAGTCCGCCGTGCGCTGGGCTCAATGCAACCTCTCGG
GGGGCACCCAGGGTGGGCGGCCTAGCTTCCGGAACCGGCAGCGCCACGTCGGGGGGCACC
GTTGGGGAGCAGAGCCGGCCGGGAGCTCAGGAACAACTGGCCACTAAGCCCAGGGCTGGC
TCTGAAAAGGGCAGTACAGGCAGCAGAGACGGCAAGGCCACCGTGTGGATCTGA

>Mm-gjc3-NM 080450
ATGTGCGGCAGGTTCCTGAGACAGCTATTGGCTCAGGAGAGCCAGCACTCCACCCCTGTG
GGGCGCTTCCTTCTTCCCATGCTCATGGGATTCCGTCTCCTGATCTTGGTTTCCAGTGGA
CCTGGGGTTTTCGGCAATGATGAGAATGAATTCATAGHCATT TAGGGCAGCCAGGCHEE
AAGACCATTEGETATGATGTCTTCCGCCCTCTCTCTCCATTGCGCTTCTGGGCCTTCCAA
GTCATTCTGATGGCTGTACCCAGTGCCATTTATGTGGCTTTCACTCTGTATCATGTGATT
GGATACTGGGAGGTACCAGGAAAGGAAAACAAGGAGCAAGAGACCCAGATTAGCAAAGGG
GATCATAGCAAGGATGTCTCAGGGGCTAAAAGCCTCAAGCTTCTCTCGECCTATGTGGCA
CACCTTGGGGTACGGCTGGCCCTTGAGGGAGCAGCTCTAGGTGTTCAGTACAATCTGTAT
GGTTTCAAGATGTCCAGCACTTTTATABGECGTGAGGATCCTHEGEAT TGGCAGCACAACC
f@T TTCCAGTCTCACCCCTCTGAGAAGACCATCTTCCTCAACATCATGTTTGGGATCAGC
GGGGCCTGTTTCTTATTTATTTTCTTGGAGCTTGCGCTTTTGGGTTTAGGGAGGTTTTGE
AGGATATACAAGCACAAACTTTCCTTCTTAAAGAAGTTGCCAACTTCAGAGAGCTCTGTA
AGATCCAAGGACACAACCGATGAATTGTCAGTGGTGGAGGCAAAAGAGCCATTTTGA

>Mm-gjd2-NM 010290 Splice site

ATGGGGGAATGGACCATCTTGGAGAGGCTGCTGGAAGCCGCGGTGCAGCAGCACTCCACT
ATGATTGGGAGGATCCTGTTGACTGTGGTGGTGATCTTCCGGATACTCATTGTGGCCATT
GTAGGGGAGACGGTGTACGATGATGAGCAGACCATGTTTGTGEGEAACACCCTACAGCCC
GGCEGEAACCAGGCCHEEETATGACCGCGCCTTTCCCATCTCCCATATACGTTACTGGGTC
TTCCAGATCATAATGGTGTGCACCCCCAGTCTCTGTTTTATCACCTATTCTGTGCACCAA
TCCGCCAAGCAGCGAGAACGCCGGTACTCTACTGTCTTCCTAGCCCTGGACAGAGACCCT
GCTGAGTCTATAGGGGGACCTGGAGGAACTGGGGGTGGGGGCAGCGGAGGGAGCARACGA
GAAGATAAGAAGTTGCAAAATGCCATTGTCAATGGGGTGCTGCAGAACACAGAGACCACC
AGTAAGGAGACAGAACCAGATTGCTTAGAGGTTARAAGAGCTGACTCCACATCCATCTGGG
CTGCGCACAGCAGCAAGGTCCAAGCTCCGAAGACAGGAAGGTATCTCCCGCTTCTACATC
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ATCCAAGTGGTGTTTCGAAATGCTCTGGAGATTGGGTTTCTGGTGGGCCAGTACTTTCTA
TATGGCTTCAGTGTTCCAGGGTTGTATGAGHEEAACCGTTACCCCHBEATCAAGGAGGTA
GAABGHTATGTGTCTAGACCTACCGAGAAGACAGTCTTTCTGGTGTTCATGTTTGCTGTG
AGCGGCATTTGTGTGGTGCTCAATCTGGCTGAACTTAACCATCTGGGATGGCGGAAGATC
AAACTGGCTGTCCGGGGAGCCCAGGCCAAGAGGAAGTCAGTCTATGAGATACGTAACAAA
GATCTGCCTCGAGTCAGTGTTCCCAATTTCGGCAGGACTCAGTCCAGTGACTCTGCCTAT
GTGTGA

>Mm-g3jd3-NM 178596
ATGGGGGAGTGGGCGTTCCTAGGCTCCCTGCTGGACGCGGTGCAGCTACAGTCGCCGCTC
GTGGGTCGTCTCTGGCTGGTGATCATGCTGATCTTCCGCATCCTGGTGCTGGCCACGGTG
GGAGGTGCGGTGTTCGAGGACGAGCAGGAGGAGTTCGTGGHAACACGTTGCAGCCCGGC
f@FccCccAGACCEBETACGATCGCGCCTTCCCGGTGTCCCACTACCGCTTCTGGCTCTTC
CACATCCTGCTGCTGTCGGCGCCGCCGGTGCTGTTCGTCATCTACTCCATGCACCAGGCE
AGCAAGGAGGCGGGTGGTGCGCAGCTGGCCCCGCCGTGCGCGCGCGGGCGTGCCGAGGCG
CCGTGCTCCCCGTGCGCCCTGCGCGCTCGCEEEEEEEEECECTECTACCTGCTGAGCGTG
GCTCTGCGCCTGCTCGCCGAGCTGGCTTTCCTGGGCGGCCAGGCGCTGCTCTACGGCTTC
CGCGTGGACCCGCACTACGCGHEBBGCCGGGCCACCTHEHCCGCACACGGTCGACHBETTC
GTGAGCCGGCCCACCGAGAAGACCGTCTTCGTGGTCTTCTACTTCGCCGTCGGGCTGCTG
TCGGCGCTGCTCAGCGTGGCGGAGCTGGGTCACCTGCTCTGGAAGGGTCECCAGCGCGCC
AAGCTGCTCCCGCCGCCGCCGCCGTCGCCCTCTTTGCCATCGCAGCGCGGGGACCCCGAC
CCTTTCGGCCCGCCAGCCTACGCGCACCGCTCACCGGCAGGCGACAGCGAGGGCGAAGGC
GGCAGCGGCCACAGCAAAGCGTCGCTGGCTACCGTGCGCCAGGACCTGGCCATCTAG

>Mm-gjd4-NM 153086 Splice site
ATGGAGAAGTTGAACTTGTTGGGATTCCTCATCATCACCTTAAACTGTAACGTGACCATC
ATGBECATGATCTGGCTGATCGTGGAGGTCTTGCTGAGGATGCTAGTGGTGGTCTTGGCA
GGGTCACCTATCTATGAGGATGAACAAGAGAGGTTTATTGEAACACACTGCAACCAGGA
f@fcccArcGTTEEETACGACCTCTTTTCCCCAGTGTCACCGCTGCGATTCTGGCTAGTG
CAGAGCCTGGCCTTGCTTCTGCCTTCGGTGGTCTTTGGCACTTACACCCTACACCGCGGT
GCGAAGCTGGCTGCAGTGGGGGGAGCCTGCAGGCCCCAGGTGCCCEACCTGTCTACTGCC
TACCTGGTGCACCTACTGCTGCGCATGCTGCTGGAGGCCGGGCTGGCCTTCCTGCACTAC
TTTCTCTTTGGCTTTTCTGTGCCCGCCCGCGTGTCTHBETCGCATGTACCCHBETCAGGG
GCTGTGGACHBETACGTGTCGCGGCCCACGGAGAAGTCACTCCTGATACTATTCTTTTGG
GCAGTGAGTGCGCTATCCTTCCTGCTCAGCTTGGCTGACCTGCTTTGGATCCTGCCGAGE
AGAAAGACACTGAGGACCACGCAGTGGGTGAATGGAGAGGCTAGACCAGTCTGTGAAGTA
CCTGCACCTCCCCCTTGCCTCTTACAAAACCCCCAGGGCTATCTTAGCCAAGGTCAGGTG
GACCAAGAGGACAGACAGGAGGAACAAGTTGTGCCTGAGTTCCCCTGCATGTGGACAGCA
GGGCAGAGTGACAACAGCAATGTTGGTCAGGCCTGTGTGTCGGGGCTGCTGGAACATTCA
GACCAAGATGCTAGTGAGGCCACTTCCTCAGCTGGTGACAGGCTAACAGTGGCTCACACA
GCACATGAGCTCAGATTCCACAGAGAGACTTCACTGGACCTGGGGGGCAAAAACACCCAG
GCAGATGAACTCTCCTTGGCTACCCAGAGCCACCTGGCCAGACACAGTTCAGCCAGCAAG
CCTCAAGCTCCATGCCGGCTGACCACCTCAGGCAGTGCTCCCCATTTGAGAACCAAAAAR
TCTGAGTGGGTGTGA

>Mm-gjel-NM 029722 Splice sites
ATGTCTCTAAATTACATCAAGAACTTCTATGAAGGATGIGTTAAGCCTCCAACTGTGATC
GGCCAGTTCCACACTCTCTTCTTCGGCTCAGTGCGGATGTTCTTCCTCGGAGTGCTGGGC
TTTGCTGTCTACGGGAATGAGGCGTTGCACTTCAGCHGEGACCCAGACAAGCGAGAGATA
AACCTGTTCEGETACAATCAGTTCCGGCCAATAACTCCCCARGTGTTCTGGGCATTGCAG
CTAGTGATTGTCCTGCTTCCTGGAGCTATTTTCCACCTGTATGCTGCATGCAAAAGCATC
AATCAAGACTGCATTCTTCAGAAGCCCGTGTACACTGTGATTTACGTCCTCTCGGTCTTG
TTAAGAATCAGCCTGGAGGTGTTCGCATTCTGGCTTCAGATTCACCTCTTCGGCTTCCAA
GTGAAGCCGATATACTTG-GATACTGAATCTCTTGGTAAAAAACCAAATATTCTAAAA
f@EATGGTTCCAGAGCACTTTGAAAAGACTATTTTCCTCATTGCAATGTACACATTTACT
GTGATCACGATGGTATTATGTGTTGCTGAGGTTTTTGAGATCATATT TAGAAGATCATGT
TTTCTCTTTAAACGATGA
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Suppl. Fig. 3. Opossum (Monodelphis domestica) connexins.
Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
- Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains
Turquoise: Splice site.

Other colors are explained where necessary.

>Md-GJAL-XM 007484502
ATGGGGGATTGGAGTGCCTTAGGCAAACTCCTTGACAAAGTACAGGCTTATTCTACTGCT
GGAGGGAAGGTGTGGCTCTCCGTCCTCTTCATTTTCCGAATCTTGCTATTGGGAACCGCG
GTGGAATCAGCTTGGGGTGATGAACAGTCTGCCTTTCGABGEAACACTCAGCAGCCAGGT
f@fcArrATGTABETATGACARAATCCTTCCCAATCTCTCACGTGCGATTCTGGGTCCTG
CAAATCATCTTTGTGTCTGTGCCAACCCTCCTGTACCTGGCACACGTGTTCTATGTGATG
CGTAAAGAAGAGAAGCTGAACAAGAAAGAAGAAGAGCTCAAAGTCGCCCAAACGGACGGT
GCCAATGTGGATATGCACTTGAAACAAATTGAAATCAAGAAATTCAAATATGGAATTGAA
GAACATGGCAAAGTGAAAATGCGTGGAGGGTTACTGCGTACCTACATCATCAGCATCCTT
TTTAAGTCTGTGTTCGAGGTGGCCTTCCTCCTGATTCAGTGGTACATCTATGGCTTCAGC
TTGAGCGCGGTCTATACTHEEAAGCGGGATCCCHBECCTCATCAAGTGGACHBETTCCTC
TCCCGTCCCACCGAGAAAACGATCTTCATTATCTTCATGCTGGTTGTGTCCTTGGTGTCT
CTTGCCTTAAATATCATTGAGCTCTTCTATGTGTTCTTCAAGGGTGTCAAGGATCGCGTG
ARGGGAAAAAGCGACCCTTACCACACTACAGCCGGCCCACTGAGTCCCAGCAAAGATTGC
GGTTCTCCTAAATATGCTTATTTCAATGGCTGTTCCTCCCCAACCGCCCCCTTGTCACCC
ATGTCTCCTCCAGGGTACAAGCTCGTGACCGGAGATCGAAATAATTCTTCTTGCCGTAAC
TACAACAAGCAAGCCAGTGAGCAAAACTGGGCCAACTATAGTGCTGAACAGAATAGAATG
GGGCAGGCTGGAAGCACCATCTCCAATTCCCATGCTCAGCCTTTTGATTTTCCAGATGAT
AACCAGAATTCAAAAAAACTAGCCGCCGGCCATGAGCTACAGCCACTTGCCATTGTGGAC
CAAAGGCCTTCCAGTAGAGCCAGCAGTAGGGCCAGCAGCCGACCTCGACCCGATGACTTG
GAGATCTAA

>Md-GJA3-XM 007495190
ATGGGTGACTGGAGCTTTCTGGGGAGATTATTAGAGAATGCGCAAGAACACTCTACCGTG
ATTGGCAAAGTTTGGCTGACTGTTCTGTTCATCTTCAGAATCCTGGTGCTAGGTGCCGCC
GCAGAAGAAGTCTGGGGAGATGAACAGTCCGATTTTACGHGEAACACTCAGCAACCAGGT
8 cAGrATGTCHBETATGACAAGGCTTTTCCTATTTCCCACATCCGCTTCTGGGTCCTG
CAGATCATTTTCGTCTCTACCCCCACCCTCATTTATCTGGGCCATGTGCTGCACATTGTA
CGCATGGAGGAAAAAAAGAAGGAAAAAGAAGATCTCCTTAAGAAAGACAACCTGCACCAG
GGGGTAGAGCTCAGTGGCCCCAACAGCCATCGAGAACCACTCAGCAAAAAGGAGAGCGCC
AGGATGGAAAAGAAAGAGAGACCCCCAATCCGAGATGATCGAGGCAAAGTCCGGATAGCT
GGTGCCCTGCTCCGCACCTACGTCTTTAACATCATCTTCAAGACTCTGTTTGAAGTGGGC
TTCATTGTGGGGCAATATTTCCTCTACGGGTTTGAGTTAAAGCCACTCTACCGARGHGAC
CGCTGGCCCHBECCCARCACAGTGGATEBETTTATCTCCAGACCCACAGAAAAGACCATA
TTCATTATTTTCATGTTAGTGGTGGCTTGTGTGTCTCTCTTGCTCAACATGCTGGAGATC
TATCACCTGGGCTGGAAAAAGCTTAAACAGGGTATGACCAACCATTACAATAGCCCAGAT
TCTCCAGAAGCCAAAGTCCTGCCCTCCAAATGTAGTAGCATTGGCCCACTTCTGCTCTCT
CCCCATTCTGCCCCTCCTGCCGTTGGATTCCCACCATACTATACTCAGTCTGCCTCTTCC
CTAGGACAGGCAACCACTACAGGTTATCCTGGGGCTCCTCCACAACCCACAGAATTCAGA
ATGGTAACCCTCCCTGAGGAGCGCAGTAAGGCAGCCCCAGCCAAATATTATGGTGGCAAC
CACCACCACATCTTAATGACTGAGCAGAACTGGGCCAACCAGGAGGCAGAGCAACAGACT
TTTGAAAGGAAGTCTTCCCCAAGCAATACCACCCCTGGCACTCCCACCACCCCAAGCAGT
GTTCGGCAGCTCCTCCAAGAGCGAGGAGACAGTGGTGGGGGGAGCAAAGTGCCCTTGCTG
GTGATTAATGGGAGTAGCAGCAGTTTAGGGGCCACTAAATCAGAGGTAACCTCTGAAGGG
GAGAAACAGCCAGGTACCACCACAGTTGAGATGCATGCACCGCCATTGCTTCTCGTTGAT
TCAAGACGGTTAAGCAAGGCTAGCAAGGCTAGCAGTGGCAGAGCTCGATCGGATGACTTA
GCCATCTAA

>Md-GJA4-XM 007492764
ATGGGTGACTGGGGCTTCCTAGAGAAACTGCTAGACCAAGTCCAGGAGCACTCCACAGTG
ATAGGCAAGATCTGGCTGACCGTACTGTTCATCTTCCGGATCCTCATCCTGGGGCTGGCC
GGTGAGTCTGTCTGGGGAGACGAGCAATCAGACTTCGAABGEAACACGGCCCAGCCGGGC
EG8ACCAACGTGEGETATGACCAGGCCTTCCCCATCTCCCACATTCGCTACTGGGTCCTG
CAGTTCCTCTTTGTCAGCACGCCCACCCTGGTCTACCTGGGCCACGTCATCTACCTGTCC
CGCCGAGAAGAGAAGCTGCGGCAGAAGGAGAGCGAGCTGCGGGCGCTTCAAGCCAAGGAC
CCACGAGTGGAGCAGGCGCTGGCCACGGTGGAGCGGCAGATGGCARAGATCTCTGTGGCC
GAGGATGGGCATCTTCGCATCAGGGGAGECCTCATCEECACCTACGTGGCCAGCGTGGTC
TGTAAGAGCCTGCTGGAGGCTGGCTTCCTCTATGGACAGTGGCGCCTGTACGGCTGGATG
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ATGGAGCCCGTGTACGHEGEGCCGACGCTTCCCCHBECCACACCTGGTGGACEBETTTGTG
TCCCGCCCCACAGAAAAGACCATCTTCATCATCTTCATGCTGGTCGTGGGGATGATTTCC
CTAGTACTCAACCTCCTGGAGCTGGCACATCTTGGCTTTCGGTGTATGGGGCACAAGCTG
AGGGCCCGGCAGACCCGGGCTCGGCTGGGGCCTTACTCTGCTGCCCTGGGGGATGGGGCT
GGTATGGGTAGTTCTGGGGACCCCTATTCGGATCGGATGTTCTTCTACCTCCCCATGAAC
GAGACACCTACGTCGCCTCCCTGCCCCTCTTACAACAAGCTGTCTAGTGAACAGAACTGG
GCTAACCTGAATACAGAAGAGAGCCTGGCCACCCAGAAGCAGGGCATGCTCCCTGGGCCG
GGGCCCCTGCTGACTCATCCCGAGGGCCCCTACCTGGCTCAGCCCCCCCAGAACGGAGAC
AATGCCCTGAGTCGTCCTAGTAGCTCAGCTTCCAAGAAACAGTATGTGTAA

>Md-GJA5-XM 007485330
ATGGGTGACTGGAGCTTCCTCGGGGAGTTCCTGGAAGAGGTCCACAAGCATTCCACAGTG
ATTGGCAAGGTTTGGCTGACTGTCCTCTTCATCTTCCGTATGCTAGTGCTGGGCACAGCG
GCGGAGTCCTCGTGGGGGGACGAGCAAGCCGACTTCCAGHBMGACACGCTACAGCCTGGT
8FcrcAncGTCBETATGACCAAGCCTTCCCCATCTCCCACATCCGATACTGGGTGCTG
CAGATCATCTTCGTCTCCACTCCATCCCTGGTGTACATGGGCCACGCGATGCACACCGTG
CGCATGGAGGAGAAGAGGAAGCTGAAGGAGGCTGAGAGGGCCAAGGATTCCAAGGGTGCA
GACACCTATGAGTATCAGGCAGAGAAGGCTGAGCTTTCCTGCCGGGAAGAGCTGAGTGGA
AGGATTATCCTTCAAGGCACCCTTCTCAACACCTATGTCTGCAGCATTCTCATTCGCACG
GCCATGGAGGTGGCTTTCATCGTGGGGCAGTACCTCCTCTACGGGGTCTTCCTGGAGACC
CTATACATCHGHCGCCGAAAACCCHiBECCTCACCCGGTCAACHBETATGTGTCTCGGCCC
ACTGAGAAGAATGTTTTTATCGTATTCATGCTGGCTGTGGGGGGTCTGTCCCTCTGCCTC
AGTCTGGCTGAACTCTACCATCTGGGCTGGAAGAAAGCCAAGCGGCACTTCAACCAGAAC
TGCCCAGGCAGGGTGGAGGCCAGCCTGCCCACAGCAGGGGTGGCCCAGAACTGCACGCCA
CCCCCAGACTTCAATGAGTGTGTAGAGGGCAGCCCCAATCAGAAGTTCTACAGCAGTCAT
TTCAGCAATAATATTGCCTCCCGGCAGAATACAGACAACTTGGCCACAGAGCAGGTCCAA
GGCCAGGAGGAGGCTGTAGGGAGGGCCTTTTTGCACATGCAGTATGCAGAGGGGCCCGAG
GTGGCTAACGGGATGTCCAATGCACATCGGTTCCCCCATAGTTACCATGCTGACAAGCGC
CGCCTGAGCAAGGCTAGCAGCAAAGCCAGGTCAGATGACTTGTCGGTGTGA

>Md-GJA8-XM 001363421
ATGGGTGATTGGAGTTTCCTGGGGAATATCTTGGAGGAGGTAAATGAGCACTCCACGGTC
ATCGGCAGGGTCTGGCTCACCGTCCTCTTCATCTTCCGGATTCTGATCCTGGGCACAGCA
GCAGAATTTGTGTGGGGTGACGAGCAGTCGGACTTTGTAGHAACACCCAACAACCAGGT
fEHcAGAATGTCHBETACGATGAGGCCTTCCCCATCTCCCACATCCGTCTCTGGGTCTTA
CAGATCATCTTCGTGTCCACTCCATCCCTGGTGTATGTGGGCCATGCTGTGCACCATGTA
CGTATGGAAGAAAAGCGGAAGGAGAGGGAAGCTGAGGAGGTATGCCAGCAGTCTGGGGGC
AATGGGGAGAGGCTGCCATTAGCCCTGGATCAAGGAAGTACCAAGAAGAGCAGCAACAGT
ACCAAAGGTACCAAAAAGTTCCGACTGGAAGGAACCCTCTTCAGCACCTACATCTGCCAC
ATCATCTTCAAGACTCTCTTCGAGGTGGGCTTCATCGTGGGCCATTACTTCTTGTATGGC
TTTCGGATCCTGCCCTTGTATCAGHEGEAGCCGTTGGCCTHEECCCAATGTGGTGGACHEE
TTCGTGTCTAGGCCCACCGAGAAGACCATTTTTATCCTTTTCATGCTCTCGGTGGCCTCT
GTGTCCCTCTTCCTCAATATCATGGAAATCAGCCACCTGGGCCTGAAGAGAATTCGATCT
GCTTTCAATAGACCTGCTGAGCAGCCACTGGGGGAGATCCCTGAGAAATCCCTCCACTCC
ATTGCTGTCTCGTCCATCCAAAAGGCCAAGGGCTACCAGCTCCTAGAAGAAGAGARAATC
GTGTCCCACTACTTCCCCCTGACCGAGGTTGGGGTGGTGGAGACAAGACCACTTGCTGCC
ACCCCTTTCAGCCGTTTTGAAGAGAAGATCAGCACTGGGCCTCTGGGAGATCTGTCCCGG
GCTTACACGGAAACGCTGCCCTCCTATGCTCAGGTGGGAGAACAAGAAGTAGAGGCAGAA
CGTGAAGAAGAGGAGGCAGAGGCCCCGCCAGAGGAGGAAGAGAAGAGGCAGGAATCAGAG
ACAGGGATCCCGGAGGGGCAGGAAGCCCCTCCTGTAGGGCAGGAGGAAGAGAAGGAGAAA
GCAGGGACCCCCGTTGAAATGAAGGCAGGAGACAAGCAAGAGCTGCCAGTGGAGAAGATA
CCCCTGTGCCCAGAGCTGGCAGCGGATGACACCCGACCCCTCAGCCGGCTAAGCARAGCC
AGCAGTCGAGCAAGGTCAGATGATTTGACTGTATGA

>Md-GJA10-XM 007484323

ATGGGAGACTGGAATTTGCTGGGCAGCATTCTAGAGGAAGTCCACTTCCATTCAACCTTG
GTGGGGAAGATCTGGCTGACCATGCTATTCATATTCCGTATGCTGGTGCTTGGAGTGGCA
GCAGAGGATGTTTGGGATGATGAACAGTCAGCATTTATCHGHAACACCCAACAGCCTGGC
fG8~GCAACATTEBE TATGATGATGCTTTCCCCATTTCTTTGATCAGGTACTGGGTTTTA
CAGATTATCTTTGTATCTTCTCCCTCTCTTGTATACATGGGCCATGCACTTTATAGACTC
AGGGCCTTTGAAARAGGAGAGGCAGAGGAAGAAAGTACAACTTCGTGCCCTGCTGGAAGAA
CCTGAGCATGACCAAGAGGAGCACCAAAGAATTGAGAAGGAACTGAGGAGATTAGAGGAA
CAGAGGAAGGTACACAAGGCACCCCTGAAAGGATGCTTGCTACGTACTTATATATTGCAT
ATCTTGACCAGATCTGTATTGGAAGTAGGGTTTATGACAGGGCAGTATATTCTCTATGGG
TTTCAAATGCACCCCCTTTACAAAMBEAGTCGATTTCCTHEECCCAATTCAGTGGACHEE
TTTGTGTCCAGGCCCACAGAGAAGACCATTTTCATGTTGTTCATGCACACCATAGCAGCT
ATCTCCTTGTTCTTAAACATTTTGGAAATATCTCACTTGGGAATCAGGAAAATCACCAAG
GCATTATATGGTGGGTCTAGTAGTGAGAGTGAAAGGGAACTGTATCACTCAAAGAARAAT

17



TCAGTGACCCAGCCCTGTGTAACTCACTCTTTATTACATGAGAGCATCCCTTTGTCCCAG
CCTCCTAACCACTTTTGGCTAGAGAAACAAGTAATTGGAACTGGTAATACAGAGTATAAA
ACAGCGTGGCAACCCAACCATCACAACCAGACTGAGGGAGCACCTCCACCTGGCAAGAAG
AACTGGTCCAAGAGGGATCGGCATCATAGAGTGTTTCAATTTAGCTCTCATTGTCCTCAG
GATCTTGATTATGGTGTCCAGCACTTACAACACTGCAAACATCAGAACCATGGACAGCAC
CCACGTTCTTCCTTCAGTAAAAGGGGCATTCTTTCCAAATCGCATCAGGCCAATCTTACA
AATTGCTCTTCTTGCACACTAAGTCCAGGGGAACAGCCCTACAGTCTTTGGAGCCCAAGC
AGGTCCTCAATAGACTTGACTGCTCACTGCAAGACAAGTGATAACATCAAGTCAGAGTGT
TTTGACTCGGCAGAGAAAGGGTCTCACCCAGGTAGCCGTAAAGCCAGTTTCCTATCTAGG
CTTTTGTTTGAGAAGGGCCAGTTATCCAAAGCTTCAGAAAGCTCTGATTCCCAGCATAGC
TCTATCTTGGACTTCCAGCACTGGGGTGAAGATGACCATGCCTCCAGCTCTCCGCCTCCA
GGCACTGGGCGCAGAATGTCAATGAAAATGCTCTTAAAACTTTCATCTATCATGAAAAAA
TAA

>Md-GJB1-XM 007507588
ATGAACTGGACAGGCCTGTACGCCTTACTCAGTGGTGTAAACCGGCACTCTACCGCCATC
GGGCGCGTCTGGCTCTCAGTCATCTTCATCTTTCGCATCATGGTGCTGGTGGTGGCCGCT
GAGAGCGTGTGGGGAGATGAGAAGTCCTCCTTCATCHEGEAACACCATGCAGCCTGGCHEE
AACAGTGTGEGETATGACCACTTCTTTCCCATCTCCCACGTGCGCCTGTGGGCCCTGCAG
CTCATCCTGGTGTCCACACCGGCCCTGCTTGTGGCCATGCATGTGGCCCACCAGCAGCAT
ATGGAGAAGAAGCTGTTGCGACTTGAGGGCCACGGGGACCCCCTGAGCCTGGAAGAGGTC
AAACGGCACAAGGTGCACATCTCAGGCACACTGTGGTGGACCTATGTCATCAGTGTGCTC
TTTCGCCTGCTCTTTGAGGCTGTCTTCATGTATGTCTTCTACCTGCTCTACCCAGGCTAC
GCCATGGTGCGCCTGGTCAAGHGHRGACAGCTACCCTHBECCCAATGTGGTGGACHBETTC
GTGTCACGGCCCACTGAGAAGACCGTCTTCACCGTCTTCATGCTGGCTGCCTCAGGCATC
TGCATTGTGCTCAACGTGGCAGAGCTGGTGTACCTCGTTGTCCEGTGCCTGTGCCAGGCGG
GCCCAGCACCGCTCCAACCCACCCTCACGCAAGGGTTCGGGATTTGGCCACCGGCTGTCC
CACGAGTGCAAACAGAACGAGATCAACAAGCTGCTCAGTGACCAAGATGGCTCCCTCAAA
GACATACTGCGGCGCAGCCCGGGCACTGGAGCTGGCCTCACTGAGAAGAGTGACCGCTGC
TCTGCCTGTTGA

>Md-GJB2-XM 007495197

ATGGACTGGAGTACTCTACAGACTATTTTGGGGGGTGTCAACAAACACTCCACCAGCATA
GGCAAAATCTGGCTCACTGTCCTCTTCATTTTCCGCATTATGATCCTGGTCGTGGCTGCT
AAGGAGGTGTGGGGAGACGAGCAGGCTGATTTTGTCHEEAACACTCTCCAGCCCGGAMGH
AAAAATGTGEEETACGACCACTTTTTCCCCATCTCGCACATCCGCCTCTGGGCTCTGCAG
CTGATCTTTGTGTCGACCCCCGCGCTCTTGGTGGCCATGCACATTGCTTACCGGAGGCAC
GAGAAAAAGAGAAAGTTCATCAAGGGAGAGATAAAGTCTGAATACAAAGACATAGAAGAA
ATCAAGAAACAAAAGGTTCGCATTGAAGGAGCCTTCTCETCEACCTACACAAGCAGCATT
TTCTTCCGAGTCGTCTTTGAAGCGGTCTTCATGTACGTGTTCTATTTTATGTACAACGGA
TTCTCCATGACTCGAATGGTGAAATGHAATGCTTGGCCCHEEECCCAATACTGTGGACHEE
TTTATTTCCCGACCCACTGAAAAGACAGTGTTCACTGTGTTCATGATTTCGGTGTCTGGA
ATTTGCATACTGCTAAATGTCATTGAATTGTCTTATCTGCTGATAAGATATTGTTCTGGG
AAGTCCAAGAAGCCAGTTTAA

>Md-GJB3-XM 016422482
ATGGACTGGAAGACTCTGCAGTCACTCCTGAGTGGTGTCAACAAGTACTCCACAGCGTTC
GGCCGGATCTGGCTGTCGGTGGTGTTCGTCTTTCGCTTGCTGGTGTACGTGGTGGCGGCG
GAGCGCGTGTGGGGGGATGAGCAGAAGGATTTTGACHBEAATACACGCCAGCCCGGCHEE
ACCAATGTCEGETACGATCACTTCTTCCCCATCTCCAACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCGCTGCTGGTCATCATGCACGTGGCCTACCGGGAGGAG
CGGGAGCGGCGGCACCGGGAAAAGCACGGGGACAAATGCGCCCGGCTCTACGAAAACGCC
AGCAAGAAGCATGGCEEECTCTEETEEACCTACCTGCTGAGCCTCTTCTTCAAGTTCATC
GTGGAAGTCGTCTTCCTCTACATTCTGCACACGCTGTGGTACGGTTTCTTCATGCCCCGC
CTGGTGCAGEEHGCCGGCGTGAGCCCCHBECCCAACACCGTGGACHBETACATCGCCAGG
CCCACCGAGAAGAAGATCTTCACCTACTTCATGGTGGGGGCCTCAGCCATCTGCATTGTC
CTGACCATCTCTGAGATCTGCTACCTCATCTCTAAGAGACTATCCCGGAGCTTCTGCCAA
AAGAAGCACAAGCGCTCTGCCCTGCACTCTCCCTCCTCCAGCAGGGCATCCACCTGCCGC
TGCCACCATCTGCTGACCCACCATGGGGGCGAAGAGGGCATGGTCCAAGGCAAGGGGGCA
GAGGCCCTTCGGGCCTCCGCACCCAACCTGACTCTCATCTGA

>Md-GJB4-XM 016422483

ATGAACTGGGCATTCCTCCAGGGCCTCCTGAGTGGGGTCAACAAGTACTCCACGGTTCTT
GGCCGAGTCTGGCTGTCAGTGGTACTGATATTTCGAGTACTGGTATACGTAGTGGCAGCA
GAGGAGGTGTGGGACGATGAACAAAAGGACTTCGAC-AACACTCGACAGCCAGGT-
GCGAATGTT-TACGACCACGTCTTCCCCATTTCCCACGTCCGCTTGTGGGCCCTTCAG
CTCATTCTGGTCACATGTCCCTCGCTGCTCGTCGTCATGCACGTAGCCTATCGAGAGGAG
CGGGAGCGGAGGCACCGGATGAAGCATGGCCCCCAGGCCAGGCCCCTCTATGGCAACCCA
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GGGAAAAAACGTGGAGETCTCTGETGCACCTACCTGCTAAGCCTTATATTCAAGGCTGGC
GTTGATGCCACCTTCCTGTACATCTTCCATCGCCTCTATAATAACTATGACATGCCCCGT
GTGGTGCACHBETCCGTGGACCCCHBECCCAATGTGGTAGATHEBETTCATCTCCCGGCCC
ACGGAARAGAAGGTCTTTTCCTACTTCATGGTGGCCACAGCTGTCATTTGCATCCTGCTC
AATCTAGGGGAAGTGTCCTACCTGATCTGTAAGAGAGCCCAGGAGCTCCTAGGGCCACAG
AACTCGAAACAGCCTCGGCGGCACCATCGGAGGCATGGCCACCATGGCCCCTTGGGGACC
CTGCAGGATGCCTGCCCCCCTTATGCTCCTGCCCAGGCTTTGTCCCAAGGTGACCCCACC
AAGGAGGCTACATTGCCTTGCTAA

>Md-GJB5-XM 007492760
ATGAACTGGGGAATCTTCGAGGATCTGCTGAGCGGCGTCAATAAGTATTCTACAGCTTTC
GGCCGCATCTGGCTCTCCCTGGTCTTCATCTTCCGCGTGCTGGTCTACCTAGTGACCTCC
GAGAAGGTGTGGAGCGATGACCACAAAGACTTCGACHGEAACACGCGCCAGCCGGGCHEE
TCCAACGTCGETACGACCACTTCTTCCCCATCTCCCACGTCCGCCTGTGGGCGCTGCAG
CTCATCCTGGTCACGTGCCCCTCGTTGCTCGTCATCATGCACGTGGCGTACCGGCAGGCE
CGGGAGCTGAGACACCTGGAGCAGGTGGGCGAAGGAGGCGGGCGCCTCTATCCARACGTA
GGCAAGAAGCGCGGAGGECTCTGETGGACCTACGTCTTCAGTCTGGTCTTCAAGGCCAGC
GTGGATTCAATCTTCCTCTACGCGTTCTACCGCCTCTATCAAAACTACCTGCTCCCGCAC
GTGGTCTTCEGEAGCGAGGACCCCHBECCCCATACCGTGGACHEBETTCATCTCCARGCCC
ACGGAGAAGAACATTTTCACACTCTTCATGGTGGCTACCGCCATCGTCTGCATCTTGCTC
AACCTGGTAGAACTGGGTTACTTGGTCAGCAAGAGGTGCTGGGAGTGCCGGGAGGTTGGG
AGAATGGATACCAAGAAGGATTTGCTGTCCGGGGGCGATCTCATCTTCCTGGGTACCGAC
CCCAAGCCACCGCTGCTGCCTTTTTCTCCTGACTCCCCCCGAGACCAGGTGAAGAAAACC
ATGGTATAA

>Md-GJB6-XM 007495198
ATGGACTGGAGTACACTGCATACTTTCATTGGAGGCGTAAATAAACACTCCACCAGCATA
GGGAAGGTTTGGATCACCGTCCTCTTCATTTTTCGAGTCATGATCCTTGTCGTAGCTGCT
CAAGAAGTATGGGGAGATGAGCAAGAAGATTTTGTCHEHAACACACTGCAGCCAGGANEE
AAAAATGTGEBETATGACCACTTCTTCCCTGTTTCTCATATCAGACTTTGGGCTCTTCAA
CTAATCTTTGTCTCCACTCCAGCACTTCTGGTAGCCATGCATGTAACTTACAATAGACAT
GAGAAGGAAAGACAGTTTAGGAAAGGGGAGAAAGGGATTGAATTCAAAGACTTAGAAGAA
ATTAAAAAACAAAGGGTACGAATTGAGGGGECTTTCTCETCEACTTACACTAGCAGTATT
TTCTTTAGGATTATCTTTGAAGCCTCCTTTATGTATGTGTTTTACTTTCTTTACAATGGC
TATAACCTGCCCTGGGTGGTGAAAMBEAGTATTGATCCTHEHCCCAATATTGTGGACHEE
TTTATTTCAAGACCCACTGAAAAGTCTGTTTTTACCATTTTCATGATTGCTGCATCTGTG
ATTTGCATGCTGTTAAATGTGGCTGAATTATGTTACTTGCTCATGAAACTGTGCTTCAGA
AGATCCAGAAGAGCACAGGTTCAAAGAAATCACCCTAATCATGCCATAAAAGAAAGCAAA
CAGAATGAAATGAATGAGCTGATTTCAGACAGTGGACAAAATGCAATCACAGGTTTCCCA
AGTTAA

>Md-GJB7-XM 007484297
ATGACTTGGATGCTCCTCAGAGATCTCCTAAGTGGAGTAAATAAATATTCAACAGGAATT
GGTCGAATCTGGCTGGCTGTCATCTTTATGTTCCGTTTGCTGGTCTACATGGTAGCTGCA
GAACATGTTTGGAAAGATGAACAGAAGGAATTTGAATGEAACATTAGGCAGCCTGGTECH
GAAAATGTCEGHTTTGACTACTTCTTCCCCATCTCCCAGGCTAGGCTTTGGGCCTTGCAG
CTGATCATGGTCTCTACTCCTTCTCTTCTGGTTGCTTTGCATGTGGCCTACCGTTTGGGC
CGTGAAAAAAGGCACAATAAGAAATTTTATGTTAGTCCAGGTAGCAAGGATGGGGGCCTA
TGGTACACTTATATCATTAGCCTTGTTGTCAAAACTGGTTTTGAAATTGGCTTCCTGGCT
TTGTTTTACAAGTTATATGATGGATTTAGAGTACCCTACCTTGTGAAATGHGATATAAGA
CCTEGECCTAACACTGTGGATEGET TTATCTCCAAACCTACTGAGAAGAAAATCTTCCTT
TACTTCTTGTTAGTCACATCATGTCTGTGCATTGTTTTGAATATCGTTGAGTTAGGTTAT
CTGGTTCTCAAGAGTTTTGTAAAGTGCTGCCTTCAACGATATGCTCAGAATTTCAAATCT
TCAGCTTATAAGTGTCATAACCTTGATTATGCCATGTGCAATGAGATTGTCCCGAAACTG
CACCAGAAGCACAACTCTGACTGTTCCAGAAGCATTCCTCAAAAACTTGATAGAAGTGAT
TTGCAAGAATGGTGA

>Md-GJC1-XM 007482452

ATGAGTTGGAGCTTCCTGACTCGACTGCTAGAGGAGATCCACAACCATTCCACATTTGTG
GGGAAGATTTGGCTCACCATATTGATAGTTTTCCGGATAGTCCTCACTGCTGTGGGTGGG
GAGTCTATCTACTATGACGAGCAGAGCAAATTTGTAFGEAACACAGAACAGCCCGGCHEE
GAGAATGTCGETATGACGCTTTTGCCCCACTGTCCCATGTCCGCTTCTGGGTATTCCAG
ATCATCCTTGTGGCCACCCCCTCGGTGATGTATCTTGGCTATGCCATCCACAAGATTGCC
AAGATGGAACATGGTGAGGCAGACAAGAAGGCATCAAGAAGCAAGCCCTACGCAATGCGC
TGGAAGCAGCACCGGGCCCTGGAAGAAACTGAGGAGGACCACGAGGAGGACCCCATGATG
TATCCGGAGATGGAGTTGGAGAGTGAGARAGAGAACAAGGAGCAGAGTCAGCCTARACCC
AAGCACGATGGTCGGCGGCGGATTCGGGAAGATGECCTTATCAAAATCTACGTGCTACAG
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TTGCTAGCAAGGACTTTGTTTGAGGTGGGCTTCCTGGTGGGGCAGTATCTTCTCTATGGC
TTCCAGGTCCGCCCATCTTATGTGEGECGCAGAATCCCCHEECCTCATGAAATAGACHEE
TTCATTTCTAGGCCCACCGAAAAGACCATCTTCCTGCTAATAATGTACGGTGTGACGGGC
CTCTGTCTGATCCTCAACATTTGGGAGATGCTCCATTTGGGGTTTGGGACTATCCGTGAC
TCACTAAATAGCAAAAAGAGAGAACTGGAAGATTCGGGTGCTTATAACTATCCTTTCACT
TGGAATACTCCATCCGCTCCACCTGGCTATAACATTGTGGTCAAACCAGATCAGATCCAG
TACACCGAACTGTCCAATGCAAAGATCGCCTACAAGCAGAACAAGGCCAACATTGCTCAG
GAGCAGCAATACGGGAGCAATGAGGAGAACCTTCCCGCAGACCTCGAGATGCTGCAGCGG
GAAATCAAAGTGGCCCAGGAACGCCTGGATCTGGCCATCCAGGCCTACAACCACCAGAAC
AACCGCCACGGCCCCCGGGARARAAAGTCCARAGCTGGGTCCARAGCTGGGTCCAACAAA
AGCAGTGCCAGTAGCAAATCTGGGGATGGGAAGAATTCTGTCTGGATTTAA

>Md-GJC2-XM 007499765
ATGAGCTGGAGCTTTCTGACGAGGCTGTTGGAGGAGATCCACAACCATTCCACCTTTGTG
GGCAAGGTTTGGCTGACCGTGCTGATCGTCTTCCGGATAGTGCTGACCGCAGTAGGGGGG
GAGTCCATCTACTCGGACGAGCAGAGCAARATTCACCHGHAACACCCGCCAGCCGGGCHEE
GACAACGTGEGETATGACGCCTTTGCCCCCCTCTCCCACGTTCGCTTCTGGGTCTTCCAG
ATCGTGGTCATCTCTACGCCGTCCGTCATGTACCTTGGCTATGCCATCCATCGTCTGGCG
AGAGCCTCGGAGGAGGAGCGGCGCCGGGCCAGGCGCGGGCGCCAGGGTGGCCGCGGGGGT
CGCAGGCGTCCCCAGAGGAGGAGGCTGCCGCCGATGGCCCACCCGGGCTGGGCAGACACC
CCGAATGGCGGAGAGGAGGAGCCCATGATTGGCCTTGGGGCTGGCATGGGGGARGAAGAG
GAGGCTGGCGATGGGAGCAGGGAGGACAGAGAGCAAGAAGAAGAAGAAARAGGAGGCCTTG
GCGGGGGAGAAAGGCAAGGGGGCTCCGGAGGCCGGGCCTGCCARCCAGAAGCATGATGGG
AGGCGAAGGATCCAGCAGGAGGGGCTGATGAAGATCTACGTGT TCCAGCTGTTGGCTCGG
GCCTCCTTTGAGATCTGCTTCCTGGTCGGGCAGTACCTCCTGTATGGCTTCGAGGTGCAA
CCTGTCTTCCGCHBEAGCCGAGATCCCEBECCTCACACCGTTGACEBETTTGTGTCTCGG
CCCACAGAGAAGACTGTCTTCCTCCTGGTGATGTACGTGGTCAGCTGCCTGTGCCTCATC
CTGAATCTCTGTGAGATGGCCCACCTGGGCCTGGGCAGCTTGCAGGATGCGGTGCGGAGC
CGCAGGGTCGGGGGCCGCGACCAGGGTTCGGCCGGCTATCCTTCCCCCCCACCCGCGCCC
CGGCAGCTACCCCATGGCTACCTGTACGCTCGCAACATCTCCTGCCCTCCTGAGTACAAC
ATGGTGGTCAGGAATGAGAGGGCAGCGGCAGCCGGGCGCCTCGTGCCTGGAGGCCTCCTG
GCCCACGAGCAGAACCTGGCCAATGGCGTCCTGCAGGAGCTGCAAGAGCTTCAGGGCCCT
GGCTCAGAGGAGAATCCTCCACCCATGGATCTGGCTGCTGCCTTCCGAGCTACTCATCAT
CGGGCTGGCACCCAGGACCCTGCCCCTGGGGTCAGGAGCAACGGCTTTCCTGCTTATACA
GCTCAGGTCGGGCCACTACCTTCAAGGACTGACAGCCCAGCCTCGGCAGGCACCATTGTG
GAGCAGAATCATTCCGATGGTGCCCCAGGGCAGCAAGGGGCCAAAGCCAAATCCAACTCG
GAGAAAGGCAGCAGCGTCAGCAGCAAAGATGGCAAGACATCTGTATGGATATGA

>Md-GJC1like-XM 007499115
ATGAGCTGGGCGTTCCTGACGAGATTGCTGGAGGCTGTGACCCAGCACTCCACTCTGGTG
GGGAAGCTCTGGCTCTCCGTGCTGGTCGTTTTCCGACTAGTGCTCCTGGCCGTGGGTGGG
GAGGCCATTTACCGGGACGAGCTCAGTGGATTCGTGEGHAACACTCGGCAGCCTGGANEE
CAAAACGTClBETACGACACCTTCGCACCCCTCTCGCATGTGCGCTTCTGGGTATTCCAG
ATCATTCTCGTCACCGCGCCCACCGTGTTCTATTTGGGCTATGCCGTGCACCATCTGTCC
CGGCGCCAGATGACCCAGAAGCAAGAGAAGGAAGAGGAGGAAGGCGAGAAGGAGCCTATG
ATCAAAGAGAAGAAGCCTCAGATGTCCCCTGACGATGGGGCCCATGACGGTCGCAGGAGG
ATCCGCAGGGATGGGCTCCTAGGEGCCTATGTTGCGCAGT TGCTGGTGCGGACTGCCTTA
GAGGTGGCCTTCCTAGCGGGCCAGTATCTGCTCTTTGGCCTGAAAGTGCCTCCCGACTAT
GACHEEAAGCAGAATCCTEBECCTCATGTCGTCGTCHEBETATATATCTCGTCCCACGGAG
AAGACCATCTTCCTGCTGGTCATGTATGCAGTCAGTGGCCTCTGCCTCCTGCTCAATCTG
ATCGAGTTGCTGCACCTGGGCCTGGEGAGCGTGAAAAATGGTGGAAGCCGCCCTGACCCA
GCGCCCCATTCCAAGAGTCTCAAGCTGGAGCTGCAGCAAATGCAGAAACAACTGCACCTG
GTCCAGAAGCAAATGGACATGGGACTGCATCTGGGCACACCTTTGGTCACAGTGCCTACC
TGTTCAGGGCAGCCTCCCACCTACAATCTCTCTACTCAGCAAAATCGGCACAACCAAGCC
CAGAAAGAGACCTGGCTCTCCAAGACAGGTACGTAG

>Md-GJC21like-XM 001370819

ATGAGCTGGGCGTTCCTGACCAAGTTGCTGGAGGCTGTGACCCAGCACTCCACCCTGGTG
GGGAAGCTCTGGCTCTCCGTGCTGGTCGTTTTCCGACTAGTGCTCCTGGCCGTGGGTGGG
GAGGCCATTTACCGGGACGAACTCAGTGGCTTCTCCEGEAACACAGCACAACCTGGCHEGE
CTAAATGTTEGETACGATACCTTCGCGCCTCTCTCCCACGTGCGCTTCTGGGTATTCCAG
ATCGTCCTGGTCACTGCGCCCACCGTGTTTTATCTGGGCTATGCCGTGCACCATCTGTCC
CGGCGCCAGATGACCCAGAAGCTAGAGGAGGAGGAGTCTCTGATCCCGGGARAGAAGTCC
TGTAAGGATGGGGCCCACGATGGTCACAGGAGGATCCGCAGGGATGGGCTCCTAGGGGCT
TATGTCGCCCAGTTGCTGGTGCGGACTGCCTTAGAGGTGGCCTTCCTAGCGGGCCAGTAT
CTGCTCTTTGGCCTGAAAGTGCCTCCCGACTATGACHGEAAGCAGAATCCTEGECCTCAT
GTCGTCGTTEGETATATATCTCGTCCCACGGAGAAGACCATCTTCCTGCTGGTCATGTAT
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GCAGTCAGTGGCCTCTGCCTCCTGCTCAATCTGATCGAGTTGCTGCACCTGGGCCTGGGG
AGCATAAGAAATGGTAGAAGCCTGAAAAATGGTGGACATCACCCTGCCCCATCTCCTCAT
TCCAAGGCTGGCAAGCTAGAACAAATGCAGAGACAGTTGAATCTGGTCCAGGAGCAAATG
GGCATGGTATTCAATCAGGGCCCTCTTTTGGCTACAGAACCTACCTCTACAGGGCAGTCT
CCAGACTACAGTTTATTTGCTCAGCAAAACTGGCATAACCAAGCCCAGAAATAG

>Md-GJD2-XM 003340035 Splice site
ATGGGGGAATGGACCATCTTAGAGAGGCTGCTGGAAGCCGCCGTACAGCAACATTCCACT
ATGATTGGGABGATCCTGCTGACAGTGGTGGTGATCTTCCGGATCCTTATCGTGGCCATA
GTGGGTGAGACAGTGTATGATGATGAGCAGACCATGT TTGTABGEAATACCCTGCAGCCA
GGCEGEAACCAAGCCEEETATGACCGAGCTTTCCCTATCTCTCATATCCGCTACTGGGTC
TTCNAAATCATCATGGTGTGCACTCCTAGCCTCTGCTTCATCACCTACTCAGTTCATCAA
TCTGCCAAGCGAGCCGGGGGTGGGAGCAGTGGTGGGGGCAAGCGGTTAGACAATAAGAAG
CTGCAAAATGCCATTGTAAATGGAGTACTACAAAATACAGAGAATACTAGCAAGGAGACT
GAGCCAGACTGTCTAGAGGTTAAGGAGTTGGCCCCACACCCATCTGGGTTACGTACAGCA
GCCCGTTCTAAGCTCCGTCGGCAAGAGGGCATCTCCCGCTTCTACATTATTCAGGTTGTT
TTCCGTAATGCCCTAGAAATTGGGTTCCTGGTAGGCCAATACTTCCTTTATGGCTTCAGT
GTCCCTGGACTGTATGAGEGHGACCGCTATCCCHEGHATCAAGGAGGTAGAAFGETATGTT
TCCCGGCCCACAGAGAAGACAGTCTTCCTCGTGTTCATGTTCGCTGTGAGTGGCATTTGT
GTTGTCCTCAATCTGGCTGAACTCAATCACCTGGGCTGGCGCAAGATTAAGCTGGCTGTG
CGTGGTGCACAAGCCAAGAGGAAGTCAGTCTATGAGATCCGCAACAAGGACCTGCCTCGG
GTCAGTGTACCGAATTTTGGCAGGACTCAGTCAAGTGACTCTGCCTATGTGTGA

>Md-GJD21ike-39.2-XM 001376506
ATGGGTGACTGGTCATTTCTGGGCCGGCTTCTGAATGAAGTCCAGAACCATTCCACTGTC
ATCGGTAAGATCTGGCTCACCGCCCTCCTCATCTTTCGGATTCTCCTGGTCACATTGGTG
GGCGATGCCATCTACGGAGATGAGCAGTCTAAGTTCACCHEEAACACCCTCCAGCCGGGC
88~ ccAnrCGTCHEETACAATAGTTTTGCTCCTATCTCCCACCTTCGCTTCTGGATCTTC
CAGATTGTTCTGGTGGCCACACCATCCATTTTCTACATCGTGTGTGTGTTGCATCAGGTG
GCCTTGGAGGAGAGGATGGATGTGGAGAGGGACCGTCTGCTGGAGCTGTGGCGAAGACTG
GTGCCAGCCACTGGGGAAGTCCTTCCTGGAGTGGGGTCTGGGGTCCTAGTGCCCTCTAGC
TCCTTTGAAGGCCACAGTCTGGATGAGGAGGAGGTCCTTCCAAAGCACCTCCAGTCCACC
TCTCAGGACCCCATCTACCTGGCCAACCGEECATTGATCATTTACATCGCCCACGTGGTG
CTGAGGGCCTTCCTGGAGTTGGGATTCCTAGTGGGGCAATACTACCTGT TTGGGTTTGAT
GTGCCTCATTTGTATCGCHGEGAAACCTACCCARBGECCCACCAAGACGGACHBETTTGTC
TCCAGGGCGACAGAGAAAATGATCTTTCTGAATTTTATGTTCGGCGTTGGGCTTGGCTGT
TTTCTTCTGAACTTGGCAGAATTGCACTACCTGGGATGGCTCTTTACCTTCCGGATGCTC
TTCAAGGCTTGTGTCAATTGCTGCCAATATCTAGGCAAAGCACCCCCATCCCACAGGTCC
CGACTGCTGCCTCTTCTGGACTCAAGTCAGGAGAGGATCCTTCTGGAGGCCTCCTTGCTG
CCTGCGTGGGGGTCAGGGCATCTCAGGGCCCAGCACACTGTGATACCTCTGACAATCGAT
GCAGCCCAGGCCACTTTGGACCACAAATCTCAACAGGAAAAGTCCTCCAGGATGCCCCCC
AGCAAGAAATCTTGGCTCTGA

>Md-GJD3-XM 001365802

ATGGGGGAATGGGCCTTCCTGGGCTCGCTGCTGGACTCGGTGCAGCTGCAGTCCCCCCTG
GTGGGCCGCCTGTGGCTGGTGGTCATGCTGATTTTCCGGATCCTGGTGTTGGCCACGGTC
GGGGGGGCCGTGTTCGAGGATGAGCAGGAGGAGT TCGTGlBMAATACGCTGCAGCCTGGG
E@FcGTCAGGCCEBETATGACCGGGCCTTCCCCATCTCCCATTACCGCTTTTGGCTTTTC
CACATCTTGCTGCTCTCTGCTCCTCCCGTGCTGTTCATCATCTACTCCATGCACCAGGCC
AGCAAAGGCCCCAGACCCCAAGGAGATGGGATGAAGGAGCAGGAGGAGTGGAGCGGCAGC
CTGGGCCAGCGCCTGGCAGGGCCCEEEEETCEECECTEETACCTGCTGAGCGTGGCCCTG
CGTCTGCTGGCTGAGCTGGGCTTCCTGGTAGGGCAGACCCTGCTGTACGGCTTCCGGGTG
GCCGCCCGTTTTCCCHEEACCCAGACCCCGHBECCGCACGTGGTGGACHBETTTGTCAGC
CGCCCAACGGAGAAGACGGTCTTTGTGATTTTCTACTTTGCTGTGGGGCTTCTCTCTACC
CTCCTCAGCGTGGTCGAGCTGGGCCATCTCTTCTGGAAGGGGCGCCGAAGTCAGAACAAG
GGTGCCCTTTGGCTAGGCAAGGTGGTCACAGGAGAGAAAGACAACCACTGCAACCAGGAG
CAGGAAGAGGCCCGGAAGCTTCTCCTGCCACTCTCCCCACCAAAAAGGGCCCCTCCACCC
AGCCCCATGCAGGGCGCCCCACCTGCCTATGCCCACAAGTTGCCACAGGGTGGCAGCGAG
GGCAGCAGCAGCAGGAGCAAGTGCTCGCTGTCCACAGCCAGAGAGGACCTCTCCATCTAA

>Md-GJD4-XM 0013474328 Splice site

ATGGAACGTTGGGATTTGCTGGGGTTTCTGATCATCACATTGAACTGCAATGTGACAATT
GTGGGGAAGATCTGGCTCATCATCATGATAATGCTGAGGATGGTGGTAATTATTTTGGCA
GGCTATCCAATCTZ—\CCAAGATGAACAAGAGAGATTTATT-AATACTTTGCAACCAGGA
-TCCAATGTA-TATGACATCTTCTCTCCTGTATCTCACTTCCGATTTTGGCTGATC
CAGAACGTATCTGTTCTCCTACCTTATGCCATGTTCAGTGTTTATGTCTTTCACAAAGGA
GCCCTACGTGCTGCAATGGGGGCCCGCCAACCAGATTGCTGTAAAGGAAGGAATATTCTC
CCTGACCAGAGAGGAGTGAAGGGGTTTGGCTATTCTCATCTAAATTTCCCTGACTTTTCC
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ACTGCATATATAATACAACTTCTTCTGAGGATCCTGACCGAAGCTGCTTTTGGTGGTGCC
CAATACTATCTCTTTGGATTCTGGGTTCCAAAGCAATTCTCC-TACCATTCTCCT-
ACAAGTGTGGTGGAT-TATATCTCCCGGCCCACAGAGAAATCAATAATGZ—\TGCTTTTT
ATTTGGGGAGTCAGTGCTCTATCCTTTCTTCTAAGTTTTGTTGACCTAATTTGTTGCATG
CAGAGATGGCTGAGACGGAAGCATTTGGCTAAACGGATGATGAAAAATGTTTGTGTCAGT
GAAGAGCATGGCTCCCCATACATCCCTCCTGGTCAAGCCAAGCACTGTTTGACCTCAGAG
GTAAGGCAGGAACCGCCACAGCTGGTGAAAAGGTTCAGTCAGATTAGTGAGAATGCTGGG
TGGCCTGAGTCTAGAGGGGAAGAAGATATATCTCTTCATCCTATGGTGTGGCCCAAAGAT
GTAGCTTCCAGGTCAAACCTTAATAGCCCAGGTCATAAGTCTTGCTCATCTGGAAGAATG
ACTTTTCCAGATGAAGATGGCAGCGAAGTGATGTCCAATGGCAGTGAACAGCAAGGGATA
GCTTCTAAAGAGATGCAAAGCAGGCCTTTCAAAGAGGTTCCTAGGTCCAAGGACAGCTCC
CAGCTTGGAGAGTTTGCCTCTGCCCCTCGAAGCCGACTTGGAGGACATTATTCATCCAGT
GAGCTGAAACCTTCTGCCTCTCAGGTGAGCTGTGGCAGCCCTAGCTACCTAAGGGCCAAA
AAGTCTGAATGGGTATGA

>Md-GJE1-XM 001380882 Splice sites
ATGTCTCTAAATTACATCAAAAACTTCTACGAAGGATGTCTCAGACCTCCTACAGTGATC
GGTCAGTTCCACACGCTTTTCTTTGGCTCAGTTCGAATGTTCTTCCTTGGAGTGTTGGGC
TTTGCAGTCTATGGGAATGAAGCCTTGCATTTTAGC-GATCCAGACAAGAGGGAAATC
AATCTCTTC-TACAACCAGTTCAGGCCAATAACTCCACAGGTATTCTGGGCATTACAG
CTAGTGACTGTACTGGTTCCTGGAGCTGCTTTTCATCTTTATGCTGCATGTAAAAGCATC
GATCAAGAAAGCATACTTCAGAGACCCATCTACACTGTCTTTTATATCCTCTCTGCCTTA
TTAAGAATAATTCTTGAGGTGATAGCCTTTTGGCTACAAAGTCATCTTTTTGGTTTTCAA
GTAAAATCTCTTTATCAT-GATGCTAGTTTGCTTGAAAAAAGATTGGGTATCATAAGA
-CTGGTCCCGGAACATTTTGAAAAAACCATATTTCTCATTGCCATGTACACATTTACT
GCAGTCACAGTGGCATTGGGATTTGCTGAAGTTTTTGAGATCTTATGTAGAAGATTAGGG
TTTTTAAGTGGATAG

Suppl. Fig. 4. GJC1like and GJAS connexin sequences from other marsupials and platypus
Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)

- Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turguoise: Splice site.

Other colors are explained where necessary.

>Sh-GJCllike-XM 003761914 Sarcophilus harrisii
ATGAGCTGGGCGTTCCTGACGAAGTTGCTGGAAGCTGTGACCCAGCATTCTACCTTGGTG
GGGAAACTGTGGTTGTCCGTGCTGGTTGTGTTTCGCCTAGTGCTGCTGGCGGTGGGTGGA
GAGGCCATTTACCGGGACGAGTTAAGTGGCTTCTCC-AATACAGCGCAACCGGGT-
CAAAATGTT-TATGACGCCTTCGCACCCCTCTCCCZ—\CGTTCGCTTCTGGGTGTTCCAG
ATCATCCTGGTCACTGCGCCCACCGTATTCTACTTGGGCTATGCGGTGCACCACCTGTCC
CGGCGCCGGAGGATCCAGAAGCAAGAAGAGGAAGAGGAGCCCATGCTCAAAAAGAAGTCC
GAGAAGTCCCATGATGATGGAGCCCACGATGGTCGCAAGAGGATCCGCAGGGATGGGCTC
CTGGGGCCCTATGTTGGGCAGTTACTGGTGCGGACTGCCTTGGAGGTGGCCTTCCTACTA
GGCCAGTACCTGCTCTATGGCCTGGAGGTGCCTCCCTCCTATGTC-GTGCGTAAGCCT
-CCCCACACCGTGGAT-TTTGTTTCTCGTCCCACGGAGAAGACCATCTTCCTGCTG
GTCATGTATGCAGTAAGTGGCCTCTGTCTCCTGCTCAACCTGATCGAGTTGCTGCATCTG
GGTCTGGGAAGTTTGAAGAAGGATAGAAGTCACAATGCTCCACTTTCTCATTCCAAGAAT
TTCCCACTGGAGCAGATGCAGAAACAGCTGCATCTGGTCCAGGAGCACCTGGACATGGCA
TTGCATATGAGCACACCTTTGGTCACAGCGCCTACCTATGCAGGCCAGTCTCCTTCCTAC
AACATATATGCTCAGCAAAATCTGCATAATCAAAGCGAAAAAGAGCCTCATTTCTCCAAA
ACAGATCAGTGA

>Koala-GJCllike-XM 020995466 Phascolarctos cinereus

ATGAGCTGGGCCTTCCTGACGAGGTTGCTGGAGGCTGTGACCCAGCACTCCACCCTGGTG
GGGAAGCTCTGGCTGTCCGTCCTGGTGGTGTTCCGCCTGGTACTCCTGGCCGTGGGCGGG
GAGGCCATTTACCGGGACGAGCTAAGTGGCTTCTCCHEEAACACAGCACAGCCAGGCHEE
CARRAATGTTHGETACGACGCCTTCGCACCCCTCTCCCACGTACGCTTCTGGGTGTTCCAG
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ATCATCCTAGTCACTGCACCCACCGTGTTCTACCTGGGCTATGCCGTGCACCATTTGTCC
CGGCGCCAAATGACCCAGGAACAAGAGGAGGAAGAGAGGGAGCCCATGATCAAAGAGAAG
TCCAAGAAGTCCGCTGAGGATGAAGCCCACGATGGTCGCCGGAGGATCCGCAGGGACGEE
CTCCTGGGAGCCTATGTGGGGCAGTTGCTGATCCGATCTGCCTTAGAGGTGGCCTTCCTG
ATGGGCCAGTACCTGCTCTACGGCCTGGAAGTGCCTCCCTCCTATATCHBECAGCGCAGC
CCTEBECCCCACACCGTGGACHBETTTGTATCTCGTCCTACTGAGAAGACCATCTTCCTG
CTGGTCATGTATGCAGTCAGTGGCCTCTGCCTCCTGCTCAACCTGATTGAGTTGCTGCAC
CTGGGCCTGGGAAGCATGAAGAAGGGTAGAAACCACCCTGCCCCAACTCGTCATTCCAAG
AGTCTCCAGTTGGAGCAAATGCAAAAACAGTTGCATCTGGTCCAGGAGCACCTGGACTTG
GCGGTGCATTTGAGCACACCTTTGGCCACGGTGCCTGCCTATTCAGGCCAGTCTCCATCC
TACAGCACATATGTTCAGCAAAACCGGCACATCCAAGCCCAAAAAGAGGCTCTATTGTCT
AAGACAGGTATATTTGGGGTAGATTAA

>0a-GJA9-XM 001512804 Ornithorhynchus anatinus (platypus)

ATGGGGGACTGGAATTTCCTGGGAGGCATTCTGGAGGAGGTCCACATCCACTCCACCATC
ATCGGARAGATCTGGCTCACCATCCTCTTCATCTTCCGGATGCTCGTCCTTGGAGTGGCA
GCTGAAGACGTCTGGAACGACGAGCAGTCCGGGTTCGTCHEEAACACCGAGCAACCGGGC
f@fAGAAATGTCBETACGATCGGGCCTTTCCCATCTCCCTCATCAGATACTGGGTCCTG
CAAGTCATATTTGTGTCTTCCCCATCTCTGGTGTACATGGGCCATGCTTTGTACAGACTG
AGGGCCCTGGAGARGGACAGGCARAGGAAGAAAGCTCAACTCARAGGGGAACTGGAGGCC
ACTGAGTTTGAAATGGTCGAGGATCGGAGARAGCTGGAGCGAGAACTCCGTCAGCTCGAG
CAAAGGAAACTCAATAAAGCACCACTGAGAGGGGCCTTGCTTTGTACCTACGTGATACAC
ATTTTAACTCGGTCTGCAGTTGAAATTGGATTCATGATTGGCCAGTATCTTCTCTATGGA
TTTCGGCTCGATCCTCTCTTTAAGHGHCATAGAGATCCABGHCCAAATACAGTCGACHEE
TTTGTATCGAGGCCGACAGAGAAGACGGTCTTCCTGTTATTTATGCAATCCATAGCGGCT
GCCTCTCTTCTTTTAAATGTTCTAGAAATTGTCCATCTCGGTTTAAAAAGAATCAAAAAG
GGATTTGAGAGACCCAAATATAAATATAAAATGAATGATGAATGTGAGGACTCTGATTTG
AGCGAGGCARRAAGAATTTCTGCAGCACAACCACCTTGTCTGGGCACGGCTACCAATCCA
CCCAAGACGCTCCCTTCTGCGCCTATTGGCTACACCGTGTTAGGGGAAAAACAAATGAAT
CCCACAGTGTACCCCGGCTTCAGTTCACCTTCAGTACTGCAGGCCCTTCAGGAAACTGGC
AAGAAAAGTCCGGCTAGTGACGAGAGAAATAAACCGTCTGACGAGACGTGCCTGAGTAGC
ATCGTGGAGGGTTATCCTGCGAACGCCAACTTGAGTCACAGCGAAGGGATAATCAGCGTG
GTGAGGGCAGAGATCGGTGGCACTCACAAGCAAGAGAACACCACCACCGGCCACCAGGCT
AATTTCGAAGCTGCCGTCCATCTGGGCTATCGGCCGGAGATGCCATTGGGGGCTGCCCTA
TACCCTTCACTGCAACCCGAAATGACTTTCTCCCCGCCAACCGATTGCACCCGCACAGCA
CGGAGCCTAAGCGACCCCTGGAACGGTTCGACGGGGGGTCTTCAGAGCAGAGGGTCACCT
CCCAGAGGTAACCTCAGGAGACAGAGCCGAGGGAGCACCGGCAGACCCCGAGCCCTCTCC
CGGGCGGACTCCCGACCACCCAGTAGGTCAAACAGCTCAGACTCTCCGGGGGAGATGAGC
TCGGGATCCAAACCCAGCARAAGCTGTGACAGTCCTAGGGTTTTCCCACTTTCTCGGCGA
ATCTCTCTGGCGACTTGCAGCGTTAGCAGCAGGCGGGCCCCGACCGACCTTCAGATCTGA
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Suppl. Fig. 5. Zebrafish (Danio rerio) connexins.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
- Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turquoise: Splice site.

Other colors are explained where necessary.

>Dr-cx43-NM 131038
ATGGGTGACTGGAGTGCGTTGGGAAGGCTTCTTGACAAGGTGCAGGCCTACTCCACGGCC
GGAGGGAAGGTCTGGCTCTCTGTGCTCTTCATCTTCCGGATCCTTGTTCTGGGAACAGCA
GTGGAATCGGCCTGGGGTGACGAGCAGTCAGCTTTCAAGHGEAATACCCAGCAGCCTGGT
FG8cAGAATGTCEEETATGACAAATCGTTCCCCATCTCGCACGTGCGCTTCTGGGTGCTT
CAGATCATCTTCGTGTCCACGCCGACGCTCCTGTACCTGGCGCATGTCTTCTACCTGATG
CGAAAGGAGGAGAAACTCAACCGTAAAGAAGAGGAGCTGAAGGCCGTGCAGAACGACGGC
GGCGACGTTGAGCTCCATCTCAAGAAAATCGAGCTCAAGAAGTTTAAGCATGGCCTAGAG
GAGCACGGCAAGGTGAAGATGAAGGGTAGCCTGCTCGCECACCTACATCTTCAGCATCATT
TTCAAGTCCATCTGTGAGGTGGTCTTCCTGGTCATCCAATGGTACCTCTACGGCTTCAGC
CTCTCTGCCGTGTACACABBECAACGCACGCCTHEGECCTCATAGGGTGGACHEGETTCCTT
TCTCGGCCCACCGAGAAGACCATCTTCATCATCTTCATGCTAGTGGTTTCGCTCTTCTCG
CTTTTGCTCAACATCATCGAGCTCTTCTACGTGCTCTTCAAACGAATCAAGGACCGCGTC
AAAAGCCGACAAAACACACAGTTTCCCACTGGCACTTTGAGCCCCACGCCGAAGGAACTG
TCTACGACCAAATACGCGTACTACAATGGTTGCTCCTCACCAACTGCACCGCTCTCACCA
ATGTCACCTCCAGGCTACAAACTGGCCACCGGCGARAGGACCAACTCTTGCCGCAATTAC
AACAAGCAGGCTAATGAGCAGAATTGGGCCAACTACAGCACAGAACAGAATCGCTTGGGC
CAGAATGGCAGCACCATCTCCAATTCACATGCACAAGCCTTCGACTACCCTGATGATACA
CATGAGCACAAGAAACTGACGCCAGGGCATGAGTTGCAGCCATTGGCGTTGATAGATGCA
CGGCCGTGCAGCCGTGCCAGCAGCCGCATGAGCAGTCGAGCGAGGCCTGATGACCTGGAC
GTCTAG

>Dr-gjallike-XM 688906
ATGGGTGACTGGAGCGCACTGGGGAAACTTCTTGACAAGGTCCAGGCGTACTCCACTGCT
GGAGGCARAGTCTGGCTCTCCGTCCTCTTCATCTTCCGGATCCTGGTGTTGGGGACGGCG
GTGGAGTCCGCCTGGGGAGACGAGCAGTCGGCCTTCAAATGEAACACGCTGCAACCTGGA
f@fcAGAACGTGEBETATGATAAGTCCTTCCCCATCTCCCACGTGCGCTTCTGGGTGCTG
CAGATTATATTTGTGTCCATGCCGACCCTCTTATATCTCAGCCATGTGGTGTTCCTTATG
AACAAAGAGGAGAAACTGAATAAAAAAGAGGACAAACTACGAGACATCCAAAGCAAAGGC
GGAGATGTGGACGTGCTCCTGCGCAAAATCGAAACGAGGAAGTTCAAGTACGGATTGGAG
GATCACGGGAAGATCAAGATGAGGGGAGGGATATTTTACACGTATATAGTGAGCATCGTG
TTGAAGTCCGTATTTGAAATTGTCTTCCTTTTAATACAGTGGCATCTTTACGGATTCAAG
CTGTCGGCTGTTTATACGEGEGAGAAGTTCCCTEGHCCGCATAAGGTGGACHEGETTTCTG
TCCCGTCCCACAGAGAAGACAGTTTTCATCATCTTCATGCTGGTCGTCTCGCTGGTCTCT
CTGGCTCTCAACGTATTTGAGTTTTTTTATGTGATTTTTAAGAGAATGAAAGACCAAATT
AGGGAGTCTGAGAAGAAATTTGACAGTGCCTGCAATATCAAGCCCTGTCCGAGGAATCTG
TCCGGCTATGAGTATTACAATGACTGCTCGGCCCCCGTCCCAAATCTAGGCTACAATCTA
GACACTGTCGATAAATCCAACTCCTCTGATAATTACGACAAGCAGGCTAATGAGCAGAAC
TGGACTAATTACAGCACAGAACAGAACCAGTTGGGTCACAGCCAGCGCTTTCCTTACCCG
GAGAAAGTGACTCTAGGGAAGGATCTTCTGCTGCTAAAAGAGCTTGAACCTCGACCCAGT
AGTCGAGCGAGCAGTCGAGCCAGGCCGGATGATCTTGACATCTAG

>Dr-gja3-NM 207642

ATGGGTGACTGGAGCTTTCTTGGGCGGCTCTTGGAARATGCGCAGGAACACTCGACAGTG
ATCGGCAAAGTCTGGCTGACGGTACTCTTCATTTTTAGGATTCTGGTGTTGGGAGCGGCA
GCTGAGGAGGTCTGGGGCGATGAACAGTCGGACTTCACCHBEAACACTCAGCAGCCTGGC
FETGAGAACGTCEBETACGATGAGGCCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTC
CAGATCATCTTCGTGTCCACGCCGACGCTCATCTACCTGGGCCACGTCCTGCACATCGTT
CGTATGGAGGAGAAGCGGAAAGAGCGTGAGGAGGAGTTGCGAAAGGCCAGCCGGCTCCAG
GAGGAGAAAGAACTCCTGTATAGAAATGGAGGGGGAGGGGAGCCTGGTGGACGGGGTGGG
GGCGGCAARAAGGAAAAGCCGCCAATCAGAGACGAGCATGGCAAAATCCGCATTAGAGGT
GCCTTGTTGCGCACCTACGTGTTCAACATCATTTTCAAGACCCTGTTTGAAGTGGGGTTC
ATTTTAGGTCAGTATTTCCTCTATGGTTTCCAGTTGCGGCCCCTGTATAAGHGHGCGCGG
TGGCCTEEECCCAACACGGTGGACHBET TCATTTCCCGGCCTACAGAAAAGACCATCTTC
ATCATATTTATGCTTGTGGTGGCTTGCGTGTCCCTTTTGCTGAATTTGT TAGAAATCTAT
CACCTCGGATGGAAGAAGGTCAAACAGGGCATGACCAATGAGTTTGCCCCGGACCGTGAA
TCGCTGCCTGAGGCGGACGAAGCTGAGCCCGAGTCCCCCAGAACTGCGCCTCCAACCCTC
AGCTACCCGCCAGACTACACGGAAGTGGCGGTGGCGGGTGGCGCGTTCCTCCAGCCTGTG
TCAGCGCCCTCCACCGCAGAGTTTAAGATGGACCCTTTGCGCGAGGAGCTTGAGGAGTCC
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TCACCTTTCTACATCAGCAACAACAACAACCACAGGCTAGCTGCTGAGCAGAACTGGGCC
AACCTGGCCACCGAGCAGCAGACTCGGGAGATGAACGCCACCTCCCCCTGCTCTTCCTCC
TCATCTTGCTCCTCTGATAACGTACGGCAATCCAAAGATGCCGCTCAGCTTGCCAGCACC
CCCTCCTCTGCTGGTGGTGGTTTAAGCACTGGGCCGGAGGAGGGGCACGTCACCACCACG
GTGGAGATGCACGAGCCGCCCGTCATTTTCACTGACGCTCGACGACTGAGCAGGGCTAGT
AAAGCCAGCAGTGTGAGAGCGAGGCCCAATGATCTGGCGGTGTAG

>Dr-cx39.9-NM 212826
ATGGGAGACTTTAGCTCTCTTGGGAAGCTTTTAGAAAGCGCCCAGGAACATTCTACAGTG
GTGGGCAAAGTCTGGCTCACCGTCCTATTCATCTTCCGTATCTTGGTGCTCAGTGCTGCC
GCAGAGAAGGTTTGGGGTGACGAGCAGTCTGGCTTCACCHEGHGACACCAAACAACCTGGT
f@fcAGAATGTGEGETACGATGTAACCTTCCCCATCTCTCACATCCGATTCTGGGTGCTC
CAGATCATCTTCGTCTCAACCCCAACACTGATCTATCTGGGCCATATCCTCCACCTGGTG
CGCATGGAGCAAAAACTAAAAAGCAATGAAACAAGCGGAGCAGACARACAAGCACTTCTG
GGCCACAAACCARAAGGTCCCATACGTGATGAACAGGGGAAGATCTGTCTGAAGGGAGTC
TTGCTGCGCACGTATGTCTTCAACATCATCTTCAAAACACTGTTTGAGGTGGGCTTCATT
GTGGCACAGTATTTCCTCTATGGATTTGAGCTCAAGCCTCTGTACACCHEBEAGCAGGTGG
CCTEGECCAAACACTGTCAACHGETACATCTCGAGACCGACAGAAAAAACCATCTTCATT
ATTTTCATGCTGGCCGTAGCCTGTGTCTCTCTGCTGCTCAACCTGGTGGAGATGTATCAC
CTGGGCTTTACCAAGTGCAGACAGGGTCTCCGTTACCGGCGTGCTCACTCAGTCTGCGAC
ACTGAGTCTAAAGTGCCTAGTGAGGACGTTGTTGTTCCTTTTGTGCARAAATTACCCTTAT
TTTCCTGCTCACGCACCTCCTCCGGCTTCCTTTCCCACAGAGCCGCACTTCAACCTCTCA
GAACCTGATGGGACCTTTCCGGTTCATAACAGCCGCTCTGTTTACAAGCARAACCGAGAG
AACATGGCTGTAGAGCGCAACGGCAAACCTGACACTGCTGATGTTAAGATCAGCAAAACA
GTGAGCTCTGTACCCGGATCACCATCAAGCCAGCAGCGCAGGCCCAGCCATTCGAGTCGC
TATAGCAGCAACAAGACCAGGATGGATGACCTCAAAATCTGA

>Dr-cx39.4-NM 001044823
ATGTCCAGAGCTGACTGGGGGTTTCTGGAGCACCTGCTAGAGGAAGGCCAGGAGTACTCG
ACGGGCGTAGGACGCGTGTGGCTGACCGTCCTCTTCCTCTTCCGCATGCTTGTGCTTGGC
ACGGCTGTGGAATCTGCATGGGACGACGAGCAGTCTGACTTCGTCHBEAACACCAAACAG
CCCGGCHEHGAGTCCGTCBETATGACAAGGCCTTCCCCATATCCCACTTCCGTTACTTT
GTCCTTCAGGTCATCTTCGTCTCAACTCCGACCATTTTCTACTTCGGCTACGTGGCCTTG
AGGGCTAGAAATGAGAARGAGGCCAGAGGAAAAGCTGGAGGAAGATGGCAGAAGGCATAGA
CATCGAAAGACCAACGCCTGTATATTAGAAGTAATAAAAGAGGAAGACGAAGATGGGAGT
GAAACTGAAAAGAACCGCAAAGCGCTGGAACCTCCAAAGCTTAAAGGGAAACTGCTGTGE
GCTTACGCGGCGAGCATAATAGTGAAAGTTCTCATCGAAGT TGGCTTCATCCTGGGTTTA
TGGATACTTTATGGGTTTGTGATCGAGGCCAAGTACGTGHEGEGAGAGGCTTCCCHEECCT
CACACGGTTGACHEETTCGTCTCACGACCAACAGAAAAAAACATCTTCACCATATACACA
CAAGTCATCGCCGTAGTGTCGATTCTCCTCAACGTTGTGGAGCTTTTCCATCTGCTTCAG
TTGGTGATAACACGTCGACTAGAGAAGARATATCAGGCAGAGGTGCAGATTCATAATAGA
GTTAGAACAGCACCATCTAAAGCTCAACAACCATCATTTGAGGAAAGGAACCATCTCTTT
CTTCCTGTAGCACATGGTGGATACCCTACCGAAGGGTTGGATTGGGAAAAAAGAGACCCT
TCCTTGGCAGAAGACATGCTTCCAAGCTACTCAAACTGCATTAGGAATATGAAGCCTGCA
ATAAACAAAAACAATCTTCCTAAAAAGCACCTCAAGGCTGATGACAAACCGAGACATTAT
GTTTGA

>Dr-gja5a-NM 001007213

ATGGGGGACTGGAGTCTCTTGGGTAATTTCCTCGAAGAAGTGCAGGAGCACTCTACGTCG
GTTGGGAAGGTGTGGTTAACCGTGCTGTTCATCTTCCGTATCCTGGTGTTAGGCACAGCG
GCAGAGTCATCATGGGGCGACGAGCAGTCCGACTTTATGEGEGATACTCTACAACCTGGT
fG8ACCAATGTCEBETATGACCGAGCTTTCCCCATTGCTCATATCCGCTACTGGGTGCTG
CAGATCGTCTTCGTATCGACACCCTCCCTCATCTACATGGGCCATGCCATGCACACCGTC
CGCATGGAGGAGAAGAGAAAACAARAGGAGCAGGAGGAGAAGGCAGAGGCGGGAARAGGA
GAGAAGGAGTATCTGGAACATAAAGAGAAATTCGAAAATACAAAGACAAAAATCCACCTG
AAGGGGGCACTGCTGCAGACATATGTTCTGAGCATTGTGATCCGCCTGGTCATGGAAGTG
ACCTTCATTGTGATTCAGTACATGATGTACGGGATCTTCCTGGATGCTCTGTATCCAGE
TCAATGCTTCCCEGECCCAACCCTGTGAACHBETACATGTCCCGTCCAACTGAGAARAAT
GTCTTTATTGTGTTCATGCTGGTGGTTGCAGCTGTTTCGCTCCTCCTCAGCGTCATAGAG
TTATATCACCTTGGATGGAAACAGTGCAAAAAATGCCTTAGGAAACATGCTGACAAGCAT
GCCAATGACAAAATTCAAAACGTCAAAGCTGTTTCTGCAATTGAACCGATCAGGACAAGC
ATTCCAATGGATCTGGCTGAGAACATCCAGCCTCGTCTTTCTCARACCTGCACTCCACCT
CCAGATTTCAACCAGTGCTTAAGATCAAACCAAGGTCCAACATCTCCTCCACATCTTCAT
TCTCACCATCTTCATCACATCCACCAAACCTGCCAGCCCTTCACCAACCATCTGGCACAC
CAGCAGAACTCCGTCAACATGGCCGCCGAGCGGCATCACCACAGCCATGATGGCCTGGAG
CCAGCCGTGGACTTCCTGCAGATGCATTATGGGAGTCCTGAGGCTCGGGTTCGAAGTGAR
ATGACACCCAGTACCCCTTCCACACCATCCTCCCATCCAGGGTTCTTCAGAGACAAGCGC
CGGCTTAGCAAGACCAGTGGTACTAGTAGTAACCGACTCAGACCAAGTGATCTGGCCGTG
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TAG

>Dr-gjaSb-NM 001034988
ATGGCCGACTGGAGTCTGCTGGGGAGCTTTCTAGAAGAAGTCCAGGAGCATTCAACCTCG
GTGGGAAAGGTGTGGCTCACTATTCTTTTCATCTTCCGGATCTTGGTACTAGGCACGGCT
GCTGAATCCTCGTGGGGCGACGAGCAGGAAGACTTCACCHBEGACACAGAGCAGCCCGGC
EGECAGAACGT TEGHTACGACCGAGCCTTTCCTATAGCGCATATACGCTTCTGGGTGCTC
CAGATCGTGTTCGTGTCTACACCTTCTCTGATCTACATGGGGCACGCAATGCATATCGTC
CGCCGAGAGGAGAAGAAGAGGAAAGAGCTGGATGATGAAGGAGCGCAGAGAGATGGAGAA
AAGTACCCAGAAGATGACAAGAACAAGGAGGACGAAGGTGGAGGTAGGAGGGTACGATTG
AAGGGTGCGTTGCTGCAAACATACGTCCTCAGCATCCTCATCCGCACTGTGATGGAAGTG
ATCTTCATCATAATCCAGTACCTGATCTACGGAGTCTTCCTTAGTGCACTCTATGTGHGH
AAAGCCCCTCCGEGHCCACATCCGGTCAACHBETACATCTCCAGACCAACAGAGAAGAAC
GTGTTCATTGTCTTCATGCTAGCAGTAGCAGCGGTGTCACTGCTGCTTAGTATCGTGGAA
CTGTATCATTTGGCATGGAAGCAGTTGAGGAAGTATGTGCACGGATACAAGGCTTCCARA
CAACGACCAAACACGCCGTCCACCATGCCTGCACTTTCACCAAATCCGTCCACCCCAAAC
CGAGCCTGCACCCCACCTCCAGACTTCAACCAATGCTTGACCTCGCCACCATCTTCTCCT
ACTTTACAGACACACTCGCTTTTACATCCGACCTGCCCTCCATTTCACGACCGACTGGCG
CACCAGCAGAACTCTGCAAACATGGTCACTGAAAGGCACAGAGGACAAGACTACTTAGGG
GTCAACTTCTTGAGCTTCTCACAGACACCTACAGAGACTCCCAACTCCTGTGCCTCACCT
TCATTCCTGAGCAGTGATTTTGAGGACAAGCGAAGGT TTAGTAAGAGCAGCGGGACCAGC
AGCCGCATGAGACCGGACGACCTTGCGGTATAG

>Dr-gja8b-NM 131809
ATGGGTGACTGGAGTTTCTTGGGCAACATCCTCGAGGAAGTAAATGAGCATTCGACGGTA
ATCGGTAGGGTGTGGCTCACGGTCCTCTTCATCTTCCGAATCCTCATCTTGGGCACAGCC
GCAGAGTTTGTGTGGGGCGACGAGCAATCGGATTATGTGGEAACACGCAGCAGCCGGGT
fG8GAGAACGTTEBETACGACGAGGCCTTTCCCATCTCGCACATTCGCCTCTGGGTGCTC
CAGATCATCTTTGTTTCCACACCCTCATTAGTGTACGTGGGCCACGCCGTGCACCATGTA
CACATGGAGGAGAAGCGTAAGGAACGGGAGGAGGCTGAGCTCAACCGGCAGCAAGAGAAC
GAGGAGAGGCTGCCGCTGGCGCCTGATCAGGGARGCGTCCGTACGGCCAAGGAGACGAGC
ACARAGGGCAGCAAGAAGTTTCGTCTGGAGGGCACTCTCCTGAGGACCTATATCTGCCAC
ATTATCTTCAAGACTCTCTTTGAGATCGGCTTTGTGGTGGGTCAATACTACTTGTACGGC
TTCCGAATCTTGCCACTCTACAAGHBEAGCCGTTGGCCGEEECCARACACGGTTGACHEE
TTCGTCTCAAGACCAACCGAGAAAACCGTTTTCATCATCTTCATGTTAGCTGTGGCCTGC
GTCTCACTGTTCCTCAATTTTGTGGAAATCAGCCATTTAGGCTTAAAAAAGATCCACTTT
GTGTTTCGTAAGCCGGTGCGGCCGCAAGTCGAGGGACCAGGAGCAGCCGARAAGGCATTG
CCTTCCATAGCTGCCTCATCGATCCAGAAAGCCARAGGTTACAAGTTGTTGGAGGAGGAC
AAATCCACGTCGCACTTCTTTCCTCTGACTGAGGTTGGGGGGATGGAGGCTGGACGCCTG
CCGGCTTCATATGAGCCATTTGAGGAGAAATCTGACGAGGCCATGGCACCTAAGAAAGAC
ATGTCTAAGATGTATGACGAAACGCTGCCCTCTTACGCCCAGACGACCGTGATTGGACCG
AGTGCATCGTCAGGAATTCTGCGCAGGGATGAAGATGAGGACGAGTTGGCTGTGGAGGCA
GACATGGAGGCCAGCGAGACGATAGAAGATACACGACCGCTCAGCAGCCTGAGCAAGGCC
AGCAGTCGCGCAAGGTCAGATGACTTGACGGTATAA

>Dr-gja8a-NM 001128350

ATGGGAGACTGGAGCTTCTTGGGTAATATTTTGGAGGAAGTARATGAACATTCAACTGTG
ATTGGTCGTGTTTGGCTCACAGTACTATTCATTTTCCGAATTTTAATTCTGGGCACGGCT
GCTGAGTTTGTCTGGGGAGACGAGCAGTCCGATTACGTGEGEAACACTCAGCAGCCAGGA
[fE8GAGAATGTGEGETATGATGAGGCCTTTCCAATCTCTCACATTCGCCTATGGGTGTTA
CAGATCATCTTTGTATCCACACCTTCACTTGTATACGTGGGCCATGCTGTCCATTACATC
CACATGGAGGAGAAACGAAAGGAGCGGGAAGAAGCTGAGGTCAGCCACCAGCAAGAACTT
TGCGAGGAGCGCCAGGCAATGGATCAAGGAAGCGTTCGCACTGCCARGGAGACCAGCACG
AAGGGGAGCAAGAAGTTTAGACTTGAAGGAACCCTGCTGTGCACCTACATCTGCCATATC
ATCTTCAAAGCTCTGTTTGARATAGGCTTTGTAGTGGGACAATATTTCCTTTATGGGTTC
CGCATCCTGCCTTTGTACAAGEGEAGTCGTTGGCCATGECCTAACACAGTGGACHEGETAC
GTCTCCCGGCCCACCGAAAAGACCATCTTCATCATTTTCATGCTTGCAGTGGCTTGTGTT
TCACTGTTCCTCAACTTTGTGGAGATTAGCCACCTCGGCTTGAAGAAGATCCGCTTTGTG
TTCCACCGACCAGCTCCAGCACAGTTAGAGTCGCTTGGACCTCCTGAGAGGAGTTTACCG
TTTCTTCTAACCACCCCTGTCCAARAAGCCAAAGGCTACAGGCGCCTCGAAGAGGAGAAG
AAAGACGAGGTGGCTCATATCTATCCACTAGCTGAGGTTGGGATGGAAGAGGGACAGTTC
TTCTTACCTCAGCTGGAGAAGGAGCAGAAAAGCAGTCAGGAGGCAATTCTGCCAACAGCG
CCACCTGTAGAGGAGACAATTATATGCGATGAGACTCAACCCTCCTTCCTTCAGGTCACA
GAGACATTACCAGAGCTCCCAACTGAAGAGCCGCCTAGGGAAGGAGATGAGGTAGACAGT
CTAAAAACTCCAACAGTGCTCCCAGAAGTACTAGAGGAGCATTCAGAAGGGGAAAGCGTG
GAGGAAACATATTTAATTTCACTTGAGGAGAATTTGGATGTAGATGTAGGGAAAGTGGTG
ACTGAAGAAAAGTTGCTAAGAGAGAGTAGCTTAGTAGATACTGAGCCAAAACAAGAGGAA
AACCTTTCAGGAGATGGAGAGGAGAAGGAAACCTCACAGGARATTGGGGAAACAGAGGAT
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AGCAACTTTCCAACCAAAAGGCTGAAGGAGGAAGAGGGTTTACCTGATGTGGTTGAAGAA
GCATCTGATGAAGAGAGAGAACTTTGTGAGCTTGAGCCTTTTGTGAATGAGGACACTGTG
GAGGAGGTGAAAACTTTAGATGATGTGAATCCTGACGATCTGGATATGTCCAAAATATCT
GAAGGAGAACAAGAGTCTGAGGCTTTAGCGGAAAATGTAGCATCAAATCTTCCTGACATA
GCGCCTATTGGGGATGAAGTGGATATGGGAAGGGACAAAGCTCAGAGTGATGTAGATGAT
AAAGAAGATGGAGTTCAAAGTGATGTAGTAGACTCAGGAGTTTTAGAAGATTTAGTGGAG
ATTAAAAAGGTCAGAGCTCTAGATGATCTACAAGATGCAGAAGATTGTTGTCTAGATATA
GATAAGAACGATCCTTTAGAAAATGAGGATATACCTCTTGACACTGCAGTCAATACAAGT
GGAGAGGATCTAGATAAACCTCTAGGACTTTCAGGTGACACTAACCAGTTGAAAACTTTG
AGGAAGGAAGAGGTATCATTGGGGATAGAAGATCCACAGGAGGTCAAAGGCTCTGAGTTG
GAAGAGTCAAGACAAGAAGATGAGTCTGTGAAAACTGGAGACCTTGAGAAGGAAGAATAT
TCTGAAGAATCAAAAGCCTTGGAGGCTTTAGAGGAGATGATAGATGCTCCACTTGTAGCT
CTAGATTTAGAACCAACAGAGGAAACAAGATCTTCAAGTCGTCTCAGCAAAGGTAGCAGC
AGAGCCAGGTCAGATGATCTAACTATATGA

>Dr-cx55.5-XM 021466745
ATGGGAGACTGGAACTTTCTTGGTGGGATTTTGGAAGAAGTGCATATCCACTCTACCATG
GTGGGAAAAATCTGGCTCACAATCCTCTTCATATTTCGCATGCTGGTGCTTGGTGTGGCA
GCGGAGGATGTGTGGAATGATGAACAGGCTGACTTTATCHGEAACACCGAGCAGCCTGGT
FG8cGCAATGTGEGETATGATAAAGCTTTCCCCATTTCCCTAATCCGTTACTGGGTTCTG
CAGGTCATATTTGTGTCCTCTCCCTCACTGGTGTACATGGGCCATGCCCTCTACCGCCTC
CGTGCTCTTGAGAAGGAGCGTCAGCGCAAAAAGATGGCACTGAGACGAGAACTTGAGGGT
GTGGATGTGGAGATGGCGGAGGTACGGCGCAAAATAGAACGTGAGCTTCGGCAGATCGAC
CAGGGGAAATTAAACAAGGCTCCATTGAGGGGGICTCTTCTGCGCACATACGTGGCTCAC
ATAGTCACCCGCTCAGCTGTAGAAGTATTCTTCATGACAGGACAATATGTTCTGTATGGG
TTTCAACTGAATACACTGTACAAAFGHGAACGGGAGCCTHGECCCAATGCAGTGGATHEE
TTTGTATCTCGACCCACTGAGAAAAGCGTCTTCATGGTGTTCATGCAATGCATAGCTGGC
ATTTCATTGTTCCTCAACATTCTGGAGATCCTGCACTTGGGGTACAAGAAACTTAAAAAG
GTCATTCTGAACTACTATGCACAGCTGAGGGATGATCCCAATGACAGCTACTATCCCAAC
AAAGTGAAGAAAGATTCTGTTGTGCATCAGACATGCATTGGCACCTCCACTGGCCGCAAG
GCCACCATTGCTTCTGCACCCAGTGGATACAACCTTCATCTTGATCGACCACCTGATGGA
GCTGCCTATCCTCCTTTGATTAACCCATCCTCTGCTTTCTTGCCTGTTCAGGGTGATTTA
CCAGCTAAAAACGGTGCTGATGAACCAAAGTACTTGCAGAACAGTCCCACAGAGCACAAC
AGCAATTCAAACAATACCAGCAGTGACTCGCACTCACCACCTTGCAACTCTGTCACTCCA
CCCAAGCAAGACGAAGGGGAAGATTCTGTCCAAACTTTACCACTGCACAAGAAAGGGCAG
GAGTCTAAGTTATCAGAGTCATCGAGCCACACCAGAGAATCATCTCATGCCTCATCCAGC
ATGGTAAAGAAACCTTGGAAGGGTAGTGCTCCCTGGAATTGCTCAACAGTCGTAGAAGGT
AATGGCTCAGACTCAGATTCCCTGGAAGGCTCCAAAGCTCGTTGTCCTTATTCTGCTGTG
CGGGCACGTACCTCATCCAGGTCTGATACCAAGCTGAGCAGGCCCACCTCCCCTGATTCA
GTCGAAGAATCGAGCTCTGAGTCACGGCATAGTCCACGAGCGTCACCAAGCCATCGTGCC
TCATTGGCCAGCAGTTCCAGCAGCAGACGAGCAGCTCCCACAGACTTACAAATTTAA

>Dr-cx52.9-NM 207093
ATGGGGGACTGGAACTTCCTGGGGGGGATTCTGGAGGAGGTGCACATCCACTCCACTATG
GTGGGAAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTGCTGGGCGTTGCG
GCGGAGGACGTGTGGAACGATGAGCAGTCCGACTTCATCHBEAACACTGAGCAGCCCGGC
ff88cGcAncGTCEBETATGACCAGGCCTTCCCAGTGTCCCTGATCCGCTACTGGGTGCTG
CAGGTTATCTTCGTGTCCTCACCCTCGCTGGTCTACATGGGCCATGCCATCTACAAGCTG
CGCGCCCTGGAGAAGCAGCGCCACTGCCAGCGTGTGACCCTGCGGCGGGAGCTGGAGACG
GTGGAGCCGGAGCTGATGGAGACGCGGCGGCGCATCGAACGGGAGCTGCGGCAGCTGGAG
CAGGGCAAGCTGAACAAGGCTCCGCTGCGGGGCECEETCGCTECECACATATCTGGCCCAC
GTGCTGACCCGCTGCGTGCTGGAGGTCTGCTTCATGATGTGCCAGTATCTGCTATATGGA
CACCGGCTGCAGCCGCTCTACAAGHEGEGACCGGCAGCCGEGECCAAACGTGGTGGACHEEE
TTTGTGTCTCGGCCCACGGAGAAAAGCCTGTTCATGGTGTTCATGCAGGGCATCGCGGCG
GTGTCGCTGTTCCTGAGCCTGCTGGAGCTCCTGCATCTGGCCTATAAGAAGCTGAAAAAG
GGGCTGCGGGACCACTGCCCTGCCCTCAGAGACGGGCCAGCGGACTCCAGTGCCCCCAAT
AGGAACTCTGTGGGACAGCAGGCTCGCAAGGCCACCATGCCCATGGCACTCAGTGGGTAC
ACCGCACTGCTGGAGAAACAGGGCAATGGCCCCACGTACCCCTCAATCATACACCCGCTG
TCTGCCTTTGTGCCGATCCAGGGCCCGTCAGCACCAGACATGGAAAACCGGGATGCCCTG
CGCAGCCCGCTGGAACACAACAGCTCCAACAACACCAGCAGCGGGTCCCGGTCTCCATTG
GTGCAGGAGCGTGGTCCAGCTGCGTCCCCCAGCGACTACCACACGCTCCCCCAGACAGAC
TCCTTGCCCCTGATAGCCACACTCCCCCTGACGGACCCCCTGCCCCAGATGGATTTGTTC
CCCTTGAGGGATGCAAGCTCTTGTCCAGCTGTCCTGCACAAGCAGCGGCGGGTCAGTCCG
CCCTGGAACTGCAGCACTGTGATGGAGAGCACCGGCTCGGACAGCGGAGACTCCAGCAGT
GGTGGGCTCAGTCAGGGAAGGAGGACTCGCTGTGGCCGGTCCGTGTCCCGCTCAGACCTG
CGGCTCACGCCGGACTCACAGCCTCACTGTGCTGCAGAAAGCCCCTCACTCTCACCCCAG
CGGCAGCGGCCAGCGATAGGCAGCAGCAGACGGGCAGACCTGCAGATCTGA
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>Dr-cx52.6-NM 212819
ATGGGAGATTGGAACTTGCTTGGGAGTATCTTAGAGGAGGTTCACATTCACTCCACCATT
GTGGGCAAAATCTGGCTTACCATTCTTTTCATTTTCCGCATGCTCGTACTTGGGGTTGCT
GCGGAAGACGTATGGGATGATGAGCAAAGTGAGTTTGTGGEAACACAGAACAGCCTGGA
FE8AAGAATGTCEEETATGACCAAGCGTTCCCGATATCCCTCATCCGATACTGGGTCTTG
CAGATCATCTTTGTCTCTTCGCCATCTTTGGTGTACATGGGACACGCACTCTACCGGCTC
CGAGCTCTGGAGAAAGAGCGGCACAAGAAGAAAGTCCAGCTGAAGGTGGAGCTGGAAGAG
AGTGAGGCTTTGGAAGAACACAAAAGAATTGAAAAAGAGCTTCGGAAGCTGGAGGAGCAG
AAGAAAGTGAGGAAGGCCCCTCTGAGGGGTECCTTECTECECACATATGTGTTCCATATC
TTAACCAGGTCAGTGGTGGAGGTGGGATTCATAGTGGGGCAGTACATGCTCTACGGTATC
GGACTGACGCCGCTGTACAAGHEGHEGAGCGTGATCCTHEECCCAACAGTGTAGACHEBETTT
GTTTCTCGGCCGACAGAGAAGAACATCTTCATGATTTTCATGCTGGTCATATCAGGAGTG
TCCTTGTTCCTCAATCTCCTGGAGATTTTCCACCTTGGTGTGAAAAAGATCAAGCAGACC
ATATATGGATCCATGTACAGCGACGACGACAGCATTTGCAGGTCAAAGAAAAACTCCATG
GTCCAACAAGTGTGCTTCCTTACAAATTCCTCACCACAAAAACAGTTGCATTTGACACAC
ACTTCCCTTGCCATGGCACCTGATGGACAGATGGTACCTTTGCCTATCTATATGCAGACA
GCTGGTCATGTAGTGTCCAACATTAACCCAAATGGATCTGTGCAGCCTCTGAGACAGGAC
CGTCTTCCAAGCCAACCCGAAATTCAAGTTCTTCAACAACTGGGAATCAAAGAACGAAGG
TCCATTCCAGACAACCGTCTGCAATCCTGCAGCAGTGAGGATTCTGGCCCCARAGGTTCC
GAACCACCGAAATATTCTCAGCAGCCCCGAGCTTCATTCAGAGCCAGTCATATAGAAATA
CCAGCAGCATTAAGGAAACACAGCCGTGTTAGTCAGTGTAAAGACTTCAGTGAGGAGAGT
GATTCGGTGGAAAGTGGGAACTATCCTACTGCCAGGAAAGCCAGCTTCATGTCAAGGGGA
CTTTCAGAGAGCCCGTCTGAGAGTGCAGCCTCCAAGAGTGGATCAGACACAGAGGCCAAC
CGTATCACTCAAGGGGAGAGTCCCGCTATGACACCACCCCCTGCAGCAGGACGTAGAATG
TCAATGGTAAGAAAATTCTGA

>Dr-cx52.7-XM 021467222
ATGGGGGACTGGAACTTGTTGGGGAGCATTTTAGAGGAGGTTCACATTCACTCCACCATC
GTGGGTAAAATCTGGCTGACCATCCTGTTCATTTTCCGGATGTTGGTTCTTGGTGTTGCG
GCAGAGGACGTTTGGGTGGACGAGCAGAGCGAGT TCGTCHBBAACACGGACCAGCCTGGA
f862nGAACGTCBETACGACCAGGCATTCCCAATATCGCTCATTCGCTTCTGGGTATTG
CAGATCATTTTTGTTTCCTCGCCTTCGCTGGTGTACATGGGACATGCTCTGTACCAGCTA
AGGTCTTTAGAGAAAGAACGGCACAGGAGGAAAATCCAGCTGCGAGCAGAGCTGGAAGAG
ACCGAGCCCCTCTTGGAGGAGCACAGAAAGTTGGAGAAGGAACTGAGGAGGTTGGAAGAG
CAGAAGAAGATGAAGAAGGCTCCTCTAAGGGGCECCTTCCTTCCTACATATATTATTCAT
ATCCTCACCAGATCAGTGGTGGAAGTGGCGTTCATTGTCGGGCAGTATATCTTATATGGC
ATTGGACTGGATCCTTTGTACAAGHEGHGAGAGGGTGCCTHBECCGAACAGCGTGGACHEH
TATGTTTCCAGGCCAACAGAGAAAACCATCTTCATGGTTTTCATGATCGTCATCGCAGGA
GTTTCGTTGTTCCTGAACCTTTTGGAAATATCCCACTTGGGGGTGAGAAAGATTAAACAG
ACTCTGAGCGGACTGCAGTTTGTCGAGGAGGACAGTCTTTGCAAACCCAAGCATTCGACA
ATTCAGCAGCTCTGCGTGATGACGGAGTATTCGCCTCACAAAAACCCACAATTGAAAACG
TTTATCCCGCAGGGACAAATGGACAAACATCTGTTCAGCTCTTCGAGCAATGATATTCTG
CGGCACAACAGTTTAGCAGCGTCCACCCTACCGGTGTCCTGCATTACCCAGCAGCCTCGC
CAAATGCGCCAGCCCAGCCAGGGAATGATTCATGAACTGCACTCCCAGGGGTCACTGAGG
CTCCTGGAGGACCAGGAAAACCAGCATCCAGATAGCAGTAACTGCTCAGAAAGGGACATT
AGGCCTTTTAACTCGGGCCATCCGGGTTCTGAGGGCCATACCGAGATACCAGCCTGCCTT
CGCAATGCTCTGCACAGGCCCAGCCGCTTGGCGGACCTAGCAGATGATGCTATGGAGTCC
TCCGAGAGCGACTTCTGTCCACCCAACAGGAAAGCCAGTTTCATGGTTCGGATGCCCTCT
GAAAGCATGTCCGGCAGTCCGTCCTGTCCCTCCACCAGGAGTTCAGAGTCTGAGCTGGGA
TCCCTTAACGACCTGCCCATGAACCCACCACCAGGGGGAGGACGACGGATGTCTATGGCA
AGTAGATGGAAATGA

>Dr-cx34.5-NM_001030200
ATGGGCGAGTGGGATTTCCTCGGACGACTGCTGGATAGAGTCCAGACACACTCCACCGTA
GTGGGAAAAATCTGGCTCACCGTCCTGTTTGTCTTCAGGATTCTAGTCCTTGGAGCCGGC
GCTGAGAGAGTGTGGGGCGATGAGCAGTCCGACTTCATCHBEAACACAGAGCAACCGGGA
f88c2AAACGTCBETACGACCGCGCGTTCCCAATCTCGCACGTCCGCTACTGGGTGCTT
CAGATCATCTCTGTGTCCACGCCAACTCTGGCCTACCTGGGCCACGTCGTCCACGTCATA
CACGCCGAAAAGAAAGTGCGAGAGATGATGAAGAAAGAGCTTCAGAATGAGCAAATCAAC
CTCTTCCTCAAGAAAGGCTACAAAGTTCCCAAGTACAGCCGGGAAAACGGGAAGGTCAAC
ATCCGTGGACGTCTTCTGAGAAGCTACATTCTGAGTTTGCTTTGTAAGATACTACTGGAG
GTGGGTTTCATTTTGGGCCAATACTATCTTTATGGCTTCACTCTTAGGGCTCAATATGTC
EG8~GCTATTTCCCGEBECCTCACAAGGTGGACHEEHTTT TTGTCGAGGCCCACTGAGAAA
ACCATCTTCATTTGGTTTATGCTGGTGGTGGCTTGCATTTCCTTGCTCCTAAATGTGATT
GAGATCTTATATCTTTGCGCTAAGAAGATCAGCGAGTGTCTCAGCCGCAAAAAGGACTAC
ACCATCACTCCGGTGACCCCTGTGGTGAGCAAAAAGAACTTTAAAAATACAGATCAGGTG
ATACAGAATTGGATGAACCGCGAGTTGGAGCTTCAGAGGAGGGAACCTGGCAATGAGGCG
ACCAAGAGCTTGGCTTCAGAGGGTCGCAGTGCTGACATGCAAGAGGTTCATATCTGA
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>Dr-cx32.2-NM 001030210
ATGGGAGACTGGGGGTTTCTCTCAGCCTTACTGGACARAGTACAGTCTCACTCCACTGTC
ATCGGGAAGATATGGATGAGCGTCCTATTCATCTTCCGCATCTTGGTGTTGGGAGCAGGA
GCCGAGAATGTTTGGGGCGACGAAAGATCCAACTTAGTGEGEAACACCAACACCCCTGGC
f@8cATAACCTGEBETACGACTGGCAGTTCCCCATTTCGCACATCCGCTTCTGGGTCATG
CAAATCATCTTCATTTCCACTCCAACTTTAGTGTATCTGGGGCACGTGGTGCACATCATC
CACCAGGAGAACARACAGAGAGAACTTCTCAAAAGCAATCCCATGGCARAGTCGCCGARA
TACACTGACGAAAACGGAAAGGTCGAAATTAAAGGAAGTATGTTGGGTAGCTACTTGACG
CAACTGTTCATTAAGATCATTTTAGAGGTGGCCTTCATCGTCGGACAGTATTATCTGTTT
GGATTCATCATTGACCACAAGTTCATCHEGEGAAAGGTCACCCHBEATGAGGGCTGAGHET
TTCGTGTCCAGACCCACGGAGAAAAGCATCTTCATTATCTTCATGCTGGTGGTGGCTTGC
GTGTCTCTGGCCTTAAATGTTCTGGAGATATTTTATTTGCTTTGTAGGAGGATCAGTCGG
AGAAGTAAGAAGTGTAGACAAGCAATGTATAATGGTGAATCTCGTTATCCGGGACATTTC
ACAACAGAACTCGAGTCTATGAATGGGATGAGGCATAATGAGTTTAATGTGGCCTTTCAG
AACAAGTGGAGTCAAAGAAAAGGCAGTCTGGACGCAGCCARACCTGAGGCTTAA

>Dr-cx32.3-NM 199612
ATGGGAGACTGGGGATTTCTCTCATCGTTATTAGACAAAGTACAGTCTCACTCCACCGTT
GTTGGCAAAATATGGATGAGCGTGCTTTTCATCTTTCGGATCCTGGTGTTGGGAGCAGCG
GCGGAGAGCGTTTGGGGTGACGAACAATCAAGT TTGGTTBBAACACCTTGCAACCTGGT
i8TcAAAACGTGEEETACGACTGGCAGT TCCCCATCTCACACATCCGCTTCTGGGTCCTG
CAGATCATATTTGTCTCCACTCCGACTTTGGTGTACCTCGGCCATGCGGTGCAGGTCATT
CACAATGAGAACAAACTTAGGGAGAAGAAAAAAATCCTTGGTGATGGCCACATGTTGAAG
GAACCCAAATACACCGACAGCCAAGGCCACGTCAAGATTAAAGGAARACCTCCTCGECAGE
TATCTAACGCAGTTGTTTTTTAAAATCATCCTTGAAATCGCGTTCATTGTTGGACAGTAT
TATTTATACGGCTTTATTATGGTCGCCAAGT TTACAGETCCCGTTCCCCTHBECCTTAC
ACTGTTGAABGHTTCATGTCCCGTCCCACCGAAAAGACCATCTTCATTATATTTATGCTA
GCGGTGGCCTGCGTATCTCTGTTACTGAATGTCATAGAGGTGTTTTACCTGCTGTTCACC
AGAGTGGGATGTCGGAAGAGACGATCACATACTGTTACTACGGCTAAAAACCCGGCCAGT
TTGTCTTCCTCCTGGCAGATGAACTCTGAAGACGCTCTGAAGCAAAACAAACTCAACAAG
CAGTTTGAGAGCGGACAGAGCCTTGGAGGAAGCCTGGATGGGGCGARAGAAGACATGCAR
TTGATGGAAGATCACTAG

>Dr-cx28.9-NM 001007324
ATGGGAGAATGGGGATTTCTCTCCAAGCTGCTGGACAAAGTGCAGTCTCACTCCACAGTG
GTTGGGAAGGTGTGGCTCACGGTCCTGTTTGTCTTCAGGATCATGGTTCTCGGGGATGGT
GCTGAAAAGGTGTGGAGCGACGAACAATCAAAAATGATCHBEAACACGAAACAGCCTGGT
f88~CGAACGTABBETACGATCACACCTTTCCCATCTCCCATATTCGCTTCTGGGTTCTT
CAAATCATCTTCGTGTCCACGCCAACACTTCTATACTTCGGCCACGTCCTGCATGTCCTC
CACAAAGAAAAGAAACTGCGACACGAGATCGAATCCCATGCTGAAAAACAAGGCCTCAAA
CAGCCGAAATATATAGACGATTACGGCAAAGTCATAATCAAGGGCCAATTATTGGGTAGT
TACCTATCCAGCCTGTTTGTGAAGATCTTGCTAGAGGCCGCGTTTATCGTTGGCCAGTAT
TATATTTACGGTTTCATAATGATCCCGAAGATCGAABGETCCCAGTCTCCTEEECCTCAT
ACAGTTGAGEGETACATGTCCCGTCCCACAGAGAAGACCATCTTCATCATCTTCATGCTG
GTGGTGGCGTGCATCTCTCTGCTTCTGAACGTGGTTGAGATGTTCTACCTGATATGCCGE
AGGTCAAAGAGACACCGCGCCGCAAAGATGACTTCATTTCATAAAGGTTTARAACGGATCC
AAGGTGTACATTTCAGGAACTTCAAAGTCTAGCAAATCTTAA

>Dr-cx28.1-XM 005170194
ATGGGCGACTGGGGATTCCTCTCCAAACTTTTGGACAAAGTGCAGTCTCACTCGACCAGC
ATTGGAAAGGTTTGGCTGACAGTTCTGCTGATCTTCAGAATAATGGTTCTAGGTGCCGGA
CTGGATAAAGTCTGGGGAGACGAACAGTCCAGAATGGTCEGEAACATCAACACTCCTGGT
EG8cTGAACGCCEGHTACGACCACATCTTCCCCATATCTCACATGCGATTCTGGGTGCTC
CAAATCATCTTCGTGGCCACTCCGAATCTGGTCTACCTCTTTTATGT TCTGCATGTCATC
CATAGAGAAAACAAACTGAGGCAGCGTTTAGAAAATCAGGCAGAGAAGCACGGTGTCAAG
CTACCGAAATACACAGACGGCAATGGGAAGGTTTATTATAAAGGGAACCTTCTCGGTTGT
TATATGTTTAGCCTCATTGTGACTATTTTGTTGGAGGCTGGCTTTCTTGTAGGCCAGTAT
TTTTTAATTGGCCTTTTGATGCCCATGCAGCTTGACHGHAATGTAGAGCCATGHCCTAGT
GTTGGTCTGCATHEE T TTACGTCCCGTCCAACTGAAAAGAGCATCTTCATTGTGTTCATG
CTCATTGTGGCTTGCGTGTCTTTAGCTCTGAATATTGGAGAGATTTTTTATCTGATTGGT
CGCAGGAATGTGTATAAAGCAAGGACTCGTTCGAATGCTGTGGATGAGATGCACARATTG
AGCCCCACTGARACGTTTTGCTGA

>Dr-cx27.5-NM 131811

ATGAACTGGGCGTCATTTTATGCCGTGATCAGCGGCGTGAACCGACATTCCACCGGCATT
GGGCGGATTTGGCTGTCTGTCCTCTTCATTTTCCGGATCCTGGTTCTGGTGGTGGCGGCG
GAGAGCGTGTGGGGCGACGAGAAAGCGCATTTCATCHBEAACACCCAACAGCCGGGATER
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AACAGCGTGEEETACGACCACTTCTTCCCGATCTCCCACATCCGACTGTGGGCCCTGCAG
CTCATCATGGTCTCCACCCCCGCCCTGCTGGTCGCCATGCACATTGCACACCGTCGGCAC
ATCGACAAAAAGTTGTATCGCCAGGCTGGCCGCACCAGCCCGARAGACT TGGAGGCGATA
AAGAACCAGAAGATGAAGATTACCGGCEECCTCTCETEEACATATATGATCAGCCTGCTG
TTCCGTGTGTTGTTCGAGTCCGCCTTTATGTATCTGTTTTACATGATTTACCCGGGCTAT
AAGATGTTCCGGCTGGTGAAGHGHGACTCGTATCCGHEBECCAAACATTGTCGACHEGHTTC
GTGTCCAGGCCGACAGAGAAAACAGTCTTCACTATATTTATGCTGGCGGTGTCCGGCGTC
TGTATCCTGCTCAACATCGCCGAAATCGTCTTTCTTGTGGCGAGAGCAACCAGTCGACAT
CTCAATAACTCCAAAGATTCCGCTGTGGGAGCCTGGATCTCCCAAAAACTCTGCTCCTTC
TAG

>Dr-cx31.7-XM 001921588
ATGAATTGGGCATCCTTTTATGCTGTGATCAGTGGTGTGAACAGGCATTCAACAGGCATT
GGACGCATCTGGCTGTCAGTCATCTTCATCTTCCGTATCTTGGTGCTAGTAGTGGCAGCC
GAGAGCGTGTGGGGAGATGAARAGTCAGGCTTTACCHBEAATACTCAGCAACCCGGCHEE
AACAGCGTGEGETATGACCAGTTCTTTCCAATCTCACACATCCGCCTTTGGATTTTGCAG
CTCATTCTGGTGTCCACACCAGCCCTACTGGTCACTATGCATGTTGCACATCGGCGACAC
GITGAGAAAAAGATCCTCAAGATATCTGGTCAGGGAACTGAAAAGGACTTCGAGAGCATT
AAAACCCGAAAGTTCAAAATTGTTGGTGCACTATCCTCGACTTACATGATAAGTATCATA
TTTCGCATAATTTTTGAAGTGGTTTTCTTGTACATTTTCTACTTAATCTATCCAGATATC
ACTATGGTTCGTCTTGTGAAAGEGACTCATATCCAGECCAAATACAGTAGACEGHTTT
GTGTCTCGTCCTACAGAGAAGACCATTTTTACTGTCTTTATGCTGGTGGTGTCTGGACTT
TGTGTCTTGCTAAATATCACAGAGGTTATGTATTTAATAACTCGGGCATGTATCAAATAT
TTTCAAGGAGCAGTACATCAAACTAAAGGACCTTGGCTCACTCATAAACTGGGAACCTAT
AAGCAGAATGAAATAAATAATTTGATATCAGAGCATTCATTTAAACCTAGATTTAATGTT
GGGCGGAAACCTCCAGTGCTGAAAAATGAGCGCTGCTCAGCTTTCTAG

>Dr-cx30.3-NM 212825 (a cx30.3*1 sequence)
ATGAGTTGGGGAGCACTTTATGCTCAGCTGGGAGGAGTGAATAAACACTCCACCAGCTTG
GGGAAGATCTGGCTGTCTGTCCTCTTCATCTTCCGCATTTGCATCCTGGTCATAGCAGCA
GAGACGGTCTGGGGAGACGAACAGTCAGACTTCACCHBEAACACACAACAGCCTGGTHEE
AAAAACGTTEEETATGACCACTTCTTTCCAGTCTCGCACATACGTTTCTGGTGTCTGCAG
CTCATCTTTGTGTCCACACCGGCTTTACTGGTGGCTATGCATGTGGCATATCGCAAGCGC
AACATGAAARAGAAAAGCATTTTAGCCAAGCGTGGAGGTAATGGTAAAGGAGATGACCTG
GAGAGCTTGAAGAACCGGCGTCTACCCATCACTGGGCCACTGTGGTGGACCTACACATCC
AGCCTGTTCTTCAGACTTCTTTTCGAGGCCGGATTCATGTATGCTCTCTATTACGTCTAT
GATGGCTTTCAGATGGCACGCCTTGTGAAGHGEGAGCAATGGCCTHGECCCAATAAAGTT
GACHEETTCATC TCAAGGCCGACAGAGAAGACGGTCTTCACCATCTTTATGGTGGGATCT
TCTGCTATCTGCATTGTGCTCAATGTGGCTGAACTGGCCTATCTGATTGTCAAAGCATTG
CTCAGGTGCTCAGCCAGAGCCAAAGGGAGGCGCTCATTTGTACACCAAGAGAAAATGTCC
ACAGAAAAGGCGCACCTACAGAATGAAAAAAACGCAAGGTTGCTGTCATCAGCTTCGGAC
TCATCGAGCAATAAGACTGTTTAA

>Dr-cx35.4-NM 001017685
ATGGACTGGAAGACTTTTCAAGCCCTGCTCAGCGGGGTGAACAAATACTCCACTGCATTC
GGCCGGATATGGCTCTCAGTGGTTTTTGTGTTCAGGGTCATGGTTTATGTCGTAGCGGCA
GAAAGAGTTTGGGGTGATGAGCAGAAAGACTTTGACHEEAACACCAAGCAGCCGGGCHEE
GCAAACGTCEGETATGATTTCTACTTCCCCATTTCCCACATAAGACTATGGGCTCTGCAG
CTCATCTTCGTCACGTGTCCATCACTAATGGTGGTCATGCACGTGAAATACCGTGAGGAA
CGTGAACGCAAAGCCAAAGCAAAACTCTACGCCAACACGGGAAAGAAGCACGGTGGACTG
TGGTGGACGTATCTGATCAGCCTTTTTGCTAAGACTGGCATTGAGATCACCTTCCTGTAC
ATCCTCCACCACATCTACGACAGCTTCTACCTGCCAAGGCTGGTGAAGHGHGATGTCCAG
CCABGECCCAATGTTGTGGACHEHTACATTGGCCGGCCCACAGAGAAAAGAGTCTTCACT
TATTTCATGGTGGGAGCGTCAGCGCTCTGCATAGTGCTCAGTGTCTGCGAGATCATCTAT
CTGATCGCCAAACGCATCAGCCGCTGCGCTAACAAATACAAGCAGCATGACAAAAGAAGC
ACACCGATTAATCAGCGATATCGAGATGAGGACAGCAACTGCACTATTCCTTTGCACGAG
CTGGAGAGCAAGCCCGAGTATAAACCAGAGACTAAAGAAGACTTTAGGTCTGAATATAAA
CCTGGCCCTAAACCGCAGTTTAAATCTGAAGTCAAGCCCACTTTTAAGCCAGCCTACAGG
TTGAGTGTGGACATGAGAGCGTCTGCTCCAAATCTCTCAGCACCAATGTACAAAATACAG
TCTGGTATCATCTAA

>Dr-cx34.4-NM 001130636

ATGAATTGGGCTTTTCTTCAGGGTCTCCTGAGCGGGGTCAACAAGTACTCCACAGCGTTC
GGCCGTGTCTGGCTCTCGATAGTCTTCCTTTTCAGAGTCATGGTTTTTGTAGTCGCGGCT
GAAAAAGTGTGGGGCGACGAGCAGAAAGACTTTGCGHEGHAACACCGCCCAGCCGGGAMEE
CATAATGTABBETATGACCACTTCTTCCCCGTGTCCCACATCCGCCTCTGGGCTCTGCAA
CTCATCTTCGTCACTTGTCCGTCATTCATGGTGGTTTTACATGTGGCATATCGTGATGAA
CGTGAGCGGAAAAACCGTCTCAAATATGGTGAAGGATGTAAACGTTTGTACGACAACACC
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GGAAAGAAACGTGGTEETCTTTCETGEACCTACGTGCTCTCGCTGGTTTTTAAAATGGGA
GTGGATGCGACTTTTGTGTATCTGCTGTACCACATCTACGAGGGCTACGATTTTCCAGTT
CTGGTGAAAFGETCTGAAGCTCCAFBECCAAACATTGTGGACHEBETTCATCTCGCGGCCC
ACAGAGAAGCGAATCTTCACCATCTTTATGGTGGTGACCAGTCTGGTGTGCATCCTGCTG
TCTCTCTTCGAGATCCTCTATCTGGTGGGCAAACGCTGCTTTGAATGCATCAATAGGGTG
CAGAGCTCACGACATGTGAACAGAGAGAGATCCATGGCTAATATGACAAACTTGAATGCT
CATTTAGAGTCAAACAACAAAAAACTGGCAAGCGAAGACCAGCCGGCACCAGCATACAGT
GTGGTCATGTCAGCCAAAAAGAAAACCAGCTTGGAAAATACTTTCAATCCGAGTTGGACC
TTGAGAGATGACAAATGTTCAACTTCACATTCACTTGGAGGTGAATGCGAACGTGACTGA

>Dr-cx28.6-NM 001007212
ATGAACTGGTCGGGATTGCAGTCCCTTCTGAGCGGGGTCAATCAATATTCGACCGTGTTT
GGTCGAGTGTGGCTATCCGTGGTGTTTGTGTTTCGCGTCCTGGTGTTTGTAGTGGCAGCT
CAACGCGTTTGGGGTGACGAAAACTTAGTGEGEAACACCAGGCAACCCGGCHEEEGCCAAC
GTCiGEACCGACACCACATTCCCCATCTCTCACACCCATCTGTGGGCATTACAGCTCATC
TTCGTCACATGTCCGTCGCTCATGGTCATAGCCCACGTCAAACTCAGAGAAGACAAAAAC
AAGAAGTACACAGACGTCCATGAGGGAGAGCATTTATACGCCAACCCTGGAAAAAAGCGT
GGTGGTCTTTGGTGGACTTACCTGCTGAGCTTGCTCATTARAAGTCATTGTCGACGCTGGT
TTTCTGTATATTCTTCATTACTTGTATAACGGCTTTGATCTTCCTCGCCTTGTCAAGHEE
TCGCTGGATCCTEGECCAAATACAGTGGACHBETTCATCTCTCGTCCCACAGAGAAGAAG
ATCTTCATACTCTTCATGGTGATTTCCAGTGTGGTCTGCATCTTCATGTGCATCTGTGAA
ATGGCTTATCTCATTGGAAAGCGAGTATCCAATAACTGTATGATGGTAAAAGGACCAGCA
CAAAGATCCAAAACACATGATCCAACTCTTTCAAGCAGACAGAACTTAATTTCACAAAAA
ATAAAAGAGAAAAAAATAGACAATACAGCTCTTTAA

>Dr-cx30.9-NM_001007288
ATGAACTGGTTGTCCCTAGAAGTCCTGCTTGGCGGGGTTAGCCAATACTCCACTGTGTTT
GGCCGTGTCTATCTCTCCGTGGTGTTCATCTTCCGAATCCTGGTGTTTGTGGTGTCTGTC
CAGCAAGTCTGGAACGACGAACAGAAAGACTTCATCHBEAACACGGCCCAGCCAGGCHEE
ACCAATGTCHBETACGACCAGTTCTTCCCCATATCCCACATCCGTCTATGGGCTCTCCAG
CTTATTTTCGTCACTTGTCCATCTCTCATGGTGGTCGCTCACGTCAAATATCGACAAATG
AAGAATGTGAAGTACAACACTGCCCGCAATGGTGAAAACATGTATGCAAACCCAGGAAGA
AAGCGTGGAGECCTGTGGTACACCTATATCCTCAGCCTGTTATTCAAAGCCGGCTTTGAT
GCAGCATTCTTGTATATTTTGTACTACCTTTATAAATTCGACATGCCAAATGTTACCAAA
ff@6acTGCGGAACCTHEECCARATACAGTGGACHBETATATCTCCCGTCCCACAGAGAAG
AAAATCTTCACTCTTTTTATGGTGGTCTCCTCCTCTGTGTGCATCTTCATGTGTATCTGT
GAGATGGTGTATCTGATTACAAAGAAAGCTGGCAAATTTCTGCACAAAAAGAGTGAGGAG
AATAGAAACTACATAAGCAGAAGGGTGGATCCGACGGCCATGTCCAACCAGAATCTCAAC
AATCTTAAAATGGCACAGGCTGCAGAAGAACTAAAAAATTCTGAGATGATCCATTCCGAG
TTGAACAAATTATATGAACGCTGA

>Dr-cx28.8-NM 001045239
ATGAACTGGGGTTTCCTGGAGAACGTGTTGAGCGGGGTGAACCGCTACTCCACCGTGGTG
GGCCGGGTCTGGCTCTCCATCCTCTTCATCTTCCGCATCCTGGTGTTCGTGGCGGCCGCC
GAGCAGGTGTGGAAGGACGAGTTCAAGGACTTCGTCHBEAACACGCAGCAGCCGGGCHEE
GAGCAGGTG@BTTCGACCACTTCTTCCCCATCTCTCAGGTGCGTCTGTGGGCGCTGCAG
CTCATCATGGTGTCCACGCCGTCGCTGCTGGTGGCTCTGCACGTGGCCTACCGAGAGCAC
CGCGAGCGCAAACACAAGCGCAGGCTCTACCAGGACAAGGGCAGCATTGACGGCGGCCTE
CTGTTCACGTACATCACCAGCCTGGTCCTCAAGACGTCTTTCGAGGTGGGCACGCTGCTG
GCCTTCTACCTGCTGTACAGCGGTTTCCACGTGCCGCGGCTGCTGCGCHBBGCCGAGAGC
CCCEBECCCAACAGCGTGGACHEETACATCGCCAGAGCCACCGAGAAGAAGATCTTCCTC
TACATCATGGGCTGCACCTCCATCCTGTGCATCGCGCTCAACCTGCTGGAGATGGGCTAC
ATCGTGTCCAAGCAGTGCTGGAAGAGCTTCAGCAAGAGATACACTCCGGTGCGGGATGGG
GCCACTCGCCCGCCCTCCACCTTTACTCTCGGCCCACCGCAACCCTCATGCACAGCCAAG
GAGGAGGGCGATCAGTCTGCGCCGGCGGGACAGGAGACAGCCTGA

>Dr-gjcllike-XM 679922

ATGAGCTGGAGCTTCCTGACGCGTCTGCTGGAGGAGATCCAGCACCATTCCACGTCGGTG
GGGAAACTCTGGCTCACCACGCTAGTTGTGTTTCGCATCGTGCTGACCGCGGTGGGCGGC
GAGTCTATATACTACGACGAGCAGAGCAAGTTCATCHEGEAACTCTGCACAGCCGGGATEH
GAGAACGTClGETACGATGCCTTCGCGCCGCTGTCCCACGTGCGCTTTTGGGTCTTTCAG
ATCATCCTTTCCTCCCTGCCCTCTCTGCTGTACATGGGCTATGCCGCGAATAAGATCTCA
CACAGAGAGGATTTACGGGGCGGCTCGGGGGCCGGGGCTCCTTCCACAGGAGATTCGGCA
GGGGGCGGATACACTCAACGCAGGCCGAGAAAGATGTACTTTGGGGCACGGCAGCATCGG
CCAGGACATGAGGATGGGGAGGAAGAGCGAGAAGATGACCCCATGATCTACGAAGTGCCT
GAGATAGACACCACACGTCGGGAATTAGTGCCACCGCGACCTAAACCCAAAGTGCGTCAC
GATGGGCGTAGACGCATTCAAAATGATGECCTCATGCCGAGTT TACGTGCTACAGCTGTTG
ACACGATTTGTTCTGGAGGCCATTTTTCTTGCAGGACAGTATCTGTTGTATGGCTTCCGC
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GTGGAACCTGTTTTCGTGEBEACGGATGTTCCCHEBECCGCACCGGGTGGACHBBTTCATC
TCACGGCCCACTGAAAAAACCATCTTCCTTAGAATCATGTATGGCGTCAGCTGCCTGTGC
CTGCTGCTAAACCTGTGGGAAATGATTCATCTCGGCGTGGGAACCATCAGCGATGTCTTG
CGCAAACGAAACGCGGCAGCTAGCGATGATGAGTATCAGCTCGGCCTGCTGGCATCCGGC
GGCGTTTCGGTGGGAGTCGGCGGGCCTTCACT TAGTGAAGGAGAACCTGTAGGTGGAGTC
GGCGGTGGTGTTCGAGAAGCGGATTACGTTGGTTATCCTTTCTCCTGGAACACCCCATCT
GCACCACCTGGGTATAATATCGTGGTGAAACCTGAAACGATGCCCTACACAGACTTGAGC
AATGCTAAAATGGCGTGCAAGCAGAACCGCGCCAACATCGCCCAGGAGGAGCAGCAGCAA
TACGGCTCCAACGAGGACAACTTCCCATCTGCAGGTGAAACACGGCCGCCACCTATTAAC
AAAGATGTGATACAGTTGGAGGCGGCCATTCAGGCTTATACCTTGCAGCACCATGCTAGC
AATAACCACGATGAACTGGACGACACTAATGATATTGATGAGAAGCCTCAGAGCAATATC
ACCACAGCGCCACAGAAGGAGCGAAAGCAACGGTCCAAGCATGGGARATCCGGGAGCGCT
GGGAGCAGCAGCAGCAGCAAATCAGGGGAGGGAAAGCCATCTGTCTGGATCTGA

>Dr-cx47.1-NM 001004574
ATGAGCTGGAGCTTTCTCACTCGACTCTTGGAGGAAATCCACAACCACTCCACATTTGTG
GGGAAGGTCTGGCTGACGGTCTTGATCATCTTCCGGATCGTTCTGACCGCAGTCGGGGGC
GAGTCGATCTACTCGGATGAGCAGACAAAGTTCACCHEGEAACACAAAGCAGCCCGGCHET
GACAACGTClG@TACGACGCCTTCGCACCGCTCTCACACGTCCGCTTCTGGGTCTTCCAG
ATAATCATGATTTCCACACCCTCCGTCATGTATCTGGGATATGCCATCCATAAGATCGCC
AAAACCTCAGAGGAGGAACGACACAAGAACCAGATTTACCAGAAGAGGAGGCACCACAGT
CGCTGGAGAAACGGACACCATCTAGAGGACGCTTTAGAGGAGGAAGATGAGGACGCGGAG
CCAATGATCTACGAAGAAGATGCACGAGAGATCAAAGCAGAGACTGTCCGAGATCCCCTA
AAACACGATGGCCGCCGCAGGATCATGCAAGAAGGTTTAATGAGGATGTATGTTCTTCAA
CTTTTATCCCGCGCCATCTTCGAGGTGGGATTCCTCACGGGTCAGTATCTCCTCTACGGC
TTCCGCGTCAACCCTTCGTACGTCHEEAACAAGATCCCARBECCACACAGGGTGGACHEE
TTTGTTTCAAGACCCACCGAGAAGACCATCTTTTTGCTCATCATGTATGTGGTGAGCTGT
CTATGTCTGCTGCTCAATGTTTGCGAGATGTTTCACTTGGGGATCGGTGCCTTTCGAGAC
ACTCTTCGCAAACGTCGAAACCAGAATCAGCGACCTTCCTATGGCTACCCTTACTCCAGG
AATATTTCCAGTTCTCCGCCAGGATACAACTTAGTTGTTAAATCCGACAAACCCGGTCGC
ATTCCCAACAGCATCGTCCTGCCTGATCAGAACATGGATAGAGAGATCGCAGAACAACAC
TGCACAAGTCCTGATGAGAACATCCCCACTGACCTAGCAACCTTGCACCACCATTTACGA
GTAGCTCAGGAGCAGCTTGACATGGCTTTTCAGACATACAACACAAAAACCACTCATATT
TCAAGAGCCAGCAGCCCCGTTTCTGGTGGCACAACGACAGAGCAGAACCGCATCAACATG
GCTCAGGAGAAGCAGGGCGCTCGGCCCAAAGCAAGCACCGAGAGAGCTGGGACACTAGTA
AAARATGGAAAAACTTCGGTGTGGATTTAA

>Dr-cx44.2-NM 131810
ATGAGTTGGAGCTTCTTGACACGTTTGCTTGATGAAATCTCCAACCATTCTACTTTTGTG
GGAAAGATCTGGCTCACTCTCCTCATTATCTTCCGAATCGTCCTGACAGTGGTGGGCGGT
GAGACCATCTATCAGGATGAACAGAGCAAGTTTGTABGBEAATACACAACAGCCTGGTHEH
GAGAACGTG-TATGATGCTTTTGCCCCTTTATCGCATGTTAGATTTTGGGTTTTTCAA
ATTATTGTGATAACCACTCCATCCATTATGTATCTCGGCTTTGCCATGCACAAAATTGCT
CGAATGGCCGATGATGAATATCGACCACGCAAACGCAAAATGCTGTCTATGGTTCATCGA
GGTATGAGCCGTGACTATGACATGGTTGACGAGATGAGTGAAGAAGTTCCCATGATCCCA
GAAGAGATTGAGCCCTCAGAGAAAAACAACAAATCAGCAGCTTCAACCAAGACTACCGCT
GCTTCTGATGCTGCCGTGAAACATGATGGTCGACGCCGCATCAAGAGAGATGEGTCTCATE
AAGGTGTACGTGTTACAGTTGATCTCTCGTGTTGCCTTTGAGATAGCTTTCCTCTTTGGC
CAATATATTCTTTATGGTTTTGAGGTCTCTCCGTCCTACATTHEGEACCCGAAGCCCTEEE
CCACACACTGTGGATEETTTGTCTCACGTCCCACTGAAAAAACCATCTTCCTGGTCATC
ATGTATGTTGTCAGTGTACTCTGTCTGGCACTGACTGTATTGGAAATCCTGCATCTGGGA
ATTGGTGGCTTGAGGGACTCTCTTCGTAATCGAGCAAATCGGAGACTCCCTGTTCATAGG
CCATCCACGTCCACCATCTGTCACCGCCTTCCCAGTGCTCCACCTGGATACCAGGCTGTC
CTAAAAAAGTACTCCTCAGGCAAGCTGAAGGCTGAGTTTCTAGCAGACTCGGGACGGGAT
TCAATGGGTGGTGACAATACTACTCGTGATCTAGACCGTCTGCGGAGGCATCTGAARATT
GCACAGCAACACCTGGACCAGGCCTACCACACTGAGGAAGTAGGGGCTTCACACAACAGC
GGGCCTGACTCTAAAAGCATCGCTGCTGAGCAAAACCGACTCAACCAAGCGCAGGAAGGC
TTTGGCAGCACTGAGGAGAAAGGTTAG

>Dr-cx43.4-NM 131069

ATGAGCTGGAGTTTTCTTACGCGGTTGTTGGATGAAATCTCCAACCACTCCACCTTCGTG
GGCAAGATATGGCTCACGTTATTCATCATCTTCCGCATTGTTTTGACTGTTGTGGGGGGA
GAATCGATATACTACGATGAACAGAGCAAATTTGTGEGHAATACCCAGCAACCTGGTECH
GAGAACGTT-TACGATGCATTTGCACCACTCTCTCATGTCCGGTTCTGGGTTTTCCAG
ATCATTTTGATCACAACCCCCACTATCATGTACTTGGGATTTGCTATGCACAAGATCGCT
CGGTCAAATGATGTGGAGTACAGGCCAGTCAACAGGAAACGCATGCCAATGATCAACCGC
GGAGCCAACCGGGATTATGAGGAGGCCGAAGACAACGGTGAGGAAGATCCTATGATTATG
GAAGAGATCGTGCCTGAGAAAGAAAAGGCTCCAGAGAAGTCTGCTGTTAAACATGACGGC
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CGGCGGAGAATAAAGCGAGATGEEECTCATCAAGETCTACATCCTGCAGCTTCTGTCGAGG
ATTATTTTCGAGGTGGGCTTTCTCTTTGGCCAGTATATCCTGTATGGTTTCGAGGTCGCC
CCGTCATACGEGEGCACTCGCAGTCCCHEBECCGCACACCGTAGACHEEETTTGTGTCACGT
CCGACAGAGAAAACCATCTTTCTGCTGATTATGTATGCCGTGAGCTGTCTCTGCTTGTCT
CTTACGGTGCTGGAGATACTTCATTTGGGCCTCAGCGGAATTCGTGATGCTTTTCGACGA
CGTGCACGCCATCAAAGTGTTCAGCGCCCACGTGCCCCCATATGCAGACAGGTGCCCACT
GCCCCGCCAGGGTACCACACTGCCCTGAAAAAAGACAAGCTGTCTTTGGGAATGAAACCT
GAGTATAACTTGGACTCCGGTCGGGAGTCTTTTGGTGACGAGTCGTCATCGCGAGACATT
GACCGCCTGCGCAGGCACCTGAAACTGGCTCAGCAACATTTAGATTTGGCCTATCAGAAT
GGCGAGAGCAGTCCTTCACGCAGCAGCAGCCCAGAGTCCAACGGCACTGCTGTCGAGCAG
AACAGACTTAACTTTGCTCAGGAGAAGCAGGGGAGCAAATGTGAAAAAGGGATCCATGCT
TGA

>Dr-NN-gjd2-G67999
AGGATCCTCCTAACTGTGGTGGTGATCTTCCGGATCCTGATCGTAGCCATAGTAGGAGAG
ACGGTGTATGATGACGAGCAGACCATGTTCGTCHEEEAACGCCTTGCAACCGGGTEGEAAC
CAGGCGEEBETACGACAAAGCCTTCCCGATCTCGCACATCAGATACTGGGTGTTTCAGATC
ATCATGGTGTGCACGCCGAGCCTCTGCTTCATCACGTACTCGGTCCATCAGTCTGCTAAG
CAGAAGGAGCGGCGCTACTCCACTGCCACCGTCTTCCTGACAGTGGACAGCAAGGAGCAG
GACTCGCTGAAGCGAGAGGAGGCCAAAAACCAGAAGATCAAGAACACCATCATGAACGGA
GTACTTCAGAACACGGAGAACTCCACCAAAGAAGCCGAACCTGATTGCCTGGAGTCCARA
GAGCTGGTCAGCTCCAACACCAAGCCGGCAAAGTCCAAAATGCGGCGGCAGGAGEECATE
TCCAGGTTTTACATCATCCAGGTGGTGTTCAGAAACGCTCTAGAGATCGGCTTCCTAGTG
GGCCAGTATTTCCTGTACGGATTCAACGTGCCGGCGGTGTACGAGHBEGACCGCTACCCA
862 TCAAGGAGGTGGAGHBETACGTGTCCAGGCCCACGGAGAAAACCGTGTTCCTAGTC
TTCATGTTCGCGGTCAGCGGCTTTTGCGTGATTCTCAATCTAGCCGAGCTCAATCATCTA
GGCTGGCGGAAGATCAAAACGGCGGTGAGGGGCGTGCAGGCCCGCAGGAAGTCCATCTAT
GAGATCAGGAACAAGGATTTGCCGCGGATGAGTATGCCCAATTTCGGCCGCACTCAGTCC
AGTGACTCGGCCTACGTGTAA

>Dr-gjd2b-NM 194420 Splice site.
ATGGGGGAATGGACAATTCTCGAGCGTCTCCTGGAGGCGGCTGTCCAACAGCACTCTACT
ATGATTGGGAGGATCCTGCTAACTGTTGTGGTGATCTTCCGGATTCTAATTGTGGCGATT
GTTGGAGAGACCGTGTACGACGACGAGCAGTCAATGT TTGTGEGEAACACTCTGCAGCCA
GGCEGHAACCAAGCTHEETATGACAAAGCGTTCCCTATATC TCACATCAGATACTGGGTT
TTCCAGATCATCATGGTTTGCACACCCAGTCTCTGCTTCATCACATACTCTGTGCATCAG
TCGGCCAAACAGAAGGAGCGGAGGTATTCTACCATCTACCTGTCCCTCGACARAGACCCC
GATACGATGAGGCGAGACGACAGCAAAAAGATCAAAAACACCATTGTGAACGGAGTACTT
CAAAACACGGAGAACTCCACCAAAGAGTCCGAGCCTGACTGTCTAGAGGTCAAAGAGATC
CCCAATTCAGCCATGAGAACTACCAAATCTAAAATGAGAAGACAAGAGGGCATCTCCAGE
TTTTACATCATTCAGGTGGTGTTCAGAAACGCACTGGAAATTGGCTTCCTGGTGGGCCAG
TATTTCTTGTACGGATTCAACGTGCCCGCCGTGTACGAGEGEGACCGCTATCCTHEGEATC
AAAGACGTCGAABBETACGTATCAAGACCTACGGAGAAAACCGTGTTCCTCGTCTTCATG
TTTGCAGTCAGTGGGATTTGCGTGGTGCTCAACCTGGCTGAACTCAATCACCTGGGCTGG
AGGAAAATTAAAACAGCGGTGAGGGGGGTTCAGGCCAGGAGGAAGTCCATCTATGAGATC
AGAAACAAGGACTTACCGCGGATGAGCATGCCGAATTTCGGAAGAACCCAGTCCAGTGAC
TCTGCCTACGTTTAA

>Dr-gjdla-NM 001128766 (a gjd2*2 sequence) Splice site

ATGGGAGAATGGACTATATTGGAGAGGTTGCTGGAGGCTGCGGTACAGCAGCACTCTACT
ATGATCGGCAGGATCCTGCTGACAGTAGTGGTGATATTCCGGATCCTGATCGTGGGTATA
GTGGGAGAGAAGGTGTATGAGGACGAACAAATTATGTTTATA-AACACACTGCAACCG
GGTEGEAACCAGGCCHEETACGATAAAGCCTTCCCAATCTCCCATATCCGTTACTGGGTT
TTCCAGATCATCCTGGTTTGCACGCCCAGCCTCTGCTTTATCACATACTCTGTGCACCAG
TCTGCCAAGCACAAAGACCAGCGTTACACACTTCTGCATGGCCCTTACATCGACCACGGT
CATGGGCCGAGCCGCAAGCTCCGCAACATCAACGGCATCCTGGTGCACCCGGARAGCARA
GACGACCGCGAATGTCTGGATCTGAAAGACATTCCCAACATCCCGGCGGGGGTGACATAC
TCCAAAAGTGCCAAGATCCGCCAGCAGGAAGGCATCTCCCECTTCTATGTCATCCAAGTG
GTGTTCCGGAACGTTCTGGAAATCGGCTTTCTAGCCGGCCAGTACTTCCTCTACGGATTC
AATGTTCCCGCCATGTTTGAGHEBEGACCGCTACCCTHEBEGTGAAGGAGGTTGAARGHTAC
GTGTCGCGTCCCACAGAGAAGACAGTTTTCCTGGTGTTCATGTTCGCAGTTAGCGGAATC
TGCGTGGTGCTAAATTTGGCTGAGCTCAACCACCTTGGCTGGCGCAAGATTAAGACGGCC
ATCCGTGGCGTCCAAGCTCGTAGAAAGTCTATTTGTGAGATCCGAAAAAAGGATGTGTCT
CACTTGTCCTCCGTGCCCAACTTGGGCCGCACCCAGTCTAGCGAATCAGCTTATGTCTGA

>Dr-gjd2like-XM 009291479 (a gjd2*2 sequence) Splice site.

ATGGGAGAGTGGACCATTTTAGAGCGCCTCCTGGAGGCCGCTGTGCAGCAGCACTCTACT
ATGATCGGAAGGATTTTGCTGACAGTTGTGGTGATATTCCGTATCCTAATCGTGGCCATT
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GTTGGTGAAACCGTCTATGAGGATGAGCAGACCATGTTTATCHBEAACACCCTCCAACCG
GGCEBEAACCAGGCCHEETACGACARAAGCCTTCCCCATTTCCCACATCCGATACTGGGTC
TTCCAGATTATCCTTGTCTGTACACCAAGCCTGTGCTTCATCACCTATTCAGTACACCAG
TCAGCCAAACAGCGTGACCGCCGCTACTCCTTCCTCTACCCAATAATGGAAAAGGACTAC
AGTCGTGAGGGTACGCGGAAACTACGCAACATTAACGGCATTTTGGTGCAGCACTCTGAA
AGTGGCGGTGGAAAGGATGAACCTGATTGCTTAGAGGTAAAGGAGATCCCAAATGCTCCA
AGAGGCCTCTTGCATGGCAAGAGTTCAAAGGTACGCCGACAAGAGGECATTTCTCCCTTC
TACATAATCCAGGTAGTGTTCCGCAATGCACTGGAGATAGGTTTCTTAGCAGGGCAGTAC
TTTCTATATGGCTTCAGCGTTCCTGGCATCTTCGAGEGHGACCGATACCCCEBECTGAAG
GAAGTGGAGHBETACGTATCCCGACCCACTGAGAAGACGGTCTTCCTAGTGTTCATGTTT
GCAGTGAGTGGCATCTGCGTTGTGCTGAACCTCGCTGAACTCAACCACCTCGGCTGGAGA
AAAATCAAAGCTGCCATTCGAGGTGTCCAAGCCCGCAGGAAGTCCATCTGTGAGATCCGC
AAAAAGGACATGGCCCACCTGTCACAACCGCCAAACCTGGGCAGGACCCAGTCCAGCGAG
TCTGCTTATGTTTGA

>Dr-cx36.7-NM 001103197
ATGACAGAATGGACGCTGCTGAAGCGGCTGCTGGACGCCGTGCACCAGCACTCCACCATG
ATCGGACGCCTCTGGCTCACAATAATGGTGATTTTCAGATTGCTGATCGTCGCAGTGGCG
ACCGAAGACGTCTACACTGATGAGCAGGAGATGTTCGTGHGEAATACTCTCCAACCGGGA
EGFccCAACGTCEEETATGATGCATTCGCGCCAATATCGCAACCACGTTTTTGGGTCTTC
CAGATCATCACGGTCTCCACGCCGTCGCTTTGTTTTATTATCTACACCTGGCACAACTTG
TCCAAACAACCCGAAGGTGAGCAGATAAAGGAAGCGCTTGAGAGGAGCTGCGACTCGGAG
AGTTGCTCCATTAAATCGCATAAACACATAAATCCAAGCCTTGAAGGAGTCACCAACCAG
AAACCATCGCAAGCATCGAAAACCTCTTCGGGAGTCCTTTCGAAGTATTACATCTTCCAC
GTTTGCTTTCGTACCATTCTGGAAGTGGCCTTTGTAGTGGCCCAGTGGCTGCTTTTCGGC
TTCCGCGTCCCAGCTCATTTCGT THEGACGTCTTCCCCTHEBATGCAAAGCGTCGACHEE
TACGTTTCTCGTCCCACGGAGAAAACCGTTTTTCTTATCTTTATGTTCTGCGTTGGAGTT
TTCTGCATCTTCTTGAACTTCTTAGAGCTCAATCATTTGGCTTGGAAGATGATCAAGAGG
TCTGTGCTGGTCAAGGACGGATCCTGGAATGGATACGGCGCTATAAACCAAGACTCGCAG
TCGATCGCTTCTTTGACGTTTCGAGATGTTACCAGCACTACATCACTACCGACTCTTGAT
CTAGTTGTGGATCACCAACCTGACTGGACATGCGCTGCAAACTGCTCGACAAAGAAGGAC
AATAGAGGAACACAGAGTAAACCCAAGACAAACAGAAAAGCAAAACAGAGGAGCACTGAG
GTTTGGATATAA

>Dr-gjd2like-XM 009291771 (a cx39.2 sequence)

ATGGGTGATTGGTCAATTCTGGGCCGCTTTCTAACCGAGGTTCAGAATCATTCAACAGTC
ATCGGCAAAATCTGGCTGACGGTGCTACTGATCTTCCGCATACTGCTGGTCACCCTGGTG
GGAGATGCAGTGTACAGCGACGAGCAGTCCAARATTCACCHEGEAACACCCTTCAGCCGGGC
f88~ACAACGTCHEBETATGATACATTCGCCCCCGTCTCACACTTACGCTTCTGGGTCTTC
CAGATCGTTCTGGTCTCAACGCCCTCCATCTTCTACATCATCTATGTGCTGCACAAAATC
ACCAAAGATGAGAAGATGGAGACGGAGAGGATCCACGCAGAGGCCAGTCACCCTAGTCGA
ATACAAGGAGATGGTTCCAGACTGGCCTACGGAGCCCAGGGAGAAGAATGGGGTGGTCAG
GACGAGGGAAGCGTTGAGCAAAGTCTCCTGCAGGAAGATTTCGGTGAGCTCGGCAAAGAT
CCAACCACACTTTCCAGTCAGGTTCTACTCATTTATATTGTTCACGTCCTGATCCGCTCC
GTCCTGGAGATCACCTTTCTTGTCGGTCAGTATTACTTGTTTGGATTCGAGGTGCCTCAT
TTGTTCCGCEEECAAACGTACCCTEGECCAACACGGACTGACEGETTTGTGTCTCGAGCC
ACCGAARAGACTATTTTCCTTAATTTTATGTTCAGCATCAGCTTGGGTTGTTTCCTCCTG
AACATTGTGGAGCTTCACTACCTGGGTTGGGTCTACATTTTCCGTATGCTCTGCGCCGCC
TGCTTCTTGTGCTGCAAGTCAGAGAGGGATTTGTATGCTCAACGAAACCCACTGTTGCTT
CGCCTCAGACACTCGATGCAGAGCAGGCTGGTCCTGCAGTCTTCAACAACCACTCTGTCT
CAGGAGAAGACCGGGACGGCTTTGCTTTCACATGGTCCTGTCATCTCTTTTGAGACCGAC
TCGACTCTTGAAAGCTCCTCAAAGAGGAACCCTGAGGAGAGGGAACGCATGAGGGTCAAA
TTGGCCAACATGGTTAGATTTACTGGTAAAAAGTCTTGGCTGTGA

>Dr-gjd4-XM 021470260 Splice site.

ATGGCCAAACAAGCTACATCAGAAGTTATCTTCATAACGCTGAACCACAACATCACCCTC
ACABEGAAAGCTTGGCTCGTCCTGGTGGTATTTCTAAGGATCCTGGTGTTGCTGTTTGCT
GGTTATCCTCTCTACCAGGATGAGCAGGAACGATTTGTGHEGEAACACCATTCAGCCCGGT
f@FcccAATGTGEBETATGACATGT TTGCCCCTCTGTCCCTCTTCCGCTTCTGGCTTGTA
CAACTGACCACTCTGTGCCTCCCCTACATAATGTTCATCATCTATGTGATCCACAAAGTG
AGTTCTGGCTTAGCTACCGATACCGGAACTTCCGAGTCCATAAAAGCGGACTCCATCTAC
AAGATCCATCAAGAATCATTCAGGAAAGCATCTCTTTGTAAGATGGTCATGAAGGCTGAG
AAGGGAAGGGTGCAGTACTTCACGEGACCCTACATCTTGCATCTTCTGCTTCGGATAATG
GTAGAAGCTGGATTTGGAGCTGCCCATTATTACTTGTTCGGCTTTCACATCCCCAGACGC
TTTATGEGHCAGCAGGCACCCHBEACAACAATGGTGGACHEEETACATCTCTAGACCCACT
GAGAAAACCGTCATGCTGAACTTCATGTTAGGGGCAGCCGCTTTGTCCCTGCTATTAAAC
ATCTGCGACCTGATTTGTGCAATCAAGCGCTCTGTGAGGCAAAAAAACAAACGAAAGATG
CTAGTGCAAAAGATGTATGCAGAGGAGCAGTACTACGTGTCAGGGAATGGAAATCAAGGT
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GTGGACGCTAGCAGCCCTCCAAATCAAGATGTGATGAGTCCAGGAGTGTTTCGCAAAAGA
GGGACCAGAAACTCAAGTGGCGATGAAGCTGCTTCTGTGCTTTTGGATGATGACCCTCCG
CCATCCTTACCTCAAGAAGGAAAGCCTACAATTTCAGGAATGCCTGGTTGCAGAAGCAAT
GATGACAGCAGCAGTTACCAACCCACCCAAGAAGGGGGGATGGTAAGAGAGGGCAGTGAA
GTGGCCCTGTGCCCCAGTGAGCCCTTGGGAACCCCTAGATCCATCCGAGTAAGCAAACGT
AGTCGGCTGAAACCTCCACCACCTCCTCGAAGGGATAAACTTGCCGTGCAAGGTGCAATT
GATGGCTCTGGAGCGACAGCATTGTGTACCAGAAGAGTAGGGCAATATACTCTGGTAGAA
ATGACCACTGGTGAAGACATAACAACTTGCGGTGGAGATGGGAAAGAGAAAAAGTCAGAG
TGGGTTTGA

>Dr-cx23-NM 001013546 Splice site.
ATGTCATTAAATTACATCAAAAACTTTTATGAAGGATGCCTCAGGCCTCCGACAGTGATA
GGCCAGTTCCACACGCTGTTTTTTGGCTCTGTGCGTACCTTTTTTCTTGGAGTCCTTGGA
TTTGCTGTCTACGGCAATGAGGCCCTGCACTTCAGC-GATCCGGACAAGAGGGAATTA
AACCTTTAC-TACAACCAGTTCAGGCCTATAACACCTCAGGTTTTCTGGGCGTTACAG
CTAGTCACTGTCTTGGTACCTGGAGCAGTGTTTCATCTTTATGCTGCCTGTAAGAATATA
GACCAGGAGGAGATCCTTCATCGGCCGATGTCCACAGTCTTTTACATCATCTCTGTCCTG
TTAAGAATAATTCTAGAAGTCTTAGCCTTTTGGCTACAGAGCCACCTTTTTGGTTTCCTG
GTTGATCCTATTTTCATG-GATGTCACCGGCCTTGGAAAGATCCTCAACGTCTCAAAG
-ATGGTTCCTGAACACTTTGAGAAGACCATCTTCCTCAGTGCAATGTACACCTTCACC
ATCATCACCATACTGCTCTGTATCGCTGAGATTTTTGAGATTTTGTTCCGAAGACTTGGC
TATTTAAACCAGCCAATGACTTAG

>Dr-gjellike-XM 021473060 Grey font: regarded as intron, although the GenBank entry
claims it to be a part of the exon. Splice site.
CTCCGGCCTCCGACTGTGATTGGTCAGTTCCACACGCTGTTCTTCGGCTCA
GTGCGCATGTTCTTTCTGGGGGTTCTGGGATTTGCAGTTTACGGGAATGAAGCGCTTCAC
TTCAGC-GATCCGGATAGGAGGGAGATCAACTTATTC-TACAACCAGTTTAGGCCC
GTCACACCGCAGGTGTTTTGGGCGCTCCAGCTCGTGACGGTCCTCGTTCCCGGTGCAGTT
TTTCATCTTTATGCGGCGTATAAAAACATCGACCAGGAGGAGATTCTGGAGCGGCGCTCA
TTTACTGTGTTTTACATCATCTCTGTACTCCTGCGGATCCTTCTGGAGGTTGCGGCTTTC
TGGCTCCAGAGTCGTCTGTTCGGTTTTTTGGTTCACCCGTTGTATTCC-GACTCCAGA
CCTCTGGACAGCAGGCTCAACTTCACCAAAMBHATGGTTCCCGAACACTTTGAGAAAACC
ATCTTCCTCAGCGCCATGTACACCTTCACCATCATCACCATGATATTGTGCGTGGCGGAG
ATTTTCGAGATCCTCTGCAGAAGGCTGGGGTATTTAACACATCAGTGA
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Suppl. Fig. 6. Japanese pufferfish (Fugu; Takifugu rubripes) connexins.
Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
- Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turquoise: Splice site.

Other colors are explained where necessary.

>Fr-gjal-43-XM 011618634
ATGGGTGACTGGAGTGCTCTGGGTCGGTTGTTGGACAAGGTTCAGGCCTACTCCACTGCT
GGAGGGAAGGTGTGGCTCTCTGTCCTCTTCATATTCCGGATCCTTGTTCTGGGCACTGCT
GTGGAATCAGCGTGGGGAGATGAGCAGTCTGCCTTCAAAMGEAACACCCAGCAGCCTGGT
FE8cAGAATGTCEEETATGACAAGTCTTTCCCTATCTCCCATGTTCGCTTCTGGGTCCTA
CAGATCATCTTCGTGTCAACACCTACCCTCCTGTACTTGGCTCATGTTTTCTACCTGAAT
AGGAAAGAACAGAAATTCAGCAAGATTGAAGAGGTGCTCAAAGCTGTACAAAATGACGGA
GGCGACGTTGATGTCCCACTGAAGAAGATTGAGATGAAARAAGCTTARAATATGGCATCGAG
GAACATGGGAAAGTGAAGATGAAAGGAGCCCTGCTCAGAACT TACATAGTCAGCATCTTC
TTCAAGTCACTTTTTGAGGTGGGCTTCCTGGTGATTCAGTGGTACATCTATGGCTTCAGT
TTGTCTGCTGTCTACACCHEEEGAGAGGTCCCCABBECCACACAGGGTGGACEGHTTCTTG
TCCCGTCCCACTGAGAAGACGGTCTTCATTATTTTCATGTTGGTGGTCTCGCTCGTATCC
CTGGTACTTAATATTATTGAGCTCTTCTATGTGCTTTTCAAGAATATCAAAGATCGTGTG
AAGGGCAAACAGCAGCCCACGCTCTACCCCAGCGCTGGCACCCTCAGCCCTATGCCCARA
GAGCTGTCCACTACCAAGTATGCCTACTACAACGGTTGTTCCTCGCCAACTGCACCACTT
TCACCCATGTCGCCGCCAGGTTATAAGATGGCCACAGGGGAGCGGGGGGCCGGATCGTGC
CGTAATTATAATAAGCACGCTAGCGAGCAGAATTGGGCCAACTACTCCACAGAGCAGAAG
CGACTCGGACAGAATGGAGGAGGAAGCACAATTTCAAATTCCCACGCCCAAGCGTTTGAC
TTCCCGGATGATACCCAAGAGCACAAGAAAATGTCCTCATTGGCAGCTCATGAGCTGCAA
CCGTTAGCGCTGATGGACGCTCGTCCTTGCAGCCGGGCAAGCAGCCGATTGAGCAGTCGA
GCACGGCCAGATGACCTAGATGTTTGA

>Fr-gja3-46-XM 003962226
ATGGGCGACTGGAGCTTTCTGGGGCGGCTGTTGGAGAACGCTCAGGAGCATTCTACGGTC
ATCGGCAAAGTCTGGCTGACTGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGGGCAGCC
GCCGAGGAGGTCTGGGGGGACGAGCAGTCTGATTTCACCHBEAACACCCAGCAGCCCGGT
f88cAGAATGTCHBETACGACGAGGCCTTCCCCATTTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCGACGCCGACCCTCATCTACCTGGGCCACGTGCTGCACATCGTIC
CGCATGGAGGAGAAGCGGAAGGAGAAGGAGGAGGAGCTGCGGARAGCARACCGGTTACAG
GAGGAGAAAGAACTCCTTTACAGAAACGGGGGAGACGCAGGAGGAGGCGGCAAGAAGGAG
AAGCCGCCCATCAGGGATGAGCACGGCAAAATCCGCATCAGAGGTGCACTGCTGCGTACE
TATGTGTTCAACATTATATTCAAAACCCTGTTTGAAGTGGGATTCATTTTGGGCCAGTAT
TTCCTCTACGGCTTCCAGCTGAGGCCCCTGTACAAGHEGHGGACGTTGGCCCHEEECCCAAC
ACTGTAGACHEETTCATTTCCAGACCTACTGAAAAGACAATTTTTATTATATTTATGCTT
GTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGT TAGAGATCTATCACCTCGGATGGAAG
AAAGTTAAACAGGGCGTGACAAACCAGTTTGTCCCCGACCGCGAATCAATGCGCCGGGTC
AACATTGCAGAGCCCGAGTGTTTGGCCTTGGCCTCCAGAACTGCCCCATCCAGTTACCCC
CCCAACTACACTGATGTGACGGCGGGCAGTGGGGCGTTCCTTCAGCCCGTGGCGCCGCCG
GCCGTGCCTTCGACCACGGAGTTCAAGACCGACGACCTCCAGCGGGAGCCGCCTCGCCAC
CAGCCCTCCGCCTCTCACTACTACATCAGCAACAACAACAACCACAGGCTGGCCACGCAG
CAGAACTGGGCCAACCTGGCCACTGAGCAGCAGACTCGGGAGATGAAGGCCACCTCCTCC
TCCTCCTCCTCCACCAATGACGAGCAGCAGCAGCCCGTCGATGCGGAGCTGCTCCCTTCC
GCCAGCAGCAACATCACCAACACAACCACCACCGTCACCGCGTCAGGTAGCAGTAGCCCG
GGCTCGGCCTCCAACACGGGCAGCTGGGGCGGAGGAAGGAAGGAGCGGGGGGAAAACGGC
GTCTCCACCACCAGGGTGGAGATGCACGAGCCTCCGGCGACGGCCGGCGTGGACCCTCGG
CGACTTAGCCGAGCCAGCAAGAGCAGCAGCGTCAGAGCGAGGCCAAGCGACCTGGCTGTC
TAA

>Fr-gja3like-XM 003966473

ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG
ATTGGAAAGGTTTGGCTGACTGTCCTGTTTATCTTCCGCATCTTGGTGCTGGGTGCAGCA
GCCGAAGAAGTTTGGGGTGATGAGCAGTCTGATTTCACCEGEAACACGCAGCAGCCTGGT
F@TGAGAACGTCEETATGATGAAGCCTTCCCTATCTCCCACATTCGCTTCTGGGTGCTG
CAGATCATTTTTGTCTCCACTCCAACACTCATCTACCTGGGCCACGTCCTTCACATTGTC
CGCATGGAGGAGAAGAGGAGAGAGAGGGAGGAGGACCTCCGAAAGGCAGGACGGCACCAG
GAGGACCATGATCCTCTCTATCATAATGGAGTTAGCAATGGAGGAAGCAGAGGTGGTGGC
ARAAAAGAAAAGCCACCTATTCGTGATGAACACGGGAAGATTCGCATCCGTGGGGCGTTA
CTGAGGACCTACATCTTTAACATCATCTTCAAGACTCTGTTTGAAGTGGGTTTCATCCTG
GGGCAGTACTTCCTCTATGGCTTCCATCTGAGGCCGCTCTACAAAFGHGGCCGCTGGCCC
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f@8CcCAAACACCGTGGACHBETTCATCTCCAGGCCCACTGARAAGACGATCTTCATCATC
TTTATGCTGGTGGTCGCATGCATCTCGTTGGCCCTCAACCTGTTGGAGATCTACCACCTG
GGATGGAAGAAGGTCAAGCAGGGAGTCACCAATGAGTTTGTCCCCGATGGCGAGTTGCTG
CCGCAGAGTGCAGACGAGCACAGAGACATGGAGAAGATCCACGAGCAGACTTCTCCATCG
GCACTTGAATGTTTGTCGACATATTCCAGCATGAATATGGCAGGACGCGTAGCTGAAGAA
GGAGGAACCTACAGTCCACCCGAGGCCTCTCTAGCAGTAATGTCTTCACCTACCGGTCTC
AAGATGGACGGCACAGTGTTCCACCCAGATGACTTCCTGTTGGAGGCACTGCCTCCTTCT
TTTTGCAGCAGTAATGACAAAGTGAGCCATGGGCAGCTAACAGAAGTGGAGCAAAACTGG
AGCAACATGGCACTGGAGCTCCGCACTCTAAACGGGAAAAACTCCTCCTACCCTCCTACT
CTTCCTTCCCCTCCCAACTCCTCCTCTTCTTCTCTTCAGGAGGAGACAAACCCCCCGCTT
CCCCAAGGGGAGCAACACTCCATGTTCCCCACTCTGCCTCGTCATACTCCTCTCTATGCT
CTCACTCCAAAGGAGGCCCTGGATGAACCCCCTGTTCCCTCGTGTAAGGTTCCGCATGAT
GATGTCACCGTGGTTACCAAGGCAGAGATGCATTGGCCTCCTGCTTCTGCTACAACAGAT
ATCCGGAAGCCAAGTCGGGCAAGCAAGTGCAGCGTCAGAGCACGTCCCGATGACCTGGCG
GTGTAG

>Fr-gja3like-XM 003971206
ATGGGGGACTGGAACTTGTTGGGGAAGCTGCTGGAGAGTGCCCAGGAACACTCCACTGTT
GTGGGAAAAGTCTGGCTGACAGTGCTGTTCATCTTCCGTATCCTGGTGCTGGGAACTGCC
GCGGAGAAGGTGTGGGGGGATGAACAGTCCGGCTTCACAMBEGACACCAAGCAGCCCGGT
i@ cAGrACGTTHEETACGACAAGACTTTCCCCATTTCTCACATCCGCTTCTGGGTGATG
CAGATCATTTTTGTCTCCACGCCCACCCTTATCTATTTGGGCCACATCCTTCATTTGGTT
CGCATGGAGGAAAAACAGAAGCAGAAAGAGAAGGACCTCGCAGCCCTGTCTGARAAGCAG
GAGCAGTTGCTTGGCAACAAGCCAAAGAAGGCCTCAATTAAAGACAACCAGGGCCACGTG
CGTTTGCAAGGAGCCCTGCTGCGAACT TACGTCTTCAACATTATCTTCAAGACCCTGTTT
GAAGTGGCCTTTATTGTAGCTCAGTACTTCCTCTATGGTTTTGAGCTAAAGCCGATGTAC
ACCHBEGACCGCTGGCCTHEECCCAATATGGTGAATEBETACATTTCGCGGCCCACCGAG
AAGACAGTCTTCATCCTCTTCATGCTGGCTGTGGCCTCCATCTCGCTGCTGCTCAACCTG
GTGGAAATGTACCACCTGGGTTTCACTAAGTGCCATCAGGGTCTTCGATACAGGCGATCA
AGGGTCAAAARACCTGCCTCCCAAGGCCCTGCCCGAGTCCGTCGTGCCCTTTGCCCCCAGC
TACAACTACTTCTCCGGTCATCCCGCGGTGCCGGAGCCGTTTTCATCTAACTCAAAATAC
AGCGTGACAGAGCCCAGCTCCGCTTACAGCCCCTACAGCAGTAAGGCTGTCTACAAGCAG
AACAGAGACAATCTGGCCGTGGAGAGGAAAGGAAAATCCGAGGACGAGATCGTGATGGAG
AGGAARACCCTCCTCTCCTGCTTTGGAGATGTCCGTCGACAATCAGCGCCGAARACAGTCAG
TCAAGCAAGCACAGCAAGAGCAGACTGGACGACCTAAAGATCTAA

>Fr-gja3like-XM 003970457

This record has been removed from GenBank as a result of genome annotation process
(July 2019). This sequence gives a 100% identical hit with gjbllike-XM 029847578,
which is an erroneous identification (remark as of Oct 31, 2019). The reason for
the erroneous identification could be that “gja3like” and “gjbllike” are closely
located in the genome.
ATGGGGGACTGGAACCTGCTGGGAAAACTTCTGGAAAAAGCCCAGGAGCACTCCACCGTC
GTGGGCAAAGTGTGGCTCACCGTCCTCTTCATTTTCCGTATCCTGATCCTCAGCGCTGCC
ACCGAGAAGGTGTGGGGCGAC GAGCAGTCGGGCTTCACC-GACAC CAGGCAGCCCGGT
fE€GAGAACGTCEBETACGACATCACATTCCCCATCTCCCACGTCCGTTTCTGGGTGCTG
CAGATCATCTTCGTGTCGACGCCGTCGCTGATTTACCTGGGACACATTCTCCACCTGGTG
CGGATGGAGGAGAAGCAGAAGGAGAAAGAGCGGGTGCGACTGTCGCGGAAGCAGGGCCTG
CTGGCGTCCAAGCACAGAAAGCCCCTGGTGAGGGACGAGAAGGGCCGAGTGCGCCTGCAG
GGGGAGCTTCTGCGCACGTACGTCTTTAACGTGATCTTCAAAACTCTGTTTGAGGTGGGC
TTCATCGTGGCTCAGTATTTGCTGTATGGCTTTGAGCTGAAGCCCATGTACACAGHEAAC
AGACCCCCCEBECCCAACGTGGTCAACHBETACATTTCCCGGCCCACAGAGAAGACCATC
TTCATCATCTTCATGCTGGGAGTGGCCAGCATCTCCCTGCTCCTAAATCTCATTGAGGTC
TATCACCTGGGCTTCACCAAGTGCCGCCAGGGTCTCACCTTTAGGAGGCAGCACCAGCTC
TCCGAGGGGATTCTCAAGGAGCCCAGCGAGGCCTCGGTGCCCTTTGCGCCCAGCTATGGC
GAGTACTTCCAAGGACACCACCCGGTGCAGCCGACCTACCCCCCCGTGCCCAGCTACAAC
CTCTCCCCGCTGCCTGACGGCACCGAGTCGTCCTTCCATCCTTACAACAGCAAGGCGGCC
TATAAACAGAACAAGGACAACCTGCTGGTGGAGCGGGGCGGCAGCAAGCCAGAGGAGCAC
GATCTGAAAGGAAAGAAGGAGCCGGGTTCGGCCCCCGAGTCACCTACGCAGGTCACGTTG
AGCCGCGGCGCCAAACACGCCAGCAACAAGACTAGAATAGACGATCTGAAGATATGA

>Fr-gja4-37-xM 011609056

ATGTCAAGAGGTGATTGGTCCTTCCTGGAGAACCTGCTGGAGGAGGGCCAGGAGTACTCT
ACGGGCATCGGCCGCGTCTGGCTCACGGTGCTCTTCCTGTTTCGCATGCTCGTGCTGGGG
GCATCGGCAGAGTCCGCCTGGGATGACGAGCAAGCCAATTTCATCHGEAACACGCATCAG
CCCGGCHBEACCAACGTGEGETACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTT
GTCCTCCAGATCATCTTTGTTTCCACGCCGACCATCTTCTACTTCGGATACGTCGCTTTG
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CGGGTCAGGAAGATCAATAAAGACGTGGAGGGCAGCTCTGATGAAGGTCAGAGAGGAGGG
ATGGCGAAGGAGACGGACAGTAACTCTGCAACGAAACGCAGCTCAGAGGAGAAGAAACTA
GAGGAAGTGAGGAAAAGCAGAAAAGCTGATAAGGAACTTCCTGAGGCACCTAAGCTGAAA
GGCAGACTGCTGTGTGCGTACACCCTCAGCATCCTCTTAAAGGTCCTCCTAGAAGGTGGC
TTCATGACAGGCCTGTATTTCCTGTZ—\CAACGGCTTCTACATCGCAGCAAAGTTCGAG-
CAAAGGAACCCT-CCCCACACGGTGGAC-TTCGTCTCGCGGCCCACGGAGAAGACC
ATCTTTGTGTTATACACTCAGGTCATCTCTGGCGTCTCCCTGCTCCTCAACCTGGTGGAG
CTCCTCCACCTTCTGCAGCTAGCCGTCGCTCACCGGCTGGAGAAAAGCCACGGTCACCGC
GGCGTCTACCTGCCTCCCGCTGAGCAGGCGACCGTGGAGGCCGCGCGAATCCAAATGGAG
GTGTTACAGTCCAGTAAAGCAGGGAGCAACGGCGACCTTCCAACCCGGCATGAGGTGGGG
CGTCACACCAATCCCTGCGAGAGTTCCGGGGAACCAGGGATCGAGGTGAACAGGGGACCC
GGAGAGCCTGGGGACGACCTCCTCCCTAGTTATGTGACTTGCGTTGAAGCCACGAGGGCT
ATGCTTTCACCCAGAGTCCATTATAAGAAGAACACAGTCCAGAGTCCGAAAAGCACCAAG
GCAGCTCAGAAAGGACATTCAAAACAGAAACATTATGTATGA

>Fr-gja5-40-XM 003961811
ATGGGTGACTGGAGCCTCCTGGGAAACTTTCTAGAAGAGGTCCAGGAACACTCCACCTCG
GTGGGAAAGGTCTGGCTCACCGTCTTGTTCATCTTCCGGATCTTGGTGCTGGGCACGGCC
GCCGAGTCCTCCTGGGGTGACGAGCAGAGCGACTTCCTGHBEGACACGCAGCAGCCAGGT
fG8ACCAACGTCEEETACGACAGCGCCTTCCCCATCGCCCATATCCGCTACTGGGTGCTG
CAGATTGTGTTTGTCTCCACGCCGTCCCTCATCTACATGGGTCACGCCATGCACACCGTG
CGCCGAGAGGAGAAACAGCGCAGGAGGGAGCAAGAGGAGAGGGAAGCGAGGGCGGAAAGT
GGAGGAAGCCTGGAGGAGAAGGAATTCCTCCAACAGAAGGAGAGCGAAAGAGCCCCGGCG
TCGGGCGGGACCAGCCGGGTTCAACTGAGAGGAGCCCTGCTGCAAACGTACATACTCAGC
ATCATGATCCGCACGGTGATGGAGGTGACGTTTATTGTGGTGCAGTACCTGATGTACGGG
GTGTTCCTCAATGCGTTGTACCTGEBEAAGGCCTGGCCCHEGECCAAACCCGGTCAACHEE
TACATGTCCAGGACCACAGAGAAGAACGTCTTCATCGTCTTCATGCTGGTGGTGGCGGGT
GTGTCTCTGCTGCTCTCCGTGTTGGAGCTCTACCACCTCGGCTGGAGGAGCGTCAGAAGA
CACCTACGCAATAAGATGAGCGAAAAGAGCAACCACAGAACTGTGACAGTGGCTGTGTCC
ACGGCCTTGGAGCCCAACAGTCCACCACAGCCTTCGCTTTCCTGCACCCCACCCCCAGAT
TTCAGCCAGTGCCTTGCAGCCTCTGGATCCATGAATGCCATAACGTCCATGGCCGCTCAC
CCCTTCAACAACAGGATGGCGCTGCAGCAGAACTCGGTCAACCTGGCCACCGAACAGCAT
CACAGCTGCGACAACCTGGAGGACGAGTCAGACTTCCTGAGGATCAGATACGACCAACTA
CCCATGGAGCTGCCCCAAAGCTGCTCGCCATCCCCCCTCCTGCAGTCCAGCTACACGAGG
GACAAACGGCGCCTGAGCAAGACCAGCGGGAGCAGCAGCAGACCTCGTCCCGATGATCTT
GCGGTGTAG

>Fr-gja5like-XM 011603067 Modified. The prediction and/or sequencing/assembly does
not seem to be correct in cysteine-encoding signature area of the second
extracellular loop. Underlined+italics: 13 nucleotides removed. I: added
nucleotides to keep the open reading frame to follow the general pattern of
connexins. without these Ns, the sequence must probably be regarded as a
pseudogene. Splice sites.
ATGGCAGACTGGAGCTTACTGGGGAACTTCCTGGAGGAGGTGCAGGAGCATTCCACCTCT
GTTGGAAAGGTGTGGTTGACCATCCTCTTTATCTTCCGGATCCTTGTGCTGGGGACCGCC
GCCGAGTCCTCATGGGGAGAC GAGCAAGAAGATTTCAAC-GACACAGAACAGCCAGGC
fEEGAGAACGTTEGETATGACCGAGCCTTCCCAATAGCACATATACGATACTGGGTGCTG
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGTCACGCCATGCACAGGGTC
CGCAGGGAGGAGAAGAGGAGGAGCCGGGAGGAGGGAGGCGGGGAGGGGAGAGGGGGAGAG
GAGGACCCGGGCGGCGGCGGACGAGGAAATGACAGTGGGGAAGAAGATGAGAAAGGT GGG
AGAGAAGTGGAGAAGCACGGAGAGAAAGAGGGTGGAGGTCGCTTGCGTTTGAGGGGAGCG
CTACTACAGACCTATGTGCTGAGTATACTGATACGAAGCGTCATGGAGGTGGTGTTTCTC
ACTCTCCAGTATTTAATGTACGGGATCTTCCTTAATCCTCTGTATGTC AggCTTGI
CCGEGECCTCAGCCGGCHAACHEENATGTCTCCAGGCCAACAGAG TGTCTTTATT
GTGTTCATGCTGGCCGTTTCCGGTGTTTCTCTGGTCCTCAGCGTGCTAGAGCTGCAACAC
CTGGCGTGGAGGCACTGCTGTAGAAAGACGGCGGCGGCTAACAAGGCCTCGCTAGGCCGA
CAGGTCTCTCTGTCCCCTCCACCACAGTCCACCCCACCTCCAGAATTCAGCCAGTGCATG
ATGGGCTCCACACACTTCCTTCCTCTTGCGTTCCCCAACCACCACCTGGCACACCAACAG
AACTCAGAGAACATGGCCACCGAGAAGCACAAAATAGCCGCCGCCGTAGAGGAGGCCACC
CTCCTGCAGATGGGCTGCTACTCACACGGATGGCAGAAGACCAACCCCAGTCAGATCCAG
GACGACCCCTACCTGAGGAACGACAACAGTCGCTACGGTCCCGGCAGCAGGGAGATCAGC
TGTTCACAGATCCAAAATGGAGGCTCCGACAGGCTCTTGCTTTGCCCCAGCGGCGCTCAC
AATCAGAAAGACAAGCGGAGATTCAGCAGAACCAGCGGCACCAGCAGCCGAACAAGAGCG
GACGACCTGTCCGTTTAA

>Fr-gja8-50-XM 003961810

ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTTAACGAGCACTCTACGGTG
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGTATCCTCATCCTGGGCACGGCG
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GCGGAGTTTGTATGGGGCGATGAACAGTCAGACTATGTCHEBEAACACAAAGCAGCCTGGT
[f88cAcrACGTCEBETACGACGAGGCCTTCCCGATCTCCCACATCCGCCTGTGGGTGCTG
CAGATCATCTTTGTGTCCACACCATCTCTGGTGTACGTGGGTCATGCTGTGCACCACGTC
CACATGGAGGAGAAACGCAAGGAGAGAGAGGAGGCAGAACTCAGCCGGCAGCAGGAGCTG
AGCGAGGAACGTCTCCCTTTGGCGCCCGATCAGGGTAGTGTCCGCACCACTAAGGAGACC
AGCACAAAGGGAAGCAAGAAGTTCAGGCTGGAGGGCACCCTGCTGAGGACCTACATCTGC
CACATCATCTTCAAAACACTGTTTGAAGTGGGGTTTGTGGTGGGCCAGTACTTCCTGTAT
GGCTTTCGCATTCTGCCACTGTACAAAMBEAGCCGCTGGCCTHEBECCTAACACGGTGGAC
ff@6TTCGTGTCTCGTCCCACTGAGAAGACTGTCTTCATCATCTTCATGCTGGCCGTGGCC
TGTGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGTCACTTGGGCCTGAAGAAGATTCGC
TTCGTCTTTCGCAAGCCCGTGCCGGCCCCAGCCCAAGGCGAGGGCTCGGCCCCGCTTCCA
GCACCAGGGAAGAGCCTGCCTTCCCTAGCTGTGCCCTCCCTGCAGAGAGTGAAAGGTTAC
CGGCTGCTGGAGGAGGAGAAAGCTCCCCCAACTCATCTCTACCCTCTGGCTGAGGTGGGC
ATGGAGGCCGGCAGAGGGACCCCACCCTTCCAGGGGCTAGAGGAGAAGTCCCAGGAGGTG
CTACCCATGGAGGACATCTCTAAGGTGTATGACGAGACTCTGCCCTCCTACACCCAGACC
ACTGAGACTGGGGGGGTGGTGGTGGTGAGAGAGGAGGCAGAGGAAGTGGTGAACGTGGAG
GAGGTAGCTGAAGCGGAGGCCACGGATACGATAGAAGACACCAGACCGTTGAGCCGACTG
AGTAAAGCCAGCAGCAGGGCCAGGTCAGACGATCTCACAGTATGA

>Fr-gja9-59-XM 003965660
ATGGGAGACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGTGCACATTCACTCCACCATG
GTGGGCAAGATCTGGCTCACCCTTCTCTTCGTTTTCCGCATGCTGGTCCTCGGAGTGGCG
GCCGAAGACGTGTGGAACGACGAGCAGGCTGACTTCATTGEAACACCGAGCAGCCGGGA
f86~GGAACGTTHBETACGACCTGGCTTTTCCCATCTCCCTCATCCGCTACTGGGTGCTG
CAAGTTATCTTCGTGTCCTCCCCCTCGCTGGTTTACATGGGCCACGCTCTGTACAGACTG
CGGGCCCTGGAGAAAGCACGGCAGAGAAAGAAAGTCCTGCTGAGGAAGGAGCTGGAGTTG
GTGGACGTGGATCTGGCCGAAGCCAGGAAGAGGATTGAACGGGAGGTGAAGCAGCTCGAC
CAGGGCAAGCTGAACAAAGCTCCGCTCCGGGGATCCCTGTTGCGCACTTATGTGGCACAT
GTGGTCACCCGGTCCGTTGTTGAAGTGGGCTTCATGACGGGCCAATATGTCCTTTATGGG
TTTCACCTCTACCCACTTTTCAAGHBEGAGCGGGATCCTHGECCTAATGCTGTGGACHET
TACGTCTCCAGGCCGACGGAGAARAGCGTCTTCATGGTCTTCATGCAATTCATCGCCGCA
ATTTCCCTCTTCCTTAACATTTTGGAGATGGCGTATCTTGGCTACAAGTGGATTAAACAG
GGCATCTTGGATCTTTACCCGCAATTACAGGATGAGCTCGATGATGACTTTATCTCTAAG
GGGGGAAAGGAATCTGTTGCGCAACTCTGCGCCAGTGCGGGCCGGAAGATGACGATTACA
TTTTCCCCAATTGATGGCAACCTAATGCAAGGAGCCGTTGGTCCAGCAGCGGCTCTTCCT
CTCCTGAGTGACCTGTCCAATCAACCACATCTGGGGGGTTCCACATGTTTGGCCCAAAGC
CCAAAAGGGCGCAGCACGATCCATGCGAAGCTTTCTCTCCCTCACAGCCAGGARARAGAG
CGCAGTGACAGTGGCAGCCCAGACTATCCAAAGTGCCAACAGAAACCAGCCCCCCCGCTG
CCAGTGAGCGTACCGCGGAGGCCTTGGAGGGCTCATTCTTTCARATGCGCCACGGTGCCG
GAGGGGAAGAGTTCTGACACGGATTCAAACGAGGAGCTGTGCGCTCAGACGTCGCCAAAC
CAGCGCGTCCGCCATCTCAGCCGTAGCTCCACGGCGGAGTCTCTGCATGGCTCCAGCTCG
GGCTGCGCGCACAGCCCCACGCTGCCCCCCTCTTACTGCAAAACATCATCACCGAGCARA
AGCAGCAGCAGTCGGGAGCCAGACCTGCAAATTTAA

>Fr-gja9like-XM 003968854

ATGGGAGACTGGAATTTCCTTGGAGGAATCTTAGAGGAGGTGCATATCCACTCCACCATG
GTGGGCAAGATCTGGCTGACCATCCTGTTCATATTTCGGATGTTAGTACTGGGAGTTGCT
GCGGAGGATGTGTGGAATGACGAACAGTCTGATTTCATCHBEAACACCGACCAGCCTGGT
fGEcGARATGTCEBETATGACCAGGCTTTCCCCATCTCCCTCATTCGATACTGGGTGCTT
CAGGTGATTTTCGTGTCCTCCCCCTCCTTGGTCTACATGGGCCATGCCATTTATCAACTG
CGAGCTCTGGAGAAGGAACGCCACTGTAAGAAGGTGGCATTACGCCGGGAGATGGAAGCA
GTGGATGTGGAATTGGTGGAGGTAAGGAAGAGAATTGAAAAAGAGATGAGGCAGCTAGAG
CAGGGCAAACTCAACAAGGCACCACTGAGAGGGECTCTATTGTCTACTTATGTGGCCCAC
ATTGTGACTCGCTCGTTGGTAGAGGTCAGCTTCATGATGGGTCAGTACATCTTGTATGGA
CACCACCTGAAACCTCTTTACAAGHEGEGAGCGAGAGCCGEGECCAAATGTGGTGGACHEEE
TTTGTGTCCAGACCCACAGAGAAAACAGTTTTTATGATGTTCATGCAAGCCATTGCCTGC
CTCTCACTCTTTCTCAGTCTTCTTGAGATTATCCACCTGGGATTTAAGAAGCTTAAGAAG
TGTATCTTGAACTTCTTCCCACACCTGAAAGATGATCCTGATGAATTTTACATTAGCAAG
TCAAAAAAGAACTCAGTCGTGCATCAGGTGTGTGCTGGAACATCTGTAGCTGGAAAGACA
ACTATTCCCACAGCGCCATGTGGATACACGTTGCTGATGGAGAAGCAGGGCAATGGGCCC
AACTACTCGCTTCTCAATGCCTCCTCTGCTTTCATTCCAATACAAGGGGACCCTGGTGCA
AAGTCAGATCGGCGTAAGGATGGCAAGGAGGGAATTCCAAGTCCTACAGAACAAAACAGT
AATTCCAACAACACCAGCAGCGACACACATTCTCTTCCTGTGGATAAACATGAGGAGCCA
GAGGAGCCCCTGGTGACCTCTGAATATCCTACGCTCCCTGTTGCCGACGCCACCTCCTGC
CCAACCCTGTCAGGCATTACCAGGAAGTCACGGAGGATCAGCCCACCTTGGAACTGCTCC
ACTCTACCAGAAGGGAATGGCTCAGACAGTGGGGATTCCTACCTGGGGGGCAACAGCATC
AAGCAACGCAGCAGCTGTGTTGGGCCCCGTGCAAGGATTCTCTCCARATCAGACACTAAA
ARGCCTGGCAGACCACAAAGCCCGGACTCAGCAGGTGAGCTGAGTTCGGCGTCTCGTCAC
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AGCAATGAGAGTAACAGCCCCACAGCTTCACCCCCAAACCGCAGAGTGTCAGCAGCAAGT
AGTGCCAGCAGCCGGCGAGCTCCGACTGACCTACAGATATAA

>Fr-gjal0-62-xM 003971382
ATGGGGGACTGGAACTTATTAGGAAGTATTTTAGAAGAAGTCCACATTCATTCCACCATT
GTGGGCAAAATCTGGCTCACCATCCTCTTCATCTTCCGGATGCTTGTGCTTGGGGTTGCG
GCCGAGGATGTTTGGGACGATGAGCAGAGTGAATTTGTTlBBAACACGGAGCAACCTGGG
[f862AGAACGTCBETACGACCAGGCTTTCCCCGTCTCCCTGATCCGTTATTGGGTCCTG
CAGATTATTTTTGTATCCTCTCCATCACTGGTCTACATGGGACATGCACTGTATCGCCTG
AGGACCCTTGAGAAAGAGCGGCACAGGAGGAAAGTCTGCCTGAAAGCTGAGCTGGAGGGT
ACAGACCCCATCCAGGAGGATCACAAGAGGATCGAGCGAGAACTCAGGAAACTAGATGAA
CAGAAGAGAGTGAGGAAGGCCCCTCTAAGAGGCTCCTTGCTTCGCACATATGTTCTCCAT
ATCTTAACTAGGTCCGCAGTAGAGGTGGGTTTTATCGTAGGACAATGTGCTCTGTACGGC
CTTGGACTGTCTCCCTTGTACAAATGEGECAGACTGCCGEGECCCAACAGCGTCGACHET
TTCGTCTCTCGGCCTACAGAAAAGAACATTTTCATGGTCTTCATGCTAGTCATTGCTGGT
GTTTCGTTGTTCCTCAACATTCTGGAGATTTTTCATCTGGGTGTGAAGAGGATTAAACAA
AGTTTGTATGGATATAAATACCGAGATGACGAGAGCGTGTACCGCTCAAAGAAGAACTCC
ACGGTACAGCAAGTGTGTGTTCTCACAAATTCGTCACCACAGAGGCTGGTGCAGCTCACA
CAGATGACTTGTTCGGCTCTGCCTGACACTCACGGGGAGACTCTGGCAATARATGTGTCC
CACCAGAACCAGGAAGGATCTGGCGCCACCAACCAGCATCCGTCACACATTGGCATGCCT
GCCCAGGGTCTTCATCAGGTGCCACCTGTCGAGCAGCAATGCGCTGTAGGTACAAGGAAG
CCGTCGTATAGCAGCGAAGAATCCAGCGAACCTCACGTGAGGCCACAATATGCAGGACCC
AGAGCCACCCTCGTCGCCAGCCACATGGAGATCCCAGCAGCCCTGAGGAACCCACAGAGG
AAAATGAGCAGAGTAAGTGTTTATAAGGACCTTAGCGACATGAGTGACTCGGCAGAGAGC
GAGCCCCACCCCACGGTCCGGAAGTGCAGCTTTATGTCCCGGGGTCTGTCCGATGGARAG
CTGTCCTCCCCGTCCGACAGCACCGACAGCCACAGCGGAAGTGATGCTGAAGCCCAGCAT
CTCAACCAAGCCGAGGGTTCAGTGGTGACCCCCCCACCACCGGCCAGCGGGAGGAGGATG
TCCATGGTTAGTAGACAATTTTCACAGTCCACAACAAAACTTCACAAACCTGATTCTGGT
GTAGATAGTTAG

>Fr-gjalOlike-XM 011619942 Extended according to ENSTRUT00000004551 (underlined)
ATGGGGGACTGGAACCTGCTTGGCAGCATCCTAGAAGAGGTTCACATACATTCCACCATC
GTGGGCAAAATATGGCTGACCATACTCTTCATTTTCCGCATGCTGATATTGGGAGCAGCT
GCTGAAGATGTGTGGGATGATGAGCTGTCTGAGT TCATCHGHEAACACTGACCAACCAGGA
f88~nAGCTGTCHBETATGACCGTGCCTTCCCTATCTCGCTTATTCGCTTCTGGGTCCTG
CAGGTTATCTTTGTCTCTGCACCCTCTTTGGTCTATATGGGCCATGCCCTTTATTIGCATC
CGAGCTCTTGAGAAAGAGCGCCACCGCAGGCGTATCCAGCTAAAGGAGGAGTTGGATGAG
GCTGAATTAGCAATGGAGGAACAGAGGCGTGCAGAGAGAGAATTGAGAAGGCTGGATGAR
CAGAAGAAAGTGAAGAAGGCCCCTCTTAAAGGTICTTTGTTGAGAACTTACATTATCCAT
ATCCTTACTCGCTCTGTGGTGGAAATCTGTTTCCTTCTTGGCCAGTATTTCCTCTACGGT
GTTCAATTGGACCCACTTTATAAGEGEGAGAGGATGCCCHEHCCCAACAGTGTAGACHEH
TACATCTCTAGGCCCACAGAGAAGAGCATTTTCATGGTCTTCATGATTGCCATTGCTGGT
ATTTCACTTTTACTCAACATTTTTGAAATATCACACCTAGGCATAAGGAAAATTAAAGGG
ATACTATATGGAGAGCTATACAGAGACGATGACAGTTTGATTTTCAAGTCCAAGAAGAAA
GCCTCCTTACCACAACTTTGTGTCATTAGCAGTGTATCACCTCACAATGGGCCTTTGACT
CAAACACTGAAAGTGATTCCAGAGGTAGCCATGAAATTTTCTTATTGTAATGCTGGCCTT
AAATCCAGCCAGGACATACAAAGACCCAACCGTAGCCTGCAACCTAAGCCAACTGGGTGT
GTTGAGAACTTACAAATTCAAGCCCCCCTAATCAGTGAGGAAATGAACACTTTCAAGGCA
GAAAACAACCCAGAGTGGATCTCTTCTTTTTCAATTGGTGGAGGTAGTACAACAAACCAC
GAAGATGATACACGTGATGTAGGACTCCCTCTTTCTAACCATTCGGAAACTCAGTTATTA
CATAACATCCTAAGGTCAAGGGATGCACAAAAAGAGGAGCGAAAGGATTCAGTGATGAAT
GAAGTCCTCATACCAAACCCCAGGAAGACGAGCTTTTTGAACAGACCACCATCAGAGAGC
TTGTCTTCTATCAGTAACTCTACAAGTCCATCCTTACATACCTCAGAGGAATCTGATGAA
CTGGGCTCATTACAGGGAGACATGCCAATAATGCCACCGGCTGGCCGAAGAATGTCTATG
GCAAGTATAGCGTCATTGGTTTCTCATGGGTTGAATAGCTCAAACACATTTTTCACATTT
TTGGTATGA

>Fr-32.71ike-XM 003976250 Splice site.

ATGGGCGAGTGGGATTTGTTGGGCCGCCTGTTGGATAAAGTGCAGAGTCACTCCACAGTT
CTGGGCAAGGTTTGGCTCACCGTGCTTTTTGTCTTCCGCATCCTGGTGCTGCAGACCGCC
GCCGACAABBTGTGGGGTGATGAGCAGTCTGACTTTGTCHBEAACACTCAGCAGCCGGGC
E@EcAGAACGTCEEETACGACCTCGCGTTCCCCATCTCTCACGTGCGCTTCTGGTTTCTT
CAGATTATTGCCATAGCGACGCCGAAGCTGCTCTACCTCGGCCACGTCCTCCACGTGATC
CACATTGAGAAGAAGEGAGAAGGAAAAGATGAAGAAACAGGCCGAGTTGGATGCTCAGGCG
TGTCTGTTCCTCAGGACCTACAAAGTTCCCAAGTACATCAAAAGCTCTGGCAAGATCAGC
ATCCGCGGCCGCCTCCTCCGCAGTTACACCTTCCACCTGCTGGCCAAGATCCTCCTGGAR
GTTGTCTTCATCGCCGGCCAGTACTTCCTCTTTGGCTTCACCCTGGACTCTCGCTACGTC
f88cacceecacccclBECCCCACAAGGTGGACHBETTCCTGTCCAGGCCTACGGAGAAG
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TCGGTCATCATCTGGTTCATGCTGGTGGCGGCAGTCGTCTCCCTGGCCCTCAGCCTGGTG
GAGCTGTTCTACCTGTGCGTGAAAGCGACGAAGGAGTGCATGGCGAGGAGGCAGGACTAC
ACGGTGACGCCCGTGACGCCCCCGGTTTCGGGAAGGAAAGCTTTCAAAATCTCCGATGAG
ATGATCCAAAATTGTATCAACCTGGAGCTGGAGCAGCATAAAGAGCAGAGGGGGGGGAAG
AGGATCACCGGCGGGGCCAACGAGGTCCCCAGTATCATCTCACCTGACAGCAAGAGCAAG
GGGGAGGTCCGTATCTGA

>Fr-32.21ike-XM 003976251
ATGGGTGAGTGGAGCTTTCTGTCCTCTCTGCTGGACAAGGTCCAGTCTCATTCCTCTGTC
ATCGGGAAGGTCTGGCTCAGCGTGGTCTTCATCTTCAGGATCATGATTAT TGGAGCTGGA
GCTGATAAGGTTTGGGGCGATGAGCAGTCCAATATGATCHEEAACACCAAGCAGCCCGGC
i8f~2cAACGTCBETACGATCACGCCTTCCCGATCTCGCACATTCGATTCTGGGTCCTC
CAGATCATCTTCGTCACCACACCCACGCTGGTCTACCTGGGACACGTCCTGCACGTCATC
CACAAAGAGAATAAGATGAGAGAATACATGAAGACTCACAGTCAGAGCAACCTTGCCAAG
TACCCCAAGTACTCTGATGAGAAAGGCCACGTGGAGCTGAAGGGCAACCTTCTGEECACT
TACATAACCTCCATATTTTTCCGAATCATCCTGGAGATCGCCTTCATCGTGGGGCAGTAT
TACCTGTACGGGTTCATTATGGACCCTAAGGTGGTCHEEETCCCGGGCCCCCHBEcccTTC
ACCGTGGAGEEHTTTATGTCCCGTCCCACCGAGAAGACCATCTTCATCCTCTTCATGCTC
GCAGTCTCTTGTGCTTCGCTTTTACTGAATGTAGCAGAACTCTTTTACTTGTTGCATTTC
CGCTTAAAGAAAAGGTCCAAAAGTCTTCCGGCTTTGTCTCTCGCCATTCACCCACACTTC
AACAGTGAGAGCAAGGCCTAG

>Fr-32.21ike-XM 011617171
ATGGGAGACTGGGGATTCTTATCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACGGTC
ATCGGAAAGATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTTTTGGGCGCCGGC
GCCGAGAGCGTTTGGGGCGACGAGCAGTCGGGTTTCATCHEBEAACACTCAGCAACCCGGT
[i88cacaAcGTClBBTACGACTGGACCTTCCCAATTTCGCACATTCGCTTCTGGGTCCTC
CAGATCATCTTTGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCACATCATC
CACAAGGAGAACAAGCTGAGGGAGAAGCTGCTGAGCCCCGGCGGGCCCCGCCTTGCTAAG
GTGCCCAAGTACACTGACGAAAAAGGGAAGGTGAAGATCAAAGGAAACCTCCTCGECAGE
TACCTGACCCAGCTCGTGTTCAAGATCCTCATCGAGGCGGCCTTCATCGTGGGCCAGTAC
TACCTGTACGGCTTCATCATGGTGCCAATGTTCCCTEEHTCCAGGGAGCCCiGECCCTTC
ACCGTGGAGHEETACATGTCCCGTCCCACCGAGAAGACCATCTTCATCATCTTCATGTTG
GTGGTGGGCTGCGTCTCCCTGCTCCTCAACGTGGTCGAGGTGCTCTACCTCCTGTGCACE
AGGCTCAAATGTGCCTCCAGGTCCCGCGCACAGAAGCTCACGTCGGCGGAACATCCCGCC
ACCCTGCCCGCTCCCAAATGGCCGACGGTGGACGATGCGCTCATGCAGAACAAGATAAAC
CTGGAGAAAGAACGCGGTCAGAGCATCGGCGGGAACCTGGATGGCGCCAAGGAGGAGACG
CAGCTGCTGCGCCATTAA

>Fr-g3ibllike-XM 011610767
ATGAACTGGGGAACCTTTTACGCCCTGATCAGCGGCGTAAACAGGCACTCGACCGGCATC
GGGAGGGTTTGGCTCTCCGTCATCTTCGTCTTCCGAATCCTGGTGTTGGTGGTGGCTGCT
GAGAGCGTTTGGGGAGACGAGAAGTCGGGCTTCACCHBEAACACCCAGCAGCCTGGCHEE
AACAGCGTCHBETACGACCAGTTCTTCCCCATCTCGCACATCCGCCTTTGGGCTCTGCAG
CTGATCCTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTAGCCCACAGACGGCAC
ATCGACAAGAAGATCCTGAAGAGGGCCGGCCGGGGCACCCCCAAAGACCTGGAGCAGATC
AAGAACCAGAGGTTCCAGATCACCGGAGCTCTETCGETECACGTACATGATCAGCATCATC
TTCAGGATCGTCTTTGAGGTGGCTTTTCTCTACATCTTCTACCTGATCTATCCAGGTTTC
AAAATGGTGCGTTTGGTCAAGEGEGACTCGTACCCCHEBECCCAACACCGTGGACHEGHTTT
GTGTCCAGACCCACAGAGAAGACCATATTTACCGTGTTCATGCTGGGGGTCTCGGGGGTG
TGTGTGCTTCTGAACTTGGCTGAGATGGTCTACCTCATCGGCCGGGCCTGCAGGCAGTGC
ATCAGAGGCTCGGAAGAAACCTCCAAAGTCCCCTGGATCAGTCAAAAATTGTCCTCTTAC
AGGCAAAATGAGATTAACGAACTGATATTGGACCATCCCCTCAGGTCAAAGTTCGGCGTG
ACCAAAAAGAAGCCCAGCTGA

>Fr-gibllike-XM 003971205

ATGAACTGGGCATCATTTTACGCCGTCATCAGCGGTGTGAACAGACACTCCACGGGCATC
GGCCGCATCTGGCTTTCTGTGCTCTTTATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCG
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCHBEAACACCCAGCAGCCGGGCHEE
AACAGCGTCHBETACGATCACTTCTTCCCGATCTCCCACATCCGCCTCTGGGCACTCCAG
CTCATCCTGGTCTCCACCCCTGCCCTGCTGGTGGCTATGCATGTGGCTCATCGCCGCCAC
ATCGACAAGAGGCTCTACAAACTGTCAGGGCGGACCAACCCCAAAGATCTGGAGCAGATT
AAGACCCAGAAAATGAAAATCACAGGCECECTETCETEEACETACGTCATCAGCCTGCTC
TTTCGCGTTATCTTCGAGGTGACCTTTATGTACCTATTTTACATGATCTACCCCGGTTAC
AAGATGATCCGGCTGGTGAAGEGHGACTCGTACCCCHEBECCCAACACAGTGGACHEGETTT
GTCTCCAGGCCCACAGAGAAGACGGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTC
TGTATTCTGCTCAACATTGCAGAGGTGGTGTTCTTGGTGGGCAAGGCCTGCCCTAAACAT
TTACACCATGCTGGAGACTCAGCCATGGGGGCTTGGATCCAACAAAAGCTCTGCTTCCTC
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TAG

>Fr-gjb2like-XM 003962228 97% identical to XM 003962227 below
ATGTCTTGGGCCACGCTTTACAGTCAGCTGGGTGGTGTCAACAAACACTCCACCAGCCTG
GGARAGATCTGGCTTTCTGTCCTCTTCATCTTCCGCGTCACCATTCTGGTTCTGGCCGCT
GAGAAAGTCTGGGGCGACGAACAGTCCGACTTTAAAFGEAACACGCAGCAGCCAGGTHGE
AAAAATGTCEEETACGATCATTTCTTTCCCGTTTCGCACATCCGCCTGTGGTGCCTGCAG
CTGATCTTTGTGTCCACCCCGGCCCTTCTGGTGGCCATGTATGTGGCCTACAGAAAACGT
GGAGAACAGAGAACCGTTATGGCCTCCGGAGGCGATGAGAAGGTGAAGGAGACCGACCTG
CAGATACTGAGGACGAAGCGCCTGCACATCACGGGCECTCTETEETEEACCTACACCTGC
AGCTTGTTCTTCAGATTGCTGTTTGAGGGTGGCTTCATGTACGCTCTGTACTTTATCTAC
GATGGCTTCCAGATGCCGCGACTGGTCAAGHBEGAGCAGTGGCCTBECCCAACAAGGTC
GACHEETTCATCTCCAGGCCAACAGAGAAAACCGTCTTCACCATCTTCATGGTGGTCTCG
TCGGCCATTTGTATGGTTCTCAATGTTGCTGAGCTCTTCTACCTTTTTGCCAAGGCCCTC
ATGCGGTTATCAGCCAGGTCAAAGCAGCGTAAGCGGAGATATACCAGCGAATCAAACTTC
AACCAGGACACGCTTCTGGACAACAGGAGGAATGARACTTTGTAG

>Fr-gjb2like-XM 003962227 See XM 003962228 above. Either recently duplicated gene,
or an assembly error.
ATGTCTTGGGCCACGCTTTACAATCAGCTGGGTGGGGTCAACAAACACTCCACCAGCCTG
GGAAAGATCTGGCTTTCTGTCCTCTTCATCTTCCGCGTCACCATTCTGGTTCTGGCCGCT
GAGAAAGTCTGGGGCGACGAACAGTCCGACTTTAAARGEAACACGCAGCAGCCAGGTEE
AAAAATGTCHEBETACGATCATTTCTTTCCCGTTTCGCACATCCGCCTGTGGTGCCTGCAG
CTGATCTTTGTGTCCACCCCGGCCCTTCTGGTGGCCATGTATGTGGCCTACAGAAAACGT
GGAGATAAGAGAACCGTTATGGCCTCCGGAGGCGATGAGAAGGTGAAGGAGACCGACCTG
CAGATACTGAGGACGAAGCGCCTGCACATCACGGGCCCTCTGTGGTGGACCTACACCTGC
AGCTTGTTCTTCAGATTGCTGTTTGAGGGTGGCTTCATGTACGCTCTGTACTTTATCTAC
GATGGCTTCCAGATGCCGCGACTGGTCAAGHBEGAGCAGTGGCCTHEGECCCAACAAGGTC
GACHBET TCATCTCCAGGCCAACAGAGAAAACCGTCTTCACCATCTTCATGGTGGTCTCG
TCGGCCATTTGTATGGTTCTCAATGTTGCTGAGCTCTTCTACCTGATTGCCAAGGCCCTC
ATGCGGTTATCAGCCAGGTCAAAGCAGCGAAAGCAGAGATACAACCGAGAAAACTTCCAC
CGGGACAACACGCTTCTGGAGAACAAGAAGAATGAGAACATGTTCTCTTCAGACTCCACC
AGCAACAGGACCGTGTGCTGA

>Fr-gjb3like-xM 003962552
ATGGACTGGAAGACCTTCCAAGCCCTCCTCAGTGGGGTGAATAAATACTCCACGGCGTTC
GGGAGGGTCTGGCTGTCGGTGGTGTTCGTGT TCAGGGTGATGGTGTACGTGGTGGCGGCA
GAGCGCGTGTGGGGCGACGAGCAGAAGGACTTTGACHBEAACACCAAGCAGCCGGGCHER
GCTAACGTCEETACGACTTCTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACGTGCCCGTCCTTCATGGTGGTCATGCACGTGGCGTACCGTGACGAC
CGCGAGCGCAAATTCAGGGCCAAGCACGGCGACGGGAAGAAGCTGTACAACAACACGGGC
AAGAAGCACGGCGGCCTGTGGTGGACGTATATGCTGAGCCTGTTCGTGAAGACGGGCATC
GAGGTCGCCTTCCTCTACATCCTCCACCACGTCTACGACAGTTTCTACCTGCCGAGGCTG
GTCAAGHBEGAGGTGTCGCCCHBECCCAACCAGGTGGACHBETACATCGGCCACCCCACC
GAGAAGAAGGTCTTCACCTACTTCATGGTTGGAGCCTCGGCCCTCTGCATCATCCTCAAC
ATTTGCGAGATCATTTACCTCATCGCCAAGCGCGTCGTGCGGTGCGCCAACAAGGTCAAG
AGGCACCATCGCAACAGAGCCCCGTGCCCTCCGGAGAACTACAGCGACGACCCCTTCAAC
AACTGCAACGTGACGATGGCGAAGCCGGAGCTGAAGGACAACCCCCCGTCCTTCAGGACC
GCGTGCAAGTCTACATATAAGCTGGACAGTCTTCGGATGAACGACAAGATCCGGGCCTCT
GCCCCCAATCTGTCTGCATGGCCGGTTGCGGGGCCCAGTGTAGGCATAAACGGGCCGACA
GTGGTTGGACTGGAACCCAGCAGGAAACCCCTGAACGCAGACCAGGTGCTGGACTTCAGG
TCGTTGTGTAAGAACCTGGAAGCGGAGTCATCCCGGCTGGACTCTTAA

>Fr-gjb3like-XM 003969117
ATGGATTGGAAGTTTCTTGAGGGTCTCCTCAGCGGAGTCAACAAGTACTCCACTGGCTTC
GGACGCATCTGGCTGTCGGTGGTCTTCGTCTTCCGCGTGCTGGTCTTCGTCGTGGCTGCC
GAGCGGGTCTGGAGCGACGACCAGGGACACTTTGAGEGEAACACCCGTCAGCCAGGCHEE
ACCAACATCHBETATGACTACTTCTTCCCCATCTCCCACATTCGCCTGTGGGCGCTCCAG
CTGATCTTCATCACCTGCCCCTCCTTCATGGTGGTGCTGCACGTGGCCTACAGGGAAGAA
CGGGAACGCAAGTACAAAGCCAAGCACGGCGAGGACGCCCGGCTGTACGACAACCCAGGC
CAGAAGCACGGCGGTCTGTGGTGGACGTACTTGCTGAGCCTCTTCACCAAGACCACCTTC
GAGATGCTGTTCCTCTACCTGCTCAACTACATCTACGACAGCTTCAAACTGCCCAGGAAA
GTCCAGEGEGACGCGAGTCCCHBECCCAACCTGGTGGACHGETACATATCCCGGCCCACT
GAGAAGACGGTTTTCACCTACTTCATGGTGGGTGCCTCGGTGCTGTGCGTGGTGCTCAAC
ATCTGTGAGATCCTCTATCTGATTGCTGCTCGTGTGGTGAATCGGAAGTATCGGGGAAGC
AACCGTGCGTCCTCTAGGAAGGTCCACGCGGCCGCCAGCGCGGGCTGCGATGGTTGCAAG
TCCTCTCTTGTGCATGATTAG
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>Fr-gjb4like-XM 011614516 Splice site.
ATGAACTGGTCGGGGCTGGAGAGCCTTCTCAGTGGAGTCAACAAATACTCCACGGCCTTT
GGGAGAATCTGGCTGTCCATGGTGTTTGTGTTCCGTGTGCTGGTGTTTGTGGTGGCAGCA
CAGAGGGTCTGGGGTGATGAGAGCAAGGATTTCGTGEGEAACACTCGACAGECGGGTHEE
ACCAACATCHEBETACGACCACATCTTCCCCATCTCCCACATCCGTCTCTGGGCTCTGCAG
CTGATCTTCGTCACCTGCCCGTCCTTGATAGTGATGGCTCACGTCAAATTCCGTGAAGGE
AAGGATGCCAAATACGTGGAGCAGCACCACGGCTCTCACCTATACAGCAACCCCGGCAAG
AAGAGAGGGEEECTGTGETGEACCTATCTGCTGAGTCTGATCCTCAAAGCTGGATTTGAC
GCCTCGTTTCTTTATATTCTGTACAAGATATATGATGGTTATGACTTGCCCAGGTTGTCG
AAABGETCGCTGGATCCGHGHCCCAACACGGTCGACHBETTCATCAGTCGCCCGACAGAG
AAAAAGATCTTCATGTTGTTCATGGTCGTGTCCAGTGCGCTTTGCATTTTCATGTGCCTC
TGCGAAATGCTCTATCTTGTTGGGAAGCGCATCGCCAAACTGGTAAAGATCCGCCACCAG
AACGAACAGATCCTATTTGCTGAGCAGCACGAACTCACCGACATGGTCCCACCCAGATCC
CAGTATCACAAGACTGACCCAACCCTGACGGACAGTCAGCTCAGTTTAAACAGAAAGGAG
AAGGTCAGAGAAGGTACTGTGACGACCACACTGTAA

>Fr-gjb4like-XM 011609061 Splice site.
ATGAACTGGTCTGCACTGGAGGCCCTGATCAGCGGGGTCAACAAGTACTCCACCGTGTTC
GGACGCGTCTGGCTGTCCATGGTCTTCGTTTTCCGAGTGATGGTGTTTGTGGTTGCGGCT
CAGCGGGTGTGGGGCGACGACAGCAAGGACTTTGTCHEEAACACGGCCCAGCCGGGCHEE
AACAACGTGEGETACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG
CTCATTTTCGTCACTTGCCCGTCGCTGATGGTGGTGGGCCACGTCAAGTATCGGGAGAAG
AAAGACTCCCAGTACACCACCTCGCACCACGGGAAACACCTGTACGCCAATCCTGGARAG
AAGCGTGGAGGGTTGTGETGGACCTACCTEECGAGTCTGATTTTCAAGGCCGGCTTTGAC
GCTGGTTTCCTGTACATCCTCTATCACGTCTACGACGGTTATGACATGCCCCGCCTCTCT
AAGEEETCCCTGGAGCCGEBECCCAACACAGTGGACHEBETTCATCTCGCGGCCCACTGAG
AAGAAGATCTTCACCCTCTTCATGGTGATCTCTTCTGCCGTCTGCATCCTGATGTGCCTC
TGTGAGATGATCTACCTCATCTGCAAGCGCGTTCACAAACTCATTAAGCGAAGGAACGAG
GTGGAGAGAAGGTTGTTCGCCGAGAGTCATGAGATGGCCCCTCTGGCAGCACCAAGGTCC
GAGCTGAGGTCCAAATCATCGATCAGGGTGGATCCAACCGCCTCTGTCCAGGACCTCACC
GAAGAGAAGCGGCCACCTGAGAAACAARAGATCGCAGCATAG

>Fr-gjb4like-XM 003962551
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTT
GGCCGAGTGTGGCTCTCCATTGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCT
GAGAAGGTGTGGGGCGACGAGCAGAAAGACTTCAAAFGEAACACGGCTCAGCCCGGCHEE
CACAACGTClG@TACGACCACTTCTTCCCCGTTTCCCACGTCCGGCTGTGGGCGCTGCAG
CTCATCTTCGTCACCTGCCCGTCTCTCCTGGTGGTGATGCACGTCGCCTACAGGGAGGAC
AGGGAGCGGAAAAACAGGCTTAAATATGGCGACGACTGCCGCCGTCTCTACCAGAACACC
GGGAAGAAGCGCGGAGGCCTGTGEGTGGACCTACGTCCTCACGTTGGTCTTCAAAATCGGC
GTCGACGCCACCTTTGTCTACCTTCTCTACCACATCTACGAGGGTTACGACTTCCCCTCG
CTCATCAAGEGECAGCAGAAGCCCHBECCGAACACGGTGGACHEBETTCATCGCGCGGCCC
ACCGAGAAGCGGATCTTCACCATCTTCATGGTGGTCACCAGCCTGGTCTGCATCTTCCTC
TCCATCATCGAAATCCTCTACTTGGTGGGCAAACGCTGCCGTGAGTGTTTGACGGCCGGT
CACCACACTCACCACCCCATGACCAACAACATCTCGAGCGGAAGCCACCTGATGGAGTCC
AGCACTCTAAAGAGGGTTCCAAAGTGCACCCCCGARACGCCGGCACCTTCGTACAGCTCT
GCCATATCCTGA

>Fr-gjb4like-XM 003969116
ATGAACTGGGCCTTCCTCGAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACAGCGTTC
GGCCGTATCTGGCTCGCCATCGTTTTCATCTTCAGGCTCCTGGTCTTCCTGGTGGCCTGT
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTTGACHEEAACACCCTGCAGCCCGGGHEET
CACAACGTCEGETACGACTACTACTTCCCCGTCTCTTACACCCGACTCTGGTCCCTGCAG
CTGATCTTCGTCACCTGCCCGTCCCTTCTGGTCACGCTTCACGTGTCCTACAGGAAGGAT
CGTGAACGTAAACATCGGCTGAAGCACGGAGAAAACAGCCCCCCTCTGTATGACAACACA
GGGAAGAAGCGAGGAGGTCTTTGEGTGGACCTACTTCTTCAGCCTGCTGTTTAAGATAACG
GTGGACGTGGTGTTTACTCTCCTGTTGTTCTACATCTACGAGGCCACCTTCTTCCCACCG
CTGGTGAAAFGEGAGGAAGACCCGEBECCCAACGTGGTGGACHEBETACATTGCCAGGCCG
ACGGAGAAGAAAATATTCACCATCTTCATGGTGGTCACCAGCTTCGTGTGCATCTGCCTC
ACGGTTTGCGAGGTTTTCTACCTGTGCGGGAAGAGGATCTGGGAGTGCAGCAGGGGCGGG
TGCCACCCTGACAGAGAGGACTCCTTCCTGGTGAGGGTTCCTCTGGACGCGAGGAACGCT
GTGAACAAAGGCTCGGTGGCGGCTGAGGCTGCGGCGCTCGACAGAGACGGAGAAGCCTTC
AGTCCCGCCCCAGCGTACGCCATCGCCGTCTCGTCAAGTCTGATGTGTGACGATTGA

>Fr-gjb6like-XM 011606139

ATGTCTTGGACCACTCTGTACGCTCAGCTGGCTGGAGTAAACCGTCACTCCACCAGCTTG
GGTAAAGTCTGGCTCTCTGTGCTCTTTATTTTTCGAGTTATGGTTTTGGTCGTGGCGGCC
GAGAGTGTTTGGGGAGATGAACAGTCTGACTTCACCHEGHEAACACCCTACAGCCTGGTEEH
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GAGZ—\ATGTC-TATGATCAGTTCTTCCCCGTCTCCCACATCCGGCTCTGGTGTCTTCAG
CTTGTCTTTGTCTCCACTCCAGCTCTCCTGGTTGCGATGTACGTGGCCTACCGGAACCAC
GGCGACAAGAAAAAGCTCCTCCAGGTGTTCACTTTCAACAAAGGTCAGGAGGAAGAGTTG
GAGAGCCTCAGGAACAGGAGACTGCCTATATCTGGTGCCCTCTGGTGGACATACGCCTTC
AGCCTTCTGTTCAGGCTCTTGTTTGAAGGAGGATTCATGTACGCCTTGTATGTGATTTAT
GATGGCTTCCGGATGCCGCGCCTGGTGCAG-GACCAGTGGCCA-CCAAACCTAGTG
GAC-TTCATCTCACGGCCAACAGAGAAAACAGTCTTCACCATTTTCATGGCCACCTCA
TCCTCCATCTGCATGCTCCTTAACATGGCAGAGCTTGCATATCTTGTTGCCAAGGGAGTC
ACGAGGTAG

>Fr-gjb7-25-XM 003977315
ATGAACTGGGGCTTTCTGGAGAACATCCTCAGCGGAGTGAACAAATACTCCACGGTGATC
GGGCGCATCTGGCTCTCCGTCGTCTTCCTCTTCAGAATCCTGGTGTATGTCGCAGCAGCC
GAGCAAGTGTGGAAGGACGAGATGAAGGAGTTTGTGEGEAACACCCGTCAGCCTGGCHEE
GAGACTGCClG@TTCAACCACTTCTTCCCCATCTCGCAGGTGCGCCTCTGGGCCATGCAG
CTCATCCTGGTATCAACCCCATCCCTGCTGGTGGCCCTGCATGTGGCCTACAGGGAGCAC
CGTGAGGCCAAGCACAAGAAACAACTGTACAAGGACAAAGCAACCATTGACGGAGGATTG
TTTTTAACCTACATCGCCAGTCTGGTTTTTAAGACTGCTTTTGAGGTCGGCTCCCTGCTC
ATCTTCTACTTTGTTTACAACGGTTTCGAGCTCCCTGTGTTGCTCCGCHBEAACCAGAGT
CCCEGHCCAAACACAGTGGACHEGET TCATTGGCAAAGCCACCGAAAAGAAGATTTTCCTC
TACATCATGGCCTGCACTTCTGTACTTTGCATCTTTCTCAATTCGGTGGAGCTCCTCTAC
ATTATATGGAAACAATTAGTCAAATGCGTCATCCGGCATCACGTTCCTGTGGAGAAGAGA
CCGTCCTCTCGCTACCACTCACAAGGGTCCAACATCAACAGATATGTCTCTGTTGAGCCT
GGTGTCATTAACGAAGGTGGCCCCATAAAGGCTAAAGCTGAAAACTTCCCAGTTCATTCT
GGGACTCATTAA

>Fr-gjcl-45-XM 003964814 Modified according to prediction in Ensembl (which has
omitted other parts of the sequence).

In July 2019 this sequence was made obsolete, and replaced by XM 029836267 (and
other transcription variants). There is only one nucleotide difference between our
modification of XM 003964814 and the new XM 029836267, marked in PHBPEE. As we have
used the accession number XM 003964814 in all analyses (which were done before July
2019), for the purpose of this manuscript we keep the obsolete accession number.
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTTCTCACTGCCGTTGGGGGA
GAGTCCATCTACTACGATGAGCAGAGCAAGTTCGTG-AACTCGGGACAGCCGGGC-
GAGAACGTT-TACGACGCCTTTGCCCCTCTGTCTCACGTCCGCTTCTGGGTATTCCAG
ATTATCCTGGTGGCGATGCCCTCTCTCATGTACATGGGCTACGCCATCAACAAGATCGCT
AGATTAGATGAAGCCAAAGGAGGTGGAACCTCCACTGCTGTTAGAACGGGAGGGGGGGGC
TACACGCACAGGAAGCCCAGGAAAATCTGCTTTGGAGCGCGGCAGCACCGGGGTATCGAG
GAGACCGAGGAGGACCAGGAGGACGATCCCATGATCTACGAGGTACCGGAGATCGAGCCC
CCCAAGAGGCCGAGGGATCCGCTGCAGCCCGCTCCIAGACCCAAAGTCCGGCACGATGGA
CGCAAGCGCATCAGAGACGAGGGGCTGATGCGGGTTTACGTTCTGCAGCTGGTGACCCGT
ACGGTGCTGGAAGCCTGCTTCCTCGCCGGCCAGTATTTACTGTACGGGTTCCGTGTGATG
CCCGTGTTCGTGHBETCGGGGARACCGHEBECCCCACAACGTTGACHEETTCGTCTCACGA
CCCACAGAGAAGACCATCTTCCTGCGCATCATGTACGGGGTCACAGTCCTTTGCCTCATT
CTCAACATTTGGGAGATGCTTCATTTAGGGATCGGCTCCATATACGACATCCTCCGCCGG
CGGCGCAGCCCACCCCAGGATGATGAGTACCAGCTGGGCTTGTTGGGTACCAGTGGAGCT
GTAGAGGGGCCCGTAGGGGGTACAGCCCCTGAGGCGGGCTCTGAAGGAGGGGTCGGCGGT
GACGGGGCTGCCGATTATGTCGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCT
GGCTACAACATTGTGGTAAAGCCCGAGCAGATGCCCTACACAGACCTCAGCAACACCAAG
ATGGCGTGCAAGCAAAACCGGGCAAACATTGCCCAAGAAGAGCAACAGCAGTTTGGTAGT
AACGAAGACAACTTCCCCACCGGAGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCACCAGGCT
GAGGTGCAGCTCGGGGAGAACCAGGACGACAAACCCCAGAGTAACATCATTCAGGCTCAA
CCGCAGCTGCAGCCTCAGCCCCATAAGGAGCGCAAACACAGATTCAAGCACGGCAAAGGA
GGCAGCAGTGCAGGAGGCAGCAGCAGCAACAGCAGCAGCAGCAAATCGGGAGAGGGGAAG

CCCTCCGTGTGGATTTAA

>Fr-gjcllike-XM 003961198

ATGAGTTGGAGTTTCCTGACACGCCTGTTGGAAGAAATTCACAACCATTCTACGTTTGTG
GGCAAGATATGGCTGACTGTCCTTATTGTCTTCCGCATCGTGTTGACGGCTGTTGGCGGG
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGEGEAACTCGGGCCAGCCGGGCHEE
GAGAATGTCHBETACGATGCCTTCGCTCCACTGTCACACGTCCGCTTTTGGGTGTTCCAA
ATCATTCTGGTGGCCACCCCATCGCTCATGTATCTGGGATACGCTGTCAACAAAATTGCT
CGTGCCGAAGAGCGGGCAGGTGGGAAGGGGGCGCGAGGCTATTCGCAGAGGAAACTCAAG
AGGAAGCTGTATCTGGCAGACAGGAGGCAGCACAGAGGCATCGAAGAAGCTGAGGATGAC
CAAGAGGAAGACCCTATGATCTACGAAACAGCAGACATTGGCAGTGAAGACGCAARAAGGG
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AGCGTCACTAAGGGAAAAGATAAGGTCAAGGTGCGCCACGACGGACGCCAGCGTATTAAA
GAGGATGGCTTGATGCGGATTTATGTCCTTCAGCTCTTGGCCCGCTCCCTGCTGGAGGTG
GCTTTCCTGTGTGGGCAGTACACCCTGTATGGATTCGCTGTTCCCCCCACCTATGTCTGC
i€ caccTGCCABECCCCACAGCGTGGACHBE T TTGTGTCTCGGCCCACTGARAAARACC
ATCTTCCTCCTCATTATGTACACAGTCTCCCTGCTCTGTCTGATGCTGAATATCTGGGAG
ATGCTTCACCTAGGCATCGGCACCATCTGCGAGATCATCCGTTCCCACCAACTCCCTGAT
GAGGAGCTGTACGGACTGACACAATCAAAAGGAGCCCACGCTGACGCTGGATTGAGCCGA
GAGGAGTACAGCAGCTACGCTTTCTCTTGGAATGCCCCATCAGCTCCGCCTGGGTACAAC
ATCGCAATCAAACCCCCTCTGGTAACAGCAGGACACCGTGATCAACCCCTGCCTGTCACT
GATCTCACCAACGCGAAGATGGCGTGCCGGCAAAATCACGCAAACATCGCTCACGAGGAG
CAGCAACAGTACAGCAATAACGACGAAAACCTATGCAAAGCCGGGATGGGCGATGACCAC
ATGCGTGCCAATCACTCTCAGAACAGACTGGAGGCGGACAGCGCAGCTCACAGCCAGCTG
GAGGGTCAAAGCAACAAGGCTCATCGTGACCGCAAACAGCGACAGGCCTCCAAACACACG
TCCAGCAAGGATGACACCGACCGGGGCAGCACCAGCACCAGCAATACCAGCAAATATGGC
GTCATCAAAGGTTCAGAGTGGATATGA

>Fr-gjcllike-XM 003978839 Modified according to ENSTRUT00000007687 (underlined
sequence added). Splice sites.
ATGAGCTGGAGTTTCCTGACGCGTTTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG
GGGAAGATCTGGCTGACCGTCCTGATCATCTTCCGCATCGTGCTGACCGCCGTTGGCGGC
GAAACCATCTACTACGATGAGCAAAGTAAATTTGTTHEGAACACGCAGCAGCCTGGANGH
GAGAACGTC-TACGATGCCTTCGCCCCGCTCTCACACGTACGATTCTGGATCTTTCAG
GTGATTTTGATAACCACCCCCACCATAATGTACCTGGGCTTCGCCATGCACAAGATCGCA
CGCATGGATGACAGCGAGTACCGCATCGTCCGGAAACCCAAAAAGAGGATGCCCATCGTT
AGCCGCGGAGCTGTTAGGGACTATGAGGAGGCAGAGGACAATGGAGAGGAAGACCCCATG
ATTGCCGAGGAGATTGAACAAGAAAAGCCTGACAAAACGGAGAAGGATCCTAACTGGTAT
CTGTGTCATCCAGGCACAGAGAAGAAGCACGACGGCCGGCGGCGAATCCAGCGCGALCGGC
CTAATGAAGGTCTACGTGTGCCAGCTGCTGTGGCGCTCATCCTTTGAGGTTGCGTTCCTT
TTCGGCCAGTACATCCTCTACGGTTTTGAGGTTTTTCCGTCCTTTGTG-ACCCGCTCA
CCA-CCCCACACCGTGGAC-TTCGTGTCGCGCCCCACAGAGAAGACCATCTTCCTG
CTGGTCATGTACGTCGTGTCTTTCCTCTGCCTGCTCCTCACCGTTTTTGAAATGATCCAT
TTGGGGATAGGAGGTGTCCACGACACCTTTCGGAGACGGGCCACTCTCAACCCACGLCGCC
CCTCGTCCGTCCACCACACGCAGCATACCCACAGCCCCGCCAGGATACCACGCCACTATG
AAGAAGGAGAAACTGAAAGGACAGCTGAGGGACTCGCCGATAGGGGACTCTGGGCGGGAG
AGCTTCGGTGATGAGGGTCCGTCATCCAGGGAACTGGAGCGCTTGAGGAGGCACCTGAAG
CTGGCCCAGCAACACCTGGATTTGGCCTACCAGGTCGAGGAAGGAAACCCCTCACGGAGC
AGCAGCCCCGAGGTGAACACGGCTGCACAGACGGCTGCCGAGCAGAACCGACTCAACTTT
GCCCAGGAGAAGCAGGGAGAAACAACCGAAAAAGGTAAACCGGCGAGAAACTGGCTGAAA
TGTGCTATAATGTTATCCTGA

>Fr-gjcllike-XM 003962095
ATGAGCTGGAGTTTCCTCACGCGCCTGTTGGACGAGATCTCCAACCACTCGACCTTCGTG
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTGCTGACGGCCGTCGGGGGC
GAGTCTATATACTATGATGAACAGAGTAAGTTTGEGEGCAACACAAACCAGCCTGGTEEE
GAGAACGTGEGETACGACGCCTTCGCGCCGCTGTCGCACATTCGCTTCTGGGTTTTCCAG
GTGATTATGATCACCGCCCCCACCATCATGTACCTCGGCTTCGCCATGCACAAAATCGCC
CGGATGAACGACGACGACTATCGACCCCGCAGCAGGAAGAAGATGCCCATCGTCAGCCGG
GGAGCCAACCGGGACTACGAGGAAGCGGAGGACAACGGCGAGGAGGACCCGATGATCCTG
GAAGAGATCGAACCGGAAAAGGAGAAGGAGAAGGAGACCACGGAGAAGCCGTGCAAGAAR
CACGACGGGCGGCGTCGGATCAAGCGCGATGECCTCATCAAGGTCTACGTGTTCCAGCTG
CTATCGCGGGCCATCTTCGAAGTCTCCTTCCTGTTTGGACAGTACATCCTCTACGGGCTG
GAAGTCGCACCCTCGTACGTTHGBACGCGCTCCCCTHBECCGCACACGGTGGACHEGETTT
GTTTCCCGTCCCACGGAGAAAACCATCTTCCTGCTCATCATGTATGCGGTCAGCGGTCTT
TGCTTGCTCTTCACCCTGCTGGAGATCATCCACCTCGGCATCAGCGGTCTTCGGGACTGC
TTCTGCGCCCCCCGGCCTCGCCCTCCCACCCCGCGCCACTCGGCTCTCGCCAGCCAGAGG
TCCTCCATCTCCCGCCAGCCGTCCGCTCCGCCGGGCTACCACACGGCTCTGARARAGGAC
CCTTCGGGAAAGATGGGCTTTAGGGACAACCTGGGAGACTCCGGCCGGGAGTCTTTTGGT
GACGAGACTTCATCGCGGGAACTGGAGAGGCTGCGTAAACACCTGAAACTGGCGCAGCAG
CACCTGGACATGGCCTACCAGAACGGGGARAGCAGCCCGTCGCGCAGCAGCAGCCCCGAG
TCCAACGGCACGGCGGTGGAGCAGAACCGGCTGAACTTTGCTCAGGAGAAGCAGAGTGAC
AAAGGTCAGACCCTAATTTTATTGTTGGCGCATCTTTGCCAGGGTTTTGATGGAATTCTA
GATCTGTAA

>Fr-gjc2-47-xM 003975332

ATGAGCTGGAGCTTCCTCACACGTCTGCTGGAAGAGATCCACAATCATTCCACATTTGTG
GGGAAAGTGTGGCTCACTGTGCTCATTATCTTCCGCATTGTGCTCACGGCAGTTGGAGGC
GAATCCATCTACTCGGATGAGCAGACAAAGTTCACCHGEAACACAAAGCAGCCGGGTEEE
GACAACGTAGETACGATGCCTTTGCCCCTCTCTCGCATGTCCGTTTCTGGGTCTTCCAG
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ATCATCATGATCTCCACTCCTTCCATCATGTACATGGGCTATGCCATTCACAAGATTGCT
CGGAGTACAGATGAGGAGCGCAGGAAACTCCACAGGCTTCGCAAARAGCCTCCCCCGCAT
TCCAGATGGAGAGAGAGCCATCACCTGCAGGGCGTCTTAGAGGAGGACGAAGATGACGAC
GCTGAGCCCATGATCTATGAGGATACACTGGAGGTGCAAGATGCCAAACCAGAACCGGGG
AACAGCACGGGCAAAGACCCACCAAAATACGACGGCCGTCGAAAAATCATGCAGGAAGGEE
CTGATGAGGATCTACGTCCTTCAGCTGATGTCAAGAGCTGTTTTTGAAATTGCCTTCCTT
GCTGGACAGTACCTTCTCTATGGTTTTCGTGTTAGTCCATCCTATGTAMBBAACAGGATC
CCCHBECCACACAGAGTGGACHEHTTCATCTCGAGACCCACAGAAAAAACAATCTTCCTC
CTTATCATGTACGTGGTGAGCTGTCTTTGTCTTGTGCTAAACATCTGCGAGATGCTTCAC
CTGGGAATGGGAACATTTCGGGACACCCTTCGCATGAAGAGGAGCAGGGGCAGACAGTCA
TCCTACGGCTACCCTTTTTCTCGCAATATTACAGCTTCCCCTCCAGGGTACAACCTCGTA
ATGAAGACAGACAAACCCAGCAGGATTCCCAACAGCCTCATTGCCCATGGGCAGAACGTA
GCCAACGTGGCTCAGGAGCATCAGTGCATCAGCCCGGACGAGAACATCCCCTCTGATCTC
GCAAGCCTACACCGGCACCTAAGAGTTGCTCAAGAGCAACTTGATATGGCATTTCAGACC
TACCAGACCAAACAAAACCAGCAAACCTCCAGAACCAGCAGTCCAGTGTCTGGAGGCACC
ATCGCAGAGCAGAACAGAGTCAACGCAGTTCAAGAGAAGCAGGGCGCAAGGCCGAAATCA
GCCACAGAGAAGGCTGCAACTATTGTAAAAAATGGAAAGAGCTCCGTTTGGATCTAG

>Fr-gjd2-36-XM 003962518 Splice site.
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT
ATGATAGGAAGGATCCTACTAACAGTGGTGGTCATCTTCCGGATTCTAATCGTGGCGATA
GTTGGAGAGACTGTCTATGATGATGAGCAGACCATGTTTGT THBHAACACCTTACAGCCG
GGCHBEAACCAAGCGHBETACGACAAAGCATTCCCCATTTCACACAT TAGATATTGGGTT
TTTCAGATTATCATGGTGTGCACGCCGAGCCTTTGTTTCATCACGTACTCGGTGCACCAG
TCGGCCAAGCAGAAGGAGCGGCGCTACTCCACAGTCTATCTGACACTAGATAAGGATCAA
GATTCACTCAAACGAGATGAGAGCAAAAAGATAAAGAACACCATCGTCAACGGAGTCCTT
CAGAACACGGAGAACTCCACCAAAGAAGCCGAACCGGACTGTTTAGAAGTGAAAGAGATC
CCCAATTCGGCCATGAGAACTGCAAAGTCCAAAATGAGGCGCCAGGAAGGCATCTCCAGE
TTTTACATCATCCAGGTGGTTTTCAGAAACGCGTTGGAARATCGGCTTTTTGGTGGGCCAG
TACTTTCTGTACGGATTCAACGTCCCGTCGGTGTACGAGHBBGACCGCTACCCCHBBATA
AAAGACGTCGAGHBETACGTCTCAAGACCCACGGAGAAGACAGTGTTCCTGGTGTTCATG
TTCGCCGTCAGCGGCTTTTGCGTGGTGCTGAACCTGGCGGAGCTCAATCACCTGGGCTGG
AGGAAAATCAAGACGGCCGTGCGGGGCGTGCAGGCTCGGCGGAAGTCCATCTATGAGATC
AGAAACAAGGACTTGCCGAGGATGAGCGTGCCCAATTTCGGGCGCACTCAGTCCAGTGAC
TCTGCGTACGTGTAG

>Fr-gjd2like-XM 003971111 Splice site.
ATGGGGGAATGGACCATCTTGGAGCGTCTGCTGGAGGCGGCTGTCCAGCAGCACTCCACT
ATGATTGGAABGATCCTGCTGACAGTGGTGGTGATCTTCCGCATCCTAATAGTCGGCATA
GTGGGTGAGAAGGTGTACGAGGACGAGCAGATCATGTTCATCHBBAATACCATGCAGCCC
GGCBEAACCAGGCCHBETACGACAAGGCCTTCCCCATCTCACACATCCGCTACTGGGTC
TTTCAGATCATCTTGGTGTGCACGCCGAGCCTGTGCTTCATCACGTATTCCGTGCACCAG
TCTGCCAAAGCACGCGACCGAAGCTACTCCCTCCTGCATCCGTACATGGATCACCATGGC
CATGGTCACCACGGTCGCCATCACGACCATCACGCTCGCAAAATCCACTCGCGTTACATC
AACGGTATCCTGGTGCATCCTGAGGGCAGTAAAGAAGACCACGACTGCCTGGAGGTCAAG
GAAATCCCCAATGGACCCCGGGGACTGCCTCCAACACACAAGAGCGCCAAGGTTCGGCGG
CAGGAAGGTATTTCCCGTTTCTACGTCATCCAGGTGGTGTTCCGTAATGCGCTGGAGATA
GGCTTCTTGGCAGGCCAGTACTTCCTGTATGGCTTCAACGT TCCAGGGATGTTTGAGHES
GATCGCTACCCCHBEGTGAAGGAAGTCGAGHBETACGTATC TCGTCCCACAGAGAAGACT
GTGTTTTTGGTCTTTATGTTCGCGGTCAGCGGCATATGTGTGCTGCTCAACCTGGCTGAG
CTCAACCACATCGGCTGGAGGAAGATAAAGACGGCCATCCGAGGGGTGCAGGCTCGGAGG
AAGTCCATCTGCGAACTGCGCAAGAAGGACGTGTCTCACCTGTCTCAGGCCCCAAACCTG
GGCAGGACCCAGTCCAGCGAGTCCGCCTACGTCTGA

>Fr-gjd2like-xM 003968741 Splice site.

ATGGGAGAATGGACCATCCTAGAGCGCCTCCTGGAGGCTGCAGTGCAGCAGCATTCCACT
ATGATTGGGABEATCCTGCTGACAGTGGTGGTGATCTTCCGGATCCTGATCGTGGCCATC
GTCGGGGAAACGGTGTACGAGGACGAGCAGACCATGTTCATCHBEAACACCCTGCAGCCG
GGCBEAACCAGGCCHBETACGACARAGCGTTCCCCATCTCCCACATCCGCTACTGGGTC
TTCCAGATCATCCTGGTGTGCACCCCCAGTCTCTGCTTCATCACTTACTCAGTCCACCAG
TCAGCCAAGCAGAAGGACCGTCGGTACTCCTTCCTCTATCCCATCATGGAGAGGGACTAC
GGGGGGAGGGACGGCACGCGGAAGCTCCGCAACATCAATGGGATTCTGGTTCAACACGGC
GGCGATGGTGGAGGAGGGAAGGAAGAACCAGACTGTCTGGAGGTGAAGGAGATCCCCAAC
GCCCCGCGGGGCCTCACTCATGGCAAGAGCTCCAAGGTCCGGCGCCAAGAAGGEATCTCC
CGCTTCTACGTCATTCAAGTGGTTTTCCGGAACGCTCTGGAGATCGGATTCCTGGCCGGC
CAATACTTCCTCTACGGCTTCAGCGTGCCTGGGATTTTCGAAEGHGACCGCTACCCGHEH
CTGAAGGAGGTGGAGHBBTACGTGTCCCGGCCCACCGAGAAAACCGTGTTCCTGGTGTTC
ATGTTCGCGGTGAGCGGCATCTGCGTGGTGCTCAACCTGGCGGAGCTCAACCATCTGGGG
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TGGCGCAAGATAAAGGCCGCCATCAGGGGGGTCCAGGCCCGCAGGAAGTCCATCTGCGAA
ATCCGGAAGAAGGACATGGCTCATCTCTCCCAGCCCCCCAACCTGGGACGCACGCAGTCT
AGTGAGTCGGCCTACGTGTGA

>Fr-gjd2like-xM 011617194
ATGACTGAATGGACGCTGCTCAAACGCCTCCTGGACGCCGTCCACCAGCACTCCACCATG
ATTGGCCGTCTGTGGCTGACCGTTATGGTCATCTTCAGGCTGCTGGTTGTCGCCGTGGCG
ACCGAGGACGTGTACGCCGACGAGCAGGAGATGTTTGTGHGEAACACCTTGCAGCCGGGA
fE8TCCACCGTCEEETACGACGCCTTCGCTCCCATCTCGCAGCCACGCTTCTGGGTGTTC
CACATCATCAGCGTCTCCACGCCATCGCTCTGCTTCATCGTCTACACGTGGCACAACCTG
TCCAAGTCCCCCCACGCCGCTCTGGGGCGGCGCCGCGGCGTTAAGGAGGGAGGGCAGGTG
GGCGGCGGACAGGAGGGGGGTCCTCCCAGCTGCAGCTCGGACAGCTGCTCCGTCCTCTCC
CATCAGCACCTGGGCCACAGCCTGGCGGACATCTTAGAGGGCGGAGGCCTGGTGACCTCC
CGTCACGTCCCGGCAGGAAGTTCTGAGGGCCTGGCGGTCTCTGGAGGAGTCCTCTCCARA
TGTTACATCTTTCACGTGTGTTTACGAGCCGCTCTGGAGGTGGGCTTTGTCCTGGCCCAG
TGGAAGCTGTTCGGTTTGCAGGTTCCGGTCCTCTTCGTGHEGAGCTCCTCGCCCHEEAAC
CAGCCCGTGGACHEETACGTCTCCAGGCCCACAGAGAAGACCATATTCCTGATTTTCATG
TTTTGTGTTGGTCTTTTCTGCATCTTCCTCAATCTGCTGGAACTCAATCACCTGGGCTGG
AAGAAGATCCGGCAGGCGGTGCAGCTGAAGGAGGAGCCGTCCTGGCCAGGCTGCACAGGT
GGACGACAGGGCTATGAAGCCCTTCCTCCAGTCAGTCCTTCACCCAAGTCCTCCTTAGGC
CTGAAGGACATCAGCTCCACCCCTCTGCCCACCCTGGATGTGGTGATGGCTCACCGCCCC
GAGTGGAGCTGCGTGCTGAACTGTGGCAAGAAGAGAGAGTTCCAGAAGGTCCAGGAGATC
CGCTTAGAGGTGTCCAAGAGAGCCGACCCCCACAGAGGACAGAGGCCACCTGTGAAGAAC
GCGGAGACCAGAGGCTCCAAGCAGAGCTGCACCGAAGTCTGGATTTAA

>Fr-gjd2like-XM 003971197
ATGGGAGACTGGTCCATTCTTGGCCGCTTCTTAACAGAAGTTCAGAATCATTCCACAGTC
ATTGGCAAGATATGGCTGACAATGCTGCTCATCTTCCGCATCTTGCTGGTGGCGTTGGTG
GGCGACGCGGTGTACAGTGACGAGCAGTCTAAGTTTACCHBEAACACCCTACAGCCTGGA
682 ACAACGTCHBETACGACACCTTTGCTCCTGTGTCACACTTGCGCTTCTGGGTCTTT
CAGATTGTCCTCGTCTCCACACCTTCGATTTTCTACATCGTCTACGTCTTGCAAAAGATC
ACCAAGAATGAAAAGTTAGAGGTGAAGAAGGTGGTCGTGGTACCCAGGTCTCCCACACCG
CTCAGAGGGGAGAAGGATCCGGGGGGAGATAAAGAGGCAATGCTGGAGGGGGGTAGTTAT
AACACCACCTATAACAACGAAGAGTGGAGCTCTCAGGAGGATGAGTGTGAGGAGAGGAGC
CAGCTGAACGAGGAAATGAAAGAGGTCGGAAAGGACCCGACCCAGCTCTCCAGTCAAGTE
TTGCTCATCTACATCATCCATGTTCTCCTGCGCTCCATCATGGAGCTCATCTTCCTGATC
GGACAATATTACCTCTTTGGATTTGAAGTGCCGCATCTTTTCCGCHEHGACACCTACCCG
fi8fccArACCAAACCGACHBETTTGTGTCCCGAGCCACAGAGAAGACCATCTTCCTGAAC
TTCATGTTCAGCGTCAGTCTGGGATGCTTCATCCTGAACATTGTGGAGCTGCATTATCTC
GGCTGGATTTATATCTTCAGGGTGTTGTTCTCTGCATGCTGCACGTGCTGCAAGTCAGAC
AGAGACCCCGTTCGGCAGGTGGAGTTGTATTCGGACAACAACCCGCTGCTGCTGGAGCTC
AAGCATTCACTGCGGGGCAGGGTCGTGCTGCAGGCCACCTCTGCTGTGTCACGGGACAAG
AGCAGCAGCGTCCCAAATCAAGCCCCGGCCATCTCTTTTGAAACAGACTCTACGCTGGAG
TGCACGTCAAAGAGGAACCTAGATGAGAAGGAACGCGCGAAAACAAGACTACATARAATG
GGAAGAGGCAAAAAGTCATGGCTGTAA

>Fr-gjd3-31.9-XM 003961468
ATGGGGGAATGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG
CTCGGCCGCTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG
GCCAGCGACCTGTTTGAGGACGAACAGGAGGAATTTGCCHBEAACACCCTCCAGCCGGGC
fEEAAACAGGTGEGETACGACATGGCCTTTCCCATCTCGCAGTACAGATTCTGGGTGTTT
CACATCGTCCTCATCGCCACGCCATCGCTGCTTTTTCTGGTTTACACCATGCATCACCAC
AATAAGAAGAACTCCAAATTCAATCAGAGGTACAATGAAGACATCCGTTTAAGGAGGCTT
TACATCGTCAACGTGGTGTTTCGCATCCTGGCAGAAGTTGGGTTTCTCGTGGGTCAGTGG
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCEBEAGCCGCTTCCCCHBECCCTAC
ACCGTGGACHBETTCACCTCCCGCCCGGCGGAGAAAACCGTCTTCCTCTGCTTCTACTTT
GTCGTCGGGGCGATTGCAGCCCTTTTCAGCTGTGCTGAGCTCTTCCACAGCTCCATARAG
TGGTTCTGCTGCAGCACGGAGGTAGGAAGGCAGAAACAGAACTTGCCCTGTATCAGCGAC
AACCTCTTCAACTTCAAGCAGGAAGAAGAGACAGCAAAGGAGAAGCGGCAGATGAAGAAT
CCGCACGCACCCAACAGCGTGAGGCAGAAGAGAGGATCAGCGAAGAGCATCTCTAGGAAG
AGCTCCAGTGGCGTCCACAGGCACATCGGTGGGARAGTGGTGAGCACCAGGACATTCATG
GTGTGA

>Fr-gjd4-40.1-XM 003967849 Frl161792 Splice site.

ATGGAGGGATCAAATGCCTGTGAGGTCATCTTTATCTCTGTCAATCACAGCATCACACTG
ATGGGTAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTGTCCTGACGCTCCTCTTTGCT
GGATACCCCCTCTACCAGGACGAGCAGGAGCGATTTGTG-AACACCATCCAGCCTGGG
-GCCAACGTC-TACGACTTGTACTCTCCGATTTCACTCTTCCGCTTCTGGCTGGTC

47



CAGCTCCTCACTTTGTGTCTTCCTTACATCATCTTTGTTGTCTACATCATCCACGAGGTC
TCAAATGACCTCTGTGTGCACCCGAACCCCCCGGGCCACGTCAAAACCTCACAACTTTTC
CAGATCCAACAAGACTCTTTCAGGAAGGCACCGGGCAGCAAGATGGCGACCGCAAGGAGA
TCGGATCGATGCTTCTCAGGAGCATATGTCCTCCACCTGATGTTCAGAACCTTGCTGGAA
GGAGGGTTTGGAGCAGCGCATTACTATCTCTTTGGTTTCTACATCCCCAGGAGGTTCCTG
f88caacaTCcCGCCABBEACCACACAGGTGGACHEETACATT TCCAGACCCACTGAGAAG
ACTGTGATGCTCAACTTCATGCTTGGTATGGCCATCCTGTCTCTTTTTTTAAACGTGTTG
GATTTTATAAGCTCCATCAAACGCTCTGTGACCAAGAAGGGCAGARAGAAGATGGCGGTC
GAGAAGAATTATGAAGAAGAGCAGTGCTCTAGTTCAACTGGTGTAGCCTTCAGATCAACA
GACCCAAACGCCCCGTTGACACAGGACCTGGACGTGGAGGTTCCTCAAGCAGGAAGTTTC
CGARRAAGGCGCAACAGCAAGGGTTCTTGTGGAGGGCCAGATCCGTCCTCTCTCGACCGT
TCTTCATCTTTTCCACGTTCACTAGGACCTCAAGGGTGCAACACAAATGGGAACAATGGC
TACTCAGTTCCACAGGAAGATGTTCTGGAAAACAACGGCAGCGACGTGGCTCTTTGCCCT
CCAGACTCCATGGGGACGCCTAGATCTATTCGCGTTAGCAAACGAGGGCGATTAAAACCT
CCTCCTCCCCCTAGACGAGACCTTGGTTCCTGTCCAAGGGGCCCGGCGGGGTCCACCGGG
GATATATCAGCGATTTGTACCAAAAAGGTTGGCCAGTTCACAATGCTAGAGCAGCTACAG
ACCAATGATGATGGGCAAGACAAAAGGTCAGAGTGGGTCTGA

>Fr-gjd4like-XM 011616749
ATGGGAGCCAGCGACGTTCTCTTCATCACGCTCAGCCACAGCGTCTCCTTCCTGGGGAAG
GCCTGGTGGACCCTGATGCTGGCCCTCCGCCTGCTCCTGCTGCTGCTGGCCGGCTTCCCC
CTCTTCAGCGACGAGCAGGAGCGCTTCGTCHBEAACACCATCCAGCCGGGCHBETCCALC
GTCHBETTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTCTGGCTCTTCCACCTCATC
CTTCTCGCCCTTCCCCACCTGCTCTTCGCCACCTACGTCGCGCACAAGGTCTTCGCGCAC
CCGGGTCCCGGAGGGTTCTACTGCGCCGGGAGCCGTGGAGGTTCCCCTGTCGGCCTGGAG
AACCGCGGCTCGTCCAGAGAACTGTCCCTGCTCAAGAGCCGGGTCCAGGAGCCCAGAGGA
CCACGCTTCTACTGCGCATACGTGCTGGTGGTGGTGCTCAGGATCCTTCTGGAGGCTGCT
TTTGGAGCGGGCCAGTTCTACCTCTTTGGTCTGTCCTTTCCAAAGAGCTTCCTGHEBETAC
GAGGCCCCCHBEACCTCCGGGGTGGAAMBETACGTCTCCAGGCGCACGGAGAAGTCTTTA
ATGATGAGCTTCATGTTGGGCGTCTCCTCGCTCTCTGTCCTGCTGAGCTTGGTTGATCTG
ATGAGCTCCATGAAGGCGCTEETCAGCTCEAGGAGCAGGAGGGAGGTGCTCGCGGAGGAG
CTGATCAGAGGAGAACAAAGCAGCGTGTTGACGGCCACAACCATGGCTGAAGACGGAGAT
AAAAGCCCGCGATCAAAGAACCATCCTGACAGCAAAGATCCTCAGGTGGACACGCCTCCC
ACTCCCAGGAGCACCCCAGCACCGTCTCAGGATGCCCTCAACAGCCACCCCAGACCCCCG
CTGTCCCCTCGGCCTGACAGAGAGCCATCATCAAAGCTGAGGGCCCCGGCACCAGTGGGG
GGGGGGGACACGGGTCAGCACGGTCCAGCCAGGACAAACTCAGGCCAACAGTCCGACAGC
AGTGACTCTCAAGAACGGCGAGCCTGGGTGTGA

>Fr-gjel-XM 011611785 This prediction is probably erroneous with regard to the
first exon. We have replaced this with the more likely first exon, which is
separated from exon 2 by a approx 235 nt intron. Red font: Our suggested
modification for exon 1. Splice site
ATGTCCTTAAACTACATCAAAAACTTCTATGAAGGATGCCTCAGGCCTCCTACTGTGATA
GGCCAGTTCCACACCTTGTTCTTCGGCTCAGTACGGATGTTCTTCCTGGGCGTTCTCGGC
TTTGCCGTCTACGGGAATGAGGCGCTGCACTTCAGC-GACCCTGACCGCCGAGAACTC
AACTTGTACHEGETACAACCAGTTCAGACCCATCACGCCTCAGGTGTTCTGGGCTCTACAG
TTAGTGACAGTATTGGTTCCTGGAGCTGTGTTTCACCTCTATGCAGCCTGTAAGAACATT
GACCAGGAGGAGATCCTGGAACGGCCCATCTACACCGTCTTCTACATAATTTCTGTTCTT
CTGCGTATCATTCTGGAAGTCATTGCCTTCTGGCTGCAGAGCCACCTTTTTGGCTTCCAG
GTCCACCCTCTGTACATGEGHGACGCGAGTGCTCTGGAAAAGACCTTTAATGTGACCAAG
-ATGGTTCCTGAACACTTTGAGAAGACCATCTTCCTCAGTGCCATGTACACCTTCACT
GTCATCACCATACTTCTCTGTGTCGCTGAGATCTTTGAGATACTCTGTCGGCGGCTCGGT
TATCTCAACAACCAGTGA
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Suppl. Fig. 7. Green spotted pufferfish (Tetraodon nigroviridis) connexins.

Green spotted pufferfish, Tetraodon nigroviridis (Tn)
Assembly: TETRAODON 8.0, March 2007.
Genebuild: May 2010.

Database version: 98.8

As far as possible, the names of the sequences are taken from the Ensembl predictions. Where there
is a prediction (although we might have modified it) without a name, we include NN (no name) as a
prescript, use the most common name of the ortholog sequence (usually from zebrafish), and end
the name with an abbreviated Ensembl gene prediction number. Where there is no prediction in
Ensembl and no predicted (or experimentally found) sequences in GenBank with a name, we include
NP (not predicted) as a prescript, and use the most common name of the ortholog sequence (usually
from zebrafish).

The Ensembl gene abbreviation is done as follows: ENSNIGO0000015676 = G15676.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turquoise: Splice site.

Other colors are explained where necessary.

>Tn-NP-gjal This sequence is predicted by Ensembl as an intron in the gene
ENSTNIG00000007253 enah. Note that this sequence was included in our previous
analyses (Cruciani and Mikalsen, 2007) as Tnl3946001.
ATGGGTGACTGGAGTGCTCTGGGTCGTCTGCTGGACAAGGTGCAGGCCTACTCCACCGCT
GGAGGGAAGGTGTGGCTCTCTGTGCTCTTCATCTTCCGGATCCTGGTGCTGGGGACTGCG
GTGGAATCGGCGTGGGGGGACGAGCAGTCTGCCTTCAAGTGCAACACGCAGCAGCCGGGC
TGTGAGAACGTCTIGCTACGACAAGTCCTTCCCCATCTCCCACGTGCGCTTCTGGGTGCTC
CAGATCATCTTCGTGTCCACACCGACCCTCCTGTACTTGGCTCATGTCTTCTACCTGAAC
AGGAAAGAACAGAAATTCAGCAAGATCGAGGAGGTGCTGAAGGCGGTCCAAAACGATGGA
GGCGACGTGGACGTCCCGCTGAAGAAAATTGAGATGAAGAAGCTGAAGTATGGCATTGAG
GAGCACGGGAAGGTGAAGATGAAGGGAGCCCTGCTGAGAACCTACATTGTCAGCATCTTC
TTCAAGTCGCTCTTTGAGGTGGGCTTCCTGGTGATCCAGTGGTACATGTACGGTTTCAGC
CTGTCCGCCGTCTACACCIGTGAGCGGTCCCCATGTCCACACCGGGTGGACIGTTTCCTG
TCCCGTCCCACCGAGAAGACAGTCTTCATCATTTTCATGCTGGTGGTGTCGCTGGTGTCC
CTGCTGCTCAACATCATTGAGCTCTTCTACGTGCTCTTCAAGAGGATCAAGGACCGGGTG
AAGGGCAAGCAGCAGCCGGCGCTCTACCCCAGCGCCGGCACCCTGAGCCCTGGGCCCAAG
GAGCTGTCCACCACCAAGTACGCCTACTACAACGGCTGCTCCTCACCCACCGCTCCGCTC
TCACCCATGTCCCCCCCGGGCTACAAGACGGCCACGGGGGAGCGGGGGACCGGCTCCTGC
CGGAACTACAACAAGCACGCCAGCGAGCAGAACTGGGCCAACTACTCCACCGAGCAGAAG
CGGCTGGGCCACACCGGCGCAGGAAGCACCATCTCCAACTCCCACGCCCAGGCCTTCGAC
TTCCCCGACGACACCCAGGAGCACAAGAAGATGTCCTCGCTGGCGGCCCACGAGCTGCAG
CCGCTGGCGCTGCTGGATGCTCGGCCCTGCAGCCGCGCCANCAGCAGGCTGAGCAGCCGC
GCCCGGCCTGACGACCTGGACGTCTGA

>Tn-gja3-G15676 Bold+italics: Two nucleotides removed to avoid spurious(?) stop
codon and keep reading frame. Underlined: Sequence not included in Ensembl
transcript prediction, but we consider it as a likely part of cds.
ATGGGCGACTGGATCTTTCTGGGGCGGCTGCTGGAGAACGCTCAGGAGCATTCCACCGTC
ATCGGCAAAGTCTGGCTGACCGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGCGCGGCC
GCCGAAGAGGTGTGGGGCGACGAGCAGTCGGACTTCACCTGCAACACCCAGCAGCCCGGC
TGCGAGAACGTCIGCTACGACGAGGCCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACGCTCATCTACCTGGGCCACGTGCTGCACATCGTC
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGATGCGCAAAGCCAACCGCTTCCAG
GAGGAGAAGGAACTCCTTTACCGAAACGGGGGGGACGCAGGAGGCGGCGGCAGGAAGGAG
AAGCCGCCCATCAGGGACGAGCACGGCAAAATCCGCATCAGAGGCGCGCTGCTGCGGACC
TACGTCTTCAACATCATATTCAAAACCCTGTTTGAGGTGGGATTCATTCTGGGCCAGTAT
TTCCTGTACGGCTTCCAGCTGAGGCCCCTGTACAAGIGTGCGCGTTGGCCCEGCCCCAAC
ACGGTGGACTGCTTCATCTCCCGGCCCACCGAAAAGACCATTTTCATTCTCTTTATGCTT
GTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATCTATCACCTCGGGTGGAAG
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AAGGTCAAACAGGGCGTGACCAACCAGTTTGTCCCCGACGGCGAGTCGCTGCGCCGGGTC
AACATCGCGGAGCCCGAGTGTTTGGCCCCGCCCCCCAGAACTGCCCCGTCCAGTTACCCC
CCCGACTACACGGACGTGACGGCAGGCAGCGGGGCCTTTCTGCAGCCCGTGGCGCCGCCG
GCCGTGCCTTCGGGCGCCGCGTTCAAGATGGACGACCTCCAGCGGAGCCAGCCTCCCCAC
CAGCCCCCCTCCTCCTCCTCCTCCTCTTCCTCCCCTCACTACTACATCAGCAACAACAAC
AACCACAGGTTGGCCGCGCAGCAGAACTGGGCCAACCTGGCCACCGAGCAGCAGACTCGG
GAGATGAAGGCCACCTCCCCCTCGCCCTCCTCCTCCAACACCTCCCATGATGAGCAGCAG
CAGCAGCCTGTTGATGCGGAGCTGCTCCCTCCCGCCACCAACACCAACACCATCGCCGCC
GCCGATGCTCCAGGGAGCAGCAGCCCGGGCTCCGCCTCCAACGCAGGCAGCTGGGGTGGA
GGAACCAACGAGCAGGAAGGAAGGCGCGTCTCCACCACCAGGGTGGAGATGCACGACCCT
CCGCCCGCCCCCGGCGTGGACCCTCGGCGACTCAGCCGAGCCAGTAAGAGCAGCAGCGTC
AGAGCGAGGCCGAGCGACCTGGCCGTCTGA

>Tn-GJA3-G10339 Underlined: Sequence not included in Ensembl
(ENSTNIT00000002769), but we consider it as a likely part of
ATGGGTGACTGGAGCTTTCTAGGGCGGCTGCTGGAGAATGCTCAAGAACACTCCACTGTG
ATTGGAAAGGTTTGGCTGACTGTCCTCTTTATCTTCCGCATCCTGGTGCTGGGCGCAGCC
GCTGAGGZ—\GGTTTGGGGTGATGAGCAGTCCGATTTCACC-AACACGCAGCAGCCCGGT
-GAAAACGTC-TACGACGAGGCCTTCCCCATCTCCCACATTCGCTTCTGGGTGCTG
CAGATCATTTTTGTCTCCACGCCAACCCTCATCTACCTGGGCCACGTGCTGCACATTGTC
CGCATGGAGGAGAAGAGGAGAGAGAGGGAAGAGGAGCTCCGGAAGGCAGGGCGGCACCAG
GAGGACCACGATCCTCTTTTTCATAATGGAGTTAGCAACGGAGGAGGCAGAGGTGGCGGG
AAAAAAGAGAAGCCGCCTATTCGGGATGAACACGGGAAGATCCGTATCCGCGGGGCGTTA
CTGAGGACCTACATCTTCAACATCATCTTCAAGACTCTATTTGAGGTGGGCTTCATCCTG
GGGCAGTACTTCCTCTATGGCTTCCACCTGAGGCCGCTCTATAAA-GGCCGCTGGCCC
-CCGAACACTGTGGAC-TTCATCTCCAGGCCCACCGAAAAGACAATTTTTATCATC
TTCATGCTGGTGGTTGCGTGCATCTCCTTGGCCCTCAACCTGTTGGAAATCTACCACCTG
GGATGGAAGAAGGTCAAGCAGGGAGTCACCAATGAGTTTGTCCCCGACGGTGAGTTGCTG
TTGAGGAGTGCCAACAAGCACAGAGACGCGGAGAAGATCCGTGAGCAGGCTTCTCCATCG
GTGCTTGAATGTTTGTCGACTTACTCCAGCATGAATGTGGCAGGAAGCGGAGGGAATGAA
GGAAGATCCTACAGTCCGCCCGAGGCCTCTCTGGCTGTGATGTCATCACCTGCCAGTCTC
AAGATGGACGGCAGCGCGTTCCACCCGGACGACCTCTTGTTGGAGGCCCTGCCTGCTTCT
TTTTGCGGCAGTAGTGACAAAGTGAGCCACGGGCAGCTGACAGAAGTGGAGCAAAACTGG
AGCAACATGGCACTGGAGCTCCAGAATCTCAATGGGAAAAACTCCTCCTACCCTCCTCCC
CTTCCCTCCCCTCCCAACTCCTCCTCCTCCTCCTCCTCCTCCTCTTCTCTTCACGAGGAG
ACAAACCCTCCGCTTCCTCAAGGGGAGCAACACTCCATGTTCCCCACGCTGCCTCGTCAT
GATCCCCTCTACGCTCTCACTCCAAAGGAGACCATGGAGGAGCCCTCTACTGCCTCATGT
GACGTCCCACCCGACGATGTCACCGTGGTTACCAAGGCAGAGATGCACTGGCCTCCTGCT
TCTGCTGCCACAGACATCCGGAAGCCAAGTCGGGCGAGCAGGAGCAGCGTCAGAGCACGC
CCCGATGACCTGGCAGTGTAG

transcript prediction
cds.

Splice sites.

>Tn-NN-cx39.9-G08981 Underlined: Sequence not included in Ensembl transcript

prediction, but we consider it as a likely part of cds.
ATGGGGGACTGGAACCTGCTGGGGARACTTCTGGAAAAAGCCCAGGAGCACTCGACTGTG
GTGGGCAAAGTGTGGCTGACCGTCCTCTTCATTTTCCGCATCCTGATCCTGAGCGCCGCC
ACTGAGAAGGTGTGGGGCGACGAGCAGTCGGGCTTCACCHBHGACACCAAACAGCCTGGT
fE€GAGAACGTCEBETATGACATCACATTCCCGATCTCCCACGTGCGTTTCTGGGTGCTG
CAGATCATCTTTGTGTCGACGCCGACGCTGATTTACCTGGGACACATTCTCCATCTGGTG
CGGATGGAGGAGAAGCAGAAGGAGAAGGAAAAGGAGCACGCAAGACTGTCAGCAAAGCAG
GGTCTGCTGGTCTCCAAGCACARAAAGCCCCTGGTGAGGGACGAGAAGGGCAGAGTGCGC
CTGCAGGGGGAGCTATTGCGCACATACGTCTTTAACGTCGTCTTTAAAACGCTGTTTGAG
GTGGGCTTCATCGTGGCTCAGTATTTCCTTTATGGCTTTGAGCTGAAGCCGATGTATACA
f88~aCAGAGCCCCCHBETCCAATGTGGTCAACHBETATATTTCCCGGCCCACGGAGAAG
ACCATCTTCATCATCTTCATGCTGGGCGTGGCCAGTGTGTCTCTGCTCCTGAATCTCATT
GAGATCTATCACCTGGGCTTCACCAAGTGCCGCCAGGGTCTCACCTTCAGGAGGCGGGAC
CTTCCCTCCGAGGGGATTCTCAAGGACCCCAGCGTGGCCTCTGTGCCCTTTGCGCCCAGT
TACGATGAGTACTTCCACGGACACCACCCGGTGCAGCCGGCCTACCCGCCCGTGCCCGGC
TACAACCTCTCCCCGCTGTCTGACGGCACCGAGTCGTCTTTCCATCCTTACAACAGCAAG
GCAGCCTACAAGCAGAATAAGGACAACCTGCTGGTGGARAGGAGCAGCAGCAAGCCGGAG
GAATGCGACCTGAAAGGAGAGAAGGATCCGGGTTCTGCCCCCGAGTCACCTACGCAGGTC
AGGTCTAGCCGCAGCGCCAAACACGGCAACAACAAGACTAGAATAGACGATCTGAAGATA
TGA

>Tn-NN-cx39.9-G11824

ATGGGGGACTGGAACTTGTTGGGGAAGCTGCTGGAGAGTGCCCAGGAACACTCCACCGTT
GTGGGCAAAGTCTGGCTGACAGTGCTGTTCATCTTCCGTATCCTGGTGCTGGGAACTGCC
GCTGAGAAGGTGTGGGGAGATGAGCAGTCCGGCTTTACGEGEGACACCAAGCAGCCCGGT
€T cAGAACGTTEETACGACAAGACCTTTCCCATTTCCCACATCCGCTTCTGGGTGATG
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CAGATCATTTTCGTCTCCACGCCCACCCTCATCTATTTGGGCCACATCCTTCATCTCCTT
CGCATGGAGGAAAAAGAGAAACAGARAGAGAAGGAGCTGGCAGCCCAGAGTGAAAAACAG
CAGCAGTTGCTTGGCAACAAGCCGAAAAAAGCCCCAATTAAAGACAACCAGGGTCACGTG
CGTTTGCAAGGCGCCCTGCTGCCAACTTACGTCTTCAACATCATCTTCAAGACCCTGTTT
GAAGTGGCCTTTATTGTAGCTCAGTACTTCCTCTATGGTTTCGAGCTCAAGCCGATGTAC
ACCHBEGACCGCTGGCCTHBECCCAACATGGTGAACHBETACATCTCTCGACCCACTGAG
AAGACGGTCTTCATCCTCTTCATGCTGGCGGTGGCTTGCATCTCTCTGCTGCTCAACCTG
GTGGAAATGTACCATCTGGGATTCACCAAGTGCCACCAGGGCCTTCGGTACAGGCGATCA
AAGACCAGAAAACAGTCTCCCAAGGCCCTCCACGAGCCCGTCATGCCCTTTGTTCCCAGT
TACAACTACTACACCGGTCACCCTGCAGTGCCGGAGCCGTTTCCGACCGACTCCAAGTAC
AGCGTGACAGAGCCCGGCTCCGCTTACAGCCCCTACAGCAATAAGGTCGTCTACAAGCAG
AACAGGGACAACATGGCTGTGGAGAGGAAGGGAAAACCCGAGGACGAGGTCGTGATGGAG
AGGAAACCCACCTGCCCTGCCTTTGAGGGGTCTGCTGACAGTCAGCGCAGARACAGTCAG
TCAAGCAAGCACAGCAAGAGCAGACTGGATGACCTAAAGATCTAA

>Tn-cx39.4-G09223 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds. Red font: One nucleotide is
removed here relative to the genomic sequence. Ensembl predicts a 4 nt long intron
here (cgachaAGCCaacttt), where upper case letter is the predicted Ensembl intron,

and | is the nucleotide that we have removed.
ATGTCAAGAGGTGACTGGTCCTTCCTGGAGAACCTGCTGGAGGAGGGCCAGGAGTACTCG
ACAGGCATCGGCCGTGTCTGGCTCACCGTGCTCTTCCTCTTTCGCATGCTTGTGCTGGGA
GCATCTGCAGAGTCGGCCTGGGATGACGAGCAAGCCAACTTTGTCHBEAACACGAATCAG
CCTGGCEGEACCAGCGTGEGETACGACAAAGCCTTCCCCATCTCCCACTTCCGCTACTTT
GTCCTCCAGGTCATATTTGTGTCCACGCCGACCATTTTCTACTTCGGATACGTCGCTTTG
AGAGTCAGAAGGATCAAAAAAGACGCAGAGGAAGGTTTTGATAGAGGAACTGTAAAAAAG
ACAAACAGTCACTCAGAGGAAGCGAGGAAAAGCGGGAGGGCTGAAGAGGAAGCTCCCGAG
GCACCTCGGCTGAAGGGCAGACTGCTGTGTGCATACGCCCTCAGCATCTTCTTAAAGGTC
CTCCTGGAGGTTGGCTTCATGTCAGGCCTGTATTTTCTCTACAATGGCTTCTACATCGCA
GCAAAGTTCGAGHEGECACAGGAACCCTEGHCCTCACACGGTGGACHEBETTCGTCTCACGG
CCCACGGAGAAGACCATCTTCGTGGTATACACTCAGGTCGTCTCCGGCGTCTCCCTGCTC
CTCAACCTGCTGGAGCTGCTCCACCTTCTCCAGCTTGCCATCACTCACCGGCTGGAGARA
CATTACCACGGTCGTCATGGAGACTACCTCCCCCCCGCAGAGCAGGGGACTGCGGAAGCT
GCACGAATCCAAATGGAGGCCTCGCAGTCCGGTAAGACAGGGAGCGACACTCACCTTCCA
ACCCAGTGTGAGATGGAGGAGTCTGCCAATCCCTGCCAGAGTTTCGGAGAAGCAGGCATA
GAACCAGGCATGAACCGCTCATCTGGAGAGACTGGGAACAGCCTCCTCCCCAGTTATGTG
ACCTGCATCAAAGCCTCGAGGATGATGCATTCACCCAGAGCCCATCACAAAAAAACCACA
GTCCACACCTCCAAAAACACCAAGGCCGCTCAGAAGGGACATTCCAAACTCAGGCATTAC
GTCTGA

>Tn-GJA5-G02166 Underlined: Sequence not included in Ensembl
but we consider it as a likely part of cds.
ATGGGTGACTGGAGCTTCCTGGGGAACTTTCTAGAAGACGTCCAGGAACACTCCACCTCG
GTCGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGGATCCTGGTGCTGGGCACGGCC
GCCGAGTCGTCCTGGGGCGACGAGCAGAGCGACTTCCTGEGEGACACCCAGCAGCCCGGT
[fG8ACCAACGTCEBETACGACAGCGCCTTCCCCATCGCCCACATCCGCTACTGGGTGCTG
CAGATCGTCTTCGTCTCCACGCCCTCCCTCATCTACATGGGTCACGCCATGCACACCGTG
CGCCGGGAGGAGARACAGCGGCGGAGGGAGCAGGAGGAGAGGGAGGCGAGGGGGGAGCGC
GGAGACAGCTTGGAGGAGAAGGAGTTCCTCCAGCAGAAGGAGAGCGAARAGGCTCCGGCG
TCCGAAGGGAGCAGCCGCCTGCGCCTGAGAGGAGCCCTGCTGCAGACCTACATACTCAGC
ATCCTGATCCGCACGGTGATGGAGGTGACCTTCATTGTGGTGCAGTACCTGATGTACGGG
GTCTTCCTCAACGCCCTGTACCTGEGEAAGGCCTGGCCCHEGECCCAACCCTGTCAACHEE
TACATGTCCAGGCCCACGGAGAAGAACGTCTTCATCGTCTTCATGCTGGTCGTGGCCGGC
GTGTCCCTGCTGCTCTCCGTGCTGGAGCTCTACCACCTCGGCTGGAAGAGCCTCAAAAGG
TGTCTGCGCCAAAAGCTGATGGAAAAGAGCAGCCGCAGGACTGTGGCGGTGGCGGTGTCG
GCGGCCCTGGAGCCCAACAGTCCGCCTCAGCCTTCTGTTTCCTGCACGCCGCCCCCAGAT
TTCAGCCAGTGCCTGGCAGTCTCAGGTTCCATCAACGCCATCGCCTCCATGGCCTCCCAC
CCCTTCAGCAACAGGATGGCGCTGCAGCAGAACTCGGCCAACTTGGCCACCGAGCGGCAT
CACAGCTCCGACAACCTGGAGGACGAGGCGGACTTCCTGAGGATCCGATACGACCAGCTG
CCCTCGGAGCTGCCCCGGAGCTGCTCGCCGTGCCCCCTCCTGCAGTCTGGCTTCATCAGG
GACARACGGCGCCTGAGCAAGACCAGCGGGAGCAGCAGCAGACCTCGCCACGATGACCTT
GCAGTGTAA

transcript prediction,

>Tn-NN-gja5-G09857 Underlined: Sequence not included in Ensembl transcript

prediction, but we consider it as a likely part of cds.

ATGGCAGACTGGAGCCTACTGGGAAACTTCCTGGAGGAGGTGCAGGAGCACTCCACCTCT
GTTGGAAAGGTGTGGCTGACCATCCTGTTTATCTTCCGTATCCTCGTGCTTGGGACCGCC
GCCGAGTCATCCTGGGGAGAC GAGCAAGAAGATTTCAAC-GACACCGAACAGCCAGGC

51



FE8GAGAACGT TEGHTACGACCGAGCCTTCCCAATAGCGCATATACGATACTGGGTGCTG
CAGATTGTGTTTGTGTCCACGCCCAGCCTGATCTACATGGGCCACGCCATGCACAGGGTT
CGCAGGGAGGAGAAGAGGAGGAACAGGGAGGAGGAAGGTGGGGAGGGGAGAGGTGGAGAG
GAGGACCCAGGAGGAGGAGGAAGAGGAGGAGATGACGGCAGAGAAGAAGATAAGAAAGGA
GGGAAAGAAGTGGCGGAGCAAGGAGAGAAGGAGAGCGGAGGTCGTGTGCGCTTGAGGGGA
GCGCTGCTGCAGACCTATGTACTGAGTATACTGATACGAAGCATCATGGAGGTGGTGTTT
CTCAGTCTCCAGTATTTCCTGTACGGGATCTTCCTCACTCCCCTGTATGTCHBEGAGGCC
TGGCCGEGHCCACATCCGGTGAACHBETATGTCTCCAGGCCAACAGAGARAAACGTGTTT
ATTGTGTTCATGCTGGCTGTTTCTGCCGTCTCTCTGGTTCTCAGCGTGCTCGAGCTGCAA
CACCTGGCCTGGAGGCACTGCTGCAGGAAGGCGGTAGCTGCTAATGAGGCCTCTCTGGGC
CGACAGCTCTCCTTGTCTCCTCCACCACCATCAACCCCACCTCCAGACTTCAGCCAGTGC
ATGATGGGCTCGACACACTTCCTACCTCTGGCTTTCCCCAGCCACCACCTGGTGCACCAA
CAGAACTCCGAGAACATGGCCACCGAGAAGCACAAAATCGCCGCCGCCGTCGAAGAGGCC
ACCCTCCTCCAGATGGGCTGCTACTCGCACGGATGGCAAAAGAGCAATCCCAGCCAGATC
CAGGAGGACGCCTACCTCAGGAAGGACAATAACTGCTACGGGCCCGGAGGCAGGAAGATG
AGCTGTCCGCAGATTCAGAATGGGGGCTCCGACAGGCTGCTGCTTTGCCCCGGCGGGGCT
CTCAGTCAGAAGGACAAGCGGAGGTTCAGCAAAACCAGCGGCACCAGCAGCCGAACAAGA
GCGGACGACCTGTCGGTTTAA

>Tn-gja8a-G13937 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider it as a likely part of cds.
ATGGGTGACTGGAGCTTTCTGGGTAATATTTTAGAGGAAGTGAACGAGCACTCTACGGTG
ATCGGCCGGGTGTGGCTCACGGTCCTCTTCATCTTCCGCATCCTCATCCTGGGCACGGCG
GCAGAGTTTGTGTGGGGGGACGAACAGTCAGACTATGTCHEGEAACACGCAGCAGCCTGGC
f@fcAGAATGTGEBETATGATGAGGCCTTCCCCATCTCCCACATCCGCCTGTGGGTGCTG
CAGATCATCTTTGTGTCCACGCCGTCTCTGGTGTACGTGGGTCACGCTGTGCACCACGTC
CACATGGAGGAGAAGCGCAAGGAGCGGGAGGAGGCAGAGCTCAGCCGGCAGCAGGAGCTG
AGCGAGGAGCGCCTCCCCTTGGCCCCCGACCAGGGTAGCGTCCGCACCACCAAGGAGACC
AGCACCAAGGGGAGCAAGAAGTTCCGGCTGGAGGGCACCCTGCTGAGGACCTACATCTGC
CACATCATCTTCAAGACGCTGTTTGAAGTGGGCTTCGTGGTGGGCCAGTACTTCCTGTAC
GGCTTTCGCATTCTGCCGCTGTACAAAMBEAGCCGCTGGCCCHBECCCARCACGGTGGAC
EGETTCGTGTCCCGACCCACCGAGAAGACCGTCTTCATCATCTTCATGCTGGCTGTGGCC
TGCGTCTCTCTCTTCCTCAACTTTGTGGAGATTAGTCACTTGGGCCTGAAGAAGATTCGC
TTTGTCTTTCGCAAGCCGGTGCCGGCCCCGGCCCAGGGCGAGGGCTCGGCCCCGCTCCCG
GCCCCGGGCAAGAGTCTGCCCTCCCTCGCCGTGCCCTCCATGCAGAGAGTGAAGGGGTAC
AGGCTGCTGGAGGAGGAGAAAGCTCCCCCAATAACTCACCTCTACCCACTGGCCGAGGTG
GGCATGGAGGCCGGCAGAGGGAGCCCCCCCTTCCAGGGACTAGAGGAGAAGCCGGAGGAG
GTGCTGCCCATGGAGGACATCTCCAAGGTGTACGACGAGACTCTGCCCTCCTACACCCAG
ACCACCGAGACTGGGGGGGTGACACTACACGAGGAGGAAGAGGTAGAGGTAGAGGAGGAG
CAGCCAGCCGAAGCAGAGAAGGAGGAGGTGGTTGTGAGGGAGGAGGCAGAGGAGGTGGTG
AATGTGGAGGGGCCCAGAGCCGCGGAGGCCCCGGATACGATAGAAGACACCCGACCGCTG
AGCCGACTGAGCAAAGCCAGCAGCAGAGCCAGGTCAGATGATCTGACGGTATGA

>Tn-GJA9-G06130 As predicted by Ensembl
ATGGGAGACTGGAACTTCCTCGGAGGGATTTTGGAGGAGGTGCACATTCACTCCACCATG
GTGGGGAAGATCTGGCTCACCATTCTGTTCATTTTCCGCATGCTAGTCCTCGGCGTGGCG
GCGGAGGACGTGTGGAACGACGAGCAGGCTGACTTCATCEGEAACACCGAGCAGCCGGGA
fG8AGGAACGTGEGETACGACCGGGCTTTTCCCATCTCCCTCATTCGCTACTGGGTGCTG
CAGGTTATTTTCGTGTCCTCTCCCTCGCTGGTTTACATGGGCCACGCTCTGTACAGACTG
CGGGCCCTGGAGARAGCGCGGCAGAGGAAGAGAGCGCTGCTCCGGAAGGAGCTGGAGATG
GTGGGCGTGGATTTGGCCGAAGCTAGGAAGAGGATGGAGTGTGAGGTGAAGCAGCTGGAC
CAGGCCAGGCTGAACAAAGCCCCGCTCAGGGGATCCCTETTACGCACGTACGTGGCCCAC
GTTCTCACTCGCTCCGTTGTCGAAGTGGCCTTCATGACGGGCCAGTACCTTCTTTACGGA
TTTCACCTCTACCCGCTTTTCAAGHBEGAGCGGGATCCTEGECCTAATGCCGTGGACHET
TATGTCTCCAGGCCCACAGAGAAAAGCCTTTTCATGGTCTTCATGCAATGCATCGCCGCC
ATTTCCCTCTTCCTGAACATTTTGGAGATCGTGCATCTGGGTTACAAGAAGATTAAACGG
AGCATCTTGGATCTTTGCCCGTTACGGGATGAACTGGAGGACGACTTTGCTGTTAAGGAC
AAAAGAGAATCTGTCGCACAGTTGTGCACCGCTGCGGCCCGGAAGATGACCATTACGTTT
TCACCGGCGGATGACAACGTGCTGCAGGGAACGGGGCGTCCARACAATATCGCGCCAACG
GTTCTTCCTCTTCTGAGCGAGGCGTCCACTCAACTGGATCTGGAGGAATCCAGATGTGCG
TCCCAGCGTCCAARAGACTGCAGCTGCGTGCTGACCGCGGCGGCTGGTGAGCGCCGCTCG
CCCTCCGTCGTTCCTCCAGAGCGGGAAAAGCAGAGCAGCGGAAGTGGCAGCCCGGATTGT
CCAAGACGCCCACCAAAGCCGGCACACGGATCCACCTTCCCCGCGCTGCCGGCGAACGCC
CCCAGGAGGCCTTGGAGGCCTCGTTCCTTTCAATGCGCCACAGTCCTGGAGGGGAAAAGC
TCTGACACCGACTCACGCGAGAGCGCCAGGGAGAGCAGCGAACCGCAGGGARAACCTGGC
GCCTGCCGCCACAGCCTCAGCTCTGCGGCAGAGTCACCGGACGACTCCAGCGCGGGGTCC
GTGCACAGCCCCAGGCTGCCTTCCTCTTGCTGCAAAACATCAATAACAAGCAAAACCAGC
AGCGGTCGGGCTCCAGATCTGCAAATTTAA
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>Tn-cx52.9-G05726 Underlined: Predicted as intron in Ensembl transcript. If this
intron is used, the 3’-tail is extended.
ATGGGAGACTGGAACTTCCTTGGAGGAATCTTGGAGGAGGTCCACATTCACTCCACCATG
GTGGGCAAGATCTGGCTGACCATCCTGTTCATCTTCCGGATGCTGGTGCTGGGGGTCGCC
GCAGAGGACGTGTGGAATGACGAGCAGTCCGATTTCATCHBEAACACGGAGCAGCCCGGC
E@FcGCAACGTGEGHTACGACCAGGCCTTCCCCATCTCCCTCATCCGATACTGGGTGCTC
CAGGTGATTTTTGTGTCCTCCCCTTCTTTGGTCTACATGGGTCACGCCATTTATCAGCTA
CGAGCTCTGGAGAAGGAGCGCCACTGCAAGAAGGTGGCGTTGCGCCGGGAGATGGAAGCG
GTGGATGCGGAACTGGTGGAGGCGAGGAAGAGAAT CGAGAAAGAGATGAGGCAGCTGGAG
CAGGGCAAACTCAACAAAGCCCCCCTGAGGGGCTCCCTGCTGTGTACTTACGTGGCCCAC
ATCGTAACTCGCTCGGTGGTGGAGGTCAGCTTCATGATGGGTCAGTACATCCTGTACGGA
CACCGCCTGAAACCTCTTTACAAGEGEGAGAGAGAGCCGEGECCGAACGTGGTGGACHEE
TTCGTGTCCAGACCCACGGAGAAGACGGTTTTCATGATGTTCATGCAAGCCATTGCTTGC
ATCTCCCTCTTCCTCAGTCTCCTTGAGATTATCCACCTGGGATTTAAGAAGGGTGAAGAA
GGGCATCTTGGACTTTTACCCGCATCTGAAAGAGGACCCGGATGA

>Tn-cx52.6-G03863 Underlined: Not included in Ensembl prediction
ATGGGGGACTGGAAT TTATTAGGAAGCATTTTAGAAGAAGTCCACATTCATTCGACCATC
GTGGGGAAAATCTGGCTGACCATTCTCTTCATTTTCCGAATGCTTGTTCTTGGCGTTGCG
GCTGAGGACGTCTGGGACGACGAGCAAAGCGAAT TTGT THGGAATACGGAGCAGCCCGGG
fG8~AAAACGTGEBETACGACCAGGCCTTCCCCGTCTCCCTGATCCGTTACTGGGTCTTG
CAAATCATCTTCGTGTCCTCCCCGTCACTAGTCTACATGGGACATGCGCTGTATCGCCTG
AGGACTCTCGAGAAAGAGAGACACAAGAGGAAAGCCTGCCTGAAGGCTGAGCTGGAGGGC
ACAGACCCTGTCCAGGAGGACCACAGGAGGATTGAGCGAGAACTCAGAAAGCTAGATGAA
CAGAAGAGGGTGAGGAAAGCTCCTCTAAGGGGCTCCTTGCTGCGCACATACGTCCTCCAT
ATCTTAACCAGATCTGTTGTGGAGGTGGCTTTCATTATAGGACAATGTGCTCTGTACGGG
CTCGGGCTGTCGCCCCTGTACCGARGHACCAGACCGCCABECCCAACACCGTCGACHEE
TTTGTCTCTCGGCCTACAGAGAAGAATGTTTTCATGGTTTTCATGCTGGTTATCGCTGGC
GTTTCGTTGGCGCTCAACATTCTGGAGATCTTGCATCTGGGTGTGAAAAGGATTAAACAA
AGTTTGTATGGATATAAATACAGAGACGACGAGAGCGTGTGTCGCTCCAAGAAAAACTCC
ACCGTGCAGCAAGTTTGCCTTCTTGCTAGTTCTTCCCCTCAGAGGCTGGTGCAGCTGACC
CAAGTCACTTGCTCCGCTCTGCCCAACACTAATGCGACGAGTCTGTCCCATCAGAACCAG
GAAGGGTCCGGAAACGCCAACCAGCATCCCTCACACGCGTGCGTGCCCATCCAGGGTGTC
CAGCAGGTGGCACCGGCCGAGCAGCATCGCCTTTCGGGACTGAGGAAGCCGTCGTGCAGC
AGCGAGGAATCCAGCGAGCCTCACGTGAAGCCCCAGTACGCCGGCCCTCGAGCCACGCTC
GTGGCCAGCCACATGGAGATCCCGGCGGCCCTAAAGAACCCAGCACGGAAGCAGAGCAGA
GTCAGCATTTATAAAGAGCTCAGTGACATGAGCGACTCTGCCGAGAGCGAGCCCCACCTC
CCAGCCCGCAAATGTAGCTTTATGTCTCGGGGCCTGTCGGACGGAAAGCTGTCCAACCCA
TCCGACAGCGCCGACAGCCGCAGCGGAACAGACTCGGAAGCCCAGCACCTCAACCAATCA
GAGAGCTCAGTGGTGACCCCACCGCCTCCAGCCAGTGGCAGAAGGATGTCCATGGTTAGT
GGGCCGGGTTCATTTTTCCACCACAAAACTAGACACACGTGA

>Tn-cx34.5-G19149 Underlined+italics: Ensembl ENSTNIT00000022585 predicts a 63 nt
long insert here. Splice sites.
ATGGGGGAATGGGATTTGCTGGGCCGCCTGCTGGATAAAGTGCAGACTCACTCCACGGTT
CTGGGCAAGATTTGGCTCACGGTGCTCTTCGTCTTCCGCATCCTGGTGCTGCAGACGGCT
GCCGACAAGGTGTGGGGGGACGAGCARTCGGACTTCATCEEEAACACTCAGCAGCCAGGC
fG8GAGAACGTCEBETACGACCTGGCTTTCCCCATCTCCCACGTCCGCTTCTGGTTCCTT
CAGATCATTGCCATAGCGACGCCCAAGCTGCTCTACCTCGGCCACGTCCTTCACGCGTGT
GIGTTCCTCAGGAGCTACAAAGTTCCCAAGTACGTCAAAGGCTCGGGCAAGATCAGCATC
CGCGGGCGCCTCCTCCGCAGTTACACCTTCCACCTGATGGCCATGATCATCCTGGAAGGC
GCCTTCATCGCCAGCCAGTACCTCCTCTTTGGCTTCGCTCTGGAGACGCGCTACGTGEGH
GAGCGCCACCCCHBECCCCACAAGGTGGACHEETTCCTGTCCAGGCCCACGGAGAAGTCG
GTCATCATCTGGTTCATGCTGGTGGCGGCCGTGGTCTCCCTGGCCCTCAGCCTGGCCGAG
CTCTTCTACCTGGGCCTCAAAGCCACCAGGGAGTGCATGGCCAGGAGGCAGGACTACACG
GTGACGCCCGTGACGCCGCCCGTTTCGGGGAGAAAAGCCTTCAAAATCTCCGATGAGATG
ATCCAGAACTGCATCAACCTGGAGCTGGAGCAGCTTAAAGAAAAGAAGGTCCGGAGGGTC
GCCGGGGGGCCCGAGGAGGTGCCCAGTGTCGCCCCGCCCGGCAACAGGAACAAGGGAGAG
GTCCACATCTGA

>Tn-cx32.3-G19150 No modifications. This sequence corresponds to the predicted
transcript ENSTNIT00000002345.
ATGGGAGACTGGGGATTCTTGTCGTCCTTGCTGGACAAAGTCCAGTCCCACTCCACCATC
ATCGGGAAGATCTGGATGAGCGTCCTCTTCCTGTTCAGGATCATGGTCCTGGGCGCCGGC
GCCGAGAGCGTCTGGGGCGACGAGCAGTCCGGGTTCATC-AACACTCAGCAGCCCGGT
EG8GAGAACGTCEEETACGACTGGACCTTCCCCATTTCCCACATCCGCTTCTGGGTCCTC
CAGATCATCTTCGTGTCCACGCCGACGCTGGTGTACCTGGGCCACGCCATGCATGTCATC
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CACCAGGAGAATAAGCTGAGGGAGAAGCTGCAGAGCCCCGGCGGGAGCCGCTTGCTCAAG
GTGCCCAAGTACACCGACGAGAAGGGGAAGGTGAAGATCAAGGGGAACCTGCTCEEEAGE
TACCTGACCCAGCTGGTCTTCAAGATCCTCATCGAGGCGGCCTTCATCGTGGGCCAGTAC
TACCTGTATGGCTTCATCATGGTGCCGATGTTCCCTHEGETCCAAGAAGCCCHBEHCCCTTC
ACCGTGGAGHEEBETACATGTCCCGCCCCACCGAGAAGACCATCTTCATCATCTTCATGCTG
GTGGTGGCCTGCGTCTCGCTGCTCCTCAACGTCATCGAGATGCTCTACCTCCTGTGCACC
AGGCTCAAATGCGCCTCCAGATCGCGGACGCAGAAGCTGACGTCGGCCCAGAGCCCCGCC
GGCCTGCTGGCCCCGAAATGGCCGACGGCGGAGGACGCGCTCCATCAGAACCGGATCAAC
CTGGAGCAGGAGCGCTGCCAGAGCGTCGGCGGGAGCCTGGACGGCGCCAAGGAGGAGATG
AAGCTTCTGCATCACAACTGA

>Tn-NN-gjb1l-G08980 Note that our sequence is only a minor part (the 3’-end) of the
predicted Ensembl transcript
ATGAACTGGGGAACCTTTTACGCCCTCATCAGCGGCGTGAACAGGCACTCAACGGGCATC
GGAAGGGTTTGGCTCTCCGTCATCTTCGTCTTCCGAATCCTGGTGTTGGTGGTGGCTGCC
GAGAGCGTCTGGGGCGATGAGAAGTCGGGCTTCACCHGEAACACCCAGCAGCCCGGCHEE
AACAGTGTCHEETACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCTCTGCAG
CTGATCTTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTAGCCCACAGACGCCAC
ATCGACAAGAAGATCCTGAAGAGGGCCGGCCGTGGCACACCCAAAGACCTGGAGCAGATA
AAGAACCAGAGGTTCCAGATCACTGGAGCTCTGTGGTGGACGTACATGATCAGCATCATC
TTCAGGATCGTCTTTGAGGTGGCTTTCCTCTACATCTTCTACCTGATTTATCCAGGTTTC
AAAATGGTGCGTCTGGTCAAGHEGEGACTCTTACCCTHEEECCCAACACCGTGGATEGHTTT
GTGTCCAGACCCACTGAGAAAACCATATTTACAGTGTTCATGCTGGGGGTCTCGGGGGTG
TGCGTGCTTCTGAACCTGGCGGAGGTGGTCTACCTCATCGGCCAGGCCTGCAGACAGTGC
ATCCGAGGCTCTGAAGAAACCTCCAAAGTCCCCTGGATCAGTCAAAAATTGTCCTCTTAC
AGGCAAAATGAGATCAACGAACTGATACTGGACCATCCCCTCAGGTCAAAGTTCAGTGTG
ACCAAAAAGAAGCCCAGCTGA

>Tn-cx27.5-G11825 Note that the predicted Ensembl transcript extends another 42
nucleotides on the 5’-end
ATGAACTGGGCATCGTTCTACGCCGTCGTCAGCGGCGTGAACAGACACTCCACGGGCATC
GGCCGCATCTGGCTCTCCGTGCTGTTCATTTTCCGCATCCTGGTCCTGGTGGTTGCTGCA
GAGAGCGTGTGGGGAGACGAGAAGTCGGGCTTCACCHBEAACACCCAGCAGCCGGGCHEE
AACAGCGTCHEBETACGATCACTTCTTCCCCATCTCCCACATCCGCCTCTGGGCTCTCCAG
CTCATCCTGGTCTCCACTCCGGCCCTGCTGGTGGCCATGCACGTGGCTCACCGCCGCCAC
ATCGACAAGAGGCTCTACAAGCTGTCAGGGCGCACCAATCCCAAAGACCTGGAGCAGATT
AAGACCCAGAAAATGAAAATCACAGGCGCACTCTGGTGGACATACGTCATCAGCCTGCTT
TTCCGCGTTATCTTTGAGGTGACCTTTATGTACCTGTTCTACATGATCTATCCTGGTTAC
AAGATGATCCGGCTGGTGAAGHGHGACTCGTACCCCHEECCCAACACGGTGGACHBETTT
GTCTCCAGGCCCACAGAGAAGACTGTTTTCACCGTCTTCATGCTGGCTGTGTCAGGGGTT
TGTATTTTGCTCAACATTGCGGAGGTGGTCTTCTTGGTGGGGAAGGCCTGCGGTAGGCAT
TTACAGCACGCTGGAGACTCCGCTGTGGGAACCTGGATCCAGCAAAAACTCTGCTTCCTT
TAG

>Tn-NN-cx28.9-G19153 Splice site. Two 100% identical predictions are located
approx. 10000 nt apart (G19153 and G19151).
ATGGGAGAGTGGGGTTTTCTGTCCTCTCTGCTGGACAAGGTCCAGTCTCATTCCTCCGTC
ATCGGGAAGGTCTGGCTCAGCGTGCTCTTCATCTTCAGGATCATGGTTCTGGGAGCTGGA
GCTGATAAGGTTTGGGGCGACGAGCAGTCCAATATGATTEGHAACACCAAGCAGCCCGGC
fEFAAARACGTCHEEETACGACCACGCCTTCCCCATCTCGCACATTCGTTTCTGGGTCCTC
CAGATCATCTTCGTCTCCACGCCCACGCTGGTCTACCTGGGACACGTCCTGCACGTCATC
CACAAGGAAAACAAGATGAGAGAGTACATGAAGACGCACACTCAGAGCAACCTGGCCAAA
TACCCCAAGTACACCGACGAGAAAGGCCACGTGGAGATCCGGGGCAACCTCCTGGGCACT
TACATGACCTCCATCGTTTTCCGCATCCTTCTGGAGATCGCCTTCATCGTGGGCCAGTAC
TACCTGTACGGCTTCATCATGGACCCCAAAGTGGTCHEGETCCCGGGCCCCCHBECccCTTC
ACCGTCGAGHEETACATGTCTCGTCCCACCGAGAAGACCATCTTCATCCTCTTCATGCTC
GCGGTCTCTTGCGCGTCGCTGCTGCTTAACGTGGTGGAGATCTGCTACTTGGTGTGCICC
CGCTCGAAGAAAAGAGCCAAGACGCCGCCGGCGTCCGCGCTCGTCATTCACCCACGGTTC
ACCAGCGAAAGCAAAGCCTGA

>Tn-NP-cx30.3 Note that this sequence was included in our previous analyses
(Cruciani and Mikalsen, 2007) as Tn29165001.
ATGTCTTGGGCCGCACTTATTAGTAAGCTGGGTGGTGTCCACGAATACTCCACCAGCCTG
GGGAAGGTCTGGCTTTCTGTCCTCTTCATCTTCCGCATCGGTATTCTGGTTGTGGCCACC
GAGAAAGTCTGGGGAGACGAACAGTCCAGCTTTACGHGEAACACACAGCAGCCGGGCHEE
AAAAACGTCHEEETACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG
CTGATCTTTGTGTCGACCCCGGCCCTTCTGGTGACCATGTACGTGGCCTACAGAAAACAT
AAAGATGAGAAAAATTGTTTAGACTCCAAGGACAGTGAGACGGGGAAGGAGGAAGAGACG
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GGAAAAAAGGTTAAAAAAGAGGAACAAAAAAAGCGTCTGCCCATCACAGGTCCTATGTGG
TGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGTACGCT
CTGTACTTCATCTATGATGGCTTCCZ—\GZ—\TGCCACGTCTGCTCAAG-GAGCAGTGGCCT
-CCCAACAAGGTGGAC-TTCGTCTCCAGGCCGACGGAGAAAACGGTCTTCACCATC
TTCATGGTGGCCTCGTCCGTCATTTGTATGGTTCTTAATTTTGCCGAACTCATCTACCTA
ATTGGCAAGGCCCTCTTTAAGAGAAGTAGTGGGGGGAAAAAATGCACTATAGAATTAAAC
TCCAACCAGAATACCATGCTTTTGGAGAAAAATTAA

>Tn-cx30.3-G01258 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGTCTTGGGCCGAACTTTATAAGCGGCTGGGCGGCGTCAACAAACACTCCACCAGCCTG
GGGAAGGTCTGGCTTTCTGTCCTCTTCATCTTCCGCGTCTCTATTCTGGTTCTGGCCGCC
GAGAAAGTCTGGGGAGACGAACAGTCCGACTTTACGHEGEAACACACAGCAGCCGGGCHEE
AAAAACGTC-TACGATCACTTCTTCCCGGTTTCACACZ—\TCCGCTTGTGGTGCCTGCAG
CTGATCTTTGTGTCGACCCCGGCCCTTCTGGTGACCATGTACGTGGCCTACAGAAAACAA
ACAGATTGGAAAAAAGGTTTAGCCTCCAAGGACAGTGAGACGGGGAAGGAGGAAAAAGTG
GAGAAGGGCGGTGAGAAGAATGAGGAGGAAATACTCATATTGCTTGAAGAGGGGGAAAGT
AATTCAGTCCCCGAGAACAGTAAGAAAGTGAAGGAGGAAAATACGACAGAGTTAAAGAAT
GATAAGGACAATGAGAAGAAAAAGGGGAAAAAAGAGGAACAAAAAAATGAGCGTCTACCC
ATCACAGGCCCTCTGTGGTGGATCTACACCAGCAGCTTGTTCTTCAGACTGCTCTTTGAG
GGGGGCTTCATGTACGCTCTGTACTTCATCTATGATGGCTTCCAGATGCCACGTCTGGTC
AAGTGTGAGCAGTGGCCT-CCCAACAAGGTGGAC-TTCGTCTCCAGGCCAACGGAG
AAAACGGTCTTCACCATCTTCATGGTGGCCTCGTCCGTCATTTGTGTGGTTCTTATTTTT
GCCGAACTTTTTTACCTTATTGACAAGGCCCTCTTTAAGAGAAGTACCATAGAATTAAAC
TCCAACCAGAATACCATGCTTTTGGAGAAAAATAAAAATAAAGTTCTGTAA

>Tn-cx30.3-G15674 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds. I:Nucleotide added to keep
reading frame.
ATGTCTTGGGCCACACTTTACAGTCAGCTGGGCGGCGTCAACAAACACTCCACCAGHNCTG
GGGAAGGTCTGGCTGTCTGTCCTCTTCATCTTCCGCGTCACTATTCTGGTTCTGGCCGCC
GAGAAAGTCTGGGGAGATGAACAGTCCGACTTTACG-AACACACAGCAGCCGGGC-
ARAAAACGTCHBETACGATCACTTCTTCCCGGTTTCACACATCCGCTTGTGGTGCCTGCAG
CTGATCTTGGTGTCGACCCCGGCCCTTCTGGTGGCCATGTACGTGGCCTACAGAAAACGT
GGAGATAAGAGAACTGTCCTGGCCTCCGGCGGGGATGAGAAGGTGAAGGAGGCAGACCTG
CAGACCCTGAAGACGAAGCGTCTGCACATCACAGGCCCTCTGTGGTGGACCTACACCAGC
AGCTTGTTCTTCAGACTGCTCTTTGAGGGGGGCTTCATGTACGCTCTGTACTTCATCTAT
GATGGCTTCCAGATGCCACGTCTGGTCAAG-GAGCAGTGGCCT-CCCAACAAGGTG
GAC-TTCATCTCCAGGCCGACGGAGAAAACGGTCTTCACCATCTTCATGGCGGCCTCG
TCCGCCCTTTGTATGGTTCTTAATATTGCTGAACTCGTCTACCTGATTGTCAAGGCTCTC
GTGCGGTTATCAGCCAGGTCCAAGCAGCGGAAACAGAGATACGCTCGGGAGAACTTCCAC
CGGGATCACATGCTTCTGGAGAACAAGAAGAATGAGAACATGTTTTCCTCAGACCCAACA
AGCAACAGAACCATGTGTTGA

>Tn-NN-cx30.3-G10340 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider it as a likely part of cds. Splice sites.
ATGTCTTGGGCTGCTCTGTACAGCCAGCTGGCTGGAGTAAACCGCCACTCCACCAGTCTG
GGGAAAGTCTGGCTCTCTGTGCTCTTTATTTTCCGAGTCATGGTTTTGGTTGTGGCTGCT
GAGAGCGTTTGGGGGGATGAACAGTCGGACTTCACC-AACACCCTACAGCCTGGC-
GAGAACGTC-TACGATCAGTTCTTCCCTGTCTCCCACATCCGGCTCTGGTGTCTTCAG
CTTGTCTTTGTTTCCACCCCAGCGCTCCTGGTGGCGATGTACGTGGCCTACCGGAACCAC
GGCGATAAGAAGAAGCTCCTACAGAATTCTGGAAGAGTTGGGATCTTGAGCACGGAAGGT
CCAGAGGAGCAGCTGGAGAGCCTCAGGAGCAGGAGGCTGCCCATATCTGGCGCTCTCTGG
TGGACGTACGCCTTCAGCCTTCTGTTCAGGCTCCTGTTTGAAGGAGGTTTCATGTACGCC
CTCTACGTGATTTACGACGGTTTCCGGATGCCACGCTTGGTGCGG-GACCAGTGGCCG
EG8ccCcAACCTAGTGGACHBETTCATCTCACGGCCGACAGAGAAAACAGTCTTCACCGTT
TTCATGGCCACCTCATCATCCATCTGCATGCTCCTCAACGTGGCAGAGCTCGCATATCTT
GTTGGCAAGGCTGTCACAAGCCCACCAGCAGGAGTAAAAGACGTGAAGAAGAGAAGTGAG
AGAAGACTGGTGCTGTTTGACAGGAGAGCGGTAAGCAGGGTGGAGGCTGCCTGGACTAAT
GCTGCTGCTGAGGTGGGAGGAGGAATTAGGAGGAGGGATTCTCATCCTTCCACCTGCTGG
ATTATGAGCTTCTCTCATGGTGCGTTCACGTCCATGTGGGAAAGACTGCAAACAGGAAAA
CTGGCATATTTCAGAATGATTATAGTCAGTATTGTTGTAAAATTGTTGTAA

>Tn-cx35.4-G16899 As predicted by Ensembl.

ATGGACTGGAAGACCTTCCAAGCCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCGTTT
GGGAGGGTCTGGCTGTCGGTGGTGTTCGTGT TCAGGGTGATGGTGTACGTGGTGGCGGCG
GAACGCGTGTGGGGCGATGAGCAGAAAGACTTCGATHGEAACACCAAGCAGCCGGGCHEE
GCCAACGTCEGETACGACTACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
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CTCATCTTCGTCACCTGCCCGTCCTTCCTGGTGGTCATGCACGTGGCGTACCGGGATGAG
CGCGAGCGCAAGTACAGGGCCAAGCACGGCGATGAAAGCAAGCTGTACAACAACACGGCC
AAGAAACACGGCGGCCTGTGETGGACCTATCTGCTGAGCCTGTTTGTGAAGACGGGCATC
GAGGTGGCCTTCCTCTACATCCTCCACCTCGTCTACGACAGCTTCTACCTGCCGAGGCTG
GTCAAGHBEGAGGTGGCGCCCHEBCCCAACCAGGTGGACHBETACATCGGACACCCCACT
GAGAAGAAGGTCTTCACATACTTCATGGTTGGCGCCTCGGCCCTCTGCATCGTCCTCAAC
ATTTGCGAGATCATTTATCTCATCTCCAAGCGCATTGCGCGETGCGCCAACAAGCACAGG
AGGCACCATCGCAATCCGGCCGTACACCCTCCAGACGAAGAACACAACATGGACGACCCC
TTCAGCAACCACAAAGCCATGGAGCCCAAGCCAGGGCTGAAGGAAAGGCCCCCGTCCTTT
AACACCGCCTCCAAGTTCCCATATAACATGGACAGCTTCCGGATGGCCGACAAGATCCGA
GCCTCCGCCCCCAATCTGTCTTCATGA

>Tn-cx28.6-G08925 Grey font: Intron? Underlined: Sequence not included in Ensembl
transcript prediction, but we consider likely as a part of cds. Splice site.
ACTTTCCAGECGGGCHEBACCAACATABBETACGACCACATCTTCCCCATCTCCCACATC
CGCCTGTGGGCGCTGCAGCTGATTTTCGTCACCTGCCCGTCGCTGATCGTGATGGCTCAC
GTCAAATTCCGCGAAGGGAAAGACGCCAAGTACGTGGAGCAGCACCACGGCTCCCACCTC
TACAGCAACCCTGGCAAGAAGAGAGGCGGGCTGTGGTGGACCTATCTCCTCAGTCTGATC
CTCAAAGCCGGATTTGATGCTTCCTTTCTTTACCTCCTGTACAGAATCTATCACGGTTAT
GATCTGCCCAGATTATCGAAAFGHETCGCTGGAACCGHEGHCCCAACACGGTGGACHEBETTC
ATCAGCCGTCCCACGGAGAAAAAGATCTTCATGCTCTTCATGGTCGTCTCCAGCGCTCTT
TGCATTTTCATGTGCATCTGCGAAATGTTCTATCTCGTCGGAAAACGCATCGCCAAACGG
GTGCAGAGCCACCGCGAGAACAAGCAGATTCTGTTTGCTGACCAGCACGAACTGACCAAC
ATGGTTCCACCCAGATCCCAGTATCGGGAGACTGACCCCACCCTGACGGGCAGTCAGCTG
AGCCTGGGCAGAAGGGACAAGGTCAGGGAGGAGGCCGTGACAACGACCCTGTAA

>Tn-cx30.9-G09221 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds. Splice site.
ATGAACTGGTCTGCCCTGGAGGCCCTGCTCAGTGGGGTCAACAAGTATTCCACTGTGTTC
GGACGCGTCTGGCTGTCCATGGTCTTCGTCTTCCGCGTGATGGTGTTTGTGGTGGCGGCT
CAGAGGGTGTGGGGTGACGAGAGCAAGGACTTTGTCHBBAACACAGCGCAGCCGGGCHEE
AACAACGTCHEBETACGACAGCATCTTCCCCATCTCACACATCCGCCTGTGGGCCCTGCAG
CTCATTTTCGTCACGTGCCCGTCGCTGATGGTGGTGGGGCACGTCAAGTATCGGGAGAAG
AAAGATTCCCAGTACAGCACCTCACACCACGGGAAGCATCTGTACGCCAATCCTGGAAAG
AAGCGCGGAGGGCTGTCETGGACCTACCTEETGAGTCTGATT TTCAAGGCCAGCTTTGAC
GCTGGTTTCCTGTACATCCTCTACCACATCTACGATGGTTACGACATGCCCCGCCTGTCC
AAGEGHETCCCTGGAGCCGHBECCCAACACGGTGGACHBETTCATATCCCGGCCCACCGAG
AAGAAGATCTTCACCCTCTTCATGGTGGTCTCCTCTGCCATCTGCATCCTGATGTGCATC
TGTGAGATGATCTACCTCATCTGCAAGCGCATCAGTAAACTCATTAAGAGAAGGAACGAG
GCAGAGAGGAGGCTGTTTGCTCAGCAGCACGAGATGACGCCGCTGGCACCACCGAGGTCA
GAGCTGAGGTCCAAATCGCCGATCAGGGTGGATCCAACAGCCTCAATCCAAGATCTTGGC
GCCATCGCTGAGGACAAGCAACCGCCTGAGAAACAACAGGTCACAGCGTAG

>Tn-cx34.4-G16900 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGCGGGGTGAACAAGTACTCCACCGCCTTC
GGCCGAGTGTGGCTCTCCATCGTCTTCCTCTTCAGGGTCATGGTGTTCGTGGTGGCGGCG
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTCAAATGEAACACGGCTCAGCCTGGTHEE
CACAACGTCEEETACGACTACTTCTTCCCCGTGTCCCACATCCGGCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCTCTCCTGGTGGTGATGCACGTGGCGTACCGGGAGGAC
AGGGAACGGAAACACAGGCTAAAATTCGGCGAARACTGCCACCGTATTTACCAGAACACT
GGGAAGAAGCGCGGAGGCCTGTGETGEGACCTACGTCCTCACTTTGGTCTTCAAAATCGCC
GTAGACGCCGTCTTCGTCTACCTTCTCTACCACATCTATGAGGGCTACGACTTCCCCTTG
CTCATCAAGEGECAGCAGAAGCCCHEGECCCAACATAGTGGACHBETTCATCGCTCGCCCC
ACCGAGAAGCGCATCTTCACCATCTTCATGGTGGTCACCAGCCTGGTCTGCATCTTCCTC
TCCCTCCTGGAGATCCTCTACCTGGTGGGCAAACGCTGCCACGAGTGTTTCAAGGCCGTT
CACGACTCCCACCGCATCGTGACCGCCGCCATCTCCAGCGGAACCAACATGATGGAGTCC
CGGGTCGCAAAAACCAGCCCCGAAAGTCTGGCGCCCTTGTACAACTCTGCCARAGCGGAC
AGCCGGACAGCCAGGGACTCTGCCCAGACTCTGAAGTTCACCTGA

>Tn-cx28.8-G19193 Underlined: Sequence extended in 3’-direction until stop codon.
ATGAACTGGAGCTTTCTGGAGAACATCCTCAGTGGGGTGAACAAATACTCCACAGTCATT
GGGCGCGTCTGGCTCTTTGTGGTGTTCCTCTTCAGGATCTTGGTGTACGTCGTAGCGGCC
GAACAAGTGTGGAAGGAAGAGACGAAGGAGTTCGTGEGEAACACCCGTCAGCCCGGCHEE
GAGACCACCHEGETTCAACCACTTCTTCCCTGTTTCGCAGGCGCGTCTCTGGGCCATGCAR
CTCATCCTGGTGTCTACCCCATCTCTGCTAGTGGCCCTGCATGTGGCATATAGGGAACAC
CGAGAGGCCAAGCACAAGAAAAAACTGTACCAGGACAAGGCGACCATTGACGGGGGATTG
CTTTTCACTTACATCGCCAGTCTCATTTTTAAGACGGCGTTCGAGGTGGGCACCCTGCTG
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GTGTTCTACTACGTCTACAACGGTTTTGAGCTTCCGGCGCTGCTCCGCHBBGACCAGAGT
CCCHBECCAAACGTAGTGGACHEHTTCATCGGCARAGCCACCGARAAGAAGATTTTCCTC
TACATCATGGCCTGCACATCTATCCTCTGCATCGTTTTGAATGTCGTTGAGCTTATTTAC
ATCGTATGGAAGCAAGTCGTTAAATACGTCATCCAGCATTACAATCCTGTGGAGAAGAGA
CCTCCCTCTGGCAACCAGACACAAGTGTCCAACGTCAATGGATATGTCTCTGTTGACCAC
GTTGGAAATGAAGAAGACAGCCCAAAAAGACTAAACCATTAG

>Tn-NN-gjcl-G00149 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGAGCTGGAGTTTCCTGACTCGCCTGTTGGAAGAAATTCACAACCATTCCACGTTTGTG
GGCAAGATCTGGCTCACTGTCCTGGTTGTCTTCCGCATCGTGCTGACGGCCGTTGGCGGC
GAGTCCATCTACTACGATGAGCAGAGCAAGTTTGTGEBEAACTCGGGCCAGCCGGGCHEH
GAGAACGTCHBBTACGACGCCTTTGCTCCGCTGTCGCATGTCCGCTTTTGGGTGTTCCAG
ATCATTCTGGTGGCCACCCCTTCGCTCATGTACCTGGGATATGCCGTCAACAAAATCGCT
CGCACAGAGGAGCAGGTGGGTGGGATGGGAGTGAGGGGATGTTCGCAGAGGAAGCTCAAG
AGAAAGCTGTATCTGGCAGACAGAAAGCAGCACAGAGGCATTGAAGAAGCTGAGGATGAC
CAAGAGGAAGACCCTATGATCTATGAAATGGCAGAAGTGGGGAGCGACTGCAGTGAAGAR
ACAAAAGGCAATGTTGTTGGAAAAGATAAGGTCAAGGTCCGCCACGATGGACGCCAGCGT
ATCAAAGAGGATGGTCTGATGCGTATTITATGTCCTTCAGCTCCTGGCCCGCTGCTTGCTG
GAGGTGGCTTTCTTGTGCGGGCAGTACGCCCTGTACGGATTCGCTGTTCCCCCTACCTAT
GTCHEETCTCAGCTGCCCHEECCCCACAGCGTGGACHBET TCGTGTCCCGGCCCACTGAG
AAGACCGTCTTCCTCATCATTATGTACATCGTCTCCCTGCTCTGTCTGATGCTCAACATC
TGGGAGATGCTTCACCTGGGCATCGGCACCATCTGCGAGATCATTCGTTCCCGGCGGGTC
CCCGAGGAGGAGCTGTACGGGCTGACACAAGCGAAAGAGCCCCACGCCAGAGAGGATTAC
AGCAGCTACCCTTTCTCCTGGAACGCGCCATCAGCTCCGCCTGGGTACAACATCACAATC
AAGCCCCCAATGGTGCCGGCAGAACGCCACGATCAACCCCTACCGGTCACCGACCTCACC
AGCGCGAAGATGGCATGCCGACAAAACCACGCTAACATCGCGCACGAGGAGCAGCAACAG
TACAACAATAACGACGAAAACCTTCGCAGAGCCGGGATGGGAGATGACCGCACGCGTTCC
CATCACTCTCAGAACAGACTGGAGATGGACGCGTCAGCCCACAGCCAGCCGCAGGGCCAR
AACAACAACAAGCCTCACCGCGACCGCAAACACCGCCAGGCCTCCAAACATGCGTCCGGC
AAGGCTGACGCAGACCGAGGCGGCAGCAGCACCAGCAACACCAGCAAATACGGAGTCATC
AAAGGCTCCGAGTGGATCTGA

>Tn-NN-gjcl-G05345 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTCCTCACCGCCGTCGGGGGA
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTG-AACTCGGGACAGCCGGGC-
GAGAACGTC-TACGACGCCTTCGCGCCGCTGTCCCACGTCCGCTTCTGGGTTTTCCAG
ATTATCCTGGTGGCCATGCCCTCCCTCATGTACATGGGCTACGCCATCAACAAGATCGCC
AGGCTGGAGGAAGCCAAAGGAGGCGGGGCCTCGGCGGCCATCAGGACGGGAGGCGGAGGL
TACACGCACAGAAAGCCCAGGAAGATCTGTTTCGGAGCGCGGCAGCACCGGGGCATCGAG
GAGACCGAGGAGGACCAGGAGGACGACCCCATGATCTACGAGGTCCCGGAGGTGGAGCCC
CCCAAGAGGCCCCGGGACCCGCTGCAGCCCACGCCCAGACCCAAAGTCCGGCACGACGGG
CGCAAGCGGATCAGAGACGAGGGCCTGATGCGGGTTTACGTGCTGCAGCTGGTGACCCGT
ACCGTGCTGGAGGCGGGCTTCCTCGCCGGCCAGTATCTGCTCTACGGTTTCCGCGTGATG
CCCGTGTTCGTGHBETCGGGGAGACCGHBECCCCACAGCGTGGACHBETTCGTGTCGCGC
CCCACGGAGAAGACCATCTTCCTGCGCATCATGTACGGCGTCACCGTCCTTTGCCTCGTC
CTCAACGTCTGGGAGATGCTCCATTTAGGGGTGGGCTCCATCTACGACATCCTCCGCCGC
CGGCGCGCCCCGCCCCAGGACGATGAGTACCAGCTGGGCTTGCTGGGCGCCAACGGAGCC
GTGGAGGGCTCCGTCGGGGGCACGGCCCCCGAGGCGGGTTCCGAAGGAGGGGTGGGLCGGL
GACGGGGCCGCGGACTACGTGGGCTACCCTTTCTCGTGGAACACGCCGTCGGCTCCGCCC
GGCTACAACATCGTGGTCAAACCCGAGCAGATGCCCTACACGGACCTGAGCAACGCCAAG
ATGGCGTGCAAGCAGAACCGGGCCAACATCGCCCAGGAGGAGCAGCAGCAGTTTGGTAGC
AACGAAGACAACTTCCCCACGGGGGGAGAAGCCCGCGTGGCTTTGAACAAAGACATGATC
CAGCAGGCTCACGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGCCAGCAGCACCAGGCC
GAGGTGCAGCTGGGGGACAACCAGGACGACAAACCCCAAAGCAACATCATCCAGGCGCAG
CCGCTGCTGCAGCCGCAGCCTCAGAAGGAGCGCAAGCATAGATTCAAGCACGGGAAAGGA
GGCAGCAGCGCAGGAGGCAGCAGCAGCAACAGCAGCAGCAGCAAGTCGGGGGAGGGGAAG
CCCTCCGTGTGGATTTAG

>Tn-cx47.1-G08482 As predicted by Ensembl

ATGAGCTGGAGCTTCCTCACACGTCTCCTGGAAGAGATCCACAATCATTCCACATTTGTG
GGGARAGTGTGGCTGACAGTGCTCATCATCTTCCGCATTGTGCTCACGGCAGTCGGAGGC
GAATCCATCTACTCGGACGAGCAGACGAAGTTCACCHGEAACACCAAGCAGCCGGGCHEH
GATAACGTABETACGATGCCTTCGCCCCTCTCTCGCACGTCCGTTTTTGGGTTTTCCAG
ATCATCATGATCTCCACCCCTTCCGTCATGTACATGGGCTATGCTATTCATAAGATAGCG
CGGAGTTCGGATGAAGAGCGCAGAAAGCTCCACAGGCTTCGCAAAAAGCCCCCACCACAT
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TCCAGATGGAGAGAGAACCATCACCTGCAGGGCGTCTTAGAGGAGGACGAAGACGACGAC
GCTGAGCCCATGATCTATGAGGATACGCTAGAGGTTCAAGATGCCAAACCAGGACCAGGG
AACAGCGGTAGCAAAAACCCACCGAAATATGACGGCCGTCGARAAATTATGCAGGAAGGET
CTAATGAGGATCTATGTCCTTCAGCTGATGTCAAGAGCTGTTTTTGAAATTGCCTTCCTT
GCTGGACAGTACCTCCTGTATGGTTTTCGTGTCAGTCCATCATATGTABBAACAGGATC
CCGEBECCACACAGGGTGGACHEHTTCATCTCAAGACCCACAGARAAAACTATTTTCCTC
CTGATTATGTACGTGGTGAGCTGTCTCTGCCTCGTGCTAAACGTCTGTGAGATGCTTCAC
TTGGGAATCGGTACTTTCCGGGACACCCTCCGCCTGAAGAGGAACAGGGGCCGACAGTCA
TCCTACGGCTACGCTTTTTCTCGCAATATCCCAGCGTCTCCTCCAGGGTACAACCTTGTG
ATGAAAACAGACAAACCAAGCAGGATTCCCAACAGCCTTATTGCCCATGAGCAGAACGTG
GCCAATGTAGCTCAGGAGCACCAGTGCATCAGCCCAGACGAGAACATCCCCTCTGACCTT
GCGAGCCTACACCGGCACCTAAGAGTTGCTCAAGAACAGCTCGATATGGCTTTTCAGACT
TACCAAACCAAACAAAACCAGCAGACGTCCAGAACCAGTAGTCCAGTGTCTGGAGGCACC
ATGGCAGAACAAAACAGAGTCAATGCAGTTCAAGAGAAGCAGGGCGCAAGGCCAAAATCA
GCCACAGAGAAGGCCACGACCGTGGTAAAAAATGGAAAGAGCTCTGTCTGGATTTAG

>Tn-NN-cx43.4-G02041 Nearly identical to G02430/G02447. Splice site.
ATGAGCTGGAGTTTCCTGACGCGTCTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG
GGGAAGATCTGGCTGACCATTTTGATCATCTTCCGCATCGTGCTGACGGCCGTCGGCGGT
GAGACCATCTACTACGATGAGCAGAGCAAATTTGT THEGGAACACGCAGCAGCCCGGAREE
GAGAACGTGEGETACGACGCCTTCGCCCCGCTCTCCCACGTACGATTCTGGATCTTCCAG
GTGATCCTGATCACCACCCCCACCATCATGTACCTGGGCTTCGCCATGCACAAGATCGCA
CGCATGAACGACAGCGAGTACCGCGTCGTCCGGARAGCCAAGAAGAAGATGCCCATAGTG
AACCGCGGACCGCGGGACTACGAGGAGGCGGAGGACAACGGCGAGGAAGACCCCATGATC
GCCGAGGAGATTGAACAAGAGAAGCCTGACAAAGCGGAGAAGGGCCCGGAGAAARAGCAT
GATGGCCGACGGCGAATCCAGCGTGACGGCCTGATGAAGGTCTACGTGTGCCAGCTGCTG
TGGCGCTCTTCCTTCGAGGTCGCCTTCCTCTTTGGCCAGTACGTCCTCTACGGCTTCGAA
GTGCACGCGTCCTACGHEHGCACCCGCTCGCCGEBECCCCACACGGTGGACHBETTCGTG
TCGCGCCCCACAGAGAAGACCATCTTCCTGCTGGTCATGTATGTGGTGTCCTTCCTCTGC
CTGCTCCTCACCCTCTTTGAAATGCTCCACTTGGGGATCGGCGGCGTCCGCGACACCTTC
CGCAGGGCGTCCGCTCTCAACCAGCGGGCCCCTCGTCTGACGGCCCCACGTAGCATCGCC
ACGGCGCCGCCGGGCTACCACGCTACCATGAAGAAGGAGAAATTGAAAGGACGGCTGAGG
GACTCGCCCATGGGCGACTCCGGGAGGGAGAGCTTCGGTGACGAGGGTCCCTCATCCCGG
GAACTGGAGCGGCTGAGGAGGCACCTGAAGCTGGCCCAGCARCACCTGGACCAGGCCTAC
CAGGTTGAGGACAGGAGCCCCTCGCGGAGCAGCAGCCCCGAGGTGAACACGGCCGCGCAG
ACGGCCGCCGAGCAGAACCGACTCAACTTTGCCCAGGAGAAGCAAGGAGAACCCAGCGAG
AAAGGTAAAGAAATGCTCAGGCGCCATCAGATGGAGGTGCGGCGACTATTACAGGTGGTG
GTTTTGGCCAGCAGGCAGCGTTTTCAGAGGCGTCTCTGTCGCTGTTAG

>Tn-cx43.4-G08887 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGAGTTGGAGCTTCCTCACCCGCCTGTTGGACGAGATCTCCAACCACTCCACCTTCGTG
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTCCTGACGGCCGTCGGCGGC
GAGTCCATATACTACGATGAACAGAGCAAATTTGTGEGEAACACAAACCAGCCCGGTHEE
GAGAACGTGEGETACGACGCGTTTGCGCCGCTGTCGCACATCCGCTTCTGGGTGTTCCAG
GTGATCATGATCACCACGCCCACCATCATGTACCTCGGCTTTGCCATGCACAAGATCGCC
CGGATGGACGACAACGACTACCGGCCCCGCGCCAGGAAGAGGATGCCAATCGTCAGCCGC
GGCGCCAACCGGGACTACGAGGAGGCGGAGGACAACGGCGAAGAAGACCCGATGATTCTA
GAAGAGATCGAGCCAGAAAAGGAGAAGGAGACCGCGGAGAAGCCGGGCAAAAAGCACGAC
GGCCGGCGTCGGATCAAGCGCGACGETCTGATGAAAGTTTACGTGTTCCAGCTGCTGTCG
CGCGCCATCTTTGAAGCCTCCTTCCTGTTCGGGCAGTACATCCTCTACGGGCTGGAGGTG
GCGCCCTCGTACGTTEEEACGCGCTCCCCCHEECCCCACACGGTGGACEGETTTGTTTCC
CGTCCCACCGAGAAAACCATCTTCCTGCTCATCATGTACGCCGTCAGCGCGCTCTGCCTG
CTCTTCACCGTGCTGGAGATCCTCCACCTCGGCATCAGCGGCCTCCGGGACTGCTTCTGC
GCCCCGCGGCCCCGCCCGCCCACCCCCCGTCACTCGGCCCTGGCCAGCCAGAGGTCCTCC
ATCTGCCGCCAGCCGTCCGCTCCTCCGGGGTACCACACGGCCCTGAAGAAGGACCCCTTC
GGGAAAGCTGGGCTTCAGGGACAACCTGGGGGACTCCGGCCGGGAATCCTTCGGGGACGA
AGCTTCGTCCCGGGAACTGGAGAGGCTGCGCAAGCACCTGAARACTGGCGCAGCAGCACCT
GGACATGGCCTACCAGAACGAGGAAAGCAGCCCCTCGCGCAGCAGCAGCCCGGAGTCCAA
CGGCACCGCGGCCGAGCAGAACCGACTGAATTTCGCCCAGGAGAAGCAGAGCGACAAAGG
TGA

>Tn-NN-gjd2*2-G11801 Splice site. As predicted by Ensembl.

ATGGGGGAATGGACCATTTTGGAGCGTTTGCTGGAAGCGGCTGTCCAGCAGCACTCCACT
ATGATCGGAAGGATCCTGCTGACAGTGGTGGTGATCTTCCGCATCCTAATAGTGGGCATA
GTGGGTGAGAAGGTGTACGAGGACGAGCAGATCATGTTCATCHGEAACACCATGCAGCCC
GGCEGEAACCAGGCCHEEETACGACAAGGCCTTCCCCATCTCACACATCCGCTACTGGGTT
TTCCAGATCATCTTGGTGTGTACGCCAAGCCTGTGCTTCATCACGTATTCCGTTCACCAG
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TCTGCCAAAGCGCGTGACCGAAGCTACTCCCTGCTGCATCCGTACATGGATCACCATGGT
CACGGTCACCACGGTCGCCATCACGACCACCACGCTCGCAAGATCCACTCGCGCTACATA
AATGGTATTCTGGTGCATCCTGAGAGCAGTAAGGAAGACCACGACTGCCTGGAGGTCAAG
GAAATCCCCAATGGACCCCGGGGACTCCCTCCGACACACAAGAGTGCCARAGTCCGGCGG
CAGGAAGGTATTTCCCGTTTCTACGTCATCCAGGTGGTGTTCCGCAATGCGCTGGAGATA
GGCTTCTTGGCAGGCCAATACTTTCTGTATGGCTTCAACGTTCCAGGGATGTTTGAGHGE
GATCGCTACCCCHBEGTGAAGGAGGTCGAGHEGETACGTATCCCGTCCCACAGAAAAGACT
GTGTTTCTGGTCTTTATGTTTGCCGTCAGTGGCATTTGTGTGCTGCTCAACCTGGCGGAG
CTCAACCACATCGGCTGGAGGAAGATAAAGACGGCCATCCGAGGGGTGCAGGCCCGGAGG
AAGTCCATCTGTGAACTGCGTAAGAAGGATGTGTCTCACCTGTCCCAGGCCCCGAACCTG
GGCAGGACCCAGTCCAGTGAGTCAGCCTACGTCTGA

>Tn-gjd2b-G17236 Splice site. As predicted by Ensembl.
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT
ATGATAGGAABGATCCTACTAACCGTGGTGGTCATCTTCCGGATTCTAATCGTGGCGATA
GTTGGAGAGACTGTCTATGATGATGAGCAGACCATGTTTGT THEBHAACACCTTACAGCCG
GGCHBEAACCAGGCGEGETACGACAAGGCGTTCCCCATCTCGCACATTAGATACTGGGTG
TTTCAGATCATCATGGTGTGCACGCCGAGCCTGTGCTTCATCACCTACTCGGTGCACCAG
TCGGCCAAGCAGAAGGAGCGGCGCTACTCCACCGTCTATCTGACCCTCGATAAGGATCAA
GATTCACTGAAACGCGACGAGAGCAAAAAGATAAAGAACACCATTGTGAACGGAGTACTT
CAGAACACGGAGAACTCCACCAAAGAAGCCGAACCGGACTGTTTGGAGGTGAAAGAGATC
CCCAATTCGGCCATGAGAACTGCAAAGTCCAAAATGAGGCGCCAGGAAGGCATCTCCAGE
TTCTACATCATCCAGGTGGTCTTCAGAARACGCGCTGGAGATCGGCTTCCTGGTGGGCCAG
TACTTTCTGTACGGATTCAACGTGCCGTCGGTGTACGAGHBEGACCGCTACCCCHBBATC
AAAGACGTCGAGHBETACGTCTCCAGACCCACGGAGAAGACGGTGTTCCTGGTGTTCATG
TTCGCCGTCAGCGGCTTCTGCGTGGTGCTGAACCTGGCCGAGCTCAATCACCTGGGCTGG
AGGAAAATCAAGACGGCCGTGCGGGGCGTGCAGGCCCGGCGGAAGTCCATTTACGAGATC
CGAAACAAGGACCTGCCGAGGATGAGCGTGCCCAACTTCGGACGCACTCAGTCCAGTGAC
TCCGCGTACGTGTAG

>Tn-NN-gjd2-G14329 Corresponds to transcript ENSTNIT00000017564. Splice site.
ATGGGAGAATGGACCATCCTAGAGCGCCTCCTGGAGGCTGCGGTGCAGCAGCATTCTACT
ATGATTGGGAGGATCCTGCTGACAGTGGTGGTGATCTTCCGTATCCTGATCGTGGCGATC
GTTGGGGAGACGGTGTACGAGGATGAGCAGACCATGTTCATCHBEAACACTCTGCAACCA
GGCHBEAACCAGGCCHBETACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTC
TTCCAGATCATCCTGGTGTGCACTCCCAGTCTCTGCTTTATCACTTACTCCGTCCACCAG
TCAGCTAAGCAAAAGGACCGTCGCTACTCCTTCCTCTATCCCATTATGGAAAGGGACTAC
GGGGGAAGGGACGGGACACGAAAGCTCCGCAACATCAATGGAATTCTAGTCCAACATGGC
GGCGATGGCGGAGGAGGAAAGGAAGAACCAGACTGCCTGGAGGTGAAGGAGATCCCCAAC
GCCCCGCGGGGCCTCACTCATGGCAAGAGCTCCAAGGTTCGCCGCCAGGARGGCATCTCE
CGCTTCTACGTCATTCAAGTGGTCTTCCGAAACGCCCTGGAGATCGGATTCTTGGCAGGC
CAGTACTTCCTCTACGGCTTCAGCGTGCCTGGGATTTTCGAGEBEGACCGCTACCCGHEEE
CTGAAGGAGGTGGAGEGETACGTGTCCCGGCCCACCGAGAAGACGGTGTTCCTGGTGTTC
ATGTTTGCGGTGAGCGGCATCTGCGTGGTGCTAAACCTGGCTGAGCTCAACCATCTGGGG
TGGCGCAAGATCAAGGCGGCCATCAGGGGTGTCCAGGCCCGCAGGAAGTCCATCTGCGAG
ATCCGGAAGAAGGACATGGCGCACCTCTCCCAGCCGCCCAACCTGGGCCGTACGCAGTCC
AGCGAGTCGGCCTACGTGTGA

>Tn-cx36.7-G03401 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds
ATGACGGAATGGACCCTGCTGAAACGCCTCCTGGATGCCGTCCATCAGCACTCCACCATG
ATTGGCCGCCTGTGGCTGACTGTGATGGTCATCTT TAGGCTGCTGGTAGTTGCTGTGGCA
ACGGAGGACGTGTACACGGACGAACAGGAGATGTTTGTGEBEAACACGCTGCAGCCGGGG
EG8TCGACCGTCEEETACGACGCCTTTGCGCCCATCTCGCAGCCGCGCTTCTGGGTGTTC
CACATCATCAGCGTGTCCACGCCGTCGCTCTGCTTCATCATCTACACGTGGCACAACCTG
TCCAAGGTCCACAGCGCTGCTCAAAGGCACCCACGCGGCGCTGGCCAGCCGCTCGGCCAA
GACGTCGGCCAAGCGGCAAAGGAGGTCCTGGGAAAGGAGGCGGGGAAGGCAGGTGGCGAC
CGGGAGGTGTACCCTCCAAGCTGCAGCTCGGACAGCTGCTCCGTCCTCTCCCACAAGCAC
CTCGGCCACAGCCTGGTGGACATTTTAGACGGCGTCGCCGCCCGTAGTTTGCGAAACGGA
GACCCGGCGACCTCCAGGCCCATCCAAGCTTACACCTTTAAAGACGGAAGCTCGGAGGGT
CTGGCGGTCTCTGGAGGAGTTCTGTCCARATGCTACATCTTCCACGTGTGTCTACGCGCA
GCTCTGGAGGTGGGATTTGTCGCCGCCCAGTGGARACTGTTCGGATTGCAGGTGCCTGTC
CGCTTTTTGEGHACCTCCTCGCCCHBEAACCAGCCCGTGGACHBETACGTCTCCAGGCCC
ACGGAGAAGACCATATTCCTGATCTTCATGTTTTGTGTTGGCGTCTTCTGTATCTTCCTC
AACCTGCTGGAACTCAATCACCTGGGCTGGAAGAAGATCAGGCAGGCGGTGCGGCTGAAG
GAGGACGAGGCGCCCTGGCAGGCCTGCGCGGGGATAGGACGCGGATACCAGACCATCCCT
CCGGTCAGCCCTTCGCCCAAGTCTTCGGGTATGAACGGCACCGCCCCTCCGCCCACTTTG
GACGTGGCGATGGGCCACAAACCGGAGTGGGGCTGCGTGGTCAACTGTGGCGGCACCCGA
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GGGTGCGGAAAGGTCAAAGGAGAGAGGAAACACAAGGAGCTGAGAGGGTTCAAGCAGAGC
AGCGCAGAAGTCTGGATCTGA

>Tn-GJD3-G12849 Underlined: Sequence not included in Ensembl transcript prediction,
but we consider likely as a part of cds.
ATGGGGGAGTGGGGCTTCCTCGGTGGACTCTTCGACAGCCTCCAGGCTCACTCGCCCATG
CTGGGTCGGTTCTGGCTCCTGCTCATGCTCATCTTTCGGATAGTGATCCTCGGAACTGTG
GCCAGCGACCTGTTTGAGGACGAGCAGGAGGAGTTTGCCEGEAACACTCTCCAGCCGGGC
fG8~AGCAGGTGEBETACGACATGGCCTTCCCCATCTCGCAGTACAGATTCTGGGTCTTT
CACATCGTGCTCATCGCCACGCCTTCGCTACTCTTCCTCGTTTACACCATGCATCATCAC
AACAAGAGCAACTGCAAATTCAATCCCAGGTACAGGGAAGACGTGCGTTTGAGGAGGCTC
TATATTCTCAACGTGGTGTTTCGGATTCTGGCCGAGGCCGCCTTCCTGGTGGGCCAGTGG
CTGCTCTATGGCTTCAAGGTGGAGGCCCAGTTCCCCHBEAGCCGCTTCCCCEBECCCTAC
ACCGTGGACHBETTCACCTCGCGTCCTGCAGAGAAGACCATCTTCCTCTGCTTCTACTTC
GTCATCGGGGCCATAGCCGCCCTCTTCAGCTGTGCGGAGCTCTTCCACATCTCTGTGAAG
TGGTTCTGCGCCGGCCCGGAGCCCTCGAAGACAGAGGACTCGGGCATCAGCGATAACCTT
CTCAACGTGAAGCAGGAGGAAGGGATCAAAAAGGAGAAGCAGCAGGAGAAGAAGCAGCAA
GCTCCCGACAGCAGAAGGCTGAAGAGAGGATCGGTGAGGAGCAGCTCCAGCAGGAAGAGC
TCCGGCGGCCTCCACAGGCACATCAGTGGCAAATACGTGAGCAGCAGGACTTTGATGGTG
TGA

>Tn-NN-cx39.2-G01238 Underlined: Sequence not included in Ensembl transcript
prediction, but we consider likely as a part of cds.
ATGGGAGACTGGTCCATTCTTGGCCGCTTCTTAACCGAAGTTCAAAATCATTCCACGGTC
ATTGGCAAGATATGGCTGACCATGCTGCTCATCTTCCGCATCTTGCTGGTAGCACTGGTG
GGCGACGCGGTGTACAGTGACGAGCAGTCTAAGTTTACC-AACACCCTCCAGCCTGGA
-AACAACGTC-TATGACACCTTTGCTCCCGTCTCGCACTTGCGCTTCTGGGTCTTT
CAGATTGTTCTTGTCTCCACACCTTCTATTTTCTACATCGTCTACGTCTTACAAAAGATC
ACCAAGAATGAAAAGTTAGAGGTGAAAAAGGTTGTAGTGATACCACGGTCTCCTACACCA
TTCAAAGGGGGGGAGGATCGAGGAGGAGATAAAGAGGCAATGCTGGAGACTGGTGGCCCT
TATAACCCAACCTATAACAATGAGGAGTGGAGCTCTCAGGAGGATGAGTGTGAGGAGAGG
AGCCAGCTGAATGAGGAAATGAAAGAGGTCGGAAAAGACCCGACCCAGCTCTCCAGTCAA
GTGTTACTCATTTACATCATCCATGTTCTGCTGCGCTCCATCATGGAGATCATCTTCCTC
ATTGGACAGTATTACCTCTTTGGATTTGAGGTGCCACATCTTTTCCGCHBEGACACCTAC
CCG-CCAAACAGAACCGAC-TTTGTCTCTCGAGCCACGGAGAAGACCATCTTCCTG
AACTTCATGTTTAGCGTCAGTCTTGGGTGCTTCATCTTGAACATCGTGGAGCTGCATTAT
CTCGGCTGGATTTATATTTTCAGAGTGCTGCTCTCTGCATGCTGCACGTGCTGCAAGTCC
AACAGAGACCCGGTTCAGCAGGTGGAGTTGTATTCGGACAACAACCCACTGCTGCTGGAG
CTCAAGCATTCACTGCGGGGCAGGGTCGTCCTGCAGGCCACCTCTGCCGTGACACGGGAC
AAAAGCAGCAGCGTCCCAAATCAGGCCCCAGCTATCTCTTTTGAAACAGACTCCACACTG
GAGTGCACTTCGAAGCGGAACCCAGATGAAAAGGAACGCACTAAGGCAAGACTGCACAAA
ATCGGAAGAGGCAAAAAGTCATGGCTGTAA

>Tn-NN-gjd4-G07977 Ensembl prediction as pseudogene. Underlined: Sequence not
included in Ensembl transcript prediction, but we consider likely as a part of cds.
Exon 1 is missing.
GGTAAGACCTGGTGGACTCTGCTGCTGGGTTTGCGCCTGAGCGTCCTGCTGCTGCTGGGC
TTCAGCCTCTTCAGCGACGAGCAGGAGCGCTTCGTCHEEEAACACCATCCAGCCGGGCHEE
TCCAACGTG-TTCGACGCCTTCGCTCCCGTGTCCGTCTTCCGCCTCTGGCTCCTCCAC
CTCGTCCTCCTGGCTCTTCCCCATCTGCTCTTTGCCACCTACGTGATGCACCGGCTTCTG
ACCGCTCCGGGTTCCCTCTGGCTCGTCCCAGGGAACTGTCCCTTGCGCGGGAGCCAGCTC
CAGGAGCCCGGAGGAGCGCGCTTCTACTGCGCGTACGTCCCGGTGGTGGTGGTCCGGATC
CTTCTGGAAGTTGTTTTCGGGGCCGGCCAGTTTCACCTCTTCGGTTTGTCCTTTCCAAAG
AGCTTCCTGEGETACGAGGCCCCCHEEEACCTCGGGGGTGGAGEGETACATCTCCAGACGC
ACCGAGAAGTCCCTCATGCTCAGTTTCATGTTGGGCGTGGCCTCGCTCTCCATCCTGCTG
AGTTTGTTTGATCTGCTGGGCTCCGTGAAGGCGATGGTGAGCTGGAGGAGGAGGAGGGAG
ATGCTGGCGGAGGAGATGATCAAAGGAGAACAAAGCAGCGTGATTACGGCGACGACCATG
GCTGAAGACAGCGATAAAAGCCCCGAGTCCAACAGTCCCGACAGCAGAGATGCTCAGGTG
GACACACCTCCCACTCCCACCAGCACTCCAGCACCTCCTCGGTCGGTCCTCCACAGCCGG
GTCGGACCCCCGCTGTCCCCTCGGCCTGACAGGGAACCACTGAGGGACCCAGCACCAGTG
GGGGGGAGGAAGCCGGCCCAGTACGGTCCAGCCGGGACAACCTCGGGCCAACAGTCTGAC
GGCGAGGCTCCAGACAGACGAGCCTGGGTTTGA

>Tn-GJD4-G08724 Ensembl predicts another exon 1 and another splice site.
Underlined: Sequence not included in Ensembl transcript prediction, but we consider
likely as a part of cds. Splice site.
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ATGGCGGGATCAAGTACCTGTGAGGTCATCTTCATCTCTGTCAATCACAGCATCCCGCTG
ATGEEGAAAGTGTGGCTCATAGTGATGATCTTTCTCCGTATCCTGACCCTCCTTTTTGCC
GGATACCCCCTCTACCAGGACGAGCAGGACCGATTCGTGTGCAACACCATCCAGCCTGGA
fi8ficccaacGTCl@8TACGACCTGTACTCCCCCGTCTCCCTCTTCCGCTTCTGGCTGGTC
CAACTCATCACTTTGTGTCTTCCCTACATCGTCTTTGTCATCTACATCATCCACAAGGTC
TCAAATGACCTCTGCGCACACCTGAACTCCTCGGGCCAGGTCAGAACCTCGCGGCTGTTC
CAGATCCAGCAAGAGGCACCTGGTGAGAAGATGGCGCCTGAGAGGGGATCGGCTCGGTGE
TTCACAGGAGCCTATATCCTCCACCTGATGTTCCGAACCTTGCTGGAGGCAGGATTTGGA
GCTGCTCATTACTATCTCTTCGGTTTCAACATCCCCCGGAGGTTCCTGEGHCAACACCCA
CCGEBEACCACCCAGGTGGACHEETACGTGTCCAGACCCACCGAGAAGACTGTGATGCTC
AGCTTCATGCTCGGCGTGGCCGTCCTGTCCCTTTTTTTAAACGTTTTGGATTTTATTAGC
GCCATCAAGCGCTCTGTCACCAAGAAGGGCAAAAAGAAGTTGATGGTAGGGAAGATTTAT
GAGGAGGAGCAGTGCTTCCTGTCAACGGGTGCGGCCTCCGGACCAACAGACCCAAACCAC
TCGGTGGGTAAACAGAATCTAGAGGTGGAGGCTCAGGCGGGCGGTTTCCGGAAGAGGCAC
AACAGCAAGGGTTCTTGCGCAGGGGTTGCTGTCCCTGTAGGGCAAGATCCACCCTCTCTC
GACCGTTCTTCATCCTTTCCACGTTCACTTGGACCTCCAGGGTCCAACACAAATGGGAAC
AATGGCTACTCCCTTCCACAGGAGGATGTTTCAGAAAACAATGGCAGCGACGTGGCCCTC
TGCCCCCCAGAGTCCATGGGGACACCTAGATCCATTCGAGTTAGCAAACGAGGTCGATTA
AAACCTCCTCCTCCACCTAGGCGAGATCTGGGTTCGTCTCCAAGTGGGCCGGCGGGGCCC
CCTGGGGACATTTCAGCAATCTGTACCAGAAGGGTCGGCCAATTCACACTGGTAGAGCTG
TCCAACGCAGAGCTACGGACCAGTGAAGACGGGCAAGACAAAAGGTCAGAGTGGGTCTGA
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Suppl. Fig. 8. Three-spined stickleback (Gasterosteus aculeatus) connexins.
Stickleback, Gasterosteus aculeatus (Ga)

Assembly: BROAD S1, Feb 2006.

Genebuild last updated: May 2010.

Database version: 98.1.

As far as possible, the names of the sequences are taken from the Ensembl predictions. Where there
is a prediction (although we might have modified it) without a name, we include NN (no name) as a
prescript, use the most common name of the ortholog sequence (usually from zebrafish), and end
the name with an abbreviated Ensembl gene prediction number. Where there is no prediction in
Ensembl and no predicted (or experimentally found) sequences in GenBank with a name, we include
NP (not predicted) as a prescript, and use the most common name of the ortholog sequence (usually
from zebrafish).

The Ensembl gene number abbreviation is done as follows: ENSGACG00000004089 = G04089.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Turquoise: Splice site.

Other colors are explained where necessary.

>Ga-cx43-G04089 As predicted by Ensembl, but 1 A exchanged with N to avoid
unexpected stop codon)
ATGGGGGACTGGAGCGCTCTGGGCCGTCTCCTGGACAAGGTCCAGGCCTACTCCACCGCC
GGCGGCAAAGTCTGGCTGTCGGTCCTCTTCATCTTCCGCATCCTGGTCCTGGGCACGGCG
GTGGAATCCGCCTGGGGAGACGAGCAGTCGGCCTTCAAATGCAACACCCAGCAGCCCGGT
TGTGAGAACGTGIGCTACGACAAATCCTTCCCCATCTCCCACGTCCGCTTCTGGGTCCTC
CAGATCATCTTCGTGTCCACGCCCACGCTCCTCTACCTGGCTCACGTCTTCTACTTGAAC
CGGAAGGAGCAGAAGTTCAACAGGAAGGAGGAGGAGCTCAAGGCCGTGCAAAACGATGGC
GGCGACGTTGACATCCCGCTGAAGAAGATCGAGATGAAGAAGCTGAAGTACGGCATCGAG
GAGCACGGCAAGGTGAAGATGAAAGGGGCCCTGCTCAGAACCTACATAGTCAGCATTTTC
TTCAAGTCCATGTTCGAGGTGGGCTTCCTGGTGATCCAGTGGTACATCTACGGGTTCAGC
CTCTCTGCGGTCTACACCIGCGAGAGGGACCCGTGCCCACACCGGGTAGACTGCTTCCTG
TCGCGTCCCACGGAGAAGACGGTGTTCATCATCTTCATGCTGGTGGTGTCCCTGGTGTCC
CTGATGCTCAACCTCATTGAGCTTTNATACGTCTTTTCAAGAATATCAAAGATCGCGTGA
AGNNNNN

>Ga-GJA3-G01367 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon.
ATGGGCGACTGGAGCTCTCTGGGCCGCCTGCTGGAGAACGCTCAGGAGCACTCGACGGTG
GTCGGCAAGGTGTGGCTGACGGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGCGCGGCG
GCCGAGGAGGTGTGGGGCGACGAGCAGTCCGACTTCACCTGCAACACGCAGCAGCCCGGC
TGCGAGAACGTCIGCTACGACGAGGCCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACCCTCATCTACCTGGGCCACGTGCTGCACATCGTC
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGACGCGCGCAAGGCCAGCAGGATCCGA
GAGGAGAAAGAACTCCTTTGTAGGAACGGTGCGGACTCGGGAGGAGGCGGGGGACGGGGL
GCCAAGAAGGAGAAGCCGCCAATCAGGGACGAGCACGGCAAGATCCGCATCCGGGGCGLG
TTGCTGCGCACCTACGTGTTGAACATCATCTTCAAGACCCTGTTTGAGGTGGGCTTCATC
CTGGGGCAGTACTTCCTGTACGGCTTCCAGCTCAGGCCGCTGTACAAGTGCGCCCGCTGG
CCGTGCCCCAACGCGGTGGACTGCTTCATATCCCGGCCCACCGAGAAGACCATCTTCATC
GTGTTCATGCTGGTGGTGGCCTGCGTGTCTCTCCTGCTGAACTTGTTGGAGATCTATCAC
CTGGGCTGGAAGAAGGTCAAGCAGGGCATGAGCAGCGAGTCCCCGCCCCTCCACGAGTCG
CCGCGCCGCGTCAACCTCGCGCAGCCCGAGTGCTCCCGGACTGCCCCCCGCGGCCTCGGL
CGCCCCCCCGACTACACGGACGTGACGGCGGGCAGCGCCGCCTTCCTGCCGCCCGCGGGL
CTGGCGGCGGCGGCGGAGTTCAAGGCGGGCGGACTCCGGCGGGAGGAGCCGCTCCGCCGL
CCCCCCACCTCCGCCCACTACTACGTCAGCAGCAACAACAACAACCACCACCGGCTGGCC
ACGCAGCAGAACTGGGCCAACCTGGCCACCGAGCAGCAGACCCGGGAGATGAAGGCCGCC
GCCGCCGCCGCCCCCTCCTCCTCGTCCTCCAGCAGCAGCGGCAAAGAGCGGCAGCAGCGG
CCCGTGGATGCCGCGGCGCCCCCCCCCAGCAGCAACGTCTGCAGCAACGTCGACTCCACC
GCCGCCGCCTCCAGCAGCAGCAGCAGCAGCAGCATCGCGTCCAGCGCGGGCAGCTGGAGG
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GGGGGCAAGAGCGGGCAGGAGGAAGGTCACGCCACCAACACCCTCCACCACCACCGTGGA
GATGCACGAGCCCCCGCTGACCGACCATCGGCGGCTCAGCCGGGCCAGCAGACCAGCAGC
GTCAGGGCGAGGCCGAGCGACCTGGCCGTCTGA

>Ga-NN-gja3-G14074 (2) Our modification. There are two connexins (wrongly) fused
into one Ensembl prediction. The other sequence is Ga-NN-cx30.3-G14074(1).
Underlined: Exons predicted by us. Splice site.
ATGGGTGACTGGAGCTTTCTTGGGCGGCTGCTGGAGAACGCTCAGGAACACTCCACTGTG
ATTGGAAAGGTGTGGCTGACCGTTCTCTTCATCTTCCGCATCTTGGTGCTTGGCGCAGCG
GCCGAAGAGGTTTGGGGCGACGAGCAGTCCGACTTCACC-AACACCCAGCAACCCGGT
ECCGAGAACGTCEGETACGACGAGGCCTTCCCCATCTCCCACATCCGCTTTTGGGTGCTG
CAGATCATCTTTGTCTCCACGCCGACCCTCATCTACCTGGGCCATGTGCTGCACATCGTC
CGCATGGAGGAGAAGCGGAGGGAGAGGGAGGAGGAGCTCCGGAAGGCCGGGCGGCACCAG
GAGGACCACGATCCGCTCTATCACCTCGGAGCCGCTGATGGGGGAGGAAAGAAAGAGAAG
CCGCCAATCCGCGATGAGCACGGGAAGATCCGCATTCGCGGGGCACTGCTGAGGACCTAC
ATCTTCAACATCATCTTCAAGACTCTGTTTGAGGTTGGCTTCATCCTGGGACAGTACTTC
CTGTACGGCTTCCGCCTGAGGCCGCTCTACAAG-GGCCGCTGGCCC-CCCAACACC
GTGGAC-TTCATCTCCAGGCCCACTGAAAAGACAATCTTCATCATCTTCATGCTGGTG
GTGGCCTGTGTCTCCCTGCTCCTCAACCTGCTGGAGATCTACCACCTGGGCTGGAAGAAG
GTCAAGCAGGGGGTCTCCAACGAGTTCGCCCCCGGCGGGGAGTCTCCGGCGCTGATCGGG
GACGAGCCCGGGGACCCGGAGACGATCCGCGAGCAGACGTACCCGCGGACGCTCGACTGT
TTGCCGGTGTACGCCACCGTGAACGTGGCAGGGGTCGGGGCTGAAGAGGGAGGAGCCTAC
AGTTCGACCGAAGCCTGCGCACCAGTGGTGCCCGCCAGATTCAAGATGGACGCCGCGTTG
TTCCACCCAGACGACTTCCTGTTGGACTCGCTGCCTACGTCTTTTCACGCCGGGAAAGGG
AGTGACGGGTGCCGCGAGCAGCGGATGGAGACGGAGCAGAACTGGAGCAACATGTCGCTG
GAGCTCCACAATCGGGAAGGGAAGGAATCCTCCTCCTCCGCCTCCTACCCGTCTCCCTCT
CCTCCCACATCCGCCTCTTCCTCTCCCCGAGAGGATACCGCCCCGCCACTTCCACACGGG
GAGCAACACTCCACGTTTCCTACACTTCCGCGTCACACCCCCCTGTCTCCGCTCGCACCT
GAAGAGGCGGCGGCGGACGAGGACACGTCCCCTCATACGGCCCTCCACGACAACTTCACC
GTGGTTATCAAGGCGGAGATGCATCCGCCTCCCACTTCTGCCACGAGAGACGTCCCAAAG
CCCAGTCGGTCCGGCAAGAGCGGCGGTGTCCGAGCTCGCCCCGACGACCTGGCAGTGTAG

>Ga-NN-cx39.9-G20329 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.
ATGGGGGACTGGAATTCGCTGGGGAAGCTGCTGGAGAGCGCCCAGGAGCACTCAACCGTT
GTGGGCAAAGTTTGGCTGACAGTCTTGTTCATTTTCCGCATCCTGGTGCTGGGATCCGCC
GCTGAGAAGGTTTGGGGCGAC GAGCAGTCGGGCTTCACC-GACAC CAAGCAGCCCGGT
-CAGAACGTC-TACGACAAGACCTTCCCCATTTCCCATATCCGCTTCTGGGTGTTG
CAGATCATCTTTGTCTCCACGCCAACGCTCATTTATCTGGGCCACATCCTTCACCTGGTC
CGCATGGAGGAAAAGGAGGTGCAGAAAGAAAAGGACCTCGCCACCGACGAGGAAATGCAC
GAGCAGTTACACGCGACCAAAGCCAAGAAGGCCTCGGTCAAAGACAAACAGGGCCACGTG
CGCTTAAAAGGGGCACTTTTGCGAACCTACGTCTTCAACGTCATTTTTAAGACCCTGTTT
GAGGTGGCTTTTATCGTCGCCCAGTACTTCCTGTACGGTTTTGAGCTAAAGCCCATGTAC
ACCHEGEGACCGCTGGCCTEGECCTAACATGGTGAACHEGETACATCTCTCGACCCACCGAG
AAGACCATATTCATCCTGTTCATGCTGGCCGTGGCCTGCGTCTCCTTGCTGCTCAACCTG
GTGGAAATGTACCATCTAGGCTTCACAAAGTGCCACCAGGGCCTCAGTTACAGACGGGCG
CGGGCTGCTCGCGAGGCTCCGAAGGCCTTAAACGAGGCTGTCGTGCCGTACGTCACCGAC
TACAGCTTCTTTTCGGGTCACGCCGCGGTGCCTAGTCCTTTCCCCGTGGACTCAAAGTAC
AGCGCGGCAGCGCCCAACGCCGCCTACAGCCCCTACAACAGCAAAGCGGTTCACAAGCAG
AACAGAGACAACATGGCCGTGGAGAGAAAAGGCAAACCAGAGGGAGACGAGGCGAAGGAG
AGCAAAATCTCAGGCCCCGTTTCTGAGTTGCCCGGCGAACATCAGCGCAGAAACAGTCAG
TCAAGCAAACACAGCAACAACAAGAGCAGGCTGGATGACCTGAAGATCTAG

>Ga-NP-cx39.9 This sequence is predicted by Ensembl as a part of an intron in vma2l
(vacuolar H+-ATPAse homolog) (G18298).
ATGGGCGACTGGAACCTGCTGGGAAAGCTTCTGGAAAAGGCCCAGGAGCACTCCACCGTG
GTGGGGAAGGTGTGGCTCACCGTGCTGTTCATCTTCCGTATCCTGGTCCTCAGTGCCGCC
ACAGAGAAGGTGTGGGGCGACGAGCTGTCGGGCTTCACCHEEGACACGAAGCAGCCGGGC
EGEGAGAACGTGEBETACGACGTCACTTTCCCCATCTCTCACGTCCGGTTTTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCGACGCTGATCTACCTGGGGCACATCCTGCACCTGGTG
CGGATGGAAGAAAAGGACCAGCAGAAAGAGCTCGCTCAGCATTCGGACAAGCAGGCCCTT
GTTGCGGATGGTAAGCAGAAGAAAGCTCTGGTGAGGGACAATAAGGGTCGAGTGCGCCTG
CAGGGGGAGCTCTTGCGTACATATGTGTTTAATGTGGTCTTCAAAACCCTGTTTGAAGTG
GGTTTCATCGTGGCCCAGTACCTCTTGTACGGCTTCGAGCTGAAGCCCATGTACACGHGH
GACAGACCGCCCHBECCCAATGTGGTCAACHBETACATTTCACGTCCCACGGAGARAACC
ATCTTCATCATCTTCATGCTGGGAGTGGCTAGCGTGTCTCTGCTCCTCAACCTCGTAGAG
ATCTACCACCTGGGCTTCACCAAGTGTCGCCAGGGCATCACCTTCAGGCGACGCCATCGG
TTCTCCAGGGGGCTCCCCAAGGAGCCCAGCGGGGCCGCGGTGCCGTACGCGCCGAGTTAC
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GACGACTACTTCCACCAAGTCCAGCCGGCCTACCCGCCCGTACCCAGCTACGACCTCCAC
CCTCTGTCCGAGGGCACCGACCCGCCCTTCCACCCCTACCACAGCAAGGCGGCCTACAAG
CAGAACTCTGACAACTTGGCGGTGGAAAGGAGCGGTGGCAAACCAGAGGAAAGTGACCCA
AAGGGTAAAAAGGGAGCCGGGTTGGCCCCCGGGTCGCCCCCCGGGTCGGLCCCLCLCGGGTCC
CCTACGCAGGCCAGGCCAGGCCGCAGCGGCAAACACAGCAACAACAAGACTAGAATAGAC
GATCTTCAGATATGA

>Ga-cx39.4-G07433 Our modification. Underlined: Exon extended in both direction
until initiation and stop codon.
ATGTCCAAAGCTGACTGGTCCTACCTACAGCACCTGCTGGAGGAGGGCCAGGAGTATTCG
ACGGGCATCAGCCGCGTCTGGCTTACCGTGCTCTTCCTGTTTCGCATGCTGGTCCTGGGC
ACCGCCGCTGAATCCGCCTGGGACGACGAGCAAGCCGACTTTGTCHEEAACACGCTGCAA
CCCGGCHBEACAGCTGTGEBETACGACAGGGCCTTCCCCATCTCCCACTTTCGCTACTTT
GTCCTCCAAGTCATCTTCGTCTCCACGCCGACCATCTTCTACTTTGGATATGTGGCCATA
ATGGCCGGGAAAGACAAGCAGAAAGAAGAAGAAGATGGGAAGGAGGCGGAGGAAGGCGGT
GGTGGAGGTAGAAGTGGAGGGAGAGCATCAGAAAGGGACGATGACAATGTGACCAGAGAC
AATGCGCCAGAGAAGGAGAAACTAGGGGGCGGTGGCAGAGGTAGGCGAGCTGAGAGGGAC
CCACCTGCCGCTCCTAAACTGAAAGGAAGGTTGCTGTGCGCATATGTGTTCAGCATCCTG
TCCAAAGTGCTCCTGGAGGTCGGCTTCATCGTAGGGTTGTGGTTCCTCTACGATGGCTTC
TACATTGCAGCGAAGTTTGAGEGEACCTGGTCCCCCEGHCCCCACACCGTGGACEGETTT
GTGTCCAGGCCCACGGAGAAGACCATCTTCACCATCTACACCCAGGTGATTGCTGGCATC
TCCCTGCTCCTCAACCTCGCCGAGCTCCTTCAGCTCGCCGTCTCCCACCGGCTGGCGAAG
TACTACCGTACCCAGACCCAGGACCACCTTCCTCGATCCAAGCAGGTACCGGCTAGACAG
GAGGCGGCTTCCGAACCTCCGCCGGATTCATCCAGGCCTTACAATGCAGGGGGTCATGTC
AACCCCCCCGGGCCGGGGGAGGCTCCATGCTACGCCACACCTTGTGAGAGCTACGGGGAC
CTGGGGATCGAGGTCGGCTGGGGTCCCAGGGAGGTCGGGAGTGACCTGCTTCCCAGTTAT
GTGAACTGCATAGGGGCTATGAAGACCCACTGCCCAAAAGTCCATTATAAGGCACACCCA
AAGCTCCCTGGGAAAAAGACTAAGGGTGTCCATAAGGAACACTCGGGGAAGAAGCATTAC
GTATGA

>Ga-GJA5-G03669 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon.
ATGGGGGATTGGAGTCTCCTGGGGAATTTCCTAGAGGAGGTCCAGGAACACTCTACCTCG
GTCGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGCATCCTGGTGCTGGGCACGGCG
GCCGAGTCGTCCTGGGGCGACGAGCAGAGCGATTTCCTG-GACACCCAGCAGCCCGGC
-ACCAACGTG-TACGACAGCGCCTTCCCCATCGCCCACATCCGCTACTGGGTGCTG
CAGATTGTTTTTGTCTCCACGCCGTCCCTCATCTACATGGGCCACGCCATGCACATTGTG
CGCCGGGAGGAGAAGCAGCGGAGGGTGGAGCAGGAGGAGAGGGAGGAGAGGGGGGAAGGG
GGAGAAGACCTGGGGGGGGAGAAGGAGTACCTCCAGCAGAAGGTGAGCGGGAGAATGGTG
GCGTCTGACGGGACCGGCCGTGTTCGCCTGAAAGGGGCGCTGCTGCAGACGTACATCCTG
AGCATCATGATCCGCACGGTGATGGAGGTGACATTTGTCGTGGTGCAGTACATGATCTAC
GGGGTGTTCCTCAGGGCGTTGTACCTGEGEAAGTCTTGGCCCHBECCCARCCCCGTCAAC
-TACATGTCCCGGCCCACGGAGAAGAATGTCTTCATCGTCTTTATGCTGGTGGTGGCC
GGCGTGTCCCTGCTGCTCTCCGTGCTGGAGCTCTACCACCTCAGCTGGAAGGGCGCCAGG
AGGTGTTTACGCAAGAAGAGGATGGAGAAGAGCAGCCACAAAGCTGTGACGGCGGCCGTC
TCCGCGGCCTTGGAGCCCAACAGCCCCCCACTGCCCCCGGCCTCCTGCACCCCGCCTCCT
GACTTCAGCCAATGCCTGGCGGCCTCGAGCTCCATGGACCCCATGACCTCTATGGCCTCG
CACCCCTTCAGCAACAGGATGGCGCTGCAACAAAACTCCGCCAACCTGGCCACGGAGCGG
CACCACAGCTGCGACGACCTGGAGGATGAGAAAGACTTCCAGAGGATGCGATTCGACCAG
GCGCCCCCAGAGGTGCCCACCAGCTGCTCTCCCTCGCCGCTGCTGCACTCCGGCTACACG
AAGGACAAACGCCGCCTGAGCAAGACCAGCGGCACCAGCAGCCGGGCTCGGCAGGACGAC
CTGGCAGTGTAG

>Ga-NN-gja5-G11699 Our modified prediction, including the removal of two nt in

first conserved domain (between lower case letters). Underlined: Introns predicted
by Ensembl are included as part of exon. Note that also a part of an Ensembl
predicted exon is considered as intron by us (at splice site 2). Splice sites.

ATGGCGGACTGGAGCCTGCTGGGAAACTTCCTGGAGGAAGTGCAGGAGCACTCGACCTCC
GTTGGCAAGGTGTGGCTGACCGTCCTCTTCATCTTCCGCATCCTGGTGCTCGGGACGGCC
GCCGAGTCTTCCTGGGGAGACGAGCAGGAGGACTTCAACHBEGACACCGAGCAGCCGGYC
E€EcAGAACGTTHEETACGACCGAGCTTTTCTCATCGCCCACATACGATACTGGGTGCTG
CAGATcgTGTTCGTGTCCACTCCCAGCCTCATCTACATGGGCCACGCCATGCACACCGTC
CGCATGGAGGAGAAGAGGAGGAGCCGGGAGGAGGAGGACGGGGACGGGGGGGAGAGGCAG
GAGGACCCGGGAGGGGGCGGAGGGGATGGAGGAGGAGAGAAACACGGGAGGAAAGGAGAG
AAGGACAGAGGAAAGGAGGAAAGCAGAGACGGTCAGGCGGCAGGTCGAGTGCGTCTGAGG
GGCGCGCTGCTGCAGACGTACGTCCTGAGCATCCTGCTGCGGAGCGTCATGGAGGTGGTG
TTCCTGCTCCTCCAGTACTTCATGTACGGCGTCTTCCTCAACCCTCTGTATGTCEGEAAG
GCCTGGCCGEGECCTCATCCAGTGAACHGE TACGTCTCCAGGCCGACGGAGAAGAACGTC
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TTCATAGTGTTCATGATGACCGTGTCCGCCGTCTCCCTGCTCCTCAGCGTGCTCGAGCTG
CATCACCTGGCGTGGAGACACTGCTGCAGGTACGCGCGCTCACCAGCGAAGGCCGTCACT
CTAGCCAACGCCTCGCTGGCCCGTCAGCTCTCTGTGCCCCCCCCGCTGCCGCCCACCCCT
CCCCCGGACTTCAACCAGTGCGTGATGGGCTCCTCCCACTTCCTGCCGCTCCCTTTCCCC
AACCACCGCCTCGCCGACCAGCAGAACTCCGACAACATGGCCGCCGAGAAGAACAAAATG
GCCGCTGCCGCCGCAGAGGAGGTGACCCTCCTCCAGATGAGCCGCTACTCACCCGCGTGG
CCCGCGGCGGGCGGCGGTCAGATCCAAGATGGCGGATACCTGAGGACCGGCGACGGGGAG
ACGGGCGGGGGTCACAGGGACCGACGGAGGTTCAGCAGGACGAGCGGAACGAGCAGCCGG
ACCCGAGCCGACGACCTCTCGGTTTAG

>Ga-gjaB8a-G03667 No modifications.
ATGGGTGACTGGAGCTTTCTGGGTAATAT TTTAGAGGAAGTTAACGAGCACTCTACGGTG
ATCGGCCGGGTGTGGCTCACGGTGCTCTTCATCTTCCGTATCCTCATCCTGGGCACGGCG
GCGGAGTTTGTGTGGGGCGATGAGCAGTCTGACTATGTClBBAACACGCAGCAACCGGGA
ff8fcarrrACGTCEBETACGACGAGGCCTTCCCCATCTCCCACATCCGCCTGTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCGTCTCTGGTGTACGTGGGTCACGCCGTGCACCATGTE
CACATGGAGGAGAAGCGCAAGGAGCGCGAGGAGGCGGAACTCAGCCGGCAGCAGGAGCTG
AGCGAGGAGCGTCTCCCCCTGGCACCCGACCAGGGCAGCGTCCGCACCACCAAGGAGACC
AGCACCAAGGGCAGCAAGAAGTTCAGGCTGGAGGGCACCCTCCTCAGCACCTACATTTGC
CACATCATCTTCAAAACACTGTTTGAGGTGGGCTTCGTGGTGGGACAGTACTTCCTGTAC
GGCTTCCGCATCCTGCCGCTGTATAAAMBEAGCCGCTGGCCCHBECCCARCACGGTGGAC
[f8f T TTGTGTCCCGGCCCACGGAGAAGACCGTCTTCATCATCTTCATGTTGGCCGTTGCC
TGCGTCTCGCTCTTCCTCAACTTTGTGGAGATCAGTCACCTGGGCCTGAAGAAGATCCGE
TTCGTTTTCCGCAAGCCGGCCCCGGCCCCGGCTCAAGGGGAGGGCACGGCCCCCCTGCCG
CCACCAGGAAAGAACTTGCCCCCTCTGGCTATGCCAGCCCTTCAAAGAGCGAAGGGTTAC
AGGCTGCTGGAGGAGGAGAAAGCTCCCATGACTCAGCTCTACCCGCTCACCGAGGTGGGC
ATGGAGGCTGGCAGAGGGCCCCCACCCTTCCTGGGGCTGGAGGAGARAGCGGAGGAGGTG
CTGCCAATGGGGGGCATCTCTAAGGCGTACGACGAGACTCTGCCCTCCTACGCCCAGACC
ACCGAGACGGCGGGGGTGACGCTACGCCAGGAGGCCGAGGAGGTGCAGCCGGCAGAGGCA
GAAGCAGAGAGAGTGGAGAAGGGTGCGGATGAGGATCTGGAGGTAGAGGAAGCGGGGAAC
GGGGAGGGGGTAAATCCAGAGGAGACAAGGATGGAGGTCACGGATACGATAGAAGACACC
AGACCGCTGAGCCGACTGAGCAAAGCCAGCAGCAGGGCCAGGTCAGACGATCTTAACGTA
TGA

>Ga-GJA9-G13675 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.
ATGGGCGACTGGAACTTCCTCGGCGGGGTTTTGGAGGAGGTGCACATCCATTCCACCATG
GTGGGCAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTCCTCGGCGTGGCG
GCGGAGGACGTGTGGAACGACGAGCAGGCGGACTTCGTG-AACACCGAGCAGCCCGGC
i882ccAACGTGBETACGACCACGCGTTCCCCATCTCCCTCATCCGCTTCTGGGTGCTG
CAGGTCATCTTTGTGTCCTCTCCCTCGCTGGTGTACATGGGCCACGCGCTCTACAGGCTG
CGGGCGCTGGAGAAGGCCCGGCAGAAGAAGAAGGCGCTGCTGCGGAAGGAGCTGGAGCTG
GTCGACGCGGAGTCGGCGGAGGCCAGGAAGAGGATCGAGCGGGAAGTGAAGCAGCTCGAC
CAGGGCAAGCTGAACAAAGCCCCCCTGAGGGGCTCGCTGCTGCGAACCTACGTGGCGCAC
GTCTTCACCCGCTCGGTTGTGGAAGTGGCCTTCATGACAGGCCAGTACGTCCTTTACGGC
TTTCACCTCCACCCGCTCTTCAAGHBEGAGCGGGACCCTEGECCCAATGCCGTGGACHET
TATGTGTCCAGACCGTCAGAGAAAAGTGTCTTCATGGTGTTCATGCAATGCATCGCGGCC
ATATCCCTCTTCCTGAACCTCTTGGAGCTCACGTACCTGGGCTACAAGAAGGTCATGCAG
GGCATCTTGGACCTTTACCCTCACTTGCAGGACGAACCCGATGACTACTGCGCCAACAAG
TGCAAAAAAGAATCTGTTGTGCAAATATGCACCAGCGTACCCCGAAGGGTGACGGTTGCC
TCCGCACCCTGTGACTACAACCTCTTGTTGGAGAGGTACCCGAACCTCCTCAGACCTCCA
TCTTTTCTCCCTCATCGGAGCGAGCAGACCCACCAGCAGTATTTGGAGGATCCCCCGCAC
GGCAAAGAGGACGGAGGGAATCCAGACTCTCCAAAGAAGGCCGACTCAAACTCCAGCCCG
GAGACACCGGAAGAGTCCAGCTCAGGATCCAGGGACAACCCCAGGCCGCCTTCTTCCAAC
GGCAAGACGCCAGTGGACAGACGGCCGGCAGACCTGCAGATCTGA

>Ga-cx52.9-G02230 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.
ATGGGAGACTGGAACTTCCTTGGAGGGATCTTGGAGGAGGTGCACATCCACTCCACCATG
GTCGGCAAGATCTGGCTCACCATCCTGTTCATATTCCGGATGCTGGTGCTGGGCGTCGCG
GCGGAAGACGTGTGGAACGACGAGCAGTCCGACTTCGTCHEEAACACCGACCAGCCGGGC
E@8ccCAACGTCEEETACGACCAGGCCTTCCCCATCTCCCTCATCCGCTACTGGGTGCTC
CAGGTCATTTTCGTGTCCTCGCCCTCCCTGGTGTACATGGGCCACGCCATCTACCAGCTG
CGGGCTCTGGAGAAGGAGCGGCACTGCAAGAAGGTGGCCCTCCGTCGCGAGCTGGAGGCG
GTGGACGCGGAGCTGGTGGAGGTGCGGCGGAGGAT TGAGAGGGAGATGAAGCTGCTGGAG
CAGGGGAAGCTCAACAAGGCTCCTCTGAGGGGCTICTCTGCTGTGCACCTACCTGGTCCAC
ATCGTCACGCGCTCAGTGGTGGAGGTCAGCTTCATGGTGTGTCAGTACTTCCTCTACGGA
CACCGGCTGAACCCGCTCTACAAGHEGEGAGCGGGAGCCGHBECCCAACGTGGTCGACHEE
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TTCGTCTCCAGGCCCACCGAGAAGACGGTGTTCATGGTGTTCATGCAGGGGATCGCCTGC
ATCTCGCTCTTCCTCAGCCTCCTGGAGATCATGCACCTGGGATTCAAGAAGCTCAAGAGG
GGCATCCTGGACTACTACCCGCACCTGAAGGCCGACCTCGACGAGTACTACGTGGACAAG
TCGAAGAAGGACTCGGTGGTGCATCAGGTGTGCGTGGGCACGTCCGTGGGTCGCAAGACC
ACCATCCCCACGGCGCCGTGTGGGTACACGTTGCTGTTGGAGAAGCAGGGCAACGGGLCCC
GCCTACCCTCTCCTCAACGCCTCCTCTGCCTTCGTCCCGATCAAAGGGGACCCTGTCGCA
AAGCCGGACCTCCACAAGGACGGCAAGGAGGGCGTCCCGAGCCCCACGGAGCAGAACAGC
AACTCCAACAACACGAGCAGCGAGACGCGCTCCCCTCCTTCAGACAAACAGGAGGAGCCG
GAGGAGCAGTCTTCGCCCCCTCTGGAACGCATGGGGTGCACCAGCTCCGAGTATCCGACC
CTCCCCGTGGCCTCATCGTGCGCAACGATGTCAGGAGCTGCGAGGAAGTCGCGGAGGGTC
AGTCCACCGTGGAACTGCTCCACGCTGGTGGAAGGCAACGGGTCGGACAGCGGAGACTCC
TATCAAGGGAACAACGGCGGGAAGCCGCGTGGCGGCTGCGTCGGACCCCGAGCGAGGGTG
CTCTCCAAATCAGACACGAAGAGGCCGAGCAGGCCTCAGAGCCCGGACTCCGCAGGGGAG
CTGAGCTCAGTGTCTCGACACAGCCGCGAGAGCAACAGCCCCGTCCCAGCCTCTCCCAGC
CGCCGCGTGTCAGCGGTGAGCAGCAACGGCAGCAGAAGGGCCCCAACTGATCTGCAGATA
TGA

>Ga-cx52.6-G06243 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.

ATGGGCGATTGGAACTTATTAGGGAGCATCT TAGAAGAGGTCCACATTCACTCCACCATC
GTGGGAAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTGCTCGGCGTGGCC
GCCGAGGACGTGTGGGACGACGAGCAGACCGAGTTCGTCHBEAACACGGAGCAGCCCGGC
EG822AGACCGTCHEBETACGACCAGGCTTTCCCCATCTCCCTCATCCGCTACTGGGTGCTG
CAGGTCATCTTCGTGTCCTCCCCGTCCCTGGTCTACATGGGCCACGCGCTGTACCGCCTG
AGGACCCTGGATAAGGAGAGGCACAGGAAGAAGGCCTCCCTAARAGCCGAGCTGGAGGGG
ACGGACCCCGTCCAGGAGGACCACCGTAGGATCGAGCGGGAGCTCAGGAAGCTGGACGAG
CAGAAGAAGGTGAGGAAGGCGCCCCTCAGGGGCTCGCTGCTGCGCACCTACGTTTTCCAC
ATCCTGACCAGGTCCGTCGTGGAGGTGGGCTTCATCATTGGCCAGTGCGCTCTGTACGGC
ATCGGGCTGTCTCCCCTCTACAAABBEGAGCGGTTGCCTHEGECCCAACAGCGTGGATHEH
TTCGTGTCGCGGCCGACGGAGAAGAACATTTTCATGGTTTTCATGCTGGTCATCGCCGGG
GTCTCTTTGTTCCTCAACCTCCTGGAGATCTTCCACCTGGGGGTGAAGAAGATCAAACAG
AGCCTGTACGGATACAAATACGGGGACGACGACAGCGTGTGCAGGTCGAAGAAGAACTCC
ACGGTGCAGCAGGCGTGCGTGCTCAACAACTCCTCGCCGCAGAGGCTGATGCAGCTCACG
CACATGTCCTGCCCCCGGGTGTCGGACGCTCACAGGAAGCCTTCGGACCCCCAGTGCAAG
GAGGGCCCGGCCCACCGGGCGCCCTCGTGCAGCAGCGACGAGTCCACCGGAGGCCGAGGA
GCCCCGGGCCGGCCGCAGTACGCGGGGCCCCGGCCCACCCTGAGTGCCGGCCACATGGAG
ATCCCGGCTGCCCTGAGGAACCCGCAGAGGAAGCACAGCAAGGTGAGCGCCTGCAAGGAG
CTGAGCGACATGAGCGATTCGCCCGAGAGCGACTACCACCCCACGGGCAGGAAGTGCAGC
TTCATGTCCCGCGGGATGTCGGAGAGCAAGCTGGCCTCCTCGTCCGACAGCGCCGACTCC
CGCAGCTTAGGGGACGTCGAGGCCCAGCACTTCAACCAGGGGGAGAGTCCGGCGGTGACA
CCGCCACCTCCGTCGAGCGGGAGGAGGATGTCCATGGTGAGGGCAAAAAAAACAAAAACA
AATGTCTTCCAGTCATGTTTTGTCTGGTGGCCCCTGATCAAGGATACTAAATGGGCCTCG
CAAAGGGGGGCTGAGTTATGGGCCTTTTTTCATTTTTTCAAACATTCAAAAGGCTTATAA

>Ga-NP-gjall

ATGGGTGACTGGAACCTGCTGGGCAGCATCCTAGAAGAGGTCCACATTCATTCTACTATC
GTGGGCAAGATCTGGCTTACCATACTTTTCATCTTCCGCATGCTGATCCTGGGTGCGGCC
GCTGAGGACGTATGGGATGATGAGCAGTCCGAGTTTGTCEGEAACACTGACCAGCCAGGC
EG8AAGGCGGTCEEETACGACCGTGCCTTCCCCATCTCCCTCATACGTTTCTGGGTCTTG
CAGGTGATCTTTGTCTCTGCGCCATCGTTAGTCTACATGGGCCATGCCCTCTACTGCATG
CGAGCACTTGAGAAGGAGCGCCACCGCAGACGGGCCCAGCTGARGGAGGAGCTGGATGAG
GTGGAGTTGGCGCTGGACGAACATAAGCGCATGGAGAGGGAACTGAGGAGGCTAGACGAG
CAGAGGAGGGTGAAGAAGGCTCCTCTCAGAGGCTCTCTATTGAGAACGTACATCATCCAT
ATCCTTACACGCTCTCTGGTGGAGGTCTGCTTCATTTTCGGCCAGCATATACTTTATGGT
GTCCAACTAGAGCCCCTCTATAAGEGEGATAGGCTACCTEGECCCAACAGTGTAGATEGH
TACATCTCCAGGCCCACGGAGAAGACAATATTCATGGTTTTCATGATTGTCATTGCTGGT
GTGTCACTGTTCCTCAACATACTGGAAATATCCCACTTGGGAATCAGGAAAATCAAACAG
ACACTGTATGGAGAGAGGTACACGGAAGATGACAGTTTGATTTACAAGGCTAAGAAGAAG
TCGTTACCACACCTTTGTGTAATGAGTAATGTATCACCTCACAACGGGCCTTTGACTCAG
ACCTTCAAAGTGATTCCAGAGGCAGATATGAAGCCTCCATATTACAATACTGTGCTCAAA
GCCAACCAGGAGGCACCAAGACACAACAGCTTGGCCTATATGGGACACAGTCAGACCAGC
TATATCTGTCCCGAACCTAGGATGCCGCCCGGGTCTGGCAGGAACTTTGCAATTCAAGCC
CCCAAAACCCATGAAGGTCCAGAAATCCGCACAGCTATGGTGGACCATCATCTGGCCTGG
GCTGCTGTATCAACTGTGGAGGGAAACGCAACAAACCATCATCCAGATCCCCATGAGGGA
GAGTGCCCTCACTCTACCCATTTGGAAGCTCTGCTGTCCACTAGCACCTTAAGGCCCAGC
GCTATCAGAGACCTGGATGAGAATCATCGAAGGGAGTCAAATGAGAGTGAAGTCCTGCTA
TCCAACCCCAGGAAGACCAGCTTCATGATTAGGCCACCATCTGACAGCTTGTCTTCTATC
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AGTGACTCCACCAGCCCTTCCTTGCATACCTCAGAGGAGTCAGATGAACTGGGCTCCCTG
CAGGGAGACATGCCAATGATGCCGCCTGCTGGAGGCCGAAGAATGTCAATGGCAAGTAAA
GAGTGGAGATCTTCTAATGTGCTGGAATTTGCTTTTACCTGCCTTTGGTGTCTAGAGCCT
AATAGTCTATATATGTTATATGTATGA

>Ga-cx28.9-G06833 Our modification. Underlined: Exon extended until stop codon.
Splice site.
ATGGGAGAGTGGGGTTTCCTGTCCTCTCTACTGGACAAGGTCCAGTCCCACTCCACCGTC
ATCGGGAAGGTCTGGCTCATTGTTCTTTTCATCTTCAGGATCATGATCCTCGGAGCTGGA
GCAGAGAAGGTGTGGGGTGATGAGCAGTCAAATATGGTTEGGAACACCAAACAGCCTGGT
FGEAAGAACGTCEEETATGACCAAGCCTTCCCAATCTCACACATTCGATTCTGGGTCCTC
CAGATTATCTTTGTGTCAACTCCAACGCTGATCTACCTCGGCCACGTCCTCCACATTATC
CACAAAGAAAATAAGATGAGAGAACAGACGCTGACCTACTCCAAGACCGGAATTGTCAAR
GTTCCAAAGTACTCCGACGACAAAGGCCACGTCARAATTAAAGGCGACCTGCTGGGAAAC
TACATGACCTCTATTTTCTTCAGAATCCTCCTGGAGGTAGCGTTCATTGTTGGGCAGTAT
TATCTCTATGGGTTCATCATGGACCCAAGAGTGGTCHEBEACCCGAGCCCCTEEHCCATTT
ACCGTGGAGHEEBETACATGTCTCGGCCAACAGAGAAGACCATCTTCATTATCTTCATGCTG
GTGGTGTCCATCATCTCTCTCGTACTGAACGTAGCGGAGATCTTCTACCTGGGGTGTACT
CGCTCAATCAGGCAAAGGTCTAAAACACATAAAGCATCAATTGCCATTCACACTCGTTTA
AACGGGGACACTCTTATGTAA

>Ga-cx32.3-G06829 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.
ATGGGAGACTGGGGTTTCCTGTCCGGCCTACTGGACAAGGTCCAGTCCCACTCTACGGTC
ATCGGCAAGATCTGGATGAGCGTGCTCTTCCTCTTCAGAATCATGGTCTTGGGTGCGGGC
GCGGAGAGCGTCTGGGGCGACGAGCAGTCGGGTTTCGTCHBBAACACCCAGCAGCCTGGT
fGHcAGAACGTCHBETACGATTGGACCTTCCCCATCTCGCACATGCGTTTCTGGGTCCTT
CAGATCATCTTCGTCTCAACTCCGACGCTGGTGTACCTGGGCCACGCCGTGCACGTCATC
CACCAGGAGAACAAGATGAGGGAGCAGCTGTTGAGCGCAGCTGGGTCCCGGCTGTGCARA
CAGCCCAAGTACACCAACGAAAGGGGAAAGGTGATGATCAAGGGGAACCTCCTCEECAGE
TACATGACCCAACTCGTGTTCAAGATCTTCATCGAGGCCGGCTTCATCGTGGGCCAGTAC
TACCTTTACGGCTTCGTCATGGTGCCCATGTTCCCCHBETCTCAGACACCCH@ECCCTTC
ACCGTGGAGHEETACATGTCCCGACCCACAGAGAAGACCATCTTCATCATTTTCATGCTG
GTGGTGGCCTGTGTCTCCCTGTTCCTCAACTTCCTCGAGATGTTCTACCTGATTTGTACE
AGGGTCCGGTGTGGGTCCAGGGCTCGCTCTCGCARGATCACTACGGCGGATAACCCTGCG
AGCCTGTCGACTCCCCGATGGCCGACGGCAGACGACGCGCTCAGGCACAACAAGGTGAAC
ATTGAGCTGGAGGGCAGCCAGAGCGTCGGTGGGAGCCTGGATGGAGCCAAAGAGGAGAAA
CGACTACTGAGTGGTCATTAA

>Ga-cx31.7-G18314 As predicted by Ensembl (transcript ENSGACT00000024257) and in
GenBank AAY27079.1.1 (Q50D51 GASAC.1)
ATGAACTGGGGGAGCTTTTACGCCGTGATCAGCGGCGTAAACAGGCATTCCACCGGCATC
GGGCGCGTCTGGCTCTCCGTCATCTTCATCTTCCGCATCCTGGTCCTGGTGGTCGCTGCC
GAGAGCGTCTGGGGAGACGAGAAGTCCGGCTTCGTCHEEAACACCCAGCAGCCCGGCHEE
AACAGCGTCHEEETACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCGCTGCAG
CTCATCCTGGTCTCCACCCCCGCCCTGCTGGTGGCCATGCACGTGGCCCACCGACGCCAC
GITGACAAGAAGGTCCTGAAGAAGACGGGCCGCGGCGGGCCCAAGGAGCTGGAGCTCATC
AAGAACCAGAAGTTCCAGATCACCGGAGCGCTGTGGTGGACGTACATGATCAGCATCGTC
TTCAGGATCGTCTTGGAGGTGGCTTTTCTCTACATTTTCTACTTGATCTATCCGGGCTTC
AAGATGGTGCGCTTGGTGAAGHEEEGCGTCGTACCCGHEBECCCAACACGGTGGACHEEETTC
GTCTCCAGACCGACAGAAARAGACCATATTCACTGTGTTCATGCTGGCGGTGTCCGGGCTG
TGTGTGCTGCTCAACCTGGCCGAGGTGGCCTACCTCATATTCAGGGCCTGCAAGCGGTGC
CTCCGAGGCTCCGAGGAAGAGTCCAAAGTCGCTTGGATAAGTGGAAGATTCTCCACTTAT
AAGCAAAATGAAATCAATCAGCTGATAGCGGAGCAGGCGCTCAAGTCTAAGTTCGCTGTG
AGCAAAAAGAGCCCGACCGAGAAGGGAGAAAGGTGTTCGGCATTCTGA

>Ga-cx27.5-G20330 As predicted by Ensembl

ATGAACTGGGCGTCGTTTTACGCTGTCATCAGCGGTGTGAACAGACACTCGACAGGCATC
GGTCGCATCTGGCTCTCTGTCCTGTTCATTTTCCGTATCCTGGTCCTGGTGGTTGCAGCG
GAGAGTGTGTGGGGCGACGAGAAGTCCGGCTTCACCHBEAACACCCAGCAGCCGGGCHEE
AACAGCGTCEEETACGACCACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCGCTTCAA
CTCATCCTGGTGTCCACCCCCGCCCTGCTGGTCGCCATGCACGTGGCCCACCGGCGCCAC
GICGACAAGAGGCTCTACAGACTTTCGGGGAGGACCAATCCCAAAGACCTGGAGCAGATA
AAGACCCAGAAGATGAAAATCTCTGGGECTCTEGTEETCGCACGTACGTCATCAGCCTGTTG
TTCCGCATCGTCTTTGAGGTGACCTTCATGTATCTGT TTTATATGATCTACCCTGGTTAC
AAGATGATCCGGCTGGTGAAGEGEGACTCGTACCCGEGECCCAACACGGTGGACHEGETTC
GTGTCGAGGCCCACGGAGAAGACTGTCTTCACCGTGTTCATGCTGGCTGTATCGGGGGTT
TGTATTCTGCTCAACATTGCGGAGGTGATCTTCTTGGTGGGGAAGGCCTGCAGTAAGCAT
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CTGCACGCTGCTGGAGACTCGACTGTCGGGGCTTGGATCCAACAAAAGCTCTGCTCATAC
TAA

>Ga-cx30.3-G01368 Our modification. Underlined: Intron predicted by Ensembl is
included as exon.
ATGTCTTGGGGGGTGCTCTACGCCCAGCTGGGCGGAGTCAACAAACACTCCACCAGCCTG
GGGAAGATCTGGCTCTCCGTCCTCTTCATCTTCCGCATCACCATCCTGGTCCTGGCCGCC
GAGAGCGTCTGGGGCGACGAGCAGTCCGACTTCACC-AACACGCAGCAGCCCGGC-
AAGAACGTC-TACGACCZ—\CTTCTTCCCCGTGTCTCACATCCGCCTGTGGTGCCTGCAG
CTGATCTTCGTGTCCACGCCGGCGCTGCTGGTGGCCATGCACGTGGCCTACAGGAAGCGC
GGGGACAAGAGGACCATGCTGGCCTCCAACGGCGCCGAGCGGACGACGGACAACGAGCTG
GAGACGCTGAAGAGGAGGCGCCTGCCCATCGCGGGCCCGCTGTGGTGGACCTACACCTGC
AGCCTCTTCTTCCGCCTCGTCTTCGAGGGCGGCTTCATGTACGCGCTGTACTTCGTGTAC
GGCGGCTTCCAGATGCCGCGGCTGGTGAAGHEBEGAGCAGTGGCCCHEEECCCAACAAGGTG
GAC-TTCATCTCCAGGCCCACGGAGAAGACCGTCTTCACCATCTTCATGGTGTCCTCG
TCCACCATCTGCATGGTGCTGAACGTGGCCGAGCTGGGCTACCTCATCGCGAAGGCGGCG
CTGAGGTGCTCGGCCCGGTCCAACCGGAGGAACCGCCCGTACGGCCACGCGGACGGCGTG
CCGCAGGACAACAGCCACCTTCAGAACGTGAAGAACGAGCTGCTGTCTGCCGACTCGCGC
GCCAGCAGGACGTGCTGA

>Ga-NN-cx30.3-G14074 (1) There are two connexins (wrongly) fused into one Ensembl
prediction. For the present connexin, Ensembl only predicts (correctly) the first
exon. Underlined: Exons predicted by us. Splice sites. The second sequence is Ga-
NN-gja3-G14074 (2)

ATGTCTTGGCCGGCTCTGTACTCTCAGTTGGTCGGGGGGAACCGACACTCCACCAGCTTG
GGTAAAATCTGGCTCTCGGTGCTCTTCATTTTCCGGGTCATGGTGCTGGTTGTCGCTGCT
GAGAGCGTCTGGGGGGACGAACAGTCTGACTTCAC T-AACACACTACAGCCTGGC-
GAAAACGTC-TACGACCAGTTCTTCCCTGTCTCCCACATCCGTCTATGGTGTCTCCAG
CTTGTCTTTGTCTCCACGCCAACACTCCTGGTTGCAATGCATGTGGCCTATCGGAACCAC
AGTGACAAAAAGAGGCTCCTACAGGGTTCAGGTAGAGCGGGTTTCCTCACCAGCAAAGGC
CAGGAGGAAGACCTGGAGACTCTGAGGAGAAGGAGACTCCCAATAGCTGGCGCCCTCTGG
TGGACGTACGCCTGCAGCCTGGTGTGCAGGTTACTGTTTGAAGGAGGCTTCATGTATGCC
CTGTACGTGGTGTACGACGGGTTCCAGATGCCTCGCTTGGTGCAG-GACCAGTGGCCG
-CCAAACCTGGTGGAC-TTCATCTCTCGCCCCACCGAGAAAACCATCTTCACCGTC
TTCATGGCCACCGCCTCCTCTATCTGCATGGTCCTTAACATGGCGGAACTTGCATATCTT
GTTGCCAAGGCTGTCACTAGGTAG

>Ga-cx34.5-G06828 Our suggested modification Our modification. Underlined: Intron
predicted by Ensembl is included as part of exon. Splice sites. At first splice
site, a part of the exon predicted by Ensembl is now considered as a part of the
intron.

ATGGGCGAATGGGACGTGCTGGGCCGCCTTCTGGATAAAGTGCAGAGTCACTCCACCGTG
ATCGGCAAGGTCTGGCTCACCGTGCTGTTTGTCTTCCGCATCCTGGTCCTGCGCACCGGC
GCCGACAAGGTGTGGGGCGATGAGCAGTCCGACTTTGTC-AACACCCTGCAGCCCGGC
-GAGAACGTC-TACGACATGGCCTTCCCCATCTCTCACGTGCGCTTCTGGGTCCTT
CAGATCATCGCTGTGGCCACTCCAAAGTTGCTGTACCTCGGTCACGTCCTCCATGTGATC
CACCTTGAGAAGAAGATGAAGGAGAGGATGAAGAGGCATGCTGACTTGGACAACCAGATC
AGTCTGCTCCTTAGAAGGGCCTACAAAGTTCCCAAGTACACCAAGAGCACCGGCAAGATC
AGCATCCGCGGGACTCTGCTTCGCAGTTATGTCCTCCACCTCGTGGCCAAGATTGTCCTG
GAAGTCCTGTTCATCGTGGGTCAGTACTATCTGTACGGCTTCACCCTCAAGGAGCGCTAC
GTCEBEGCCCGCTCTCCGHEBECCCCACCAGGTGGACHBETTCCTGTCGAGGCCGACGGAG
AAGTCGGTCATCATCTGGTTCATGCTGGTGTCGGCGGTTGTCTCTCTCTTCCTCAGCCTG
ATTGAGCTGCTCTACCTGTGTGTGAAAGCTGTGAGGGAGTGTATGACCAGGAGGCAGGAC
TACACCGTGACCCCGGTGACCCCTCCGCCTTTGGAGAGGAAAGCTTTTAAAAGCCGCGAC
GAGATGCTCCAGAATGGTGTCAACCTGGAGCTGGAGCTCCGTGGAGGAAAGCCAGGGGCG
AACGGGGCCGGAGGCGGGTCCACCGAGGCTGCTGTGGATGTGTCGCTGGAGAGCAACAAC
ACGGGAGGGGAGGTGCACATCTGA

>Ga-NN-cx35.4-G09240 Our modification. Underlined: Exon extended until stop codon.
ATGGATTGGAAATTCCTCGAGGGGCTCCTCAGCGGAGTCAACAAGTACTCCACTGCCTTC
GGACGCATCTGGCTCTCGGTGGTCTTTGTCTTCCGCGTGCTGGTCTTCGTGGTGGCCGCC
GAGCGGGTCTGGAGCGACGACCAGGGACACTTCGACHBEAACACCCGCCAGCCGGGTHEE
ACCAACCTCEEETTCGACTACTTCTTCCCCATCTCCCACATTCGCCTCTGGGCTCTGCAG
CTCATCTTCGTCACCTGCCCCTCCTTCATGGTGGTGCTGCACGTGTTCTACCGGAAGAAG
CGGGACCGCGAGTACCGAGCCAAGCACGGCGAGGACACCGGGCTGTACGACAACCCGGGC
CAARAGCACGGCGGCCTGTGGTGGACGTACCTGATGAGCCTCTTCATCAAGACCTTCTTC
GAGATCACTTTCCTCTACCTGCTGCACTACGTGTACGAAAGCTTCCGGCTGCCCAGGAAG
GTGCAGEGEGACGTCAAGCCCHEHCCCAACCTGGTGGACHGETACATATCCCGGCCCACC
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GAAAAGACCGTCTTCACCTACTTCATGGTGGGGGCGTCCGTCGTGTGCGTGGTGCTCAAC
GTTTGCGAGATCTTCTATCTGGTTGCTTTCCGGATGGTGACCTTGAAGAGGACAGGCAGC
GTCCACACCTCGTCCAGGAAGGTGCACCCGAACGCGAACGACTGCAAGTCCTCTCTCGCC
TCTTAA

>Ga-cx35.4-G07158 Our modification. Underlined: Exon extended until stop codon.
ATGGACTGGAAGACCTTCCAGGCCCTCCTCAGCGGGGTGAACAAATACTCCACGGCGTTC
GGCCGGGTATGGCTGTCCGTGGTGTTCGTGT TCAGGGTGATGGTGTACGTGGTGGCGGCG
GAGCGGGTGTGGGGCGACGAGCAGAAGGACTTTGACHGEAACACCAAGCAGCCCGGCHEE
GCCAACGTCEEETACGACCACTTCTTTCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCGTCCTTCATGGTGGTCATGCACGTGGCGTACCGCGACGAC
CGCGAGCGCAAGTACAAGGCGAAGCACGGAAACACCACCCAGCTGTACCAGAACACGGGC
AAGAAGCACGGCGGCTTGTGGTGGACCTATCTGATCAGCCTCTTCGTGAAGACGGGCATC
GAGGTCTCCTTCCTCTACATCCTCCACCACATCTACGACAGTTTCTACCTGCCGAGGTTG
GTCAAGHBEGGTGTGTCGCCCHEECCCAACCTGGTGGACHBETACATCGGCCACCCCACC
GAGAAGAAGGTCTTCACCTACTTCATGGTCGGAGCTTCGGGCCTCTGCATCGTCCTGAAC
ATCTGCGAGGTCATTTATCTCATCTCCAAACGCGTTGTTCGGATAGCGAGGAAGGCCAGG
ACTCACCGCCGCACCCCACCCCTGCCTCTGGACGTGCCTCTGGACGTGTACAAGGACCAC
TTTGACAACGCCGACAAGATCATGTCGAGGAGGTACCTGAAAGATCAGCCTCCGTCCTTT
AAGACGGCAACCAAATCTCCGCCCAGGATATCTGGGCTCAAAATGGAAGACAGGTTTCGG
GCCTCTGCTCCTAATCTGTCCATTTCTTAG

>Ga-cx30.9-G07404 Our modification: Underlined: Sequence is extended in 3’ -
direction to reach a stop codon.
ATGAACTGGTCTGCTTTGGAGTCCCTCATCAGTGGGGTCAACAAGTACTCCACCGTGTTC
GGGCGCATCTGGCTCTCCATGGTCTTCATCTTCCGGGTGTTGGTGTTCGTGGTGGCGGCC
CAGCGGGTGTGGGGCGACGATAACAAGGACTTTGTCHBBAACACCATCCAGCCGGGCHEE
ACCAACGTGEBETACGACCACATCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCGTCCCTGATGGTGGTGGGCCACGTCAAGCTTCGCGAGAAG
AAGGACATGCAGTACACCGCCTCGCACATGGGCGCCCATCTGTACGCGCACCCCGGGAAG
AAACGAGGGGGCCTGTGETGGACGTACCTEECGAGTCTGATT TTCAAGGCAGGCTTTGAT
GCTGGCTTCCTCTACATCCTGTACTACGTCTACGAAGGCTACGACATGCCCCGCCTGTCC
AAGEBETCCCTGCAGCCCHBECCCAACATGGTGGACHBETACATATCGCGTCCCACTGAG
AAGAGGATCTTCACCATCTTCATGGTGGTCTCCTCTGCGCTGTGCATCCTAATGTGCATC
TGCGAGATAGTTTACCTCATCGGCAAACAAATCCAGAAACGCATCAAGAAGAAGTACAAC
GCAGACAGGATACEGTCCAGAGTCGATCCTACGGCCTCCACTCAAAATCTCAGTAACGCC
AAGAAAGAGAAGGCGCCTATTAGGGAGAAAAT TATGCACGATAGAGCAATGAAGCTTTTT
GAAAAAGAAATGTGGAAAAGCATTCATCAGAGCCAATGA

>Ga-cx28.6-G07635 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon. Splice site. At first splice site, parts of exons
predicted by Ensembl are now considered as introns.
ATGAACTGGTCAGGACTTGAGAGCTTGTTGAGCGGAGTCAACAAATACTCCACTGCGTTC
GGGAGGATTTGGCTTTCCATGGTGTTTGTGTTCCGTGTCATGGTGTTTGTGGTGGCAGCG
CAGAAGGTTTGGGGCGACGAAAACAAAGACTTTGTG-AACACGCGGCAGCCCGGC-
ACCAACATC-TATGACCACATCTTCCCCATCTCCCACATCCGCCTGTGGGCGCTGCAG
CTGATCTTTGTCACGTGCCCGTCCCTGATGGTGATGGCTCATGTCAAATTCCGCGAAGGA
AAGGACAAGAAATACGAGGAGCAGCACCACGGCTCCCACCTGTACGCCAACCCCGGCAAG
AAGAGAGGGGGCCTGTGGTGGACCTACCTGCTGAGCTTGGTCTTGAAGGCTGGATTCGAC
ATGTCCTTTCTGTACATTCTGTACCGGATATACCACGGATATGACTTGCCCAGGCTATCC
AAGEGHETCGCTGGAACCGEGECCCAACACCGTGGACHEGETTCATCAGCCGCCCCACGGAG
AAGAAGATCTTCATGTTGTTCATGGTCGTTTCCAGCGCGGTGTGCATCTTGATGTGCTTC
TGCGAGATGATTTACCTCATCGGCAAGCGCGTCGTCAAAGAGATGAGGCTCCGCAAGAAC
AACGAGATGCTCCGGTTTGCTGAGGAGCACGAGCTCACCAACATGGCCCCACCCAGGTCG
CAGTATCGCAGGGTCGATCCAACGCTGACAGACAGCCAGCTGAGTTTAAACAAGGACAGC
CAGCTGAGTTTAAACAAGGCGGACAGGGTCAGAAACAGTGCTATGAGTACGAACTTGTAG

>Ga-cx34.4-G07159 Our modification. Underlined: Intron predicted by Ensemble is
included as part of exon.
ATGAACTGGGCATTCCTCCAGGGCCTCCTCAGTGGGGTGAACAAGTACTCCACGGCCTTC
GGCCGCGTTTGGCTCTCCATCGTTTTCCTCTTCAGGGTCATGGTATTCGTGGTCGCGGCG
GAGAAGGTGTGGGGAGACGAGCAGAAAGACTTTCTGEGEAACACGGCTCAGCCCGGGHEE
CACAACGTTEEETACGACCACTTCTTCCCCGTGTCCCACGTCCGGCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCGTCTCTCCTGGTGGTGATGCACGTGGCCTACAGGGACGAC
CGGGAACGAAAGAACCGGCTCAAGTACGGCGAGAACTGCCGCAGCCTCTACAAGAACACG
GGGAAGAAGCGCGGCGGCCTGTGGTGGACCTACGTGCTCACTCTGGTCTTCAAAATAGCC
GTGGACGCCACCTTCGTCTACCTCCTGTACCACATCTACGAGGGCTACGACTTCCCCTCG
CTCATCAAGHEGEGAAGAGAAGCCCHEECCCAACGTGGTGGACHBETTCATCGCTCGGCCC
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ACCGAGAAACGGATCTTCACCATCTTCATGGTGGTCACCAGCCTGGCCTGCATCCTCCTC
TCCATCTTTGAAATCCTCTACCTGGTGGGGAAACGCTGCTGCGAATGCGCCACCGCGGGA
AGAAGCTCTCGCCACGTCGACACCAGCACGCTGTCCAGCGGCGCGACCCTGATGGATTCG
AACACCCTTAAGGTGGCGGGCAAATCCCCCCCCGGGACGCCGGCTCCTTCGTACAGCGCG
GCCGTGTCTTGA

>Ga-NN-cx34.4-G09234 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon. Splice site.
ATGAACTGGGCCTTCCTCGAGGGCCTCCTCAGCGGGGTGAACARATACTCCACAGCGTTC
GGCCGCATCTGGCTCGCCATCGTCTTCATTTTCCGGCTCCTGGTCTTCCTGGTGGCCTGC
GAGAAGGTCTGGGGCGACGAGCAGAAGGACTTCGACHBEAACACCCGGCAGCCCGGCHEH
CACAACGTGEGETACGACCACTACTACCCCGTCGCCTACACGCGCCTCTGGGCCCTGCAG
CTGATCTTCGTCACCTGCCCGTCCCTCCTCGTGACGCTGCACGTCTCCTACCGGGAGGAA
CGGGAGCGCAAACACCGGCTGAAGCACGGGGAGGACTGCCCCCCCCTGTACGACCACACG
GGGAAGAAGCGGGGGEECCTETGETCGEACCTACT TCTTCAGTCTGCTGTTTAAGATACTG
GTGGACGGCGTGTTCGTCTTCCTGCTGTTCTACATCTACGAAGCCACGTTCTTCCCGCCG
CTGGTGAAGEGEAACGAGGAGCCGHEBECCCAACGTGGTGGACHBETACATCGCCABGCCC
ACGGAAAAGAAGATCTTCACCATCTTCATGGTGGTGACCAGCTTTGTGTGCATCCTCCTC
ACTCTCATCGAGGTCTTCTACCTGTGCGGTAAGAGGCTCCGGGAGTGCTGCCGAGGAGGA
GGTCGCCCGGCGAGAGGGAACTCCTTCAAGATGGTCCGAACTCCTCTGAGCGGGAAGGAG
AACTCGGCCTACAAGGAGCCGTTCGCGCAGAAGGATAAGGCGGTGGACAAGGAGAGTTCG
GCGCCAGCGTACAGCGTCGCCATCTCCTGA

>Ga-cx28.8-G12273 Our modification Underlined: Extended until stop codon
ATGAACTGGGGCTTCTTGGAGAACATCCTCAGCGGGGTGAACAAGTACTCCACGGTGATC
GGCCGCATCTGGCTCTCCGTGGTCTTCCTCTTCCGGATCCTGGTGTACGTGGCGGCGGCC
GAGCACGTGTGGAAGGACGATCAGAAGGACTTTGTGHBEAACACCCGGCAGCCCGGCHEE
GAGAACGCC@ETACGACCACTTCTTCCCCATCTCGCAGGCGCGCCTGTGGGCCCTGCAG
CTCATCGCGGTGTCCACGCCGTCCCTGCTGGTGGCCCTGCACGTGGCCTACCGGGAGCAC
CGCGAGGAGAAGCACCACCGCCGGCTGTACCGGGACAAAGGCAGCCTGGACGGGGEGCTE
TTCGCCACCTACGTGCTCAGCCTGGTCTTCAAGGTGAGCTTCGAGGCCGGCTCCCTGCTG
GCCTTCTACTACGTGTACGGCGGCTTCGCGGTGCCCACGCGCCTGCGCHBBAGCCAGAGC
CCGE@HCCCAACACGGAGGACHBETTCATCGCCAGGGCCACGGAGAAGAAGGTCTTCCTC
TACATCATGGGCGCCACCTCCCTGCTGTGCATCGTCCTCAACCTGGCGGAGCTGGCCTAC
ATCGTGTGGAAGCACCTGTGGAAGTGCTTCACGCGGCGGTACGTGCCCGCGGGGGGCCGG
GCCCGCGCGCGCGTCTCCAGAGGCGACGGGTTCGCGTCCGCGGAGCCCGCGATGGGCCCG
CAGGTGGAGGACAGGATGGACCCGCAGGTGGAGGAGAGGGTGGACCCGCAGGTGGAGGAG
GGGAGGGGCGCGCAGGCCCCCCCCGCCCACTGA

>Ga-NN-gjcl-G09243 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon.
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATCGTGCTCACCGCTGTTGGGGGA
GAGTCGATCTACTACGACGAGCAGAGCAAGTTTGTCHEBEAACTCGGGCCAGCCGGGCHEE
GAGAATGTCEGETACGACGGCTTCGCACCTCTGTCTCACGTTCGCTTTTGGGTCTTCCAG
ATCATCTTAGTGGCGATGCCTTCTCTCATGTACATGGGCTACGCTGTCAATAAGATCGCA
CGAATAGATGAGGCCAAAGGGGGCGGTGGATCTGCTGCAGT TAGAACAGGAGGAGGAGGC
TATACGCACAGGAAGCCCAGGAAAATCTGCT TTGGAGCGCGGCAGCACCGGGGCATTGAG
GAGACCGAGGACGACCAAGAGGATGATCCTATGATCTATGAAGTGCCAGAAATCGAGCCC
CCAAAAAGACCGCGGGATCCATTGCAACCCGCACCCAGACCCAAAATCAGGCATGATGGG
CGCAAGCGCATCAGAGACGAGGGGCTGATGCGEGTCTACGT TTTGCAACTGGTGACTCGT
ACGCTGCTTGAAGCAGGCTTCCTTGCAGGCCAGTATTTGCTGTACGGGTTTCGTGTGACG
CCCGTGTTTGTGHBETCGAGGAATCCTEBECCCCACAGCGTTGACHEETTTGTGTCGCGT
CCCACGGAGAAGACCATCTTCCTGCGCATCATGTATGGTGTCACCGTCCTTTGCCTCACG
CTCAACGTTTGGGAGATGCTCCATCTGGGTATCGGCACCATTTGTGACATTCTGCGCCGC
CGGCGCCACCAACCTCAGGAAGATGAGTACCAGTTGGGATTGCTGGGCAACAGTGGAGGT
GTGGAGGGCTCAGTAGGCGCTGCAGGGCCCGAGGCAGGCTCCGAGGGAGGGGTGGGTGGA
GATGGGGCTGCAGACTATGTCGGTTACCCCTTCTCGTGGAACACCCCGTCTGCTCCACCT
GGCTACAACATTGTGGTAAAGCCAGAGCAGATGCCGTACACAGACCTTAGCAACGCAAAG
ATGGCGTGCAAGCAGAACCGGGAARACATTGCCCAAGAGGAGCAGCAGCAATTTGGTAGC
AATGAGGATAACTTTCCCACCGGCGGGGAGGCCCGCGTAGCTTTGAACAAAGACATGATC
CAGCAAGCTCATGAGCAGCTGGAGGCGGCCATCCAGGCCTACAGTCAGCAACACCGAGCC
GAGGAACAGCTCGGGGACAACCGGGACGACAAGCCCCAAAGCAACATCATCCTGGCCCAA
CCTCAGCCTCAGCCTCAGCCTCAGAAAGAGCGCAAGCATAGATTCAAACACGGGARAGGA
GGCAGCAGTGGAGGAGGCAGCAGCAGCAACAGCAGCAGCAGTAAGTCAGGAGAGGGTAAG
CCCTCCGTGTGGATTTAA
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>Ga-NN-gjcl-G06369 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon.
ATGAGTTGGAGTTTCCTGACTCGCCTGCTGGAGGAAATCCACAACCACTCCACGTTCGTG
GGCAAGATCTGGCTCACCGTCCTCATCGTGTTCCGCATCGTGCTGACGGCCGTGGGAGGC
GAGTCCATCTACTCTGATGAGCAGAGCAAGTTCGTCHEGEAACACGGGCCAGCCGGGCHEH
GAGAACGTCHBETACGACGCCTTCGCGCCGCTCTCGCACGTCCGCTTCTGGGTTTTCCAA
ATCATTCTGTTGACCACCCCCTCGCTCTTGTACCTGGGCTACGCCGTCAACAAGATCGCT
CGGGCAGATGAGCGGACCGGCTGCGGGGAGAGGAGGCCCGGGAAGCCGTATCTGGCGGGC
AGAAGGCAGCACCGCGGCGTCGAGGAGGCGGAGGATGACCAAGAAGAAGACCCGATGATT
TCCGAAACGGCGGAGGGGGAGGGCGATGGCGACGGACCGGTGAAAGGACGCAGCGATCCG
ACAAAGGTCCCGGTGCGCCACGACGGCCGCCAGCGCATCCAGGAGGACGGACTGATGCGC
ATATATGTCCTTCAGCTCTTGATCCGCGCCGCGCTGGAGGTGGCTTTCCTGTTCGGACAG
TATGCCTTGTACGGCTTCGCTGTGCCCCACACCTACGTGTGCEGEGCCCAGCCCHEEECCC
CACAGCGTGGACHBETTTGTGTCGAGGCCCACTGAGAAAACCATCTTCCTCATCATCATG
TACACGGTCTCCCTGCTCTGCCTGGCGCTCAACATATGGGAGGTGCTTCACCTCGGCATC
GGCACCATCTGCGAGATTGTGCGCTCGCGCCAGGTGCAGCACCCCGACGACGAGCAGCGT
GGGCTGATGGGGGCACAGGTAGCTCCTCATGAGGARAGGCTGGGGGCAGATGATTACAGG
CACTACTCTTTTTCTCGGAATGCCCCATCGGCCCACCCGGGTACAACGCCGCCATCGAGC
CTCTTCTGGTTACGACAAAGCACCGCGACAAGCCGCTACCCAACTCTGACATCAGCGACA
CCAAGACAGCGTCCCGGCAGAACCACGTGA

>Ga-cx47.1-G17416 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon.
ATGAGCTGGAGCTTCCTCACTCGTCTCCTGGAAGAGATCCACAACCACTCCACCTTTGTG
GGGAAAGTGTGGCTGACGGTGCTCATCATCTTCCGCATCGTGCTCACGGCCGTCGGAGGC
GAGTCCATCTACTCGGACGAGCAGACCAAGTTCAC C-AACACCAAGCAGCCGGGC-
GACAACGTC-TACGATGCGTTCGCCCCTCTCTCGCACGTCCGCTTCTGGGTCTTCCAG
ATCATCATGATCTCCACTCCCTCCATCATGTACATGGGCTACGCTATCCACAAGATAGCC
CGAACCACAGAGGAGGATCGCAGGAAGCGCCAGAGGCTCCGCAAGAAGCACACTCCTCAC
TCCAGATGGAGGGAGGGCCACCATCTGGAAGATGTCTTGGAGGAGGAGGAAGATGACGAT
GCTGAGCCCATGATCTACGAGGATCCGCTGGGGGAGCAAGAGGCCAAGCCCGAACCGATG
ACCAGCTTAGGCAAAGATCCGCCGAAACACGACGGCCGCCGAAGGATAATGCAGGAAGGC
CTGATGAGAATCTATGTGCTGCAGCTCATGTCCAGAGCTATTTTTGAAATCGCTTTCCTC
GCCGGACAGTATCTCCTCTACGGCTTTCGAGTTAGTCCATCGTATGTA-AACAGGATC
CCCIEGECCACACAGGGTGGACHBET TCATCTCCAGGCCCACAGAGAAAACAATCTTCCTC
CTCATCATGTATGTGGTGAGCTGCCTTTGTCTGGTGCTGAATGTGTGCGAGATGCTCCAC
ATCGGAATCGGCACTTTCCGGGACACCCTGCGCATGAAGAGGAACCGGGGCATGAGGACG
TCCTACGGCTACCCGTTTTCTCGAAACATCCCAGCCTCTCCTCCGGGGTACAACCTTGTG
ATGAAGACAGACAAACCCGGCAGGATCCCCAACAGCCTCATCACCCACGAGCAGAACATG
GCCAACGTGGCCCAGGAGCAGCAGTGCGCCAGCCCGGACGAGAACATCCCGTCTGATTTG
GCGAGCCTGCACCGGCACCTACGGGTGGCCCAGGAACAGCTCGATATGGCCTTTCAAACA
TATCAAACCAAAACCAACCAGCAAACATCGCGGACCAGTAGTCCTGTATCTGCGGGCACC
GTGGCAGAACAAAATCGGGTCAATACAGTCCAAGAGAAACAAGGAGCGAGGCCCAAATCT
GCCACAGAGAAGGCTGCCACCATCGTCAAGAATGGAAAGACCTCTGTTTGGATCTAG

>Ga-NN-cx43.4-G14294 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon. Splice sites. At the first splice site, parts of the
exons predicted by Ensembl have been removed
ATGAGTTGGAGCTTCCTCACTCGTCTGCTGGATGAGATCTCCAACCACTCCACCTTTGTG
GGGAAGATCTGGCTGACTATGCTCATCGTCTTCCGCATCGTGCTGACTGCCGTCGGCGGG
GAATCCATCTACTACGACGAGCAGAGTAAATTTGTCHGEAACACGCAGCAGCCCGGCHEE
GAGAACGTGEGETACGACGCGTTTGCGCCGCTCTCGCATGTTCGATTCTGGATCTTTCAG
GTGATTCTGATCACCACCCCCACCATTATGTACCTGGGCTTTGCCATGCACAAGATCGCC
CGCACGGAGGACAGCGAGTACTGCCCCCCCCGGACCCAGAAGAAGAGGATACCCATCGTG
AGCCGGGGGGCAGTTCGGGACTACGAGGAGGCCGAAAACAACGGCGAGGAGGACCCCATG
ATCGCTGAAGAGGTCGAACTAGAGAAARCTCAACAAGGCAGAAAAAAGCTCTGGGAAGAAG
CACGACGGCCGTCGGCGGATCATGCGCGACGECCTGATGAAAGTCTATGTGTGCCAGCTG
CTTTGGCGCACCTCCTTCGAGGTGGCCTTCCTCTTTGGCCAGTATGTCCTCTACGGCTTT
GAGGTGATGGCCTCCTACGTCHEEACTCGCTCGCCGEEECCGCACACTGTGGACHEBETTT
GTGTCGCGCCCCACCGAGAAGACCATCTTCCTGCTGGTGATGTACGTTGTGTCTTTCCTC
TGCCTGCTCCTCACAGTCTTTGAAATCATCCACTTGGGGGTCGGAGGCATCCAGGACACC
TTCCGCAGGCGGGCCACGCTCTGCTCTCGCACCCCCCCTCCGTCGTCCTCTCGCCCCGGG
CACGCTGCTCCGCCGGGATACCACGCCACCATGAAGAAGGAGAAACTGAAGGGAGAGCCG
AGGAACTCCCCAATGGGGGACTCTGGGCGGGAGAGTTTCAGGGACGAGTTGCCCTCATCC
AGGGAGCTGGAGCGGTTGAGGGGTCACCTGAAGCTGGCGCAGCAGCACCTGGACCTGGCC
TACCAGGCCGATGAGGGAAGCCCTTCCCGGAGCAGCAGCCCGGAGGGCAACGCGGCTGCG
CAGATGGCCGCCGAGCAGAACCGCCTCAACTTCGCCCAGGAAAAGCAGGGGGAAGCGAGC
GAGAAAGGTAACAAGCTTTTCGCAGGGATTTCAACTTAG

71



>Ga-cx43.4-G02384 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon. cc (2 locations in the sequence): Both places, a third C
has been removed to keep the reading frame. The number of Ns has been adjusted to
fit reading frame and pattern expected in the second conserved domain.
ATGAGCTGGAGCTTCCTCACGCGTCTGCTGGACGAGATCTCCAACCACTCCACCTTCGTG
GGCAAAATCTGGCTCACCCTCCTCATCGTCTTCCGCATCGTGCTGACGGCCGTCGGGGGC
GAGTCCATCTACTACGATGAGCAGAGCAAGTTCGCGHEEEAACACGCAGCAGCCCGGCHEE
GAGAACGTG-TACGACGCGTTTGCGCCGCTGTCGCACZ—\TCCGCTTCTGGGTGTTCCAG
GTGATCATGATCACCATCCCCACCATCATGTACCTCGGCTTCGCCATGCACAAGATCGCC
CGCATGGACGACAGCGACTACCGGCCCCGCAAGCGGATGCCGATAGTGAGCCGCGGLCGLC
AACCGCGACTACGAGGAGGCGGAGGACAACGGCGAGGAGGACCCCATGATCCTGGAGGAG
ATTGAGCCGGAGAAGAAGGAGAAGGAGGCGCCGGAGAAGAAGCCGAGCAACAAGCACGAC
GGACGGCGGCGCATCAAGCGCGACGGCCTGATGAAGGTCTACGTGTTCCAGCTGCTGTCG
CGCGCCATCTGCGAGGCCTCGTCCTCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNTTCGCCCEGEccGCACACGGTGAACEGETTCGTGTCG
CGCCCCACAGAGAAGACCATCTTCCTGCGCATCATGTACGGCGTGAGCGCCCTGTGTCTG
CTCTTCACCCTGCTGGAGATCCTGCACCTCGGCATCAGCGGCATCCGGGACTGCTGTTGC
AGGCCGCGGACGCCGACCCCCCGGCGCACGGCCCCGCCCAGCCAGCGGTCCTCCATCAGC
CGGCAGCCGTCGGCGCCGCCGGGCTACCACACGGCGCTGAAGAAGTACCCGTCGGGGAAG
ATGGCCTTCCGGGACAACCTGGTGGACTCGGGGCGCGAGTCGCTGGGGGACGAGGCTTCG
TCGCGGGAGCTGGAGAGGCTGCGCAGGCACCTGAAGCTGGCCCAGCAGCATCTGGACCTG
GCCTACCAGAACGGGGAGAGCAGCCCGTCGCGCAGCAGCAGCCCCGAGTCCAACGGCACC
GCGGTGGAGCAGAACCGACTCAACTTTGCCCAGGAGAAGCAGAGTGCTACCTGCGAGAAA

GGTGAGGCTTCTTGA

>Ga-NN-gjd2*1-G05651 No modifications. Splice site.
ATGGGGGAGTGGACCATATTGGAGCGCCTCTTGGAGGCGGCTGTCCAACAACATTCTACA
ATGATCGGARGGATCCTGCTGACCGTGGTCGTGATCTTCCGTATCTTGATCGTGGCCATC
GTGGGAGAGACCGTGTACAACGACGAGCAGTCCATGTTTGTCHBEHAACACCTTACAGCCA
GGCHBEAACCAGGCABBETACGACAAGGCGTTCCCAATCTCCCACATCAGGTACTGGGTG
TTCCAGACCATCATGGTGTGCTGCCCCATCCTCTGCTTCATCACTTACTCAGTGCACCAG
TCTACCAAGCAGAAGGACCGGCGCTACTCCACAGTTTTCCTCTCCTTGGACAARAGGCATG
GATTTTATGAGGAGAGACAACAGACGGCTCAAGAATACCATTGTGAACGGGATGCTACAG
AACACAGAAAACTCTAACAAGGAAGTAGAGCCGGACTACACTGAGGTAAAGGAAATTCAC
AACTCAGCCATGCAAACTACTAAGTCAAAGATGAGAAGGCAGGAGEGCATCTCCAGCTTC
TACATCATCCAGGTCGTGTTCAGAAACGCACTAGAGATAGGGTTTCTGGTGGGTCAATAC
GTCCTGTACGGATTCTATGTCCCTGGGGTGTATGAARBEGATCGATACCCTHEBATGARA
GATGTAGAG-TATGTTTCACGGCCAACAGAGAAAACAGTGTTTCTCGTCTTCATGTTT
GCGGTCAGTGGTATTTGTGTACTGCTGAACTTGGCAGAGCTCAATCATCTTGGCTGGACA
AAGATAAAAACTGCTGTCAGAGGAGTGCAGGCTAGGAGGAAGTCCACTTATGAGATCCGG
AACAAAGACTGCCCAAGGATGAGTATGCCCAATCTTGGGCACACCCATTCAGGTGACTCT
GCATATGTGTAA

>Ga-gjdla-G20357 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon. Splice site.
ATGGGGGAATGGACCATTTTGGAGAGGCTGCTGGAGGCGGCTGTCCAGCAGCACTCGACC
ATGATCGGAAGGATCCTGCTGACAGTGGTGGTGATTTTCCGTATTCTAATAGTAGGCATA
GTGGGGGAGAAGGTGTACGAGGACGAGCAAATCATGTTCATCEGEAACACCATGCAGCCC
GGCEGEAACCAGGCTEGETACGACAAGGCCTTCCCCATCTCGCACATCCGCTACTGGGTC
TTTCAGATAATCCTGGTGTGCACGCCGAGCCTGTGCTTCATCACATATTCTGTTCACCAG
TCTGCCAAAGCGCGTGACCGAAGCTACTCTCTCCTGCATCCTTACATGGACAGCCACGGC
CACGGTGGCCACCACGGGCGCCATCACGACCACCACGCCCGCAAGCTTCACTCTCGCAAC
ATCAACGGCATTCTGGTGCACCCCGACAGCAGCAAGGAGGATCACGACTGCCTGGAGGTC
AAGGAGATCCCCAACGGACCCCGGGGACTCCCGCARACACACAAGAATGCTARAGTGCGC
CGGCAGGAAGGCATCTCCCGTTTCTACGTCATCCAGGTGGTGTTCCGCAACGCACTGGAG
ATCGGCTTCCTGGCCGGCCAGTACTTCCTGTACGGCTTCAACGTGCCAGGGATGTTTGAG
E@FHcATCGCTACCCGEBBGTGAAGGAGGTGGAGHBETACGTGTCTCGACCCACGGAARAG
ACCGTGTTTCTGGTCTTCATGTTTGCCGTGAGCGGCGTTTGTGTGCTGCTCAACCTGGCT
GAGCTCAACCACCTCGGCTGGAGGAAGATAAAGACGGCCATCCGAGGGGTGCAGGCCAGA
AGGAAGTCAATCTGTGAGGTCCGCAAGAAGGATGTTTCACACCTGTCCCAGACCCCAAAC
CTGGGCAGGACGCAGTCTAGTGAGTCAGCCTACGTCTGA

>Ga-gjd2b-G10416 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon. Splice site.
ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT
ATGATAGGAAGGATCCTACTAACAGTGGTGGTCATCTTCCGGATTCTAATCGTAGCAATA
GTTGGAGAGACTGTCTATGATGACGAGCAGACCATGTTTGTT-AACACCTTACAACCG
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GGCEGEAACCAGGCAFEBTACGACAAGGCATTCCCCATTTCACACATTAGATATTGGGTT
TTTCAAATCATCATGGTGTGCACCCCGAGCCTTTGTTTTATCACGTACTCGGTGCATCAA
TCGGCCAAGCAGAAGGAGCGGCGGTACTCAACAGTCTATCTGACGCTAGATAAGGATCAA
GATTCACTGAAGCGAGACGAGAGCAAAAAGATAAAGAACACCATTGTTAACGGAGTACTT
CAGAACACAGAGAACTCCACCAAAGAAGCCGAGCCGGACTGTTTAGAAGTCAAGGAAATC
CCARATTCGGCAATGAGAACTACARAGTCCAAAATGAGGCGACAAGAGGGCATCTCCCGE
TTTTACATCATCCAGGTGGTTTTCAGAAACGCGCTGGAGATCGGCTTCTTGGTGGGTCAG
TACTTCTTGTACGGATTCAACGTCCCGTCGGTGTATGAABGEGATCGCTACCCCHEEATT
AAAGATGTCGAGHBETACGTCTCCAGACCTACGGAGAAGACCGTGTTCCTGGTCTTCATG
TTCGCGGTCAGCGGCTTTTGCGTGGTGTTGAACCTGGCGGAACTCAATCATTTGGGCTGG
AGGAAAATCAAAACCGCCGTGCGCGGTGTGCAGGCTCGGCGGAAGTCCATTTATGAGATC
AGAAATAAGGACTTGCCGAGGATGAGTGTGCCTAATTTCGGCCGCACTCAGTCCAGTGAC
TCTGCTTATGTGTAA

>Ga-NN-gjd2*2-G05764 Our modification. Underlined: Intron predicted by Ensembl is
included as part of exon. Splice site.
ATGGGAGAATGGACCATCCTGGAGCGCCTCCTGGAGGCCGCCGTGCAGCAGCACTCGACT
ATGATCGGAAGGATCCTGCTGACTGTAGTGGTCATCTTCCGCATCCTGATCGTGGCCATC
GTCGGCGAGACCGTCTATGAGGACGAGCAGACCATGTTCGTC-AACACCCTGCAGCCA
GGCEGEAACCAGGCCHEBTACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTC
TTCCAGATCATCCTGGTGTGCACGCCCAGCCTCTGCTTCATCACCTACTCCGTCCACCAG
TCGGCCAAGCAGAAAGACCGCCGCTACTCCTTCCTCTACCCCATCATGGAGAGGGACTAC
GGGGGAAGGGAAGGGACGCGGAAGATCCGCAACATCAACGGGATTCTGGTGCAGCACGGC
GGCGGCGGCGACGGCGGCGGCGGGGGGAAGGAGGAAGCCGACTGCCTGGAGGTGAAGGAG
ATCCCCAACGCGCCGCGGGGCCTCACCCACGGGAAGAGCTCCAAGGTTCGCCGGCAGGAA
GGGATCTCCCGCTTTTACATCATCCAGGTGGTGTTCAGAAACGCGCTGGAGATCGGCTTC
CTGGCGGGCCAGTACTTCCTGTACGGCTTCAGCGTGCCGGGGATTTTCGAG-GACCGC
TACCCG-CTGAAGGAGGTGGAG-TACGTGTCCCGTCCCACGGAGAAAACGGTTTTC
CTGGTCTTCATGTTCGCGGTGAGCGGCATCTGCGTGGTGCTCAACCTGGCGGAGCTCAAC
CACCTGGGCTGGCGCAAGATCAAGGCCGCCATCAGGGGCGTGCAGGCCCGCAGGAAGTCC
ATCTGCGAGATCCGGAAGAAGGACATGGCGCATCTGTCCCAGCCGCCCAACCTGGGCCGL
ACGCAGTCCAGCGAGTCCGCCTACGTCTGA

>Ga-GJD3-G08497 Our modification. Underlined: Exon extended until stop codon.
ATGGGGGAATGGAGCTTCCTCAGCGAGCTCTTCGACAGCCTCCGGGCCTACTCCACCATG
CTCGGCCGTTTCTGGCTCCTGGTCACCGTCATCTTCCGGATGCTGATCCTGGGAACCGTG
GCGAGCGACCTGTTTGAAGACGAGCAGGAGGAGTTCACC-AACACCCTGCAGCCGGGC
-AAGCAGGTG-TACGACATGGCCTTCCCCATCTCCCAGTACAGGTTCTGGGTGTTC
AACATCGTCCTCATCGCCACGCCAGCCCTGGTCTTCCTCGTGTACGCCGTGCATCACCAC
AACAAGAGGGCCGACGGCGGCCAAAGCAGCGGCCGGGACGACCTGGCAGATCTCCACTTG
AGGAAGTTCTACGTCGTCAACGTGGTCTTTCGCATACTGGCGGAGGTGGGCTTCCTCGTG
TTCCAGTGGACGCTGTACGGCTTCACGGTGGAGGCCCACTTCCCC-AGCCGCTTCCCC
-CCCCACGTGGTGGAC-TTCACCTCCCGCCCCTCGGAGAAAACCGTGTTCCTCCGC
TTCTACTTCGGGGTGGGGCTGGTGTCGGCGGCCTCCAGCTGCGCCGAGCTTTTCTACAGC
TCCGTGAAGTGGTTCTGCTGCTCGAGGAGGCCGCTCTTCGCCCCGGACCGCCGCCACCAC
GACGACGACGACGAGGAGGCGGGGGGCGGCGGCGGCGGCGGGTCGGAGGAGARAACCGCGA
GGGGGCGCGGGAAGGGGCGGTGGCGCGAGCCACAAGGGAGGAGCGCGAGCGGGAAGGTCT
CCGTCCGCGAGCAGAGTGAGGAAGGGCGGGAAGTACGCGGCGGCGGGGCGCTCGTGGCGT
GAGGCCGCCCTGCTTTCGAAGCAGGCAGCGGGCGCTCAGGGTCACATGAGTGACTGA

>Ga-cx36.7-G14369 Our modification. Underlined: Introns predicted by Ensembl are
included as part of exon.
ATGACGGAGTGGACACTGCTCAAGAGACTCCTGGACGCTGTGCACCAACACTCCACCATG
ATCGGTCGCCTGTGGCTCACCGTCATGGTCATTTTCCGGCTGCTCATCGTTGCTGTGGCC
ACTGAGGACGTGTACACCGACGAACAGGAGATGTTTGTGHEGEAACACGCTGCAGCCGGGA
EG8TCcCcACCGTCEGETACGACGCCTTTGCGCCAATCTCGCAACCTCGCTTCTGGGTCTTC
CACATCATCAGCGTCTCCACGCCATCCCTCTGCTTCATCATCTACACGTGGCACAACCTG
TCCAAGCTGCCCCACAATGGCACCCAGAGGCAACGGCTGGGACAAGGAGGTATCCCAAGG
CCGGGAGGCCCGGATGTCGGGCAAGGCAGTGGACGCGAGGTGTACGATCGGAGCTGTGAC
TCAGACAGCTGCTCAATTCGCTCCCATAAGCACTTGGGTCACAGTTTGGCGGATGTGCTA
GAGGGCGTTACAGCTCACAACCTCCGGAGGGGAGACCACAACAAAGCGATGTCCTTGAGT
CCTGCTCGAGGTTACGCCGTCCTAGAGGCGACTCAAGAGGCCTCTGGAGGCEGTTCTGTCT
AAATGTTACATCTTCCATGTGTGTTTGCGGGCTGTTCTGGAGGTGAGTTTTGTGGTGGCC
CAGTGGAAGCTGTTTGGCTTCCAGGTACCTGTCCATTTCCTTHEGEACGTCTGTCCCCHEE
AGCCAGCCGGTGGACHBETACGTCTCCAGGCCCACGGAGAAGACCATTTTCTTGCTCTTC
ATGTTTTGTGTGGGGATTTTCTGCATCCTGCTCAACCTGCTGGAGCTCAACCACTTGGGC
TGGAAGAAGATCAGACAGTCTGTGAGGCTGAAGGAGAGGGCGTCCTGGGGAGGCTGTCCA
GGTATGAAAGGGGGGTATGAAACCTTCCCCCCAGACAGCCCCTGTCTCACAACCTCGTTA
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GGCTACAGGGACGTGACCAGCACCACTTCCCTGCCCACTTTGGACCTGGTGGTGGGGCAC
CAGCCTGACTGGACCTGCGCTGTGAACTGTGGCAGGATGAGGGAGCATGAGGAGGTCAGA
GAGACGAGACCAGATCAAACAAAGTCACAGGACTCCCATAAAGGAGAGAGGCAGCCTCTG
AAGAGTAAGACGGCGATCAGAGAGTACAAACAGAGGAGTGCTGAGGTCTGGATATAG

>Ga-NP-cx39.2 Not predicted by Ensembl
ATGGGAGACTGGTCCATTCTTGGCCGCTTCCTAACGGAAGTCCAGAACCATTCCACGGTC
ATCGGCAAGATATGGCTGACTATGCTGCTAATCTTCCGCATCTTGCTTGTGGCTCTGGTG
GGGGATGCTGTCTACAGCGACGAGCAGTCCAAGTTTACCHBEAACACCCTGCAGCCCGGC
ff86~ACAACGTCHBETACGACACCTTCGCCCCCGTCTCACACCTGCGCTTTTGGGTCTTT
CAAATTGTGCTGGTCTCCACACCCTCTATCTTCTACATCGTCTACGTCTTGCAAAACATT
ACCAAACATGAAAAACTGGAGGACAGGAAGCTTCAAGTGCTGCCCGGGGCCTCACTTTCA
CTTGAACGGGACAAACACACTGTTAGAGAACAAGAGAGCACACTGGAGGCCCGCAGTCCT
CGTGAAGGGGAATGTGATGGTAAGAGCCAACTGGAGGAGGATGCGAGAGAGGTAGAAAAG
GACCCGACCCAGCTCTCCAGCCAAGTGCTACTTATCTACATCATCCACGTTTTTCTGCGC
TCCATCATGGAGATAATCTTTCTCGTTGGACAGTACTGCCTCTTCGGATTTGAGGTCCCA
AACCTTTTCCGCEBEGAGACCTACCCAMBECCAAACAGGACCGACHBETTTGTGTCCCGA
GCAACAGAGAAGACCATCTTTCTCAACTTCATGTTCAGCGTCAGTCTAGGCTGCTTTGTC
TTGAACATTGTGGAGCTGCATTATGTGGGCTGGATTTACATTTTCAGGGTGTTGTTCTCT
GCATGCTGTCCGTGCTGTGAAACAGGTAGAAACCCTGGGCAGCAGGGGGACTTGTACTCT
GACAACAGGCAGGGTTGCCCTGCAGACCACCTTGTTGACCCGTGTTGA

>Ga-NN-cx39.2-G00420 Our modification. Underlined: Extension of exon to reach
initiation codon. N: One nucleotide added to keep reading frame.
ATGGGTGACTGGTCCATACTTGGTCGCTTCCTGTCAGAAGTCCAAAACCACTCTACAGTG
ATAGGCAAGATCTGGCTCACCATGCGGCTGATTTTCCGTATTCTGCTCGTGGCCTTAGTG
GGTGACGCTGTCTACAGTGATGAGCAGTCNACTCATGTTACATTCACABGEAACACCCAG
CAGCCTGGAEGTAACAACGTCEGETATGACACTTTTGCTCCTGTTTTGCATCTTCGGTTT
TGGGTCTTCCAAATTGTGCTGGTCTCCACTCCATCCATCTTCTACATAGTTTTTATTCTA
CATAAGATTGCCAAAGATGAARAGCTGAATGGCCAAAGGGCACAGATGGTAGCCCAGAGG
TATCCCCAATCGAGATGTGGGCGCATTGGGAAGGATGGCATGGAGGTCTTAAAGGTTGAC
ATGCCCACCTACTGTCATTACAGGGAAGATTGGGATGCAAAAGAGAGAGAAGGAGTAGAG
CAAAGCTCTCTGGAGGAGGATGGTGGCAAAGTAGGAGAGGACCCTACGCAGCAGTCCAAT
CGGGTTCTGCTCATCTACATTCTTCATGTGT TACTACGATCAGTCATGGAGATTACCTTT
CTGGTGGGCCAATTCTTCTTGTTCGGGTTCACGGTGCCTCAACTGTACCGCHBEGAGACC
TACCCTEGHCCCACACGTACAGACHBET TTGTGTCGCGTGCCACTGAGARRACCATCTTC
TTGAACTTCATGTTCAGTATAGGTTTTAGCTGCTTTCTACTCAACATAGCAGAGCTCCAC
TACCTTGGCTGGGTCTACATTTTCCGCATCCTCTGCTCGGCCTGTTTCACCTGCTGCAGT
CATGAGAGGGACACTATCAGACTCTACTCAAACCACAACGCCCTCCTGCTGCAGCTAAGG
CATTCTCTTAGGAGCCAGTTGGCTCTGTAG

>Ga-NP-gjd4 (1) Not predicted by Ensembl. Splice site
ATGACGGGAATGAGTGGCTCTGAGGTCATCTTCATCTCTGTCAATCACAACATCACTTTG
ATGGECAAGGTTTGGCTCGTCGTGATGATCTTCCTCCGTATCCTGATCCTCCTCCTGGCT
GGTTATCCTCTCTACCAGGACGAGCAGGAGCGATTCGTGEGHAACACCATTCAGCCCGGC
E@FcCcCcAACGTGEEETATGATCTGTTTTCTCCCATCTCACTCTTCCGCTTCTGGCTGGTG
CAGCTCGTCACCTTGTGTCTCCCCTACTTCATCTTCATTATCTACGTGGTCCACAAGGTC
TCGAAGGGCCTCACAGTGGACCCGTACCCCTCGGGCCGCACCARAGCCCCACCTTTGCTC
GAGAACCACCAGGAGCCGTTCACCAAGACATCTGTAAACAAGACGGCTGAGCACAGGGGG
GCTCGGIGCTTCACGGGAGCCTACATCCTCCATCTGTTGTTCAGAACGTTGCTGGAGGCA
GGGTTTGGGGCAGCTCACTACTATCTGTTTGGTTTCCACATCCCGAGGAGGTTCCTGEGE
CAGCATCCGCCGEBEACCACCCAGGTGGACHEETACATCTCTAGGCCCACTGAAAAGACC
GTGATGCTCAACTTCATGCTCGGCGCGGCTGCTTTGTCCCTTTTCCTCAACGTGCTGGAT
TTCTTCTGTGCCATCAAGCGGTCGGTGAAACAGAARAGCAAGAGCAGGATGACGGTAGTG
GAGAAGATATATGAGGAAGAGCAATGTTTCCTTTCGGCTAAGCAGGAGAAAGAAGGGGCT
GGTCTCCCGGGGAGCTTCCGGARAAGGCGAGGCAGCAAGGGCTCTAGTGCAGGGCTTGCT
TTAGGTCAGGAAACACCCGGCATGGAGCGCTCTTCTCTTCCACACTCTCCAGGACATCCT
GGCTGCAACACCAACGGAAACAACGGCTACTCTGTTTCCCAGGAGGAAGCTCTGGAAAGG
AATGGCAGCGAGGTGGCTCTTTGCCCCCCAGAGGCGATGAGGACACCTAGATCAATCCGT
GTTAGCARACGGAGTCGACACAAACCCCCACCTCCGCCCAGACGGGACCTCGGCGCGCCC
CCCAGGGAGCCAGCGGTTCCCTTCGGAGACGTTTCCACAGCAATTTGTACCAGACGTGTG
GGTCAGTACACGCTGGTTGAACTGGGTAGCGGCGCAGAGCCACAGACCAATGATGAAGAG
ATGAGATCTGAGTGGGTGTGA

>Ga-NP-gjd4 (2) Not predicted by Ensembl. Exon 1 not found; Splice site
NGCAAAACGTGGTGGATGTTAATGCTGCCCCTCCGCCTGCTGGTCCTCCTGCTGGCCGGC
TCCACCCTCTTCAGCGACGAGCTGGATCGCTTCACCHEGEAACACCGTCCAGCCGTGCHEE
TCCACCGTGEGETTCGACGCCTTCTCCCCCGTGTCCGCCTTCCGCCTCTGGCTCTTCCAC
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CTCGTCCTGCTGTGCGTCCCCGACGCGCTGTTCGCCACCTACGTCGTGCACAAAGTGGCG
TCGCCTCCCCACGGAGGGTTCTGCTGCGACGGCGGTCGAGGAGGGTCCCCCGTCGCCCTC
GGGGACTCCGGCTCCTCGAGGCTTCCCCGCCTGCGGCCTGCGCGGGAAGCGCCGLCGLTTC
CACTGCGCTTACTTCCTGGCTGTGATGCTGCGCGTCCTGCTGGAGGTGGTTTTCGCCGGC
GGGCAGTTCTTCCTCTTCGGTTCGTCCGTTCCCCGGAGCTTCCGC-CACGAGGCTCCC
-ACATTTGGCGTGGAG-TACGTCTCCAGACCCACGGAGAAGACCATGATGCTCCAT
CTCATGCTGGGACTGGCCTCCCTGTCCGTCCTGCTGGGTCTGGCGGACCTGGCGACCTCC
ACAAAGGCCGCGGTGACCTGGAGGAGGAGGAGGAGGAGGAGGAGGGAGGCGTCGACGGAA
GAGAAGAGCGCCGCGCGTTCTACGACAACCTCAACGGAGGACAGCGGAGTCCTTTCGACC
AGAAGACTCGGCCTCGCGGTGGCGACGCCTCGGACCCCCAGTCCCTTTGGCACTCCAGTG
CCCGCCCACTTCGTCCTCCACAGCCGGCTGAGACCTCCCCTGCCCCCCCGCCCCGACAGA
GGGCCGAACCCCAGGACGCCGACACCCAACGGGTGGGAAAAAGCCGGACCGGGACACTTC
AGTCGGGGCGAACTGGGGCCAACAGTCTGA

>Ga-GJE1-G13559 No modifications. Splice sites.
ATGTCTCTGAACTACATCCGAAACTTCTACGAAGGCTGCCTCAGGCCTCCCACGGTGATC
GGACAGTTCCACACCTTGTTCTTCGGCTCGGTGCGGATGTTCTTCCTCGGCGTCCTCGGC
TTCGCTGTCTACGGAAACGAGGCGCTGCACTTCAGC-GACCCGGATCGCCGAGAGCTC
AACCTGTAC-TACAACCAGTTCAGACCCATAACCCCCCAGGTTTTTTGGGCGTTACAA
CTGGTGACGGTGCTGGTCCCGGGCGCGGTCTTTCACCTCTACGCAGCCTGTAAGAACATC
GACCAGGAAGAGATCCTGGAGCGCCCCCTCTACACCGTGTACTACATCATTTCTGTTCTT
CTACGCATCATCCTGGAAGTCATCGCCTTCTGGCTGCAAAGTCACCTCTTTGGCTTCCAG
GTCCACCCGGTGTTCATG-GACGCCAGTTCTCTGGAAAAGACCTTTAACGTGACGAGG
-ATGGTGCCAGAACACTTTGAGAAAACCATCTTCCTCAGTGCCATGTACACCTTCACC
GTCATCACCATTCTCCTCTGTGTCGCCGAGATATTCGAGATACTGTGCCGACGTCTCGGT
TACCTCAACAACCAGTGA
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Suppl. Fig. 9. Atlantic herring (Clupea harengus) connexins.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
- Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Other colors are explained where necessary.

>Ch-gjal-cx43-xM 012829211
ATGGGTGACTGGAGTGCTTTGGGAAGACTCCTGGACARAGTCCAGGCTTACTCCACGGCC
GGTGGAAAAGTCTGGCTCTCCGTGCTTTTCATCTTTCGCATCCTGGTGCTGGGGACGGCA
GTGGAGTCGGCGTGGGGCGATGAACAGTCGGCCTTCAAAMGEAACACGCAGCAGCCCGGT
EE8cAGAACGTCEEETACGACAAGTCCTTTCCTATCTCGCACGTGCGCTACTGGGTGCTA
CAGATTATCTTCGTGTCCACGCCCACGCTGCTCTACCTGGCTCACGTCTTCTACCTGATG
CGCAAGGAGGAGAAGCTCAACCGCAAGAAAGAGGAGCTGAAGT TGGTGGGCAACGACGGT
GGTGACGTGGAGATCCCGCTGCAGAAGATCGAGATGAAGAAGCTCAAGCACGGGCTGCAG
GAGCACGGCAAGGTCAAGATGAAGGGCEECCTCTTEGCECACCTACATCTTTAGCATCCTC
TTCAAGTCGCTCTTCGAGGTGGGCTTCCTGGTCATCCAGTGGTACTTGTACGGCTTCACG
CTTGCGGCAGTGTACACTEBECAGCGCGACCCCHEBECCGCACCGCGTGGACHBBTTTCTC
TCCCGGCCCACGGAGAAGACTGTCTTCATCATCTTCATGCTGGTGGTTTCGCTGGTGTCC
CTGGGGCTCAACGTAGTCGAGCTGTTCTACGTCTTCTACAAGCGTATCAAGGACCGCGTC
AAGGGGAATCAGGGTAACCTCTACCCCATCGCTGGCACCATGAGCACCACGCCCAAGGAC
ATGTCCACCACCAAGTACGCCTACTACAACGGATGCTCATCGCCCACCGCCCCACTCTCC
CCCATGTCACCGCCAGGCTACAAGCTGGCCACGGGGGAGAGGACCAACTCCTGTCGCATT
TATAACAAGCAGGCCAACGAGCAGAACTGGGCCAACTACAGCACGGAGCAGAACCGGCTG
GGCCAGAACGGCAGCACCATCTCCAACTCGCATGCCCAGGCCTTTGACTTCCCAGATGGC
ACCCAGGAGCACCAGARACTGCCGCCGGGCCACGAGCTTCAGCCACTGGCGCTCCTGGAC
CCAAGGCCTTGCAGCCGGGCCAGCAGCCGCATCAGCAGCCGACCACGGCCGGACGATCTA
GACGTCTAG

>Ch-gjallike-XM 012836783
ATGGGCGACTGGAGTGCTTTAGGGAAACTTCTTGACAAGGTCCAGGCGTACTCCACAGCG
GGAGGCAAGGTCTGGCTCTCTGTCCTCTTCATCTTCCGGATACTGGTGCTGGGAACGGCG
GTGGAATCCGCGTGGGGTGACGAACAGTCGGCCTTCAAGHBEAACACGCAGCAGCCCGGC
f@fcAGAACGTCHBETACGACAAGTCGTTCCCCATCTCTCACGTGCGCTTCTGGGTGCTA
CAGATCATTTTCGTTTCCATACCAACTCTCCTTTACCTCAGTCACGTCCTCTACCTCATA
CACAAGGAGGATAARACTCCTCAAGAAAGAGGAGAACCTGAGAGCGATTCAGAGTCAAGGT
GGAGATGTGGACGTGCTACTTCAGARAATTCAGCAGAGGAAGTTCAAGTATGGGCTGGAG
CAGCATGGGAAGATTAAAATGAGAGGGGGCCTTCTATACACTTACATTTTGAGCATTATT
CTCAAGTCTGTTTTTGAGGTGGCCTTCTTGCTGATGCAGTGGTATATTTACGGATTCCAC
CTCTCTGCCATCTACACTEGEGAAAGGGTTCCCHGECCTCACCAGGTTGACHEGETTCCTC
TCCCGCCCGACTGAGAAGACCATCTTCATAATCTTCATGTTGGTAGTTTCGCTAGTCTCT
CTAGGTCTTAATGTCATTGAGTTCTTTTATGTAATATATAAGAGAATGAAAGATAAGGTA
ARGGAGAAGGCCGCAAATCAACTGCACCATAACGTTCACCTGAAGCCTTGCATGGGAGAG
ATGCCGCCCTCTAGTTATGTCTACTACAACGACTGCTCGGCCCCCATGTCTAACCTAGAG
TACAACCTAAACACGGCAGACAGGAACAACTCTTGCGAGAGCTACAGCAAGCAGGCCAAG
GCTCAGAACTGGACCAATTACAGTACGGAGCAGAACCAGCTGGGCCGGARAGTGCCCACG
TACCCCTGCTGCCACACCCAGGATTTTCACTACCCAGAAAAAGTGACACCGGGTACGGAC
ATTGCTCTCCTCAAGCAGCTTGACCCTCGACCCAGTAGCCGGGCGAGCAGTCGAGCGAGG
CCAGATGATCTTGACATCTAG

>Ch-gja3like-xM 012842347

ATGGGTGACTGGAGTTTTCTGGGGCGGCTGTTGGAGAATGCGCAGGAACACTCAACGGTG
ATCGGCAAGGTCTGGCTGACTGTCCTCTTCATCTTTAGGATCCTGGTGCTGGGGGCCGCT
GCTGAGGAGGTGTGGGGGGACGAGCAGTCGGACTTCACCHEGEAACACGCAGCAGCCCGGT
[fE8GAGAACGTGEGETACGACGAGGCCTTCCCCATCTCACACATCCGCTTCTGGGTGCTA
CAAATCATCTTCGTGTCCACGCCCACTCTCATATACCTGGGCCATGTACTGCACATTGTT
CGTATGGAGGAGAAGCGGAAAGAGAAGGAGGAGGAACTGCGAAAGGCCACTAGACTCCAG
GAGGAGAAAGAACTCCTTTACAGARACGGAGGGGGAGGGGGGGCGAGAGGAGGGGGTGGC
AGACCTGTGAAAAAGGAGAAGCCACCAATCAGAGACGAGCACGGGAAAATCCGTATTAGG
GGTGCGCTGTTACGCACCTATGTGTTCAACATCATATTTAAAACCCTTTTTGAGGTGGGG
TTTATTTTAGGTCAGTATTTCCTCTATGGCTTTCAGCTGACGCCCCTGTATAAGHEHGCG
CGGTGGCCTEEECCCAACATCGTGGACHEBET TCATCTCCAGACCCACAGAAARAGACCATC
TTCATCATATTTATGCTTGTGGTGGCTTGCGTGTCTCTTTTGCTGAATTTGTTAGAGATT
TATCACCTTGGATGGAAAAAAGTCAAGCAAGGCATGATTACGAATTACGACCACGAGTTA
CTACCACTCAGGGAGGGTGCTGGGCCCGAGCCTGTGAGCTCTGGTCCCAGGACTGCTCCT
CCCACCCTTAGCTACCCGCCGACCTACACAGACGTGACGTCAGGCAACTCGGCCTTCTTG
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CAGCCTGCGGTGGCGCCACCCTCGGCCGACTTCGCTATGGATCCGCTCCACGAGGAGCTG
CGCGAGCCCTCGCCTTTCTACATCAGCAACAACAACAACCACAGGCTGGCCGCTGAGCAG
AACTGGGCCAACTTGGCCACCGAGCAGCAGACTCGGGAGATGAAGGCCACCTCCCCTTCC
CCCTCCTCCTCCGCCTCCGCCTCCTCGTCCTCCTCCTCCTCCTCCTCCTCTTCTGCTGAC
CACGAGCGGCAGCCCAAAGAGGCGGCCCTGCCCACCACCAGCCCCAGCTCGAGCGGLGGL
GGCAGCTTGAGTGACGGCAAGAGTGAGCCGGAAGAAGGCCACGTCACCACCATGGTGGAG
ATGCACGAGCCGCCCCTCACGTTCACAGACCCGCGCCGGCTCAGCAGAGCCAGCAAGACC
AGCAGTGTTAGAGCCAGGCCCAACGACCTGGCAGTTTAG

>Ch-gja3like-XM 012840585
ATGGGTGACTGGAGCTTTCTGGGGCGTCTGTTGGAGAACGCGCAGGAGCACTCAACAGTG
ATCGGCAAGGTGTGGCTGACCGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGGGCCGCC
GCTGAGGAGGTGTGGGGGGACGAGCAGTCGGACTTCACCHBBAACACACAGCAGCCCGGT
FG8cAGAACGTCEEETATGACGAGGCCTTCCCCATCTCGCACATCCGTTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCGACGCTCATCTACCTGGGCCACGTCCTGCACATCGTC
CGCATGGAGGAGAAAAGGAAGGAGAAGGAGGAGGAGATGCGCAAGGCACTCCGCTTCCAG
GAGGAGAAGGATCTCTACCGGAATGGTGGGGAGGGTGGAGGAGGGGGTGGTGGAGGTGGG
AAAAAGGAGAAGCCCCCAATTCGAGACGAGCATGGAAAGATCCGGATCCGGGGGEECETE
CTCCGCACCTACATCTTCAACATCATCTTCAAAACCCTGTTTGAGGTGGGCTTCATCCTG
GGTCAGTACTTCCTCTACGGGTTCCAGCTCAGGCCCCTGTATAAGHBEGCCCGATGGCCC
f88ccARACTCAGTGGACHBET TCATCTCCAGGCCCACGGAAAAGACCATTTTTATCATT
TTCATGCTTGTGGTGGCTTGCGTGTCCCTTTTGTTGAACCTCTTAGAGATCTACCACCTG
GGCTGGAAGAAAGTCAAGCAGGGCATGACCAACGAGTTTGCGCCGGAGTGGTCAATGGGC
AGGGAGGCAGATAACATGACGGTCCTGCCCGAGACCAGAACATCCGCTCCCCTCCCCAAC
CCACCCAACTACACAGACCTGACGGTCGCAGGGAGAGGTGCCTTCATGCCCCAATCCCAC
TCCATGGCCATAGTAGCCACTCCTGAGGCAGAGCGCAAGTCAGACCCTCTCCATGACCCC
CTCCACTCCTCCATCTTCTCCAGCAACAACAGCAACAACTTCCGGCTACCCACGGGGCAG
AATTGGGCCAACATGGCGGCCGAGCTGCAGACTAGCGAAGCGAAGCCGAGCGCCCCTTGC
TTGTCCTCCTCCTCCTCCTCGTGCTCTCTGAGTAACATGGCGCACCCCAAGGAGCCCCCG
TTGGTTTCCTCCGGCGCGGTGACCGACGGCGATGCTGATGGCGATGAATCCAGTGGAGGG
AAGAGTGACGTGGGTCGCGACATCACGACCACCACGGTGGAGATGCACGAACCACCGGTG
GTCCCGATTGATGTCCGTAGGCTAAGCCGGGTGAGCAAGACCAGCAGCATCAGAGCCAGG
CCTGATGACCTCGCTGTCTAG

>Ch-gja3like-cx39.9-XM 012834366
ATGGGAGACTGGAGCTTACTGGGGAAGCTTCTGGAGAGTGCCCAGGAGCACTCCACCGTG
GTGGGCAAGGTCTGGCTGACGGTCCTTTTCATCTTCCGCATCCTAGTGCTGGGTACGGCC
GCCGAGAAGGTGTGGGGGGACGAGCAGTCGGGCTTCACCHBEGACACCAAGCAACCCGGT
f88cAGAACGTCHEBETACGACAAGACCTTCCCCATCTCGCACATCCGCTTCTGGGTACTG
CAGATCATCTTCGTCTCCACGCCCACGCTCATCTACCTGGGCCACATCCTGCACCTGGTG
CGCATGGAGGAGAAGCAGAAGCTCAGGGAGAAACAGCTACTGAACCATCAACACGCTACG
GACAATCAGCTGGTCATTGCTGACGTGAAGACCAAGAAGGCGCCCGTGCGAGACGAGCAG
GGTCACATCCGCCTGCAGGGCGACATCCTGCEGCACCTATATCTTCAACATCATCTGCAAA
ACCTTCTTCGAGGTGGGCTTCATTGTGGGCCAGTACATCCTGTACGGCTTCGAGCTGAAG
CCCCTCTACACGHBEGACAGGCCCCCABBECCTAACCGCGTGAACHBETACATCTCTCGG
CCCACAGAAAAGACCATCTTTATCCTCTTCATGCTAGGTGTAGCCTGCTTGTCGCTGCTG
CTCAACCTGGTGGAGATGTACCACTTGGGCTTCACCAAGTGCAAACAGGGACTCCGTTAC
CGACAGGTGGAACTTGCATCGGAGGCACCCTCCAAGACGCCAAGTGAGGCTACAGCTGTA
CCTTTCGTGCCCAGCTACAGTTACTACCACCCAGACCCTACGCCCTACCCTCCTGCCCCG
GGGTACAGCATCACGCCTATGAATGGATCGGACTCATCCTTCCACCCATACAACAGCAAG
GCGGCATACAAGCAAAACAAGGACAACCTTGCCATGGAGAGAAATAGCAAACCTGAGGAR
TGCGACCTGAAAACGAAAAAGGGTTCTGGGTCCGTCCCGGGATCGCCCGCTTCCATCCGT
CAGGGCAAGTCAACTCGAACCCCTCGGCCCACCCCCCACAAGACCAGAATAGATGACCTC
AAAATCTGA

>Ch-gja3like-cx39.9-XM 012819598

ATGGGGGACTTTAGTTCATTGGGAAAGCTGCTGGAGAATGCCCAGGAGCACAGCACCGTG
GTGGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGCATCCTGGTGCTCAGTGCCGCC
GCCGAGAAGGTGTGGGGCGACGAGATGTCGGGCTTCACCHEGEGACACCAAGCAGCCCGGT
EG8CcAGAACGTCEEETACGACATAACCTTTCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCATCTCCACGCCCACGCTCATCTACCTGGGCCACATCCTGCACCTGGTG
CGCATGGAGGAGAAGCACAAGCAGAAGGAGAAGGACCGGGCCGAGCAGCTGGAGCAGGCG
CAGCTCTCCGGCGCCCCCGACARACAGCAGCTGCTGCTGATGTCCCGCATCAAGTGCCCC
AAGGCGTCGGTGCGCGACGAGCAGGGCCGCATCCGGCTGCATGGCETEGCTECTGCECACT
TACGTCTTCAACATCATCTTCAAGACGCTGTTCGAGGTGGGCTTCATCGTGGGCCAGTAC
CTCCTGTACGGCTTCGAGCTGAAGCCGCTCTACACGEGEGACCGGTCGCCCHGECCCAAC
GTGGTCAACHBETACATCTCGCGGCCCACGGAGAAGACCATCTTCATCATCTTCATGTTG
GCGGTGGCCTGCATCTCCCTGCTGCTCAACCTGGTGGAGATGTACCACCTGGGCTTCACC
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AAGTGCCGCCAGGGGCTGAGGTACCGCCGCTCGAAGTCGATCTTGGGCAGCGCCTCAAAG
TTGCCCAGGGAGACGGCGGTGGTGCCCTTCGCCGTGCCCAGCTACAGCTACTTCCCCCAG
CCGCCCACGGCACCCGAGGCATACCGCTCAGAGTCCCACTACAACCTGACGGAGGCCGAC
TCGGGGTTCCAGCCCTACAGCAGCAAAGTGGCCTACAAGCAGAACAGGGACAACCTGGCG
GTGGAGCGCAGCAACAAGCCCGACAACAACACGGAGCTGAAGGGCATGAAAGGCTCGTGC
TCGGCCCCTGGCTCCCCCATGCAGAACAAGCGCAGGCCCAGCCACTCCAGTCGCAGCAGC
AACAACAAAACACGGCTGGACGACCTCAAGATCTGA

>Ch-gja6like-XM 012822071 (in reality gja4)
ATGTCAAGAGCTGACTGGAGTTTCCTGGAGCATCTACTCGAGGAGGGCCAGGAGCACTCG
ACTGGTGTCGGCCGCGTGTGGCTGACCGTCCTCTTCCTCTTCCGCATCCTGGTGCTGGGA
ACGGCCGCCGAGTCCGCCTGGAACGACGAGCAGTCCGACTTCATCHBEAACACCAAGCAG
CCCGGCHBEGAGGCCGTCEEETACGACAAGGCCTTCCCCGTCTCCCACTTCCGCTACTTT
GTGCTCCAGATCATCTTCGTCTCCACGCCCACCATCTTCTACTTCGGTATCGTGGCCATG
GAGGTGGGGAAGAAGGCCAAGAGGCAAGAGGAGAAGAAGAGGAAGAAACAGGAGAGGGAG
AGCCGGGGAGGAGAGGCGTCGTCGGGGAGGCCCAGTCTGGAGGTGATTCAGGAGAAGGAC
GAAGATGCGGAGGAGGAGGAGAGARAGGTGGAGCGAGGAGGAGGAGGGGTGAAGCGAGGC
GCGGGAGAGCCTCTGAGGCTGAAGGGCAAGCTGCTGTGTGCCTACGCCGTCAGCATCCTC
CTGAAGCTGTCCCTCGAGGTGGGCTTCATCGTGGGCCTCTGGGTCCTCTACGGGTTCGTC
ATCCCGGCCCGGTACGAGHEBECAGCGCGACCCGEBECCGCACACGGTGGACEBETACGTG
TCGCGGCCCACCGAGAAGACCATCTTCACCATCTACATCCAGACCATCGCCGCCATCTCC
GTGCTGCTCAACGTGCTGGAGCTCTTCAGCCTGCTGCAGCTAGCCATCAAAAACCACCTG
GAGAAGCGCTACCGGCGGCAGTGTCAGGGGCCCGTCGTCAGGGCGCGGGAGATTGCCAGG
GCCCCGTCTCGCCTGGAGATCGGCGGGGGGGARACACCCCCCCCCCGCCCCTGCCTACGA
GGAGAGGGGGGATCAGTACCTCCCCGCCGAAGAGGGGGGGCTCCCTCAGCTGCCCAGCTA
TCTGAACTGCATCAGCAGTATGAGGCCCTTGGCAAACAGGGGCCACCACAACAGCARACA
CCATCCGCAGCAACAGAGCAAGCGCAATAA

>Ch-gja5like-XM 012816449 Underlined: predicted as intron in
included this part of the sequence as exon.
ATGGGTGACTGGAGCCTGCTGGGCAACATCCTGGAGGAGGTTCAGGAGCACTCCACGTCC
GTGGGCAAGGTGTGGCTCACCATCCTCTTCATCTTCCGCATCCTGGTGCTGGGCACGGCG
GCCGAGTCCAGCTGGGGCGACGAGCAGTCGGACTTCATG-GACACGCTGCAGCCGGGC
-GAGAACGTC-TACGACAGCGCCTTCCCCATCGCGCACATCCGCTACTGGGTGCTG
CAGATCGTCTTCGTGTCCACGCCCTCGCTCATCTACATGGGCCACGCCATGCACACCGTG
CGCATGGAGGAGAAGAGGAAGTGCAGGGAGCAGGAGGAGAGGGAGCGCGCCGACGCCGAL
GCCGACGACGCGGAGGGAGACGCGGGGGAGAAGGAGTACCTGGAGCAGAAGGAGCGGGAC
GCGAGCGGAGGAGGATGGGTAGGGGGCGTGCCGCCGGACGCTTCCAGAAAGATCCGTCTG
CGCGGGGCACTGCTGCAGACGTACGTGCTGAGCATCCTGATCCGCACGGTGATGGAGGTG
GGCTTCGTCACGGTGCAGTACCTCATCTACGGCATCTTCCTCAAGGCCGAGTACAAG-
ACCACGCCGCCC-AAGAACATGGTGGAC-TACATGTCCCGGCCCACGGAGAAGAAC
ATCTTCATCGTCTTCATGCTGGCCGTGGCCGGGGTGTCCCTCTTCCTCAGCGTGGTGGAG
CTCTACCACCTGGGCTGGAAGCAGGTGAGGGGCTGCCTCCGGAGGTACGCCGCCAAGCAG
GCCTTCCACGGCGCCGGCGTGGCCAGCGCCAAGCACAAGAGTGCTGCTGCCATAGCCATC
GCCACGGCGACCGGCTCCATGGGGATGGAGAACGTGGACACGCCCGGCTCCCGCCCCALCC
CCCGGGTGCACACCGCCTCCGGACTTCCACCAGTGCCTGGCGGCGTCGCGCGGCTCCCCG
GCGTCTGGCCGCCATCACCATCATCATCACCATCATCCTCCTCCTCCTCCTCCTCACTCC
CACCTTCATCCGTCGGCACAGGCGAACACACACACACACACACACTCGTCCCCCTCCTGC
CAGCCCTTCAGCACCCGTCTGGCTCTGCAGCAGAACTCCGCCAACATGGCCACCGAGCGA
CACATGGGGCCCGCACACAGCCCCGACTTCCTGCGCATGTCCTACCAGCATCCGCTCGCC
AACGGCCTGCCCAATGGCTGCCCTTCCCCCGGCTCTAGTCCCGCCCCCAGCCCCGCCCTG
CTCCACGCGGCGCTGCTGAAGGACAAGCGGCGACTCAGCAAGGCCAGCGCATCCAGCAGC
GGACGCGTGCGACAGGACGACCTGGCCGTGTGA

>Ch-gja5like-XM 012840593

ATGGCAGACTGGAGCCTTCTAGGTAACTTCCTGGATGAAGTGCATGAGCACTCCACGTCA
GTGGGCAAGGTGTGGCTGACGGTGCTGTTTATCTTCCGCATCCTGGTGCTGGGCACGGCG
GCTGAGTCCAGCTGGCTGGACGAGCAGGAAGACTTCATGH@HGACACGCAGCAGCCCGGC
f88cAcrACGTCHBETATGACCACGCCTTCCCCATCGCGCACATCCGGTACTGGGTGCTC
CAGATCGTCTTCGTTTCCACGCCCTCGCTGGTCTACATGGGCCATGCCATGCACACGGTC
CGCATGGAGGAGAAGAAAAGGAGGAAAGAACAGGAGGACCAGGGAGGAGGTGAGGGAGGA
GGAGGAGGAGAGGAGAAGAAGTACCCGCAGGAGGAAGAGAGGGATTGCGGGAAGGGCCAT
GAGGGTCCTGCAAAGATCCGTCTGAAGGGGECECTCTTCGCECACCTACATCCTGAGCATC
CTGGTGCGGTTGGTGATGGAGGTGATGTTCATCGTGGTGCAGTACCTCATCTACGGAATC
TTCCTGAATCCACGCTTCCTGHEEHGAAGCCAAACCABBECCACACATGGTGGACHEETAC
ATCTCGCGGCCCACCGAGAAGAACATCTTCATCGTGTTCATGCTGGGCGTGGGGGTCCTC
TCTCTGCTGCTCAGCGTGATCGAGCTCTACCACCTGGCCTGGAAGCAGTGCAGACGCTAC
ATGAAGAGGTACGAGGCCAACCGACAACTGCAACAGCAGGAAGAGCAGCGACCTTTGACC
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CCGTCCACTATTACCGCCACTTCCCCAGAGAAACCCCACCGCGCCCTGCCACTGCCACCC
TGCTCGCCCCCACCCGACTTCAGCCAATGCATGCCCCCGCCGTCACCCGTCCACGCCCAC
AGCCACGCCCCCAGCTGCCCCTCCTACAGCGACCGGCTGGCCAATCAGCAGAACTCCGTC
AACATGGCCGCTGAGCGTCACCGTGTTCTGGACGCCGGGGAGGACTTCCTGGGGAGGCAG
GTCTTCCTGACAGCGACAACGACAGCTCCGCCTCCGTCAGAGGAGGGCGGGGCCTGTCCC
CAGGTGATGACAAATGGTTTCCTGAAGGACAAGCGGCGTCTCAGCAAGACCAGCGGAGCC
AGCATGCGCATGCGTCCAGACGACATCGCTGTGTAA

>Ch-gja8-cx50-XM 012840595

ATGGGGGACTGGAGCTTCTTGGGCAACATTTTAGAGGAAGTTAACGAGCACTCGACGGTT
ATTGGTCGGGTGTGGCTCACCGTTCTCTTCATCTTCCGCATCCTCATCCTGGGCACGGCG
GCGGAGTTCGTGTGGGGCGACGAGCAGTCGGATTACGTGIGEAACACCCAGCAGCCCGGT
EETHcAGAACGTCEEETACGACGAGGCCTTCCCCATCTCGCACATTCGCCTGTGGGTGCTG
CAGATCATCTTCGTGTCGACACCGTCGCTAGTGTATGTGGGCCATGCCGTGCACCACGTE
CACATGGAGGAGAAGCGCAAGGAGCGCGAGGAGGCCGAGCTCAGCCGCCARCAGGAGGCC
AATGAGGAGCGGCTGCCCCTGGCGCCCGACCAGGGCAGTGTCCGCACCACCAAGGAGACT
AGCACCAAGGGCAGCAAGAAGTTCCGGCTGGAGGGGACCCTGCTCAGEGACCTACATCTGC
CACATCATCTTCAAGACGCTGTTCGAGGTGGGCTTCGTGGTGGGCCAGTATTTCCTGTAC
GGCTTCCGCATCCTGCCGCTGTACAAGHBBAGCCGCTGGCCCHBECCCAACACGGTGGAC
88T TCGTGTCTCGGCCCACTGAGAAGACGGTCTTCATCATCTTCATGCTGGCTGTGGCG
TGCGTCTCACTCTTCCTCAACTTCGTGGAGATCAGCCACCTGGGACTGAAGAAGATCCAC
TTCGTGTTCCGGAAGCCTCCGCAGGCGCAGGTGGAGGGCCGCGGCTCGCCGGAGAAGGGG
CTGCCTGTGGGCGTGTCCTCACTGCAGAAGGCCAAGGGCTACAAGCTGCTGGAGGAAGAC
AAGGCCACCGCCCACTTCCTGCCGCTGACGGAAGTGGGCATGGAGGCCGGACGGCTGCCC
TACCAGCAGGCAGTCGCCCCGCCGGGGGACGAGTCCAAGGTGTACGACGAGACATTGCCC
TCCTACGCGGCAACCACTGGGGGCGCGGCGGCGGCGATGGTGTCAGT TACGAATCAGGAC
GAGGAGGATCTGGATTCACCGATGGATGCCGAGGCCACGGATACGATAGAGGACACGCGA
CCCCTCAGCAGCCTGAGTCGGGCGAGCAGCCGCGCACGCTCCGACGACCTGACCGTATGA

>Ch-NP-gja8-XM 012816450 (predicted as KAT6B) Modified by truncation, potential
intron in 3’end of sequence?
ATGGGTGACTGGAGCTTCTTGGGAAACATTCTAGAGGAAGTGAATGAGCACTCCACTGTG
ATTGGTCGGGTGTGGCTGACCGTGCTCTTCATCTTCCGCATCCTCATCCTGGGCACAGCG
GCGGAGTTCGTGTGGGGCGATGAGCAGTCGGACTTCGTGBEAACACGCAGCAGCCCGGA
f88cAGAACGTCBETACGACGAGGCCTTCCCCATCTCGCACATCCGCCTGTGGGTGCTG
CAGATCATCTTCGTGTCGACGCCGTCGCTGGTCTATGTGGGCCACGCCGTGCACCACCTG
CACATGGAGGAGAAGCGCAAGGAGCGCGAGGAGGCCGCCGAGCTCCTGAGCCGCCCGATG
GAGGCCACGGAGGACCGCCCTCCCTTGGCGCCCGACCAGGGAAGCGTCCGCACCACCAAG
GAGACCAGCGCCAAGGGCAGCAAGAAGTTCCGGCTGGAAGGCACGCTACTGCGCACCTAC
ATCTGCCACATCATCTTCAAGACGCTGTTCGAGGTGGGCTTCGTGGTGGGCCAGTATTTC
CTGTACGGCTTCCGCATCCTGCCGCTGTACAAGEGEAGCCGCTGGCCCHEEECCCAACACG
GTGGACHBETTCGTGTCTCGGCCCACTGAGAAAACCGTCTTCATCCTCTTCATGCTGGCC
GTGGCCTGCGTCTCACTCTTCCTCAACTTTGTGGAGATCAGCCACCTGGGCCTGAAGAAG
ATCCGCCTGGTCTTCCGGAAGCCTCCGCGGGGCCAGGGGGARGGGGAGGGGGATGGAGAG
GGTGGACCGCTGACCCAGAGGGGCCTGCCCTCCATCGCCTCCCCCATCCTGCGGTCCAAR
GGGTACCGGCTGCTGGAGGAGGAGAGGGCCACGCCTCACTACTACCCCCTGACGGATGTG
GGTATGGAGGCAGGGAGGGTGCCAACATCTCTGCTGCTGCTGGAGAGAGCCTGCCAGGCT
ACCACATCAGTGCCCACTGAAGACGTCTCCAAAGTCTACAACGAAACACTGTCGTCTTAT
GCCCAGACCACTGAGTTATTTGAAGAGATCCTGGAGGAGGAAGAGGAAGAGGAGGATGAG
GAGGAGCAGGTGGCACAGGCAGAGGGTTTAGGAGGCATGGCAGCAGAAGGACAGGAGGGA
GGGGAGGTGCCAGTG

>Ch-gja9like-XM 012824682

ATGGGGGACTGGAACTTCCTTGGTGGGATCTTGGAGGAGGTCCACATCCACTCCACTATG
GTGGGGAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTCCTGGGGGTGGCG
GCCGAGGACGTGTGGAACGACGAGCAGTCTGACTTCATCHiBBAACACGGAGCAGCCCGGE
ff88cccaacGTCl@ETACGACCAGGCCTTCCCCATCTCCCTCATCCGCTACTGGGTGCTG
CAGGTCATCTTTGTCTCGTCGCCCTCGCTCGTCTACATGGGCCACGCGCTCTACCGGCTE
CGCGCGCTAGAGAAGGAGCGCCAGCGCAAGAAGGTCGCACTGCGTCGCGAGCTGGAGGAG
GTGAACGCGGAGCTGGTGGAGCTGCGGCGGCGGATCGAGCGAGAGATGCGTCAGCTGGAC
CAGGGCAAGGTGAACAAGGCGCCGCTGAGAGGCECTCTGCTECECACCTACGTGGCCCAC
ATCATCACGCGCTCCGCCGTGGAGGTGGGCTTCATAACGGGCCAGTACGCGCTCTACGGC
TTCCAGCTGGACCCGCTCTTCAAGHBEGAGCGCGAGCCGHEEECCCAACGTGGTGGACHEE
TTCGTGTCGCGGCCCACGGAGAAGAGCGTCTTCATGGTGTTCATGCAGTGCATCGCCTTC
ATCTCGCTCTCCCTCAACATCCTGGAGATCATGCACCTGGGCTACAAGGGGCTCAAGGAG
GGCATCCTGGACATCTACCCGCACCTTAGGGATGATCTGGAAGACAGCTACTACCCCACC
AAGGGCAAGAAGGATTCTGTGGTCCCTCAAGTCGGGATGGCCACTGGACGARAGGCCACT
CTACCCTCCGCACCGGGTGGCTACAATCTGCTCATGGAGAAACCTCCCGACGGCCCTACC
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TACCCCCCTCTCATCAACCCCTCATCTGCCTTCGTTCCTGTTCAGGGGGACGTGCCCCCT
AAAGGTGGGGCAAACGCCCTCAAGGAGTCGGCGCACAGTCCCACGGAGTACAACAGCAAC
TCCAACAACACCAGCAGTGAGACCCGTTCAGGGCCCAGCAACTCCGTCACTCCACCCAAG
CCAGACGAGGTGGAGGACCAGGCCCATCTTCCCCCACATGACGAGGAGCTGGAGTTGGAG
AGCCCTGATTCCCCCTGCCTGCCCAGAGACTTCTCTCACTCCTCGTGCCCCACACTGCCG
GTGAGCGCGGTGAAGAAGCCCTGGAAGGTCACCGCGCCTTGGCATTGCTCCACGGTGGTC
GAGGGCAACACCTCGGAAGAGGCCTCGCATGGGAGCGCCAAGGGCCGCAGCGGGGGTGCC
GCCAGCAGTAGTGGCGCAGCCTACGTGACCGCCCGTTCCCGCTCGGGCTCGAAGTCCAAG
AGACCCAGTCGGCCCAGCACGCCCGACTCCATCGAGGAAACGAGCTCGGAGTCGAGGGCC
AGCCCCAGGACCTCGTCTCCAGTCCGTCGCGCATCATTGTCGAGCAGCGCAAGCAGCCGA
CGAGCTGCCCCGACAGACCTGACGATATAA

>Ch-gja9like-XM 012816385 Underlined:sequence extends into previously suggested
intron
ATGGGGGACTGGAACTTCCTGGGGGGCATTTTGGAGGAGGTGCACATCCACTCTACGATG
GTGGGCAAGATCTGGCTGACCATCCTCTTCATCTTCCGCATGCTGGTGCTGGGAGTGGCG
GCGGAGGACGTGTGGAACGACGAGCAGACCGACT TCATCHGEAACACGGAGCAGCCCGGG
EE8cGAAACGTCEBETACGACCGCGCCTTCCCCATCTCGCTCATCCGCTTCTGGGTGCTG
CAGGTCATCTTCGTCTCCTCGCCCTCGCTCGTTTACATGGGCCACGCCATCTACCAGCTG
CGGGCGCTGGAGAAGGAACGCCACGGCAAGCGGACGGCCCTGCGGCGCGAGCTGGAGATG
GTGGACGTGGAGCTGACGGAGGTGCGGAGGCGCATCGAGCGCGAGCTCAAGCAGGTGGAG
CAGGGCAAGCTGAACAAGGCCCCGCTGCGGGGGTICEGCTGCTCAGGACCTACGTGGCCAAC
ATCATCACGCGCTCGCTGGTGGAGGTGGGCTTTATGACGGGCCAGTACCTGCTCTACGGC
GTCCACCTGGACCCGCTCTTCAAGEBEGAGCGCGAGCCGEBECCCAACGTGGTGGACHEE
TTCGTGTCGCGGCCCACGGAGAAGAGCGTCTTCATGGTGTTCATGCAGGGCATCGCCGCC
GTCTCGCTCTTCCTCAGCCTTCTGGAGATGATGCACCTCGGCTACAAGAAGCTGAAGAAG
GGCATTCTGGGATACTACCCCAACATCAAGGAGGAGCTTGACGACTCCTACATCAGCAAG
TCCAAAAAGAACTCTGTGGTGCAAACGGTGTGCATGAGCTCCGCTGGTCGCARGGCAACC
ATCCCTACGACGACCAGCGGGTACACGCTTCTAATGGAGAAGCAAGGCAACGGCCCTACT
TACCCCATCCTCAACGCCACTTCCACCTTCATGCCTATCCAGGGCAACCCTGCCGGGCAG
CCGGGACTGGACATGCCCAGGGACCCCACAGACGTGGTGTTGAGCCCAATGGAGCGCAAC
AGTAACTCCAACAACACCAGCAGCGAGACGCGCTC

>Ch-gjalO-cx62-xM 012821374 Splice site

ATGGGGGATTGGAACCTGCTGGGGAGCATCTTAGAGGAGGTCCATGTACACTCCACCATT
GTGGGGAAGATCTGGCTCACCATCCTCTTCATCTTCCGAATGCTTGTTCTCGGTGTGGCT
GCTGAGGACGTTTGGGACGACGAGCAGAGTGAATTTGTTiGEAACACAGAACAGCCTGGA
f88~AGAATGTCEBETACGACCAGGCGTTCCCCATCTCCCTTATAAGATACTGGGTATTA
CAGATCATTTTTGTGTCGTCACCCTCCCTGGTGTATATGGGACATGCCTTGTATCGTCTG
CGGACTCTGGAGAAGGAGCGACACAAGAAGAAAGTCCTGCTGAAGCTGGAGCTGGAGATG
ACTGAAGGTCTGGTGGAGGAGCACAGGCGGGTGGAGAGAGAGCTGAAGAAGCTGGAGGAG
CAGAAGAAGGTGAGGAAAGCTCCACTCCGCGGCTCCTTACTGCGAACGTACGTCTTCCAT
ATCTTGACCAGATCAGTTGTTGAGGTTGGTTTCTTAGTTGGGCAGTATTCCCTTTATGGT
ATTGGCTTGAAGCCGTTATACAAGEGEGAGAGGTTACCCHEEECCAAATACCGTGGATHEE
TTTGTGTCAAGGCCAACGGAGAAGAACATTTTCATGATCTTTATGTTGGTCATTTCGGGC
GTTTCCCTGTTTCTCAATCTACTGGAGATATTTCACCTTGGGGTGAAAAAGATTAAACAA
GGCATATATGGCGGCAAAGGTCTGGATGAGGATAGCATATGCAGGTCTAAGAAGAACTCA
ATGGTCCAGCAGGTCTGTATCCTGTCCAACTCCTCTCCTCAGAAACTGATACACGTGACT
CATTCGACCTGCGCAGTCGTTCCAGATGGGCGAGTGGAGTCTTCACCCTTTGGACTCCCT
CAGCCTAGGCAGGAGGTGAACAACAACGACATCACCAATGGCTCGGACCATAACGCCAGA
CAGAGTCGCCTGCCCAGCCATGCCGACCTCCCTGCCCTGAGGCAACTAGGGGCAACGGAG
CGCCGTCTCACTCTTGATACCCGGCAGGCGTCTTGCAGCAGTGATGATTCTAACGGGCCC
AAGGGCTCAGCACCCTCCAGAAGTGTGGGGGCGGCGCCGCAGCCGCGGGCCATGCGCARG
CAGAGCCGGGTCAGCATTTTGAGCGAGGACCTGAGTGACTCTCCAGACAGTGCCACCTAT
CCCGCCGCAAGAAAAATGAGTTTCATGTCGCGCGGGCTCTCCGAGAGTCCTTCTGACAGC
CCTGATTCGAAGGCAGGCTCTGATGCTGAGGCCAAACGGATCGCTGAGGGGGAGAGTCCC
CCTGCAACACCACCCCCTGCCAGTGGAAGAAGAATGTCAATGGCARAGTATGATTCTGGA
ACTGTCTTCAATCATGAAAAAATGAGCTCGGACTGGGGCGGCAGACACAGCAGACACAGC
AGACTGGGCTGTCCACAGATGCCAGCAGCGAGCCACGCTGTTCTACCACCCTCTGCTTAA

>Ch-gjal0like-XM 012836705

ATGGGGGACTGGAACCTGCTGGGAGGCATTCTAGAGGAAGTCCACGTTCACTCCACCATA
GTGGGCAAGATCTGGCTGACCATCCTCTTCATCTTCCGCATGCTGGTGCTTGGCGTGGCG
GCGGAGGATGTGTGGGTCGACGAGCAGAGCCAGTTCGTGHBBAACACGGAGCAGCCGGGA
B88AAGAACGTCBETACGACAGCGCCTTCCCCATCTCGCTCATCCGCTTCTGGGTCATG
CAGATCATCTTCGTCTCCTCGCCCTCGCTCGTCTACATGGGCCACGCGCTCTACCGECTG
CGCTCGCTGGAGAAGGAACGCCACCGCAGGAAGGTGCAGCTGCGGGCAGAGCTGGAGGAT
GTCGAGCCCCTGCTGGAGGAGCACAGGAAACTGGAGAAGGAGCTGAAGAAGCTGGAGGAG
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CAGAAGAGGGTGAAGAAGGCTCCTCTGCAGGGGTCCCTETTCTGTACATATGTCATTCAT
ATCCTAACCCGATCAGTGGTGGAGGTGGGCTTCATAGTGGCTCAATATATCTTATACGGC
ATTGGCCTAGATCCCTTGTACAAGEGEGAGACT TTGCCTEGHCCCAACATGGTGGACHEH
TACGTCTCCAGGCCGACGGAGAAAACTATCTTCATGGTGTTCATGATTGTTATTGCGTGC
GTGTCGCTGTTTCTGAACCTGCTGGAGATATCGCACCTGGGCGTGAGGAAAATCAAGCAG
ACGCTGACGGGGCTGCGACCCGCCGACGACAGCGACAGCCTGGGCAACCTGCCCCGCAAG
CCCAATCTCCAGCAGCTGTGCGTGGTCACCAACATGTCGCCGCAGAAGAAAAACCCCATG
CTGGTGCAGACCAGCTTCTTCCCCGAGGGCCACGGCGACCCTCCCCCGCTCTATTTGGCA
GCCATGGATGTGTTGCCGAGTGGCGATGCACAGAGGGACAACAGCATCAACGAGGGCGGC
GGCGGTGGTGGCCACCTCGTCTCTTGTTTTCCCCAGCAGACCCGGCAGCTGCGTCTGGCC
AGCCAGGGTCGCATCCAGGGTCTGCGCTTCCAGATGCCTCTGGAGCAGCCACAGCTAGCG
CTTCAGCACGGCATCTCAGAGAGCCAACCCCATCTGCAGCAACACACACAGCAACACTCT
CAGTTTGCTGCTAACGAGTTTCTTGGGGAGGCTCACAGGAGGCTGTCATGTTTGGCCCAG
CAAACCCACGAGGGCCAGTACCCCGGCGGGCCCTACCAGCCCAATCACATGGCGGCGGCA
CCGGTCTCAATGCCCCACCTGGCCACTCATCTGGCCCAGCACCGGCCCAGCCGGGTCCTG
GAACTAGAGGCTCGGCGGGATTCGTCAGACAGCGACGTGCCGTACCCGCCGCACCCGCCG
CGCAAGGCCAGCTTCATGGCGCGGCTGCCCTCGGACAGTGACTCATCCAACGTGTCCAGC
TGCCAGACCAGCCAGAGCTCAGGGTCGGAGCTGGGCTCGCTCAACAACATGGTCATGAAC
CCGCCGCCAGGACGGAGAATGTCAATGGCAAGTAAAGCGCTGAGACTARAGGCTTCTGAC
CTACTGATTTAG

>Ch-cx32.71ike-XM 012829360
ATGGGTGAGTGGGACTTCCTTGGCCGGCTGCTAGATAAAGTGCAGTCCCATTCCACGGTG
ATTGGGAAAATCTGGCTGACTGTCCTTTTCGTCTTCCGCATCCTGGTCCTAGGGGCCGGC
GCAGAGAAGGTCTGGGGCGATGAGCAGTCGGACTTTGTCHBEAACACGGAACAGCCGGGC
[88cAGrATGTGEBETATGACGACGCCTTCCCCATCTCGCATGTGCGCTTCTGGGTGCTG
CAGATCCTGTCCGTCTCCACGCCCACGCTGGTCTACCTCGGCCACGTGCTGCACGTGGTC
CACATTGAGAAGAAGGTCCGCGCCCAGATGAGCAAGCAGATCCCAGATCAGCAGATGAAC
ATGTTCCTCATGAAGAGCTACAAGGTGCCCAAGTACAGCAAGGACAACGGGAAGGTGAGC
ATCCGCGGACGCCTCCTGAGGAGCTACATCATCAGCCTTTTCATCAAGATCCTGCTGGAG
GTGGCCTTCATCCTGGGCCAATACTACCTTTACGGCTTCACCCTAGATGCCCGCTATGTC
fE8accAAGTCCCCCEBECCGCATCAGGTGGACHBETTCCTGTCCAGGCCCACAGAGAAG
TCCGTCTTCATCTGGTTCATGCTGGTGGTGGCCTGCGTTTCGCTGCTTCTCAACGTGGTC
GAGATGGGCTACCTGACCGTCAAGAAGGTCAAGGAGTGTTTGAACCGGCGGCAGGACTAC
ACGGTCACGCCTATCACTCCAGTTTTGGAGCACCGGGATTTCAAGGCCAAGGACGAGGTG
ATCGAGAACTGGCTGAACAGGGAGGGGGAGCTGCAGAAGAAGGAGCAGGTGACCAGGAGT
GTGGCGTCTGAGGACAACAGCGCTAACATGGAGGAGGTACACATCTGA

>Ch-cx32.21ike-XM 012829221
ATGGGAGAATGGGGATTCCTGTCAAATTTATTGGAAAAGGTGCAATCCCACTCCACCGTC
ATCGGGAAGGTTTGGATGACCGTTCTGTTCGTCTTCAGGATCATGGTGCTGGGGGCTGGC
GCAGAGAAAGTCTGGGGTGACGAGCAGTCCAAGATGATTHGEAACACAAAACAGCCTGGT
f€€AAAAATGTGEBETATGATCAGGCCTTCCCTATCTCCCACATTCGCCTCTGGGTGATG
CAGATAATCTTTGTGTCGACCCCGACCTTGATATACCTGGGTCACGTCATACACATTGTG
CACAAGGAGGACAAACTCAGGGAGAGGTTACAGAATGAAGCCGGGAGGCAAGGGTTGAAG
ATGCCCAAATATACGGATGACAAAGGAAAAGTTCACATCAGAGGCAGCCTCTTGCGCAGE
TACATGACCAGCCTGGTGTTTAAGATTATTCTAGAGGTTGCGTTCATCGTGGGTCAGTAT
TACGTCTACGGCTTTGTGTTCGTGCCCCGGATAGAGHEEEGAAGGGGAGCCTEEECCCTTC
AAGGTGGAGEGETTCATGTCACGGCCCACAGAGAAGACCATCTTCATCATCTTCATGCTG
GCGGTGTCCTGTGTGTCTCTGCTGCTGACGGTGGTGGAGATCTTCTACCTGCTGTGCAGA
AATTGCAAGAAGAGGCCCAACTACAGTGGAGCGCAGCAGATGATCACTATGTCAGGTTAC
AGTGCAGGGAAAATGTAA

>Ch-cx32.21ike-XM 012829260

ATGGGAGATCTAGGATTCCTTTCAAAGCTGCTGGAACAAGTCAATTTCCACTCCACAGTC
GTCGGGAAAGTATGGATGACCGTTCTCTTTTTGTTCCGGATCATGGTTCTAGGAGCCGCG
GCAGAGAGTGTGTGGTCGGATGAACACTCTAACATGGTGEGEAACACGAACCAACCTGGT
EG8GAGAACGTGEGETATGACTGGCAGTTCCCCATTTCCCACATCCGTTTCTGGGTGCTG
CAGATCCTCTTTGTGTCCACCCCGACCCTGATGTACCTCGGCCACGCCATGCACATCATC
TCCAAGGAGAACAAGCTGAGGGACCGGATCCAGAGGCATGAGGAGAACGTGAAGGCGCCC
AAGTACACAAACGACARAGGGAAAGTGAGTATCAGGGGACAGCTGCTGGGCAGCTACCTC
ACGCAGCTCTTTTTCAAGATCCTCCTGGAGATCGGCTTCATCGTGGGCCAGTACTACCTC
TACGGCTTCATCATGGTGCCCATGTTCTCCHGETCCAGGGATCCCHEECCATTCACGGTG
GCCi8BTACATGTCCCGGCCGACTGAGAAGACCATCTTCATCATCTTCATGCTGGCTGTG
GCCGGCTTGTCCCTGCTGCTCAACGTGGTGGAGCTCTTCTACCTGCTCTGCTCCAAGTGT
GCCCGTGGCCGCCGTAACCAACGCCTCCGCAACACCACCCCCCCACCCAGCTGGAGCCCT
CATGCGGATGTGGACACCGTGGCACAGAACAACATTAACACGCACTTTACTGACGGCCAG
AGCCTGGGAGGGAGCCTGGATGGGGCCAGGGAGGAGAAGAGGCTGATGGAGCGTCACTGA
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>Ch-cx32.21ike-XM 012828709
ATGGGAGACTTTGGGTTCCTCTCCAAGTTGCTGAACAAAGTGCAGACGCACTCCACAGTG
GTAGGGAAGGTCTGGATGAGCGTCCTCTTCCTTTTCCGTATCATGGTCCTGGGGGCCGGA
GTGGAGAGCGTGTGGGGTGACGAGCGGTCCAACATGATAGEGACACCAAGCGGGTCGGC
f@fcAcrACGTCBETACGACTGGAAGTTCCCCATCTCGCACGTGCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACGCTGCTCTACCTGGGCCACGCCGTGCACGTCATC
CACAGGGAGAAGAAGCTGCACGAGCAGATTAGGAAGCCCGTGGAGGGCGTGGTGTTCAAG
GGGCCCAAGTACACCGACGACCGGGGCCGGGTGCAGATCAAAGGCGTCCTCCTGCGCAGE
TACATGGCCCAGCTTTTCTTCAAGATCCTCCTGGAGGTGGCGTTCATCGTGGGTCAGTAC
TACCTGTACGGCTTCTTCATGGACCCTAGGTTCGAGEGHEGAGCGCTACCCCHEEETTTCAT
AAGGTGGAGHEEETTCATGTCAAGGCCCACGGAGAAAACCATATTCATCCTCTTCCAGCTA
GTAGTGGCCTGCGTGTCCCTGTTATCCTGGAGCCTGGAGGGATTCTACCTCCTCTGCAAG
CAATTGAAGAGGAAAGATCGCCACGTACGCCAGCCCAGCAGCATTCCAATGAGCCACGTG
CAACGTGCAGACATGGCAGACGCCGTGAACCAGAACAAAGCCAATATGTCCTACGAGGGG
GAAAAGCAACTTTGA

>Ch-gjbllike-XM 012819602
ATGAACTGGGCATCCTTTTATGCCGTGCTCAGCGGCATAAACAGGCATTCTACCGGCATT
GGCCGCATCTGGCTCTCTGTCCTCTTCATCTTCCGTCTCCTGGTGCTGGTGGTGGCGGCT
GAGAGCGTGTGGGGCGACGAGAAGGCCCACTTCATCHBEAACACGCAGCAGCCCGGCHEE
AACAGCGTCHEEETATGACCACTTCTTCCCTATCTCACACATCCGCCTGTGGGCCCTGCAG
CTCATCCTGGTGTCCACCCCGGCCCTTCTGGTGGCCATGCACATCGCGCACAGACGCCAC
ATCGACAAGCGGCTGTACCGGCAGGCTGGACGCTCGAGCCCCAAGGACCTTGAACTAATC
AAGACCCAGAAGATGAAGATCACGGGCECCCTETCETEEACCTACATCATCAGCTTGATT
TTCCGGGTGCTATTTGAGTCGGCCTTCATGTACCTGTTCTACATGATCTATCCTGGTTAC
AAGATGTTCCGGTTAGTGAAGHBEGACTCGTACCCCHEECCCAACACGGTGGACHBETTC
GTCTCGCGGCCGACCGAGAAGACGGTGTTCACGGTCTTCATGCTGACCGTCTCCGGCATC
TGTATTCTGCTCAACATCGCTGAGGCCATGTACCTGGTAGCACGAGCCTACAGCAGACAT
TTTAACAATGCTAAAGACTCACCTATTGGAGCCTGGATCACTCAGAAACTGTGTTCCTTT
TAA

>Ch-gjb2like-XM 012834339
ATGAACTGGGGCACCTTTTATGCCGTGATCAGCGGCGTAAATAGGCACTCCACGGGCATC
GGCCGCGTCTGGCTCTCGGTCATCTTCATCTTCCGTATCCTGGTGCTGGTGGTGGCAGCA
GAGAGTGTCTGGGGTGACGAGAAGGCAATGTTCATCHBEAACACCCAGCAGCCTGGCHER
AACAGCGTCHEBETACGACCACTTCTTCCCAATCTCACACATCCGCCTCTGGGTGCTGCAG
GTCATCCTTGTCTCCACGCCGGCTCTGCTGGTCGCAATGCACGTGGCGCACCGTCGCCAT
GTCGACAAGAGGATCCTCAGGATGTCAGGCCGCGGAAGCAACGCCAAAGATCTGGAGCAG
ATAAAGAACCAGAAGTTCAAAATCACCGGTEGTTTCTGETCEACCTATACGATCAGCATC
CTCTTCCGCATCATCTTTGAAGTGGGTTTCCTCTTCATCTTCTATCTCATCTACCCTGGC
TTCACCATGTTGCGTCTGGTGAAAMBEGACTCGTACCCGEGECCCAACACTGTGGACHEE
TTCATCTCCCGGCCTACAGAGAAGACTATCTTCACCGTCTTCATGCTGGCAGTCTCTGGC
GTTTGCCTCCTGCTCAACATTGCAGAGCTGCTGTATCTGGTGGGCAAGGCATGCAGGAGE
TTCTGCCAAGGGTCCGACAAGGACGTCAGAGGCGCCTGGATCACGCAGAAGCTCTCCTCC
TACAAACAGAACGAGATCAATCAGCTGATATCAGAGCACTCTTTCAAGGGCAAATTCTCC
GTGGGTCGGAAGAGCCCAGCAGAGAAGGAGGAGAGGTGTTCTGCCTGCTAG

>Ch-gjb2like-XM 012842299
ATGAGCTGGGGGGCGTTGTATGCCCAGCTGGGCGGCGTGAACAAGCACTCCACCAGCCTT
GGCAAGATATGGCTGTCCGTCCTCTTCATCTTCCGCATCACCATCCTGGTGCTGGCCGCC
GAGAGCGTCTGGGGAGACGAGCAGGCGGACTTCACCHEEAACACGCAGCAGCCCGGCHEE
AAGAACGTGEGETACGACCACTTCTTCCCCGTCTCGCACATACGCCTCTGGTGCCTGCAG
CTGATCTTCGTGTCCACGCCGGCGCTGCTGGTGGCCATGCACGTAACCTACCGCAAGCGE
GGCGICAAGAAGGACCTCATGGCCGCGCGGGGAGACAAAGCCAACGAGGGCGACCTGGAG
AGCCTGAAGAGGAGGAGGCTGCCCATCACTGGCCCCCTCTEETGEACCTACACCAGCAGC
TTGTTCTTCCGTCTGATCTTTGAGGCCGGCTTCATGTACGCCCTCTACTTTCTCTACGAT
GGCTTCCACATGCCCAGGCTGGTGAAGHEBEGAGCAGTGGCCCHEBECCCAACAAGGTGGAC
@€ TTCATCTCGCGCCCCACGGAGAAGACCGTGTTCACCATCTTTATGGTGGGCTCCTCG
TCCATCTGCATAGTGCTTAACGTGGCGGAGCTGGGCTATCTGATCGTCAAGGCCCTGATG
AGGTGCTCGGCACGCATGGCACGGAAGAAGCACGCCTACACTCACCCAGAAAATGCATCC
AAAGACAAGGCTTACTTGCAGAACAAAAAGAATGAGATGTTACTGTCATCCTCCACTGAC
TCCAGCACTGGCAAGGCGGTCTAA

>Ch-gib21like-XM 012820173

ATGAGCTGGGGCGAGCTGTACACCCAGCTGGCCGGCGTCAACCGCCAGTCCACCGGCCTG
GGCAAGGTGTGGCTCTCTTTCCTGTTCATTTTCCGCGTCACCATCCTGGTCCTGGCGGCT
GAGAAAGTGTGGGGGGACGAGCAGTCCGACTTCAAGHBEAACACGCTGCAGCCGGGCHEH
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GAGAATGTCHBETACGACCACTTCTTCCCCATCTCGCACGTGCGCCTCTGGTGCTTGCAG
CTGGTGTTTGCCTCCACACCACCCCTGCTGGTGGCCATGCACGTAGCCCATCGCAAGCGE
AGCAGCAAGTCCTCCGCACGGGCCAGGCAACAGGAGGAGGAGCTGAAGAGCATTCGCCAA
AGGAGGCTGCCCATCACGGGGACCCTETEETEEACCTACGCCCTCAGCCTGGTTTTCAGG
CTAGTGTTCGAGGCGGTGTTTGTCTATGCCATGTACGCCATCTACGGGAGCTTCTGGATC
CCTCGCCTGGTGCGCHBEGAGCAGTGGCCTHBECCCAACGAGGTGGACHBETTCGTATCA
CGGCCCACTGAGAAGACGGTGTTCACCATGTTCATGGTGGCGGCGTCGGGTGCATGCATG
GTGCTCAACGCGACCGAGCTCGCCTACCTCATAGCCAAAATGATGATGAAGTGCTCCAGG
CCAGGCGCCAGGAGAGATGCCTGCTCCTCCCGCTGCTCCAACCGCCCGCCAGTGGAGCAG
AACCAGAGGAATGAGTGTTTAACCTCCTTGACAACTCCTTTCTGA

>Ch-gjb2like-XM 012840586
ATGAGCTGGGGCACCCTGTACACCCAGCTGGCCGGGGTCAACCGCCAGTCCACCAGCCTG
GGCAAGGTGTGGCTCTCTGTCCTCTTCATCTTCCGCGTCACCATCCTGGCCCTGGCGGCC
GAGACAGTGTGGGGGGATGAGCAGTCCGACTTCACGHBBAACACGCTGCAGCCGGGCHEH
GAGAATGTC-TACGACCZ—\CTTCTTCCCCATCTCGCACGTGCGCCTCTGGTGCTTGCAG
CTGGTGTTTGCCTCCACACCACCCCTGCTGGTGGCCATGCACGTAGCCTATCGCARGEGE
GACGACAAGCGCAGCATCCTGCGGCGCAACAACAAGTCAGCGGCCGCGTCCTCCGCACGG
GCCAAGCAGCAGGAGGAGGAGCTGGAGAGCATTCGGCAAAGGAGGCTGCCCATCACAGGG
ACGTTGTGGTGGACCTACGCCCTCAGCCTGGTTTTCAGGCTGGTGTTCGAGGTGGCGTTT
GTCTATGCCATGTACGCCATCTACGGGAGCTTCTGGATCCCTCGCATGGTGCGCHBBGAG
CAGTGGCCT-CCCAACGAGGTGGAC-TTCGTATCACGGCCCACCGAGAAGACGGTG
TTCACCATGTTCATGGCGTCGGCGTCGGGTGCATGCGTGGTGCTCAACGCGACCGAGCTC
GCCTACCTCATAGCCAAAGTGATGGTGAAGTGCCCCAGGCCAGGCGCCAGGAGAGGTGCC
CGCACCTCCGTTGCCGCCAACTGCTCGCCCAAAGACAAGGGCCTGGTGCAGAACAAGAAG
AATGAGTCTTTGCTGTCCTCTGTGTCCTCCATGACATCCAGTGTCAAGGCTGTGTGA

>Ch-gjb3like-XM 012822385 (100% identical to XM 012822374 and XM 012822365, all
mapping to NW 012217989)
ATGGACTGGAAAACTCTCCAGGCCCTGTTGAGTGGAGTGAACAAGTACTCCACCGCGTTT
GGCCGGATCTGGCTCTCCGTGGTGTTCGTGTTCCGGGTGATGGTCTATGTTGTGGCTGCC
GAGCGGGTGTGGGGTGATGACTCGAAGGACTTTGACHBEAACATCAAGCAGCCTGGCHEE
CCCAACGTClGETATGACCACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCTTACAG
CTCATCTTTGTCACCTGCCCTTCCTTCATGGTGGTGATGCACGTGGCGTACCGTAATGAA
CGTGAGCGTAAGCACCGGGTCAAGTACGGGGAAGAGACCGCCAAGCTTTATGCCAACACA
GGAAAGAAGCATGGCGGCCTTTGGTGGACCTACCTGCTGAGTCTCTTCGCCAAGACCTTC
ATTGAGATTGGCTTCCTGTACCTCCTCCACCACATCTATGACAGCTTCTACCTGCCTCGA
CTGGTCAAGEGEGACATCAAACCCHBECCCAATGTGGTGGACHBETACATCGGCCGGCCC
ACAGAGAAGAAGGTCTTCACCTATTTCATGGTGGGGGCTTCAGCCCTCTGCATTGTTCTC
AGTGTCTGTGAGATTATTTACCTAATCTCCAAGCGCATAGTCCGCTGCACCAACAAGATG
AATGCCCAAGAGAGAATCCGTCGTCACCGCAACAGGGAAGATGACAGTAAAAGCACCCTA
CCCGTTACAGACATGGACCACCACCCTGATTATAAACCAGAGACCAAGCCGGATTTTAAG
CCCGACTTCAAGGCTACTCTTAAGCCGCCTCCAAGGTCGTCAAGGTCCATTCGTGCATCA
GCCCCAAATTTGTTCTTTTCTGCCTCATAA

>Ch-gjb31like-XM 012818491 (100% identical to XM 012818489, both mapping to
NW_012219726)
ATGGATTGGAAGGGTCTGGAAGGCCTCCTTAGTGGAGTGAATAAGTACTCTACAGGCTTT
GGCCGAATCTGGCTGGCGCTGGTGTTTGTTTTCCGTGTCATGGTGTTCGTGGTGGCAGCT
GAACGTGTGTGGAGCGATGACCAAAAGGATTTCGACHGHEAACACACTAATGCCTGGGEGE
GCCAACGCAGETACAACTACACCTTTCCCATCTCACACATCCGCCTGTGGGCTCTGCAA
CTCATTTTTGTCACCTGTCCTTCTTTCATGGTGGTGATGCACGTGTGGTACCGCGAAGAT
CGGGAGCGCAAATACCGTGCCAAGCATGGTGATGGTGTGCGCCTTTATAACAATCCAGGA
CAGAAGCACGGCGGTCTGTGGTGGACT TACTTCCTCAGCTTGTTCTTCAAGACGGGCATT
GAGGTGCTTTTTCTTTATCTGCTGCATTACATTTACGCARACTTCGACATGCCCCGCAAG
GTGACCHEHGACATGTGGCCAFGECAACACAATGTGGACHBETACATCTCCCGTCCGACC
GARAAGCGCATCTTCACATACTTTATGGTGGGTGCCTCAGCTGTTTGTATTGTGCTCAAC
ATCTGTGAGATCTTCTACCTCATGGCCATGCGTGCGCTGCGCCGCAGTCACAGGGGCAAC
ATGGCCGCCAGGAAGAAGACCTGTGGAGAGCCGTACTGCACTGACTGTAGCCTACCTATG
GCCACCTACACACCAGCCAAGGAAATGAAACCAGAATGA

>Ch-gjb4like-XM 012822073

ATGAACTGGGGCGCGTTGGAGTCCCTGCTCACCGGGGTGAATAAATACTCCACGGTGTTC
GGCCGCATCTGGCTCTCCATGGTCTTCGTCTTCCGGGTCCTGGTGTTCGTAGTGGCGGCT
CAGCGTGTCTGGGGTGACGAGAACAAGGACTTTGTG-AACACCCTACAGCCGGGC-
GCCAACGTC-TACGACCACTACTTCCCCATCTCCCACATCCGCCTGTGGGCGCTGCAG
CTCATCTTCGTCACCTGCCCGTCCCTGTTGGTGGTGGGCCACGTCAAGTGGCGCGAGCAG
AAGGACCTGAGGTACACCACCTGCCACAAGGGGGCGCACCTGTACGCCAACCCGGGGAAG
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AAGCGTGGCGECCTGTGGTGGACCTACCTGCTCAGCCTGATCCTGAAGGTCAGCTTCGAC
ATAGGCTTCCTCTACATCCTCTACCACATCTATGACGGATACGATATGCCCAAGCTCTCC
AAGEGEGAGCTGGATCCATGECCGAACATAGTGGACHEBETACATCTCACGTCCCACTGAG
AAAAAGATCTTCACCATCTTCATGGTGGTGTCTGCCTGTGTCTGCGTCGTCATGTGCTTC
TGCGAAATGGGCTACCTGATCTGCAAGAAGATCCACAAAAAGCTCAACTTGCACAAGAAG
AACCGTCAGCAGATGTTTGCTGAGAGCCACGAGCTTGGTGAGCTCGTTCCGCCCAGAAGC
TTGCAGTACAATCGGATCGACCCAACTGCCTCCAGGCCCGCTTCGAGAGCCCCGTCCAGA
GCCCCGTCCAGAACCTCAATCCACAATCTCCACAACAGCAAGAAGGAGGAGGCTGCCGCG
GCAGAGAGAGGGAAAAGCTAA

>Ch-gjb4like-xXM 012826764
ATGAACTGGTCTGCACTGGAGAGCCTCCTCAGTGGGGTGAACAAGTACTCCACCGCCTTT
GGCCGCGTCTGGCTCTCAATGGTCTTTGTGTTCCGCGTCATGGTCTTCGTGGTGGCGGCC
CAGCGGGTGTGGGGCGACGAGAGCAAGGACTTCGTCHEEAACACGCGGCAGCCCGGCHEE
AGCAACGTCHEEBETATGACAGCATCTTCCCCATTTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCGTCACTCATGGTGATGGCGCACGTCAAGTACCGCGAGGAG
AAGGACAGGAAGTACATCGTTTCCCACACGGACGGCACGCACCTCTACGCCAACCCCGGA
AAGAAGCGCGGTGECCTGTGGTGGACCTACATGCTCAGCCTGATCTTCAAAGCTGGTCTG
GATGCAGGTTTCCTCTACCTCCTTCACCATATCTACCACGGCTACGACATGCCCCGGCTC
GCCAAABEAGCCTGGAGCCGEGECCCAACACGGTGGACHBETACATCTCTCGGCCCACT
GAGAAGCGGATCTTCACCCTCTTCATGGTGGTGTCCTCAGCATGTTGCATCTTCATGTGC
ATCTGTGAGATGTTCTACCTGATCTGCAAAAAGCTGCATAAGATTTTCAGGGTCCGGCAC
ACCCACGAGATGGAGCAGTTTGCTCAGACTCATGAGCTGAACAACATTGCGCCACCTCGA
TCGCAGTACAGGAGGGTGGACCCCACACTGTCCAGCACCCAGAACCTCAACAGGGAAAAG
ACAAGGGAAATAGCCACGTCCAAGTTGTAA

>Ch-gjb4like-XM 012822396
ATGAACTGGTCAGCTCTACAAGGCCTCATTAGTGGGGTCAACAAATACTCTACGGCATTT
GGCCGTGTTTGGCTGTCCATCGTTTTTATCTTCCGAATCATGGTATTCGTGGTCGCAGCC
GAGAAGGTTTGGGGTGATGACCAGAAAGACTTCAAGHBEAACACGGCACAGCCCGGCHER
CACAATGTCGETACGACCACTTCTTCCCTGTGTCCCACATCCGGCTGTGGGCCTTACAG
CTCATCTTTGTCACCTGCCCCTCCTTCTTGGTGATGATGCATGTGCAATATCGAGAGGAA
CGTGAACGAAAGAACCGTCTCAAGTACGGCGAGGACGTCAAGCGTCTCTACCAGAACACG
GGCAAGAAGCGCGGAGGCCTGTGGTGGACCTACGTCCTCACCCTCGTCTTCAAGATGGCA
GTAGACGCCACCTTCGTCTACCTGCTCTACCACATCTACGAGGGCTACGACTTCCCGTCG
CTAATCAAGEGETCGCAGGCGCCATBECCCAACCTAGTGGACEBETTCATCTCTCGGCCC
ACAGAGAAGCGCATCTTCACCCTCTTCATGGTGATCTCCAGCCTGGTGTGCATCATACTC
TGCTTAATTGAGACCATCTACCTGGTGGGCAAGCGCTGTGTGAAGATTGGCAGCCGGATG
CAATCCTCTCGGAAAATGCAGATGACGGCCTCCATGATGAATGTCAGGAACTCGAACATG
TTGGTGTTGGAGCCCCTCAGTGACAAGCGGCCCAACAAAGAAGCTGTTAGTCCAGCACCA
TCCTACAGTGTAGCCATGTCCAAGACATGA

>Ch-gjb4like-XM 012818492 (Red T: Only difference to XM 012818490; both mapping to
NW 012219726) (a cx34.4 sequence)
ATGAACTGGGCCTTTCTGCAGGGCCTCCTCAGTGGGGTCAACAAATACTCCACAGCGTTC
GGCCGCATTTGGCTCTCGGTCGTGTTCATCTTCAGAT TGATGGTGTTCCTCGTGGCCGCT
GAGAAGGTGTGGGGGGATGAGCAGGGGAACTTTGACEGEGACACGAGGCAGCCAGGTEEE
AAGAACGTCEGETATGATCACTTCTTCCCCATTTCCTATTCACGGCTCTGGTCTCTGCAG
CTGATCTTTGTCACCTGCCCTTCACTGCTGGTGTTGCTGCATGTGGCCTACCGCGACGAC
CGGGAGCGAAAGCACGAGCTGAAGCATGGTGATGGCTGCACAAAGCTCTACGAAGACACA
GGAAAAAAGCGTGGTGGACTCTGGTGGACCTATCTATTCAGCCTGCTCTTCAAGTTGGCA
GTGGATGGTGTTTTCATCTTCCTGGTCTTCTACATCTATGAAGCCAACTTCTTTCCACTG
GCGGTGAAGEGEAAGGAAGCACCTEEECCCCAGGCTGTAAACHBETTCATCAGCCGGCCC
ACAGAGAAGCGCATCTTCACCGTTTTCATGGTGATCACCAGTGGTGTTTGTATCCTACTC
ACATTGCTTGAGATGGCCTACCTGGTGGGAAAGCGTTGTAAGGAGT TGGCGACCACTCGC
CCTCGGCACAGATATCCGGCAGCCATAACATCTGTAGTGAATCCCCAGGAACAGAACGCT
CATAATGAGTCCATACTGAATGACCATCGGGTTGATGAAAGCGCCCCTGTCTATAAGGCC
TGA

>Ch-g3ib7-cx25-xXM 012823856

ATGAACTGGGGCTTTCTGGAGAATGTGCTCAGCGGGGTCAACAAATACTCCACTGTGATT
GGACGAGTGTGGCTGTCCATCCTTTTTGTCTTCCGTATCCTGGTGTATGTGGCGGCAGCC
GAGCAAGTCTGGAAGGATGAGACCAAGGACTTTATCHEEAACACCCGGCAGCCTGGCHEH
GAGACCGTGEBETACGACCATTTCTTCCCCATCTCCCAAGTACGCCTGTGGGCCCTCCAG
CTCATCATGGTGTCGACGCCGTCCTTGCTGGTGGCTCTGCATGTGGGCTACCGTGAGCAC
CGAGAGGCCAAATATGGAAAGAAGCTTTACGATAACAAGGGCAGGCTTGATGGAGGTCTA
CTTGCCACCTACATTATGAGCCTCGTCTTCAAAACTACGTTTGAGGTTGGGTCTCTGATC
GCCTTCTACCTCCTGTACAATGGCTTCACCGTCCCTAGGCTGCTCCAGHBEAGCCAAGAT
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CCTEGHCCCAACACGGTGGACHBBTACATCGCAAGGCCCACAGAGAAGATGATTTTCCTC
TACATCATGGGCTGCACATCCATCTTATGCATCTGTCTTAATGTCATAGAGATGATGTAC
ATTATCTCCAAACAGTGTTGGAAGTGTTTCAGCAAACGCTATGTGCCTATAGAAGAGAGG
AGACGTTGTCACTGTGGCAAAGCTCACGCACTGCTAGCAGACTCAGTAGGAGCACTGGTA
TTGCCTCAGGCCAAAGAGGTGAGCTCACAGTTGGAGTTAAAACAGGAAAGTCCTTCCTGA

>Ch-gjcl-cx45-XM 012816830 Underlined: previously predicted introns are included as
part of the cds.
ATGAGCTGGAGCTTCCTGACGCGCTTGCTGGAGGAGATCCAGAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTCACTGTCCTCATCGTCTTCCGCATCGTGCTGACGGCCGTGGGCGGC
GAGAGCATTTACTACGACGAGCAGAGCAAGTTTGTGEGEAACTCCGGCCAGCCAGGCHEE
GAAAATGTCHEETACGACGCCTTTGCCCCCCTTTCCCATGTTCGCTTCTGGGTCTTCCAG
ATCATCCTGTCCGCCATGCCTTCACTCATGTACATGGGCTACGCCGCCAACAAGATTGCC
AAGATGGAGGACACACGAGGGGTCGCGTCGGGAGGGAGCAGTGGCACGGGGACGGGCACC
AGAGGTGGAGGCTACACTCACCGGCGGCCGAGGAAGATGTACTTTGGGGCGCGGCAGCAC
CAGAGCGGCCTGGACGAAGGGGATGAGGAGCAGGAGGACGACCCCATGATCTACGAGGTG
CCCGAGCCGGACACCACACGGCGAGACCTCTTGCCACCGCGGCCCAAGCCCAAGGTACGG
CACGACGGGCGGAGGCGTATCCGTGACGACGGCCTGATGCGCATCTACGTGCTCCAGCTG
GTGACGCGCACGGCGCTGGAGGCCGGGTTCCTGGCAGGGCAGTACTTGCTGTACGGCTTC
CGCGTGGCGCCCGTGTTCGTGEGRTCGGGCAAACCGHBECCGCACAATGTGGACHBETTC
GTGTCTCGGCCCACCGAGAAGACCATCTTCCTGCGGATCATGTACGGCGTCACGTGCCTC
TGCCTCACCCTCAACGTCTGGGAGATGCTGCACTTGGGCATCGGCACCATCACTGACATC
ATACGCCGGCGACGGGCCACGCCCCCCGACGACGAGTACCAGCTGGGGCTGCTGGGGACC
GGGGGAGTGTCCGTCGGAGTCGGAGGCACCGGGGGACCGCTCAGTGAGGGGGAAGGCACG
GGCGGCGTGGGGGGAGCTGTTGGTGCGGACTACGTGGGCTACCCGTTCTCCTGGAACACG
CCGTCGGCCCCGCCGGGATACAACATAGTGGTGAAGCCGGAGGCCATGCCCTACACGGAT
CTGAGCAACGCCAAGATGGCCTGCAAGCAGAACCGGGAGAACATTGCCCAGGAGCAGCAG
CAGTACGGCTCAAACGAGGACAACTTCCCCACGGGGGCCGAACCGCGGGCCCCTCCCATC
AACAAGGACGTCATCCAGCAGGCGCAGGAGCAGCTGGAGGCCGCCATACAGGCCTACAGC
CAGCACCACGGCAACAATCATCATGACGACCCTCACCGCGGCGACGACGATGACAAGCCG
CAGAGCAACATCACCCCGGCGCAGAAAGAGCACAAACACCACCACCACCGGGCCAAGGCC
GGCAGGGGTGGGGGCAGCGCTGGGAGTGGGGGGGGGAGCAGTAGCAACAGCAGTAGCAGC
AAATCAGGAGAGGGCAAGCCATCTGTGTGGATCTGA

>Ch-gjcllike-XM 012817598
ATGAGCTGGAGTTTCCTGACCCGGCTGCTGGAGGAGATCCATAACCACTCGACGTTCGTG
GGGAAGATCTGGCTGACCGTGCTCATCGTGTTCCGGATCGTTCTGACGGCGGTCGGGGGC
GAGAGCATCTACTACGACGAGCAGAGCAAGTTCGTGHEBEAACTCGCTGCAGCCGGGGHER
GAGAACGTGEGHTACGACGCCTTCGCCCCGCTCTCGCACGTCCGCTTCTGGGTCTTCCAG
ATCATTCTGGTGGCCGCGCCCTCCCTCATGTACCTGGGCTTCGCAGCCAATAGGATCGCT
CGTCTGGAAGAGGGGCGGAGCTCGAGCAGGAAGCAGCGTAAGCTGTGCAGCGGTGGGCGG
CGGCCTCAGCGGGGCCTAGAGGAGGCGGAGGAAGACCAGGAGGAGGAGCCAATGATTTGT
GAGACGCTGGAGGAGGAGGAGGAAGAGGAGGAGACCGGCAGCGCGGGGCGGGCAAAGGCG
ACGCGGCACGACGGGCGCCGGCGTATCTGCAGGGACGEACTEATGCGCETETACGTGCTG
CAGCTGCTGACGCGGGCGGCGCTGGAGCTGGCCTTCCTCCTGGGCCAGTACGCCCTCTAC
GGGCTGGTGGTGCCCGCGCGCTACGTCHBETCCGGCCCGCCCHBECCCCACAGCGTGGAC
fEETTCGTGTCGCGGCCCACGGAGAAGACCATCTTCCTCTTCGTCATGTACGGCGTGTCG
CTGCTGTGCCTGGCGCTCACCCTGTGGGAGGTGCTGCACCTGGGCCTTGGCTCCATCCTE
GACATCCTGCACGTGAGGCGCCGCCATCGTCATCGCCCGCCGCCACCCGACCACGCCATG
CCCCTCGGCCCTCTGGGAGGGGGCGTGCCTGTTAGCGAGGCGGGAGGTGGTGGGGGTGGG
GAGGGATACGGCAGCTACCCCTTCTGGAGCTCCGCCGCCCCCCTGCCCCCCCCCGGCTAT
AGCCTGAAGCCGGAGCAGCTGCCAATCAGTGAGCTGAACAGCCAGGCCAAGATGGCGGCG
AGGCAGAACAGAGCCAACCTCGCGCAGGAGGAGCAGTACGGGGGAGGGGGAGGGGCTGCG
CAGGACCAGCAGCAGCAGCAGCCGATCAGATGA

>Ch-gjcllike-XM 012821065 Splice site

ATGAGCTGGAGCTTCCTGACGCGTCTGCTAGAGGAGATCTCCAACCACTCCACCTTCGTG
GGCAAGGTGTGGCTCACACTGCTCATCGTCTTCCGCATCGTGCTGACGGTCGTGGGCGGC
GAGACCATCTACCACGACGAGCAGAGCAAGTTCGTGEEEAACACGCAGCAGCCCGGCHEE
GACAACGTCBETACGACGCCTTTGCGCCGCTCTCGCACGTCCGCTTCTGGGTCTTTCAA
ATCATCATCATCACCACGCCCTCCATCATGTACCTGGGCTACGCCATGCACCGGATCGCC
CGTGCEGCTGACGATGAGTACCATCCGCGCCGCAAGCGGGCACCGGTCGTCACCCGCGGE
CCCAGCCACGACTACGACGACGTTGACGAGACCGGCGAGGACGTGCCCATGATCACCGAG
GAGTTGGAGGCCGAGCGCGGGGGGAAGGGCGGGGCGGGAGCGGCGCTGGTCGTCAAGGCG
GCGGCTCCCGAGGGGATGACGATGAAGCACGACGGCCGGCGGCGCATCCTGAGAGACGEE
CTGATGAAGGTCTACGTGGTGCAGCTGCTGTCGAGGATCGCCTTCGAGGTGGCCTTCCTG
TTCGGCCAGTACCTGCTGTACGGCCTGGAGGTGGAGCCGTCCTACGTCHBBATGCGGAGC
ccCl@HCCACACACCGTCGACHBETTCGTCTCCAGECCCACGGAGAAGACCATCTTCCTG
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ATCACCATGTACGTCGTGAGCGCACTCTGTCTGCTCCTCACCTTCCTGGAGATCTGCCAC
CTGGGCATCAGTGGTATCCGCGACAACCTGAAGGGCCGCTCAACCGTCCGCCGTTCCCGC
CAGCCCCTCCACTCCTCTGGCCTCCCCAGCCAGCACGCCACCTCCCTGCTCAAGCAAGTC
CCCTCTGCCCCTCCTGGATACCACTCCGTGCTGAAGAAGGACACCCCCGGCCGGCTCCGG
CCCGAGTTCAGGGAACTGAACCTGAAGGACTCCGGTCGGGAGTCACCGGGGGACGAGTTG
GCGGGTCGAGACCTGGAGCGCATGCGGCGGCACCTGAAGATGGCCCAACAGCACCTGGAC
CAGGCCTACCAGAGCGAGGAGCTGGCGCCAGTGTCGCGCAGCAGCAGTCCGGAGTCCAGC
AGCAAAGCCGCTGAGCAGAACCAGCTCAACTACGCCCAGGAGAAGCAGGCCAGCACCAGC
GACAAAGGTGTCCATGCCTGA

>Ch-gjcllike-XM 012836489
ATGAGCTGGAGCTTCCTGACGCGCCTGCTGGAGGAGATCTCCAACCACTCCACCTTTGTG
GGARAGGTGTGGCTCACCATGCTCATCGTCTTCCGGATCGTGCTGACGGTGGTGGGCGGE
GAGTCCATCTACTACGATGAACAGAGCAAGTTTGTGEGEAACACGCAACAGCCCGGGHEET
GAGAACGTGEGETACGACGCCTTTGCACCGCTCTCGCACGTGCGATTCTGGATCTTCCAG
ATCATCTCCATCAGCACGCCCACCATAATGTACCTGGGCTTCGCCATGCACCGCATCGCC
CGAATGGGTGACGGCGAGTACCAGCCACGGCCGCGCAAGCGCATGCCCATGGTCCACCGG
GGGGCTGCGCGTGACTACGAGGAGGCAGAGGACAACGGCGAGGAGGACCCCATGATCAAC
GAGGAGATCGAGCTTGAGAAGGACAAGGACAAAGAGACCGAGAAGCCCTGCAAGAAGCAC
GACGGACGCAGGCGGATTAAGAGGGACEECCTEATCAAGCTETACGTGATGCAGCTCCTG
TTTCGCACCGGCTTGGAAGTGGCCTTCCTGTTCGGCCAGTACATCCTGTACGGCCTGGAG
GTGATCCCGTCCTACGTGEBEACCCGCAGCCCCHBECCACACACGGTCGACHBETTCGTG
TCGCGACCCACCGAGAAGACCATCTTCCTGCTCATCATGTACGGCGTCAGCTGCCTCTGT
CTGCTGCTCACCGTGCTGGAAATCCTACACCTGGGCATCAGCGGGCTCCGCGATGCCTTC
CGCCAGCGCTCGGCGTCCCACAACCGCAGCCAAGTAGCCATGTCCAGCCAGCGGCCCTCC
ATCTGCCGGCAGGTGCCCACTGCTCCGCCAGGCTACCACACAGCCGTCAAGAAGGATGGC
GGARAGCTGCCCGCCGGCATGAAGCCATCTGACTTCCGCGATAACTTGGTCGACTCGGGC
CGGGAGTCGTTTGATAACGAGACATCGTCCCGAGAGCTGGACCGGCTGCGTCGGCACTTG
AAGCTGGCCCAGCAGCACCTGGACCTGGCCTACCAGAATGGAGAGAGCAGCCCGTCGCGG
AGCAGCAGCCCGGAGTCGAACGGCACGGCCGTGGAACAGAATCGACTCAACTTTGCTCAA
GAGAAACAGGGAGGAACCTGTGAARAAGGAATCAGAGCCTGA

>Ch-gjc2-cx47-XM 012827872
ATGAGTTGGAGTTTCCTTACACGTCTTCTGGAAGAGATCCACAACCACTCCACCTTTGTG
GGGAAAGTGTGGCTGACTGTTCTTATCATCTTCCGCATTGTGCTGACTGCCGTTGGGGGC
GAGTCCATCTATTCGGACGAGCAAACCAAGTTCACC-AACACCAAGCAGCCCGGC-
GACAACGTG-TATGACTCATTTGCGCCGCTCTCGCACGTCCGGTTTTGGGTCTTTCAG
ATCATCATGATCTCTACGCCTTCTGTCATGTACCTCGGCTACGCCATCCACAAGATTGCT
CGCTCGTCGGAGAACGACCGGCGGAAGTTCCGCAGGTGCCAAAGAAAGAGCCACCGCAGC
CGTTGGCGAGACAGCCACCCACTGGAACAGGTGCTTGAGGAGGAAGACGACGATGACGCC
GAGCCGATGATCTACGAAGATGCTTTGGAAGTGCAGGACGCAAAGCCCGATGTGACCAAC
TGTCCCATCAAGGATCCGCAGAAACACGACGGGCGGCGGAGGATCATGGAGGAGGGGCTG
ATGAAGATCTACGTGATCCAGCTCTTGTCCCGCGCCGTCTTTGAGATCGGCTTCCTCGTG
GGTCAGTACCTCCTGTATGGCTTCCGCGTCAATCCGTCCTACGTG-AATAAGATCCCT
-CCTCATAAGGTGGAC-TTCATCTCGCGACCCACGGAGAAGACCATCTTCCTTCTC
ATCATGTACGTGGTCAGCTGCCTGTGTCTGGTGCTCAACGTGTGTGAGATGTTTCACCTG
GGCATGGGCGCCTTCAGAGACACTCTCCGCAGACGGAGAAACAAAGGTCGACAGCCTCCT
TACAGCTACTCTTACTCGAGGAACATCCCGGCATCACCCCCGGGGTACAACCTGGTCATT
AAGTCAGACAAACCTGGAAGGATGCCCAACAGTCTCATATCACACGAGCAGAACATGGCC
AACGGAGGTCAGGAGCAGCACTGTATAAGTCCTGATGAAAACATCCCCACTGACTTGGCC
AGTTTGCATCGCCACCTACGGGTGGCCCAGGAGCAGCTGGATATGGCCTTTCAGACATAC
AACACCAAAACCAACCCCCAGACATCCAGAACCAGCAGCCCAGTTTCGGGGGGCACCATG
GCGGAGCAGAACCGGGTCAACACAGCCCAGGAAAAACAAGGAGCGAGGCCCAAAGCCACC
ACTGAGAAAGCTGGAACAATAGTCAAAAATGGCAAGACATCTGTATGGATCTGA

>Ch-gjd2-cx36-XM 012823340 Splice site

ATGGGGGAATGGACCATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCTACT
ATGATAGGAAGGATCCTACTGACAGTGGTGGTGATCTTCCGGATTCTAATCGTAGCGATA
GTTGGAGAGACTGTTTATGATGATGAACAGACCATGTTCATCHEGEAATACCTTACAACCG
GGCEGHEAACCAAGCABGHETACGATAAGGCATTCCCCATATCCCATATCAGATATTGGGTG
TTTCAGATCATAATGGTGTGCACACCGAGTTTATGCTTTATCACATATTCGGTTCATCAG
TCTGCAAAACAAAAGGAACGACGGTTCTCCACTGTGTTTCTGACGGTGGATAAGGATCAA
GATTCAATGAAACGAGACGACAGCAAAAAGATCAAAAATACAATCGTGAACGGAGTACTT
CAGAACACCGAAAACTCTACAAAAGAAGCCGAGCCCGACTGTTTGGAAGTGAAAGAGATC
CCAAACCCAAATGTGAGAACTCCTAAATCCAAAGCGAAACGGCAGGAGGGCATCTCCAGA
TTTTATATCATTCAAGTGGTTTTCAGAAACGCGCTGGAAATTGGGTTTTTAGTTGGTCAA
TATTTCTTGTACGGATTCAACGTGCCCGCCGTGTATGAGEGEGATCGATATCCCHGEATA
AAAGATGTCGAGHEBETATGTTTCCAGACCCACGGAGAAGACCGTGTTTCTGGTCTTCATG
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TTCGCGGTCAGTGGCTTTTGCGTGGCGCTAAATTTGGCAGAACTGAATCACTTGGGGTGG
AGGAAAATCAAAGTGGCCGTAAGAGGAGTACAGGCTAGGAGAAAGTCCGTTTACGAAATC
AGAAATAAGGACTTGCCCCGAATGAGTATGCCTAATTTTGGTCGCACCCAGTCAAGTGAC
TCTGCCTATGTGTAG

>Ch-gjd2-XM 012819299 Splice site
ATGGGGGAATGGACCATACTAGAGCGGCTTTTAGAGGCTGCTGTGCAGCAGCACTCTACT
ATGATCEGAAGGATCCTACTAACAGTAGTGGTGATCTTCCGGATTCTAATAGTCGCTATA
GTGGGGGAGACGGTGTACGACGACGAGCAGTCTATGTTCGTGHBMAACACGCTACAGCCT
GGCEBEAACCAGGCTEGHTATGATAAAGCATTCCCAATTTCCCACATCAGATACTGGGTG
TTCCAGATCATCATGGTGTGCACCCCCAGCCTCTGTTTCATTACCTACTCCGTGCACCAG
TCAGCGAAGCAGAAAGAGCGGAGGTTCTCGACTGTTTACCTTTCCCTGGACAAGGATCAG
GATTCTATGAAAAGAGATGACAGTAAAAAGATCAAGAACACAATTGTGAACGGAGTACTA
CAGAACACGGAGAACTCAACCAAAGAATCCGAGACAGATTGTCTTGAAGTGAAGGAGATG
CCTAGTTCAGCCATGAGAAATACCAAGTCTAAAATGAGACGGCAGGAAGCCATATCAAGA
TTCTACATCATCCAGGTCGTTTTCCGAAACGCGCTAGAGATAGGGTTTTTAGTGGGTCAA
TACTTCCTCTATGGATTCAATGTCCCTGCCGTGTATGAABGEGATCGATATCCCHEBATC
AAAGATGTTGAGHBETACGTTTCAAGACCAACGGAGAAGACCGTGTTTCTGGTCTTCATG
TTCGCCGTCAGTGGGATATGCGTGGTTCTGAACCTCGCGGAACTCAACCACCTTGGCTGG
AGGAAAATTAAAACAGCCGTGAGAGGTGTGCAGGCTAGGAGAAAGTCAATTTACGAGATC
AGGAACAAAGACTTGCCGCGTATGAGCATGCCCAATTTCGGTCGCACTCAGTCGAGTGAC
TCCGCCTATGTGTAG

>Ch-gjd2like-xXM 012828866 Splice site
ATGGGGGAGTGGACCATCCTGGAGCGCCTCCTGGAGGCTGCTGTACAGCAGCACTCCACT
ATGATTEEGAGGATCCTGCTGACAGTGGTGGTTATCTTCAGGATCCTGATCGTGGCCATC
GTTGGGGAGACCGTGTACGAGGATGAGCAGACCATGTTCATCHBEAACACCATGCAGCCC
GGGEEEAACCAGGCGHEBBTACGACAAGGCCTTCCCCATCTCACACATCCGCTACTGGGTG
TTCCAGATCATCCTGGTGTGCACGCCCAGCCTGTGCTTCATCACCTACTCTGTGCACCAG
TCGGCCAAGCAGCGCGAGCGCCGCTACTCCTTCCTCTACCCGATGCTGGAGCGGGACTAC
GGCCGGGACGGGGCGCGTAGGTTGCGCAACATCAACGGGATCCTGGTGCAGCACCCAGAT
GGAGGAGGGGGTGGGAAGGAGGAGCCAGACTGCCTGGAGGTGAAGGAGATCCCCAACGCG
CCGCGGGGGCTGACGCAGAGCAAGAGCTCCAAGGTGCGCCGGCAGGAGEECATCTCACEE
TTCTACATCATCCAGGTGGTGTTCCGCAACGCACTGGAGATCGGCTTCTTGGCCGGCCAG
TACTTCCTGTACGGTTTCAGCGTGCCGGGCATCTTCGAGHGHGACCGGTACCCCHBECTG
AAGGAGGTGGAGHBETACGTGTCACGGCCCACTGAGAAGACAGTCTTCCTGGTGTTCATG
TTTGCGGTGAGTGGCATCTGCGTGATCCTCAACCTGGCCGAGCTCAACCACCTCGGCTGG
CGCAAGATCAAGGCGGCCATTAGGGGCGTGCAGGCGCGCCGCAAGTCCATCTGTGAGGTC
CGCAAGAAGGACATGTCCCACCTCTCACAGCCGCCCAACATGGGCAGGACTCAGTCCAGC
GAGTCGGCCTACGTCTGA

>Ch-gjd2like-XM 012817227 Underlined: previously predicted intron is now included
as part of exon.
ATGACGGAGTGGACGCTGCTCAAGCGGCTGCTGGACGCCGTCCACCAGCACTCCACCATG
ATCGGCCGCATCTGGCTCACCGTCATGGTCATCTTCCGCCTGCTCATCGTGGCCGTGGCC
ACCGAGGACGTGTACGCCGACGAGCAGGAGATGTTCGTGHEEEAACACGCTGCAGCCGGGC
EGEGTGAACGTGEBETACGACGCGTTCGCCCCCATCTCGCAGCCACGCTTCTGGGTCTTC
CAGATCATCATCGTCTCCACGCCCTCCCTCTGCTTCATCATCTACACCTGGCACAACCTG
TCCAAGCTGCCCGCGGAGGCCGACGCGGGCAAGGAGAGCCACGACGCGTACGCCCGCAGC
TGCGACTCGGACAGCTGCTCCATCAAGTCACACCGGCACCTGGGCCACAGTCTGGCAGAC
GTGCTGGAGGGCATCGCTGCTCAGTGCAACCAGAAGAGCGCCTGCCTCTCACCGCCCAAG
AGCAGGGTCTGCCGGGGCGCTGCCGGGGCGAAGTCTGGGGTCCTCTCCAAGTACTACATC
TTCCATGTGTGCTTCCGTGCCGCACTGGAGATAGGTTTCGTCTTTGCCCAGTGGCTGCTG
TTTGGCTTCCAGGTCCCGGCACACTTTCTCHBEACAGCTTTCCCCHEBETCCCARAGTGTG
GACEBETACGTGTCCAGGCCCACCGAGAAGACCATCTTCCTCATCTTCATGTTCAGTGTG
GGTATCTTCTGCATCTTCCTCAACTTCCTGGAGCTCAACCACCTGGGCTGGAAGAAGATC
ACAATGTCGGTGAGACTGAAGGACAGCTCCTGGAAGGGCTACGAGGCCATCAACCAGGAC
AGCCACTCCGTCACCTCCCTCACCTTCAGGGACGTGACCAGCACCACCTCCCTGCCCACT
CTTGATCTGGTGGTGGGCCACAGGCCGGACTGGACCTGTGCTGGGAACTGCACACCGCTG
AAGGAGGAGCAGGAGGACAGCCTGCAGAACCCCACAGGGAATCCGAGAGCAGCACAGTCC
CTGAAGAGCAAGACTCACAAAGGACGGATTTCAAAGCAGAGGAGCACTGAAGTCTGGATT
TAA

>Ch-gjd21like-XM 012838313

ATGGGAGACTGGTCTATTCTCGGCCGCTTCCTCACAGAGGTGCAGAACCACTCCACCGTC
ATCGGCAAGATCTGGCTGACGATGCTGCTGATCTTCCGCATCCTGCTGGTGACGCTGGTG
GGCGACGCCGTCTATAGCGACGAGCAGTCCAAGTTCACCHBEAACACCCTGCAGCCCGGE
[#882AcAACGTCBBTACGACACCTTCGCCCCCGTCTCACACCTGCGCTTCTGGGTCTTC
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CAGATCGTGCTCGTGTCCACGCCGTCCATCTTCTACATCGTCTACGTGCTGCACAAGATT
GCCAAAGACGAGAAGCTGGAGCTGGAGACGGTGCACGTGCAGAACAAGCGCCCCCTCGGT
GATTACCTGGGCCGGCTGGAGAGAGAGAGGGACAGGGAGAGGGAGAGAGGGGAGACCTAT
GGCAAGAGCCCTGGGCTGCCCTACGGGGGTCCGCACTACGAGGAAGAGTGGGCTCCCCAT
GAGGAGGAGTGTGTTGAGCGAATTCTCCTCGAGGACGACTACGGGGAGGTGGGGAAGGAC
CCCACGGAGCTCTCCAGCAAGETCCTECTCATC TACATCGTCCACGTGGTGCTGCGGTCC
ATCATGGAGATCACCTTCCTGGTGGGCCAGTACTACCTGTTCGGCTTCGAGGTGCCGCAC
CTGTTCCGCHBEGAGACCTACCCGEBECCGACGCGCACGGACHBETTCGTGTCGCGCGCC
ACCGAGAAGACCATCTTCCTCAACTTCATGTTCAGCATCAGCCTGGGCTGCTTCCTGCTC
AACATCGTGGAGCTGCACTACCTGGGCTGGETGTACATCTTCCGCGTGCTCTGCTCCGCC
TGCTCCGTGTGCTGCCGGCCGGAGAGGGACCCCGTGGAGCACATGGGCCTCTACGCCGAC
CACAACCCGCTGCTGCTGCAGCTGGAGCACTCCCTGCGGGGCCGCCTCATCCTGCAGACG
CCCACGCCCATCGCCCAGGAGAAGGCCGGCGGCGGACTGCTCACCCACGCGCCCGCCATC
TCCTTCGAGACGGACTCCACGGTGGAGTGCACGTCCAAGCGGAGCGCCGAGGAGATGGAG
CGCATGAGGGCCAAACTGACCAACATGGCCTTGCTGGGCCGTACCAAGAAGTCCTGGCTA
TGA

>Ch-NP-cx39.2 previously unidentified
ATGGGAGACTGGTCCATTCTTGGCCGCTTCCTAACGGAGGTGCAGAACCACTCAACCGTC
ATCGGTAAGATCTGGCTAACGGTGCTGTTGATCTTCCGCATCCTGCTGGTGGCGCTGGTG
GGCGACGCCGTGTACAGCGAC GAGCAGTCCAAGTTCATC-AACACACTCCAGCCCGGT
-AACAACGTC-TACGACACCTTCGCCCCCGTCTCGCATCTCCGCTTCTGGGTCTTC
CAGATCGTCCTCGTCTCCACGCCGTCCATCTTCTACATAGTCTATGTGCTGCACAAGATT
GCCAAAGACGAGAAGCTGGAGGTGGAGAAGGTGCCGGCGATAGCCAGGTGTCCGCCCTCG
GAGGATCTCTCGGCACAGGGGAAACTGGAGGAAGAAGATGCCTTAGACTCCAGCGCACCT
CCCTTTGGTTCTGCCTCCGAGGAGGAGGCTTGGGGTCCTCCGGTGGTTGAGAGCGTGGAG
CAGAGCCTGCTGGAGGAGGGGGTTCGGGTGGTGAGGAAGGACCCCACCCAGCTCTCCAAC
CAGGTGCTGCTGATCTACGTGGTTCACGTGGTGCTGAGCTCCATCATGGAGATCACCTTC
CTGGTGGGTCAGTATTACCTGTTTGGCTTCGAGGTGCCACAACTCTTTCGG-GAGACG
TACCCC-CCAAATCGAACTGAC-TTCGTCTCGCGCGCCACGGAGAAGACCATCTTC
CTCAACTTCATGTTCAGCATCAGCCTGGGCTGCTTCATCCTCAACATCGTGGAGCTCCAC
TACCTGGGCTGGATCTACATCTTCCGCGTGCTGTGCTCCGCCTGCTCCACCTGCTGCACG
CCTCACAGGAGCCCGCTGGAGCGTCTTGGCTTCTACTACGACCACAACCCCCTCCTGCTG
CAGCTGAAGCACTCTCTCCAGAGCAGGGTGGTCCTGCAGGCCCCGTCCTCCATGGTGCAA
GAGAGGACCTGCAGTGTGCCTGCCTACACCCCTGCCATCTCCTTCGAGACGGATTCCACG
CTGCAGTGTACGTCCAGGAGGAGCCTGGACGATAGGGAGCACAGCAAGGTCAAACTGGCT
AAATTAGGCAGGGGTGAAAAATCCTGGTTGTAA

>Ch-gjd3like-xM 012837668 Splice site (98.4% identical to XM 012837669; both
mapping to NW 012837669)
ATGGCGGACTGGGGGTTCCTGGGGGGGCTGTTTGAGGCGATGCAGACCCACTCCCCCCTA
CTGGGGCGCCTGTGGCTGCAGATCATGCTGGTGTTCCGCATGCTCATCCTGGGCACCGTG
GCCTCCGACCTGTTCGAGGACGAGCAGGCGGAGTTCGAGEGEAACACGGCGCAGCCGGGC
fG8RAGCAGGTGEGETACGACCAGGCCTTCCCCATCTCACAGTACCGCTTCTGGGTGTTC
CACATCGTGCTCATCTCCACGCCCGCCCTCCTCTTCATCATGTACGCCATGCACCTGCAC
TCCAAGAGCCAGGCCCGCCAGGAAGETGCCAGCTCCAARAGCGGGCAACTGGGCATCAAC
GCCCACACCACTGAGCCACTGATGCAGAAACCGGACGAGGGCGGGTTGAACCCGCGACAG
GACCATAACGTGATGCGTCTGTACATGCTGAACGTGGGGTTCCGCTTCCTGGCTGAGGTG
GCATTCCTGGTGGCTCAGTGGGCGCTGTACGGGTTCCGCGTGGAGGCCCGCTTCCCCHEEE
AGCACGTTCCCCHEEECCCTACACGGTGGACHBETTCACCTCGCGGCCCATGGAGAAGACC
ATCCTGCTGTGCTTCTACTTCGCCGTGGGCCTCCTCTCTGCACTCTTCAGCCTGGCGGAG
CTCATCCACGTCTTCACCAAGTGGAGGCGATGGAGGAGGGCGGCCCGGACGGGGGGACCC
CCGGACGAGAAGACGGCTGGACGGAACCAGAGGGACCTCCAGAAACTGACCCAGGTGGCG
GTGGGTGACGAGGGTGGCTTGGGGT TTCAGAGGGACAGGAGTGGGAGTGGGGGTGGGARA
AGGGGGCAGTTTTTCTCAGGGCGGGGGAGACATGGGGGCACTAGTGGCAGCAGCAGCAGT
GGGGGGGGGAAGGTGAGGGTGTCGCTAGGCAGGAGCAACTCCAGCGTCGGACACAAGACC
TCCAGATACAGTAGCCAGAAGAGCCGCACACAGGTGGTGTGA

>Ch-gjd3like-XM 012837670 Splice site (95.1% id to full-length Ch-gjd3like-
XM 012837668 above)
ATGGGGGAATATGAGGTTCTGGGGGGGCTGATTGGGGAGATGCAGACCCACTCCCCCCTA
CTGGGGCGCCTGTGGCTGCATATCATGCTGGTGTTCCGCATTCTCATCCTGGGCACCGTG
GCCTCCGACCTGTTCGATGACGAGCAGGCGGAGTTCGAGHBEAACACGGCGCAGCCGGGC

EG8AAGCAGGT TEGETACGACCAGGCCTTCCCCATCTCACAGTACCGCTTCTGGGTGTTC
CACATCGTGCTCATCTCCACGCCCGCCCTCCTCTTCATCATGTACGCCATGCACCTGCAC
TCCAAGAGCCAGGCCCGCCAGGAAGATGCCAACGCCACCACTGAGCCACTGATGCAGARA
CCGGACAAGGGCGAGTTGAACCCGCGACAGGACCGTAACGTGACGCCTCTGTACATGCTG
AACGTGGGGTTCCGCTTCCTGGCGGAGGTGGCGTTCCTGGTGGCTCAGTGGGCGCTGTAC
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GGGTTCCGCGTGGAGGCCCGCTTCCCCHBEAGCACGTTCCCCHBECCCTACACGGTGGAC
[l TTCACCTCGCGGCCCATGGAGAAGACCATCCTGCTGTGCTTCTACTTCGCCGTGGGC
CTCCTCTCTGCACTCTTCAGCCTGGCGGAGCTCATCCACGTCTTCACCAAGTGGAGGCGE
CGGAAGAGGGCGGCCATGACGGGGGGACCCCCGGACGAGGAGACGTCTGGACGGAACCAG
AAGGAACTCCAGAAACTGACCCAGGTGGCGGTGGGTGACGAGGGTGGCTTGGGGGTTCAG
AGGGGCAGGAGTGGGAGTGGAGGTGGGAAGAGGGGGCATGGGGGCACTAGTGGCAGCAGC
AGCGGTGGGGGGAAGGGGAGGGTGTCGCTGGGCAGGAGCAACTCCAGCGTCGGACACAAG
ACCTCCAGACACAGCAGCCAGAAGAGCCGCACAGGGTTGTTGTTGTGA

>Ch-gjd4-cx40.1-XM 012823059 Splice site
ATGGGGGGCCAATCTGCGTCTGAAGCCATTTTTATTGCTGTCAACCACAACATCACTCTA
GTAGGGAAACTGTGGCTGCTCATTATGGTGTTCCTGCGCATTTTCATCCTCATCTTCGCT
GGATACCCACTCTATCAGGATGAGCAGGAGCGATTTGTGEGEAACACCATTCAGCCAGGC
EEETCAAATGTGEGETACGACCTATTCGCTCCCCTTTCCCTCTTCCGCTTCTGGTTGCTT
CAGCTCACCATCCTCTGCCTGCCATATTTGACGTTCGTTACCTACATCATTCACAAAGTG
CTGTCAGATATCGCTGTTTTCTCTGACGCGTCACACAAGATGAAAGCCAGGTCTCTCATT
GGAATCCAGCAGGGATCTCTCCAGAAAGGAGCCCTAAGCAAGGCACGTCACATCCAGGCA
GAGCTCAGCACGTTGAGGACCTTCACTGGAGCTTACATCACCCAGCTGCTCCTCCGGATT
CTTTTCGAGGCTGGCTTTGGGGCGGCTAACTACTATCTATTTGGCTTCTACATCCCCAAG
CGCTTCCTGEGECAGCAATCACCTEGEACAACTACAGTAGACHEBETATGTCTCCAGACCC
ACAGAGAAAACTGTTATGCTGAACTTCATGTTAGGGACGGCCGGCCTTTCCCTTCTTCTC
AACGGGTTGGACATGATCTGTGCCATCAAGCGCTCCGTGAGGCAGAAGTCCAAGAGGAAG
ATGCTGGTGCGGAATATGTACGAGGAGGAACAGTTCTACCTCTCCCCTGGAGGGAGCCAG
GGAGCCATCGATGCCAACGTTTCCACAGTGGAGGAGATGGTGGCCTCAGTAGCAAGCGGA
AGTTTCCGGAAGAGAGGGATGAGTAAGTCCAGCAGGGCCGATCTGGAGGACGCTCCGTGT
GGTCGAGGGACACCTCTTGTCCCGGGGATGCTGGGTCCTACARACGCTCACAGTGAGAAT
AATGTCTATCCAATCCCGGCTCTGGAGGAATGCCCGGACCGAGAGGGCAGTGAGGTGGCA
CTGTGTCCCACAGAGCAAATGGGCACGCCCAGACCCATACGGGTCAGTAAACGGAGCCGC
CTGAAACCACCCCCGCCGCCCAGACGGGACAACCCCCCTGGGGCGGGTTCTGTGGACGTG
GTTCCAGGAGCGACGGCACTGTGCACCAGAAGAGTCGGACACTACACACTGGTGGAGATG
AGTGGCGTTGGCCTGCCCTCGTGCAGTGGGGACAACCAGGAGAAAAGGTCAGAGTGGGTC
TGA

>Ch-gjellike-XM 012822376 Splice sites
ATGTCTTTAAACTACATCAAGAACTTTTATGAAGGATGTCTGCGGCCTCCCACTGTGATT
GGCCAGTTCCACACTTTGTTCTTTGGCTCTGTGCGCATGTTCTTCTTGGGGGTTCTGGGA
TTTGCAGTTTACGGAAATGAAGCCCTTCACT TTAGCHGHGATCCAGACAGCAGGGAACTC
AACCTCTTCHEEETATAACCAGTTTCGACCGATAACTCCGCABETTTTCTGGGCCTTGCAA
CTGGTGACTGTTCTCGTACCTGGGGCTGTTTTCCACCTCTATGCTGCTTGCAAGAACATT
GACCAGGAGGACATCTTAGAGCGGCCCATCTACACTGTCTTCTACATCATATCTGTGCTC
CTGCGGATCATTCTAGAAGTGGTGGCCTTCTGGCTTCAAAGCCACCTGTTTGGCTTCCAA
GTGCACCCCCTGTACATGHBEGACGCCAGCGCGCTGGAGAAGGCCTACAACTTCACCAAG
882 TGGTGCCTGAGCACTTTGAGAAGACCATCTTCCTCAGCGCTATGTACATTTTCACC
ATCATCACCGTTGTGTTGTGTGTCGCTGAGATCTTTGAAATACT TTGCAGGAGACTTGGC
TATTTAAGCAGTCCATGA
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Suppl. Fig. 10. Atlantic cod (Gadus morhua) connexins.

Atlantic cod, Gadus morhua (Gm).
Assembly: gadMor1, Jan 2010.
Genebuild: Aug 2011.

Database version: 98.1.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Other colors are explained where necessary.

The Ensembl gene abbreviation is as follows: ENSGMOG00000009844 = G09844.

>Gm-NN-gjal-G09844 Our modification.Underlined: Predicted as intron by Ensembl;
here included as part of cds. Lower case letters: Located on an unplaced contig (in
the scaffold, there is just a row of Ns). The chromosomal cod assembly in GenBank
(GCF_902167405) and the subsequent gene prediction XM 030362165 confirmed that the
lower case letter sequence indeed is a likely part of the cds. In fact,

XM 030362165 predicts that the lower case sequence should be extended approx 90 nt
in 5°-direction. Splice site.
ATGGGAGACTGGAGCGCTCTGGGGAAACTGCTGGACAAAGTCCAGGCCTACTCCACAGCC
GGAGGCAAGGTATGGCTCTCCGTCCTCTTCATCTTCCGTATCCTGGTCATCGGTACTGCG
GTGGAGTCTGCGTGGGGCGACGAGCAGTCGGCCTTCAAGTGCAACACCGCCCAGCCGGGC
TGTGAGAACGTCIGCTACGACAGCTCCTTCCCCATCAGCCACGCACGCTTCTGGGTCCTG
CAGATCATCTTCGTCTCCACGCCAACGCTGCTCTACCTCTGCCACATCTTCTACCTCATC
CACAAGGAGGAAAAGatgaagtacggcatcgagaagaacggaaaggtgaagatgaaagga
gctctgctcaggacctacatcttcagcatcctgctcaagteccttctttgagGTGGGCTTC
CTACTGCTGCAGTGGCACATCTACGGCTTCAGCCTGGCGTCGCGCTACGAGTIGCGAGGCG
TACCCCIGCCCCCACCGCACCGACIGCTTCCTGTCGCGGCCCACCGAGAAGACCATCTTC
ATCGTCTTCATGCTGGTGGTCTCCCTGGTGTCCCTGCTGCTCAACCTCATCGAGCTCTTC
TACGTCACCTACAAGTGGGTCAAGGACACCATGAGGGCGTCCGAGGGCCAGCAGCTCCAC
CCCCGCCTCCGCCTGCTGCCGGGGGCCGGAGGAGGAGTGGGAGGAGGAGGAGTGGGAGGA
GAAGAAGGAGGAGCGCCGTACCACTACTGCAACGGCTGCCCCCCCCCCTCCGCCCCTGTC
TACAACCTGGATGCCACGGCGACGGTGGCAAGGGGCGACTCGGTGAACCACTACAACAAG
ACGGCGAGCGAACAGAACTGGACCAACTTCAGCACGGAGCAGAACCAGCTGGGCCGCTCC
CCGCCCCGTCGCCACGGCAGCCAGCGCAGTACCGGCAAGAACAACAACAACAACAATAAC
CACAACAACAAGGCCGGCGCCAACGCCAGTGACTGCAACCGCGACAGCCCTGCCTTCCTG
GGCCCCGCCTTCGTAGGCCCCGCCCACGGCCAGCCACCGCCGTCGGACAAGGTGGAGACC
AAGGAGCTTCACCTCCTCCGGGGGCTGGAGCCGCGGCCCGGCAGCCGCGCCTCCAGCCGL
GCCCGCACTGACGACCTGGACATCTGA

>Gm-cx43-G20304 Our modification. Extended in 3’-direction. No reasonable stop
codon in frame, but in other reading frames, there are translated sequences that
become reasonable similar with other GJAl orthologs. Hence, potential small intron
or sequencing error towards 3’-end.
ATGGGTGACTGGAGTGCTCTGGGCCGCCTGCTGGACAAGGTCCAGGCCTACTCCACCGCT
GGGGGGAAGGTGTGGCTCTCCGTCCTCTTCATCTTCAGGATCCTGGTCCTTGGGACGGCC
GTGGAGTCCGCCTGGGGCGACGAGCAGTCGGCCTTCAACTEGCAACACTCAGCAGCCCGGC
TGCGAGAACGTATGCTATGACAAATCCTTCCCCATCTCCCATGTGCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACGCTGCTGTACCTGGCCCACGTCTTCTACCTGATG
AGGAAGGAGCAGAAGCTGAACAGGAAGGAGGAAATGCTGAAGGCCGTGCAGAACGATGGC
GGCGACGTTGACATCCCGCTGAGGAAGATCGAGATGAAGAAGCTGAAGCACGGCCTGGAG
GAGCACGGCAAGGTGAAGATGAAGGGCGCCCTGCTGAGAACCTACATCGTCAGCATCTTC
TTCAAGTCCATGTTCGAGGTGGGCTTCCTGGTCATCCAGTGGTACATATACGGCTTCAGT
CTGGCAGCGGTGTACACCIGCGAGAGAGAACCCIGTCCCCACAGGGTGGACTEGTTTCCTG
TCTCGGCCCACAGAGAAGACGGTGTTCATCATCTTCATGCTGGTGGTGTCGCTGGTGTCC
CTGCTGCTCAACGTCATCGAGCTCTTCTACGTGTTCTTCAAGAGGATCAAGGACCGTGTG
AAGGGCCGCCAGCCGCCCACCCTCTACCCCAGCGCTGGCACCCTGAGCCATACCCCCAAA
GATCTTTCCACAGCCAAGTACGCCTACTACAATGGCTGCTCCTCCCCCACCGCCCCGCTC
TCGCCCATGTCCCCGCCGGGCTACAAGCTGGCCACGGGCGAGCGCGGTACCGGCTCATGT
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CGCAACTACAACAAGCAAGCCACCGAGCAGAACTGGACCAACTATTCCACGGAGCAGAAC
CAGCTGGGCCAGCACGGCGCGGGCAGCACTATCTCAAACTCCCACGCGCAGGCTTTTGAT
TTCCCCGACGATACGCACGAGCATAAGAAACTGACGTCATCCGCAGCTGCACACGAGATG

>Gm-NN-gja3-G09100-2 Our modification. Splice sites. This Ensembl prediction
contains two separate and unique connexins sequences, the present and a c¢cx30.3
sequence.
atgggtgactggagctttctgggacgccttctggagaatgctcaggaacactcaactgtyg
atcggcaaggtgtggctgaccgtcctcttcatcttcecgecattctggtgectgggegeggec
gcagaggaggtgtggggagacgagcagtcggacttcacc-aacacgcagcagcccggt
gagaacgtc-tacgaccaggccttccccatctcccacgtgcgcttctgggtgctg
cagatcatcttcgtgtccacgcccacgctcatctacctgggccacgtgectgcacategtg
cgcatggaggagaagcggcgtgagaaggaggaggagctgcggaaggcgggctggcgecage
gaggagctcctcgggcaNNNNGGAGGCGGGAAGAAGGAGAGGCCGCCGATCCGCGACGAG
CACGGGAAGATCCGCATCCGCGGGGCGCTGCTCCGGACCTACGTCTTCAACATCATCTTC
AAGACCCTTCTGGAGGTGGGCTTCATCCTGGGCCAGTACTCCCTCTACGGCTTCCGCCTC
AAGCCGCTGTACAAGEEBGGCCGCTGGCCTHBECCCAACACGGTGGACEBETTCATCTCC
AGGCCCACTGAGAAAACCATCTTCATCATCTTCATGCTGGTGGTGGCCTGCATCTCCCTG
CTGCTCAACCTGCTAGAGATGTACCACCTGGGCTGGAAGAAGGTCAAACACAGCGTCACC
CACAAGTTCGCGGCTGACTGCGGGTCCCTGCGGCTGGGCCCCGGCGACGACGCCGGCGAC
CCCCGGGCGGTCCCCGAGTGCGCCACCCTGGTTTCGGACCACTGCCTGCAAGGCTACACC
GGCAGGAGCACCATGGAGCGGGTCCGCTACCTGCCCGTCCAGAACTCCTC

>Gm-gja3-G04087 Our modification. Ensembl-predicted introns are included
(underlined) . There is probably an intron or something wrong in the 3’-end (after
the conserved domain), but we have not tried to solve the problem here. In the
first conserved domain at the position indicated by lower case “ga”, the Ensembl
sequence indicates a row of approx. 100 Ns. “ga” has been found by Blast against
GenBank cod wgs.

ATGGGCGACTGGAGCTTTCTGGGCCGGCTTCTTGAGAACGCGCAGGAGCACTCGACGGTG
ATCGGCAAGGTCTGGCTCACCGTCCTCTTCATCTTCCGCATCCTAGTGCTGGGTGCCGCA
GCAGAGGZ—\GGTGTGGGGCgaCGAGCAGTCGGZ—\CTTCACC-AACACGCAGCAGCCCGGT
-GAGAACGTC-TATGACCAGGCCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTG
CAGATCATCTTTGTGTCCACTCCCACGCTCATCTACCTGGGCCACGTGCTGCACATCGTG
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGCACCGCAAGGTCAGCGGGTTCCCC
GATGACAAGGAGCTGCCGTACCGGAACGGGGGCGGCGGTAAAAAGGTGAAGCCGCCGATC
AGAGACGAGCACGGCAAAATCCGCATCCGCGGGGCCTTGCTGCGTACCTACGTGTTCAAC
ATCATCTTCAAGACTCTGTTTGAGGTGGGCTTCATCCTGGGCCAGTACTTCCTGTACGGC
TTCTCGCTGCGGCCGCTCTACAAGHBETCCCGTTGGCCCHEECCCAACACGGTGGACHEE
TTTATCTCCAGGCCCACGGAGAAGACTATCTTCATCATATTCATGCTTGTTGTGGCTTGT
GTGTCGCTTTTACTCAACCTGCTGGAGATCTACCACCTGGGCTGGAAGAAGCTGAAGCAG
GGCGTGTACCACCCCGACCACCTGCTGCGGGCCGCCGGCCAGCTGGCCACGCCGGAGGGC
GTGGCCTCGCTAGGGGCCCCGGCTCTCCTCAACTACCCCCCCACCTACAGCCACATAGCG
GCCGGCATGGGGTCCCCCACCGACGCCGAGTTCAAGATGGAGGAGCTCCAGCGGGAGGAG
GGGGCGCGGACGCCTCCCCCGACTCCCCCGGCCGCCCACTACTACATCAGCAGCAACAAC
AACCACCGTCTGGCCGCAGAGCAGAACTGGGCCAACCTGGCCACCGAGCAGCACACCCGC
CAGATGAAGGCCACCTCCCCCACCCCCACGTCCTTCTCCTCCTCAAGCAGTGAAGCGGCC
CCGCCCTGCTCAACTAGCCCCACCCCCTTAATGGCAACCCCGGGCAACGCTGCAGCCCCC
GGTGATGTGGCGACCAGCGGCGACGGAGCCGGCCTGACCCCCGAGCCGGGCCAGCGGGAG
GAAGAGGATGTCACCATGGCGACGGTGGAGATGCACCTGGAGGGGGTGTTCCCGGACCCC
CGGCGTCTTAGCAGAGCCAGTAGAAGCAGCATCCGCGCCCGGCACGATGACCTCGCCATC

TGA

”

>Gm-NN-cx39.9-G20599 Ensembl prediction. No modifications

ATGGCCGACTGGAACCTGCTAGGGAAGCTGCTGGAGGCCGCTCAGACACACTCCACCGTG
GTGGGCAAGGTGTGGCTCACCGTGCTCTTCATCTTCCGCATCCTGGTTTTGGGCACGGCC
GCCGAGAAGGTTTGGGGCGACGAGTCGTCGGGCTTCACC-GACACCAAGCAGCCTGGC
-CAGAACGTC-TACGACCGTACCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACGCTCATCTACCTGGGCCACATCCTGCACCTGGTG
CGCATGGAGGAGAAACAGACGCAGAAGGAGAAGGACCGCGAGGAGGAGGAGCCGCCGGLG
GCCGAAGGTGCAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGCAAGGCCAAGAAGGGGCCG
GTGAAGGACGGCCAGGGCCGGGTGCGTCTACAGGGGGAGCTGCTGCGGACGTACGTCTTC
AACATCATCTTCAAGACGCTGTTCGAGGTGGGCTTCCTCGTGGCCCAGTACATGCTGTAC
GGCTTCCAGCTGAAGGACATGTACACC-GACCACTGGCCC-CCCAACATGGTGAAC
-TACATCTCGCGGGCCACCGAGAAGACCATCTTCATCCTGTTCATGCTGGTGGTGGCC
TGCGTGTCGCTGCTGCTCAACCTGGTGGAGATCTGCCATCTGGGCTTCACCAAGTTCCAA
AAGGGCCTCTGCTTCCTCTGCCAACGCCCGAAGAACGCGGAGCCCAGCGAGACACCCAAC
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TACAACGACTACACGGAT

>Gm-cx39.9-G14144 Our modification. Ensembl-predicted introns are included
(underlined) . Has been extended by Blast into GenBank cod wgs (lower case).
ATGGCCGACTGGAACTTGCTGGGGAAGCTGCTGGAGAGCGCCCAGACGCACTCCACCGTG
GTGGGCAAGGTGTGGCTCACCGTGCTCTTCATCTTCCGCATCCTGGTTTTGGGCGCAGCC
GCCGAGAAGGTTTGGGGCGZ—\CGAGTCGTCGGGCTTCACC-GACACCAAGCAGCCTGGC
-GAGAACGTC-TACGACCGCACCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCCACGCTCATCTACCTGGGCCACATCCTGCACCTGGTT
CGCATGGAGGAGAAGCAGCAGCAGAAGGAGAAGGACCGCGAGGAGGAGCACGCACTGCAC
AGCGAGAAGCAGGAGCTGCTGGCGGCCGAAGGAGGAGGTGGAGGCAAGGCCAAGAAGGCG
CCGGTGAAGGACGGCCAGGGCCGGGTGCGTCTGCACGGGGTGCTGCTGCGGACGTACGTC
TTCAACGTCATCTTCAAGACGCTGTTCGAAGTGGGCTTCATCGTGGCGCAGTACCTGCTG
TACGGCTTCCAGCTGAAGGCCATGTACACCHBEGACCGTTGGCCCHBECCCAACACGGTC
AAC-TATATCTCGCGGCCCACCGAGAAGACCATCTTCATCCTGTTCATGCTGGTGGTG
GCCTTCCTGTCGCTGCTGCTCAACCTGGTGGAGATCTACCACCTGGGCTTCACCAAGTGC
CACCAGGGCCTCCGCTTCCGGCGCTCGCGCCAGAGGAAGGCCGAGCTGACCCGGATGCCC
AGCGAGGCGCCGGCCGTGATGCACTTTGTCCCCAACTACAACTACTACACCGCGCACGCG
CACGCGGCGCGCGggggggcgggcggcggcggtggecggggaggcecctttcagggecgactece
agctacggcctggccgagcccggcggecgecgectacagcaaccecctacagcagcaaagcce
gtgtccaagcagaaccgcgacaacctggcggtggagcggcgggcggagagcgacgacgece
ggcggcggcggcggcggcggcecgggtecttcgagagaccggcggagaacaagcgacgcaac
agccagacgagcaaacacagcaacactaagacgcgcggcgacgatctgaagatctag

>Gm-NN-cx39.9-G20196 Ensembl prediction. No modification.
ATGGGGGACTGGAACCTGCTCGGCAAGCTCCTGGAGAACGCCCAGGAGCACTCCACCGTG
GTGGGCAAAGTGTGGCTCACCGTCCTCTTCATCTTCCGCATCCTCATCCTCAGTGCGGCC
ACTGAGAAGGTGTGGGGCGACGAGCAGTCGGGCTTCACCHBBGACACCAAGCAGCCCGGL
f88cAGAACGTGEBETACGACGTCACCTTCCCCATATCCCATGTGCGCTTCTGGGTCCTG
CAGATCATCTTCGTCTCCACGCCCACGCTCATCTACCTGGGACACATCCTCCACCTGGTG
CGCATGGAGGAGAAGCACCAGCAGAGGGACAAGCTGAAGGAGCAGCCCGGGGAGAAGCAG
GGCCTGATGGAGGTGGCCAAGCCCAAAAAGCTGGTGCGGGACGACCGGGGTCGCGTGCGC
CTGCAGGGGGAGCTGCTGCGCACCTACGTGTTCAACATCATCTTCAAGACCCTGTTCGAG
GTGGCCTTCATCGTGGCGCAGTACCTCCTGTACGGCTTCGAGCTGAGGCCCATGTACACG
ff@6cacaaacacccclEECCCAACACGGTCAACHBETACATCTCCCGGCCCACCGAGARA
ACCATCTTCATCATCTTCATGCTGGGCGTGGCCAGCGTGTCGCTGCTCCTCAACCTGGTG
GAGATCTACCACCTGGGCTTCACCAAGTGTCGCCAGGGCATCAGCTACCGGAGGGGGCGG
CTGCTGGCCGCCGCAGCCGCCGCGGAGGCTAAGTCCAAGGAGCTCAGCGACGCGGTGGCG
CCCTTCGCGCCCACCTACGACGACTACTTCCACGGGCACCACCAGGTGTCGCCGGCGTAC
CCGCCGGTGCCCGGCTACAACGTCTCCCCCCTGTCGGAGGAGACAGACTCTCCCTTCCAG
CCGTACCACAGCAAGGCCGCCTACAAACAGAACAAGGACAACCTGGCGGTGGAGAGGAGC
GGCAGCAGCAGGCCCGAGGAATGCGACCCGAGAGGTAAGAGTACGGGCGCGGGGTCGGCG
CCGGGGTCACCGGGCCTGGCGAGGTCCAGCGGCGGTGGTCGTCATGGCAAGCACAGCAAC
AACAAGACTAGAATAGACGATCTGAAGGTCTGA

>Gm-cx39.4-G20255 Our modification. Extended in both 5’ and 3’-directions
(underlined) .
ATGTCCCGGGCCGACTGGTCCTTCCTGGAGCACCTGCTGGAGGAGGGCCAGGAGCACTCG
ACGCGCGTGGGCCGCGTGTGGCTCACCGTGCTCCTCCTGTTCCGCATGCTGGTGCTGGGC
GTGGCCGCCGAGTCGGCCTGGGACGACGAGCAGTGCAACTTTGTGHEBBAACACGGAGCAG
CCCGGCiBBGAGTCGGTGHBETACGACCGCGCCTTCCCCATCTCCCACTTCCGCTACTTC
GTGCTGCAGGTCATCTTCGTCGCCACGCCCACCATCTTCTACTTCGGCTACCTGGCGGTG
CGCACGGCCAAGGACCAGTCCGAGGAGGAGGAGGCGGAGGAGGAGGACGGGGTGGCGGAG
GGGGAGAGGGCGGCGCAACAAGAGGGGCGGGGCCGAAGCGCGGCGGTGGCGTCCTCCGGG
GCGAGGGCGGCTAGGAAGGGCAAGGGACTGGAGGTCATCCAGGAAGAGGGGGGCGAGGAA
GAGGGCTTGCGAGAGAACGCCGGCAAGGCCGCCAAGGAGGCGTCGGAGTCTCCGAAGCTG
AAGGGGAGGCTGCTGGGGGTGTACACCGTCACCATCTCCGTCACCGTGCTCCTGGAGGCG
GGCTTCATTGCCGGCCTGTGGGTGCTGTACGACGGCTTCGTGATCGCCGCGCGCTACGAG
EE8cTGGGGCTGCCCBECCCCACACGGTGGACHBET TCGTGTCGCGGCCCACCGAGAAG
ACCATCTTCACCATCTACACGCAGGCCATCGCCGGCCTCTCCCTGCTGCTGAACCTGCTG
GAGCTCCTCCACCTGCTCCAGCTGGCCGTCTCCCAGCGACTGGAGAAGCGCTACCGCCGC
GGCGCCACCTCGCTGCCGTCGCCGCGGTGGCGGCGGCGGCAACCGGGGGGGAGACCACAC
CCCGATCCAACTTCCGGCGCAAGAAGCCCCTTCGTACTGCCCCGCCGTCCCCGGAGAGGG
CTACCCCGAGCCCCCCGGGAGCTACGTGGTGGTGGACACCCTGAGGTCCGAGGTGAACTG
GGGGGCCGGCGGGGGAGCGGGGAACGGCGAGGGCGACATCCCGCCCAGCTACCTGAACTG
CTTGGGCGGGATGCGCAGCACACATTCCCCCAGGGCCCACGTGAAGAAGCACGTCCACGG
CAACGGGAAACACAGAAAAGACAACCATAA
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>Gm-GJA5-G04028 Our modification. Ensembl-predicted introns are included
(underlined) . Runs into row of Ns.
ATGGGGGATTGGAGCCTGCTGGGTAACTTCTTGGAGGAGGTGCAGGAGCACTCCACGTCA
GTGGGCAAGGTGTGGCTCACCGTGCTCTTCATCTTCCGCATCCTGGTGCTGGGCACGGCC
GCCGAGTCGTCCTGGGGCGACGAGCAGATCGZ—\CTTCCTG-GACACGCTGCAGCCCGGT
-ACCAACGTG-TACGACAACGCCTTCCCCATCGCCCACATCCGCTACTGGGTGCTG
CAGATCGTGTTCGTGTCCACGCCGTCGCTCATCTACATGGGCCACGCCATGCACATTGTG
AGGCGCGAGGAGAAGCGCCGGCGCCGGCAACAGGAGGGCCAGGAGGAGGAGGAGGAGGAG
GACGACGACGAGGACGGAGGAGGAGGGGGAGGAGGCGGGGGGAAGAGGCACGACGCGGAG
CGCGAGAAGGAGTACCTCCAGCAGAAGGAGAGCGGGAAGGGCGAGGGCATGGGCCGCGTG
CGCTTGAAGGGGGCGCTGCTGCAGACCTACGTCCTCAGCATCCTGATCCGCACGGTGATG
GAGGTGACCTTCATCACCGTGCAGTACCTGATCTACGGCGTGTTCCTGAAGGCGCTGTAC
CTCEGEAAGGCCTGGCCCEEECCCARCCCCGTCAACEBETACATGTCGCGGCCCACCGAG
AAGAACGTGTTCATCGTGTTCATGCTGGTGGTGGCGGGCGTGTCCCTGCTGCTGTCCGTG
GTGGAGCTCTACCACCTCGGCTGGAGGCGCGTCCGGAAGTGCCACCGC

>Gm-gja8a-G19707 Ensembl prediction. No modifications.
ATGGGCGACTGGAGCTTTCTGGGGAACATTTTAGAGGAAGTGAACGAGCACTCGACGGTG
ATCGGCCGGGTGTGGCTCACGGTGCTCTTCATCTTCCGCATCCTGATCCTGGGGACGGCG
GCCGAGTTTGTGTGGGGCGACGAGCAGTCCGACTACGTGBBAACACCAACCAGCCCGGT
[88cAGAACGTGBBTACGACGAGGCCTTCCCCATCTCCCACATCCGCCTGTGGGTGCTG
CAGATCATCTTCGTGTCCACGCCGTCGCTGGTCTACGTGGGCCACGCCGTGCACCATGTC
CACATGGAGGAGAAGCGCAAGGAGCGCGAGGAGGCGGAGCTCAGCCGCCAGCAGGAGCTG
AGCGAGGAGCGGCTGCCGCTGGCGCCCGACCAGGGCAGCGTGCGCACCACCAAGGAGACC
AGCACCAAGGGCAGCAAGAAGTTCAGGCTGGAGGGCACCCTCCTGCCEACETACATCTGC
CACATCATCTTCAAGACGCTGTTCGAGGTGGGCTTTGTGGTGGGCCAGTACTTCCTGTAC
GGCTTCCACATCCTGCCGCTGTACAAGHBBAGCCGCTGGCCCHBBCCCAACATCGTGGAC
88 TTCGTGTCGCGCCCCACCGAGAAGACCGTCTTCATCATCTTCATGCTGGCCGTGGCG
TGCGTCTCGCTCTTCCTCAACTTCGTGGAGATCAGCCACCTGGGCCTGAAGAAGATCCGE
TTCGTGTTCCGCAAGCCGGCGCCGGCCCCGGCGCCCGGGGAG

>Gm-NN-gja9-G09903 Our modification. Underlined: Extension of sequence into
Ensembl-predicted intron. Splice site. Lower case letter: Found by Blast in GenBank
cod wgs.

ATGGGGGACTGGAACTTCCTGGGGGGGATCTTGGAGGAGGTCCACATCCACTCCACCACG
GTGGGCAAGATCTGGCTGACCATCCTGTTCATCTTCCGCATGCTGGTCCTGGGCGTGGCG
GCCGAGGACGTGTGGAACGAC GAGCAGAGCGCCTTCGTC-AACACGGAGCAGCCGGGC
-AGGAGCGTC-TACGACCGCGCCTTCCCCATCTCCCTGATCCGCTACTGGGTGCTG
CAGgtgatcttcgtgtcggeccceccectcecgetggtctacatgggccacgecectgtacegectg
cgggcgctggagaaggtccgccagcgeccgcaaggcectecteecgecgecagectggagetge
tggacgcggcggcggegtcggeggeggegeggeggcggcgcggageggcaggtgaaGCAG
GTGGAGCAGGGCCGGCTCAACAAGGCGCCGCTGCGGGGGGCGCTGCTGCGCACCTACGTG
GCGCACGTGTTCACGCGCTCGGCCGTGGAGGTGGGCTTCATGGCGGGCCAGTACCTGCTG
TACGGCGCGCGGCTGCGGCCGCTGTACCGCHBEGAGCGCGCCCCCHEBECCCAACGCCGTG
GAC-TACGTGTCGCGGCCCACCGAGAAGAGCGTGTTCATGGCGTTCATGCAGGCCATC
GCGGGGGTCTCCCTGCTGCTCAACCTGCTGGAGATCCTGCACCTCGGCTACAAGAAGCTC
CGCAAGGTCTTCAGTACGG

>Gm-cx52.9-G20571 Ensembl prediction. Ensembl sequence runs into a row of Ns, and
this part has been extended by Blast into GenBank cod wgs (lower case).
ATGGGGGACTGGAACTTCCTGGGCGGGATCCTGGAGGAGGTCCACATCCACTCCACCATG
GTGGGCAAGATCTGGCTCACCATCCTCTTCATCTTCCGCATGCTGGTCCTGGGCGTGGCG
GCGGAGGACGTGTGGAACGAC GAGCAGTCCGACTTCATC-AACACGGACCAGCCCGGC
E@8cGCAACGTGEEETACGACCGCGCCTTCCCCATCTCCCTGATCCGCTACTGGGTGCTG
CAGGTCATCTTCGTGTCCTCCCCGTCCCTCGTCTACATGGGCCACGCCATCTACCAGCTG
CGTGCCCTGGAGAAGGAGCGCCACTGCAAGAAGTCGGCGCTGCGGCGCGAGCTGGAGGCG
GTGGAGGCGGAGCACGCGGAGGTGCGGCGCCGGATCGAGCGGGAGATGCGGCAGCTGGAG
CAGGGCAAGCTGAACAAGGCGCCGCTGCGGGGCTCGCTGCTGCGCACCTACGTGGCCCAC
ATCGTGACGCGCGCCCTGGTGGAGGTGGGCTTCATGTCGGGCCAGTACCTGCTCTACGGC
CACCGCCTGGACCCGCTGTTCAAGEBEGAGCGGGAGCCCHBECCCAACCTGGTGGACHEE
TTCGTGTCGCGGCCCACCGAGAAGACGGTGTTCATGATGTTCATGCAGGCCATCGCCTGC
ATCTCGCTGTTCCTCAGCGTGCTGGAGATCCTGCACCTGGGCTACAGGAGGCTGAAGAAG
GGCCTGCTGGACTACTACCCCCACCTCAAGGACGACCTGGACGAGTACTACGGCAGCAAG
TCCAAGGAGAACTCGACGGCGCACCAGGTGTGCACGGGCGCCTCGGCGGGCCGCAAGLCCC
ACCCTCCCCACCGCGCCCAGCGGGTACACGCTGCTGCTGGAGAAGCAGGGCAACGGGCCG
ACCTACCCCCTCCTCAACACCtcccceccecgecttegteccecgegeteccececcecggagetegge
gggggggcggagccggcecccgggagecgcaacgaggceggcegtggeggeggeggtgttgee
ccggtccacggagcagaacagcaactccaacaacacgggcegtcgagecgegetecccgec

93



cgcggacaagcaggcccggcccgaggggcttectggeccgggggecggecctecceccgggga
cacggagtgcgggggctccgagtaccccaccttecceccgtcagagacacctectegtgecce
ctccctggcggggaaccceccgtgaggaagatccgeccgegeccageccgecctggaactgete
cacggtgcaggagggcaacgtgtccgacagcggggactcgtacccggggaacgtccacgg
gaaagtccggggctcctcecctgecgggecccecgcacccggaccgtcgeccaagtcggaggceccaa
gaggccgagccggtcecccagageccggactcectgtgggagagctgagetecggegtegeggcea
cagccgggagagcaacagcccccccgtegectceccteccccaaccgecgcacctecggggge
tag

>Gm-NN-gjal0-G02098 Our modification. Sequence extended in 3’-direction
(underlined) . The very 3“end (lower case letters) is taken from XM 03035622, which
otherwise differs only one nucleotide from the present sequence.
ATGGGTGACTGGAACCTGCTGGGCAGCATCCTAGAGGAGGTCCATGTCCATTCCACCATC
GTGGGCAAGATCTGGCTTACCATCCTCTTCATCTTCCGCATGTTGGTGCTGGGGGTGGCT
GCCGAAGATGTGTGGGAGGACGAGCAGACAGAGTTTGTG-AACACTGACCAGCCGGGC
FE8AAGGCTGTGEGETACGACCGTGCCTTCCCCATCTCCCTCGTTCGCTTCTGGGTGCTG
CAGGTCATCTTCGTGTCGGCACCCTCTCTGGTCTACATGGGCCATGCCCTCTACCGCATC
CGCTTCCTGGACAAGGAGCGCCACCGGCGACGTGCCCAGCTGCGCGACGAGCTTGGCGAG
CCGGAGGTGGCCCTGGAAGAGCACCGGCGCCTGGAGAGGGCGCTGCGTCGGCTGGAGGAG
CAGCGCCGGGTGAAGAAGGTGCCCCTCAGAGGCTCCTTGCTGAGGACCTACATCATCCAT
ATCCTCACACGCTCCGTGGTGGAGGTGTGCTTCATCCTGGGCCAGTATGTCCTCTATGGC
CTGCGCCTGGAGCCTCTCTACAAGEBEGAGCGGCTGCCGEBECCCAACAGCGTGGACHET
TACATCTCCCGGCCCACCGAGAAGACCATCTTCATGGCCTTCATGTTCGTCATCGCCGCC
GTCTCGCTTTTCCTCAACCTTCTGGAAATATCCCACCTGGGAGTGAGGAAAATCAGGCAG
ACGATATACGGAGATAAGTACTCCGAAGAGGACAGCTTGATTTACAAGCCCAAGAAGAAG
CGCACCTTGCAGCACCTTTGTCTTATGCGCCACTTGTCGCCTCATAACGGACCGTCAACT
CAAACCTTATTTAAGGGGATTCCTGAGGGAGGGACGAACGCAGTGCATCAGAACATAGGG
CTCAGAGCTAACCAGCAGACAACGACAACAACAACAACCAGACATAACAGCCTGGCTCCT
CTTGGACACTATCAGACAAACTGCATCGCACCTGGATCAATGGTACCACAGAACCAATAC
CAGACCGGGCAGGAGGGGGCCACTCAAGGCCTCCAAACCCATGAAGGCCCAGAGACAAAC
TCCAGGGCCTTGATGGACCAACACCCTCTGGTCTGGCCTGCGGTTCCTTGTAATGTAGAA
GGCTGGCCAAAGGAGCAGACTCAATACCCTGAGGAGCTCCTTCGACCCATGGAGCCTCCT
CGAGTGCTCCAGACTCAGGGGTACACAATGGCCCACAGGCCCAGCCTCGCAGCCAGGGAC
ATGGAGGAGGATGTGGAGAGAAAGTACTCGATAGGCAGTGACCTCTTTCATCTGAACCAC
AGGAAGACCAGCTTCATGGTAAAGCCTCCGTCCGAGAGCATGTCCACCATCAGCGGCTCA
AGCAGCCCCTCGATCCATTCGTCTGAGGAATCTGATGAGCTGGGCTCTCTGCAGGGGGAC
ATGCCTATGATGCCCCCTGCTGGAGGGCGCAGGATGtccatgagtgtgttecctggatatce
tcctcaatcatga

>Gm-cx52.6-G05425 Our modification. Ensembl-predicted intron included in sequence
(underlined)
ATGGGGGACTGGAACCTACTGGGTAGCATCTTGGAGGAGGTCCACGTCCACTCCACCATC
GTGGGGAAGATCTGGCTGACCATCCTCTTCATCTTCCGCATGCTGGTCCTGGGCGTGGCC
ACGGAGGACGTGTGGGACGACGAGCAGAGCGAGTTCGTC-AACACCGAGCAGCCCGGC
EGEAAGAACGTGEGETACGACCAGGCCTTCCCCATCTCCCTGATCCGCTACTGGGTGCTG
CAGATCATCTTCGTGTCCTCGCCCTCGCTGGTGTACATGGGCCACGCCCTCTACCGCCTC
CGGGCGCTGGACAAGGAGCGCCACCGCAAGAAGGCGTGGCTGAAGGCGGAGCTGGALCGGC
GGCGAGCCCCTCCAGGAGGACCAGCACCGCAGGATGGAGCGCGAGCTGCGGCGGCTGGAC
GAGCACCGCAAGGTGAGGAAGGCCCCCCTGCGGGGGGLCGCTGCTGCGCACCTACGTCTTC
CACATCCTGACGCGCTCGGTGGTGGAGGTGGGCTTCATCGTGGGCCAGTGCGCGCTCTAC
GGCATCGGCCTGGCGCCGCTCTACAAG-GAGCGCGACCCG-CCCAACAGCGTGGAC
-TTCGTGTCGCGGCCCACCGAGAAGAACATCTTCCTGGTGTTCATGCTGGTGATCGCC
GGGGTCTCCCTGATCCTCAACCTGCTGGAGATCTTCCACCTCGGCCTGAAGAAGATCAAG
GACAGCCTGTACGGCTCCAAGTACGGCGACGAGGACAGCGTCTGCCGCTCCAAGAAGAAC
TCCCTGGCGCACCCCGCCTGCCACCTGTCCAACTCCTCCCCCCCGCGGACGCTGCACCTC
GCCCACACCGCCTCCGGCTGCCTGGCCCACGACGGCCAGCCGGGCGGTCGCCCTTCCACC
CGGGGCGCGGCGGGGGCCCCCAGCACCACCCGGACGGGGCCCCCTTCGACACCAACGCCC
CGGGAGGCGCCTCCGACCAGCGGGCCCGACCGCTCCCCGTCTGCCTGCACCAGCTGGGGG
CGGTGGGGCGCCGCTACACCCTGGATGACCCCCGGAAGCCCTCGTGCAGCAGCGAGGAGT
CGGCCGGGGCCCAGGGCGCGGGGCCCCAGAGGTACGCCGGGGCCCAGCCGAGGGCCACCC
TCACCGAGCTCCCGGCCGCCCTGCGGAGCGCCCAGCGCAAGCAGAGCCGCGTGA

>Gm-cx28.9-G18912 Our modification. Sequence extended in 3’-direction (underlined).
Splice site.

ATGGGTGAGTGGAGTTTCCTAGCGTCTCTCCTTGACAAGGTCCAGTCCCACTCCACGGTC
ATCGGGAAGGTCTGGCTCACAGTGCTCTTCATTTTCCGGATCATGGTCCTCGGGGCCGGA
GCAGAAAAGGTGTGGGGTGATGAGCAATCCCAAATGATC-AACACCAAGCAGCCAGGC
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fE8AAGAACGTGEEETACGACCACGCCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCGAGCCCCACGCTGGTGTACCTCGCTCACGTCCTCCACGTTATC
CACAAGGAGAAAAAGCTGAGGGAGCGTATGCAGACCAGCAGCGAGCCGACCAAGAACCCA
AAATACTCGGACGACAAAGGTCACGTCAAGATCAAAGGGGACCTTCTGEGCAGCTACCTG
GCCACCATCTTCTTCCGGATCCTTCTGGAGGTGGCGTTCATCGTAGGGCAGTACTATCTG
TACGGCTTCGTCATGGACCCCAGAGTGGTGIEGETCCAGAGCACCCHEECCCTTCACTGTG
GAGBBTACATGTCCCGGCCGACCGAGAAGACCATCTTCATCATCTTCATGCTGGGGGTG
TCCTGCGTGGCCCTGCTGCTCAACGTTCTGGAGGTCTTCTACCTGCTGTGCAGAGGCAGG
TGCTCCAAGAGACGGCACGTGGCCCCCTTTACCATGCCCAGCCACTCGGCTGTCCTGGAG
ATGAAGCAGGTGCCCCGGACCACCTAA

>Gm-cx32.3-G18903 Our suggested modification. Ensembl-predicted intron included in
sequence (underlined)
ATGGGTGATTGGGGCTTTCTATCCTCCCTGCTGGACAAGGTCCAGTCCCACTCCACGGTT
ATCGGGAAGATCTGGATGAGCGTGCTGTTCCTGTTCCGGATCATGGTGCTGGGGGCAGGG
GCGGAGAGCGTCTGGGGCGATGAGCAGTCGGGCTTCCTC-AACACTCAGCAGCCCGGC
-GAGAACGTG-TACGACTGGACCTTCCCCATCTCACACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTGTCGACACCAACGCTCATCTACCTGGGCCATGTCATGCATGTCACC
CACAAGGAGAACAAGATGAGGGAGAATCTGGCCAGCCCCGGGTGCGCCAGCACGCAGAAG
CACCCCAAGTACACCAACGAGAAGGGCAAGGTGAAGATCAAGGGCAACCTCCTGGGGAGC
TACCTAGCCCAGCTGGGCGCCAAGATCATCATCGAGGCCGCCTTCATCGTGGGCCAGTAC
TATCTGTACGGCTTCATCATGGTCCCCATGTTCCCC-TCCAAGAAACCC-CCCTTC
ACCGTGGAGHEETACATGTCCCGGCCCACCGAGAAGACCATCTTCATCATCTTCATGCTG
GTGGTGGCCTGCGTGTCCCTGCTGCTCAACGTTCTGGAGGTCTTCTACCTGCTGGTGAGC
AGGAGCAGATGTTCCCCCAGGAAGCGCTCGCACATGATCACGTCCGCTCGGCACCCGGCA
CAGCTCTCAGGCCCCATGTGGCCAACGGCAGAAGACGCCCGGCAGGCCAACAAGATGAAC
ATGGACTTTGAGAGCGGCCAGAGTACTGCTGGGAGCCTCAACGGGGCCAAGGAGGAGAAG
AAGCTTCTGAGTGGTCACTAG

>Gm-NN-gjbl1-G14169 Our modification. Ensembl-predicted intron included in sequence
(underlined)
ATGAACTGGGCGTCCTTCTACGCGGTGGTGAGCGGCGTGAACCGTCACTCCACTGGCATC
GGCCGCATCTGGCTGTCGGTGCTCTTTATCTTCCGAATCCTAGTGCTGGTGGTGGCGGCC
GAGAGCGTGTGGGGCGACGAGAAGTCGGGCTTCACC-AACACGCAGCAGCCCGGC-
AACAGCGTC-TACGACCACTTCTTCCCCGTGTCCCACATCCGCCTGTGGGCGCTGCAG
CTCATCCTGGTGTCCACGCCGGCGCTGCTGGTGGCCATGCACGTGGCCCACCGCCGCCAC
GTCGACAAGAAGATCCACAAGCTGGCGGGCCGCCTTGGGCCCAAGGAGCTGGAGCAGATC
AAGAGCCAGAAGATGAAGATCGTGGGCGCGCTGTGGTGGACCTACGTCATCAGCCTGTTC
TTCCGCATCATGCTGGAGGTCATCTTCATGTTCCTCTTCTACATGATCTACCCCGGCTAC
AAGATGATCCGCCTGGTCAAGHBEGACTCGTACCCCHBECCCAACACGGTGGACHBETTC
GTGTCGCGGCCCACCGAGAAGACGGTGTTCACCGTGTTCATGCTGGCCGTGTCGGGCGTC
TGCATCCTGCTGAACATCGCCGAGGTCCTCTTCCTGGTGGCGAAGGCCTGCGGGAGGCAG
CTTAGCAACACCAAGGACGGGGGCGGCCTCTGGGGCTGGCTGGCCCACAAGATCTCCTAC
TAG

>Gm-GJB1-G20195 Ensembl prediction. No modifications.
ATGAACTGGGGGTCCTTTTATGCCGTGATCAGCGGCGTAAACAGGCATTCGACGGGCATC
GGGCGAATATGGCTCTCGGTCATATTCATCTTCCGCATCCTGGTGCTGGTGGTGGCGGCC
GAGAGTGTGTGGGGCGACGAGAAGTCGGGCTTCACATGEAACACGCAGCAGCCCGGCHEEE
AACAGCGTGEEBTACGACCAGTTCTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCCTGGTGTCCACGCCCGCTCTGCTGGTGGCCATGCACGTGGCCCACCGGCGGCAC
ATCGACAAGAAGATCCTGAAGCGGTCGGGCCGCGGCAGCCCCAAGGAGCTGGAGCACGTC
AAGAGCCAGAAGTTCCAGATCGTGGGCEEECTCTEETEEACGTACATGGTCAGCATCGTG
TTCCGCATCGCCCTGGAGGTGGTCTTCCTCTACATCT TCTGGCGGATCTACCCCGACTTC
AAGATGGTGCGGCTGGTCAAGEGEGACTCCTTCCCGEBECCCAACACGGTGGACHEGETTC
GTGTCGCGGCCCACCGAGAAGACCATCTTCACCGTGTTCATGCTGACCGTGTCGGGCGTC
TGCGTGCTGCTCAACCTGGCCGAGGTGGTCTACCTGGTGGGGAGGGCGTGCCAGCGATGC
GCCCGGGACCCGGAGGAAGACAACAAGGTGGCGTGGATTGGCCAGAAGATGTCCACGTAC
AGGCAGAACGAGATCAATCAGCTCATAGCCGGCCAATCGATCAAGCCCAAGTTCCCCGTG
ACTAGAAAGGGTTCGGCCGATAAAGGCGACCGGTGCTCCGCTTTCTGA

>Gm-NN-cx30.3-G09100-1 Ensembl-predicted intron included in sequence (underlined).
Further modified according to XM 030354646 (lower case letters). Suggested Splice
sites. This Ensembl prediction contains two separate and unique connexins
sequences, the present one and a gja3 sequence.
ATGCCGTCGTGGGGGGCCCTGCTGGCCCAGCTGAGCGGGGTCAACCGCTACTCCACCAGC
TTGGGGAAGGTGTGGCTGTCGGTGCTCTTCATCTTCAGGGTGATGGTGCTGATCGTGGCG
GCCGAGAGCGTGTGGGGAGACGAGCAGACAGACTTCACC-AACACCCTGCAGCCGGGC
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f@TcAGAACGTCHEEETACGACCACTTCTTCCCCGTCTCCCACATCAGACTCTGGTGTCTC
CAGCTGGTCTTCGTCTCCACGCCTACCCTCCTCGTCGCCATGCACGTGGCCTACCGTAAC
CACGGCGACAAAAAGagactcctacaggccgaggaggcagagctagagaacctgaagagg
cggagactccagctgactggcgecctectggtggacgtacgecctgcagecttgtggtecgg
ctgctgtttgaagcgggcttcatgtacgtcctgtacgecgectctaccgeggectteccagatg
ccgcggctggtgcag-gtggagtggccc-cccaacgtggtggac-ttcgtgtcg
cggcccaccgagaagacggtgttcaccgtgttcatggegtccgecteccagegtectgecatyg
ctcctcaacgtggccgagctggecctacctggtcgtcaaggeccgtcactaggaagtcttga

>Gm-cx30.3-G15795 Our modification. Ensembl-predicted introns are included
(underlined) .
ATGACTTGGGGCGCGCTGTACGCCCAGTTGGGCGGAGTCAACAAGCACTCCACCAGCCTG
GGGAAGATCTGGCTGTCGGTGCTCTTCATCTTCCGCATCACCATCCTCGTCCTGGCGGCC
GAGAGCGTGTGGGGCGACGAGCAGTCGGACTTCACGHEGEAACACGCAGCAGCCGGGCHEE
AAGAACGTCHBETACGACCACTTCTTCCCCGTGTCCCACATCCGCCTGTGGTGCCTGCAG
CTGATCTTCGTGTCCACGCCGGCGCTGCTTGTGGCCATGCACGTGGCCTACCGTAACCGE
GGCGACAAGCGCACCATGCTGCGGTCCAACGGCGGGGAGAAGACCACGGACCTGGAGCTC
GAGGGGCTGAAGCGCCGGAGGCTGCCCATCACGGGGICCCTGTGGTGGACCTACACCTGC
AGCCTGTTCTTCCGGCTGATCTTCGAGGGCGGGTTCATGTACGCCCTGTACTTCCTGTAC
GGCGGCTTCCAGATGCCGCGGCTGGTCAAGHEEEGAGCAGTGGCCGEEECCCAACAAGGTG
GACHBET TCATCTCGCGGCCCACGGAGAAGACGGTGTTCACCATCTTCATGGTGTCGTCG
TCCACCATCTGCATGGTGCTGAACGTGGCGGAGCTGGCCTACCTGGTGGCCAAGGCGCTG
TTGCGCTGCTCCAACCGTGCGGCCCGCAGGAAGATGCCCTACGTCCACCACGACGGCGGG
CGGCGAGAGACCTGGCCCTGA

>Gm-cx28.6-G18713 Our suggested modification. Splice sites. Underlined: Predicted
by Ensembl as intron, here included as part of exon.
ATGAACTGGTCCGGCCTGGAGAGCTTGATCAGCGGGGTCAACAAGTACTCCACCGTGTTC
GGCCGCTTGTGGCTGTCCATGGTCTTTGTGTTTCGGGTCATGGTCTTTGTGGTTGCAGCT
CAAAGAGTTTGGGGTGACGAAAACAAAGATTTTGTC-AATACGAAACAGCCGGGC-
ACCAACGTG-TATGACAGCATCTTCCCCATCTCCCACATCCGTCTGTGGGCCCTGCAA
CTGATCTTCGTCACCTGCCCGTCCCTCATGGTGGTGGCCCACGTGAAGCTGCGTGAAGAA
AAGGACCTTAAGTACACCGTACTGCACGAGGGCTCCCACCTGTACAGCAACCCGGGCAAG
AAGAGGGGGGGGCTGTGGTGGACCTACCTGCTGAGTCTGGTCTTCAAGGCAGGCTTCGAC
GCCTCGTTTCTCTACGTTTTGTATCGGATATACCACGGATATGACATGCCCAGGTTGTCC
AAGEGETCCCTGGATCCCHBECCTAACACCGTGGACHEBETTCATCAGCCGTCCCACAGAG
AAGAAGATCTTCACCCTGTTCATGGTGGTCACCAGCGCCATCTGCATCTTGATGTGCTTG
TTTGAGATGTTGTACCTCATTGGCAAACGGATTCAGAAAGCCCTCAGGGTTCAGAACTCC
ATTAACAGGCTCCTATTCGCCGAGCGGCACGAGATCAAAAACCTGGTCCCGCCCAGATCA
CAAACCCGCCGCCACTATTCCCCTCAGAGCAAAAGTTTAAGCAAGATGGACAAAGCCAAG
GAGACCACGACAACCCTGTAG

>Gm-cx30.9-G07064 Our modification. Splice site. Ensembl-predicted introns included
(underlined)
ATGAACTGGTCCTACCTGGAGGGGCTCATCAGCGGGGTCAACAAGTACTCCACGGGCTTC
GGCCGCATCTGGCTCTCCATGGTCCTCATCTTCCGCGTGATGGTGTTCGTGGTGGCCGCG
CAGCGCGTGTGGGGCGACGAGAGCAAGGACTTTGTGEGEAACACCGTCCAGCCGGGCHEE
AACAACGTGEGETACGACAGCATCTTCCCCATCTCCCACATCCGCCTGTGGGCCATGCAG
CTCATCTTCGTCACCTGCCCGTCGCTGATGGTGGTGGGCCACGTGAAGTACCGCAAGAAG
AAAGACCTGCAGTACACCACCTCTCATGAGGGCCATCACCTCTACGCCAACCCGGGGAAG
AAGCGCGGGGGGCTTTGGTGGACGTATCTGETCAGTCTGATCTTCAAGGCAGGATTCGAC
GCCGCCTTCCTCTACATCCTCTACTACATCTACGAGGGCTACGACATGCCCCGCCTCTCG
AAGEGEAACCTGGCGCCCHEBECCCAACGTGGTCGACHEBETACATCTCCCGGCCCACCGAG
AAGAAGATCTTCACCCTGTTCATGGTGATCTCCTCCAGCTTGTGCGTGCTCATGTGCATC
TGTGAGATGGTGTACCTCATCTTCAAGCGCATCCAAAAGCTACTGGTGAAGAAGAGGGAG
GCGGACAGTAGGTTGTTCGCCGAACGCCACGAGATGAAGCCGCTGGCCCGGCCGCGGTCG
GACTTCAGGTCGAAGATGTCCATCCGGGTGGACCCCACGAACACGGCGTCCATACAGAAC
CTGAGCAACACAAAACGAGAGGAGGCGCCCATACAGAACCTGAGCGAGGATTTGTTGAAA
AAGAAGAGAGTAAACTGCAAAATAGATGGATAG

>Gm-cx34.5-G18894 Exon 1 suggested by Ensembl is here shortened by 12 nt.
Underlined: Sequence not included in Ensembl transcript prediction, but we consider
likely as a part of cds.
ATGGGTGAATGGGACCTGTTAAGTCGCCTGCTGGACCAGGTCCAGACCCACTCCACCGTC
ATCGGCAAGGTGTGGCTCACCGTGCTGTTCGTGTTCCGCATCCTGGTGCTGAGCACCGCC
ACAGAGAAGGTGTGGGGTGATGAGCAGTCCGACTTTGTG-AACACCAACCAGCCGGGG
EGTAAGAACGTGEGETACGACCACGCCTTCCCCATATCACACGTCCGCTTCTGGGTGCTG
CAGATCATCTCGGTGGCCACGCCAACCCTGGTGTACCTGGGCCACGTCCTCCACGTCATC
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CACGCTGAGCGCAAGGTGAGACTGAAGATCCAGAGGCAGGCGGAGCTGGACGAGGACGCC
CACCTGTTCCTGAAGAAGGGCTACAAGGTCCCCAAGTACAGCCACAGCAACGGCAAGATC
AACCTGCGGGGGAGCATCCTGCGCAGCTACCTGCTCAACCTGGTGGCCAGGATCCTGTTG
GAGCTGGGCTTCATCCTGGGCCAGTACTTCCTGTACGGCTTCACACTGCAGGCCCGCTAC
GTCEGEAGCATGTCGCCCEBECCGCACAAGGTGGACHBETTCCTCTCCAGACCCACGGAG
AAGTCCATGTTCATATGGTTCATGCTGGTGGTGGCCTGCGTGTCTCTCCTCCTCAGCATC
GTGGAGCTGCTTCATCTGTGTGTGAAAGTGGCGEECEAGTGCATAGCTCGGAGGCAAGAC
TACACCGTCACCCCCGTCACCCCGCCGCTCTTGGAGAGGAAGGCCTTCAAGAACCGAGAG
CAGAGGATCCAGGACCATTACAACCTGGAG

>Gm-NN-cx35.4-G04675 Our modification. Sequence extended in 3’-direction
(underlined) until a stop codon.
ATGGATTGGAAGAGCCTTGAGGGTCTGCTCAGTGGGGCCAACAAGTACTCCACCATCTTC
GGGCGCATCTGGCTGTCGATCGTCTTCGTCTTCCGGGTGATGGTGTTCGTGGTGGCGGCA
GAGCGCGTGTGGAGCGACGACCAGGCCAACTTTGAC-GACACCCGGCAGCCCGGC-
AAAAATGTC-TACAACCACTTCTTCCCGGTCTCCCACATCCGCCTTTGGTCCCTTCAG
CTCATCTTCGTCACGTGCCCGTCCTTCTTGGTGGTTCTGCACGTGGCGTACCGCGAGGAG
CGCGAGCGTAAGTACCGCATCAAGCACGGCGAGCAGGCGCGTCTCTATGACAACACGGGA
CAAAAGCACGGGGGGCTGTGGTGGACCTACCTGTTGAGCCTCTTCTTCAAGACGGCCATC
GAGCTGGGGTTCCTCTACCTCCTCCACCTCATGTACGACAGCTTCAAGCTCCCCAGGCGC
GTCAAGHBEGGCGTCAGCCCCHEHCCCAACGTGGTGGACHBETACGTGGCCAGACCCACC
GAGAAGACAGTTTTCACCTACTTCATGGTGGCTGCGTCCATGGTGTGCGTGGTCCTGAAC
CTGTGCGAGATATTCTATTTGATCACCGTGCGCCTGTTGACGATGAAGCGCCAGGGTAGG
CCTACAGTCCGCACGGCTTCGAAGAGGATCATCTCTGAAAATAAGGATTTGATGTAA

>Gm-cx34.4-G19007 Our modification. Underlined sequences are added from the
Ensembl-predicted introns, giving the indicated stop codon.
ATGAACTGGGCATTCCTTCAGGGCCTCCTCAGCGGGGTCAACAAATACTCCACGGCGTTT
GGCCGCGTGTGGCTCTCCATCGTCTTCCTCTTCCGCGTCATGGTGTTCGTGGTGGCCGCC
GAGAAGGTGTGGGGCGACGAGCAGAAGGACTTCAAG-AACACGGCGCAGCCGGGC-
CACAACGTG-TACGACCACTTCTTCCCCGTGTCCCACGTGCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCGCTGCTGGTGGTCATGCACGTGACCTACCGCGAGGAG
CGGGAGAAGAAGAACAAGGCGAAGCACGGCGAGAACTGCCGCCGCCTGTACGCCAACCCG
GGCAAGAAGCGCGGCGGCCTGTGGTGGACCTACGTCCTGACGCTGGTGTTCAAGATCGGC
GTGGACACGGTGTTCGTGTACCTCATCTACTACATGTACGAGGGCTACGACTTCCCCTCG
CTCGTCAAGHEBEGTGGAGGCGCCGEBECCCAACACGGTGGACHBETACATCGCGCGGCCC
ACCGAGAAGCGCATCTTCACCCTGTTCATGGTGGTCACCAGCATGGTGTGCATCCTGCTC
TCCATCTTTGAGATCGTGTACCTGGTGGGCAAGAAGTGCCGCGAGGGCGTGGTGAAGCTG
CACTACCAGCACCGCTCGCACCAGAACCAGCAGGCCAGGGACTTGGGCCCCTCGCTGGCG
GGGGGCAAGAGCGGGAACCTGGTGGAGGCCAACACTCTGAGGCTGGTGGAGAAGGTTCTC
CCCGGCACGCCTGCGCCGTCGTACAGCGTGGCCGTCGCTTCGGACGAGGTCACCCCCAGA
TGA

>Gm-NN-cx34.4-G04662 Our modification. Ensembl-predicted introns included
(underlined) . Splice site. Essentially identical to ENSGMOG00000004650, which ends
at the splicing site.
ATGAATTGGGCCTTTCTCCAAGGCCTCCTGAACGGAGTCAACAAGTACTCCACCGTCTTC
GGCCGCATATGGCTCTCCGTGGTGTTCATCTTCAGGCTCATGGTTTTCGTTGTGGCTGCT
GAGAAGGTGTGGGGCGACGACCAGAAGGATTTCGAC-AACACGAGGCAGCCCGGC-
CACAACGTC-TACGACAACTTCTTCCCCATCTCCCACACCCGCCTCTGGGCTCTGCAG
CTCATCTTCGTCACATGCCCATCATTGCTGGTCGTGCTGCATGTGGCCTACCGGGAGGAG
CGCGAGCGCAAACACCGGCTGAAGTACGGCGAGGACTGCAAGCCGCTCTACGACAACACG
GGAAAGAAGCGCGGAGGTCTGTGGTGGACCTACTTCCTCAGCTTGCTGTTCAAGATGCTG
GTGGAGGCCGTGTTTGTCTTCCTGCTCTTCTACATTTACGAAGCCCCCTTCTTCCCGCCG
CTTGTCAAATGEGATGAATCCCCGEGECCCAACGTGGTGGACHEBETACATCGCCAGACCT
ACAGAGAAGAAGGTCTTCACCGTGTTCATGGTGGTGACCAGCTTTGTGTGCATTCTGCTC
ACTATTTGCGAGGTATTTTATCTCTGTGGTAAGAGGTTCTGGGAGTGCTGTCGTGAACAA
CAGCACCCCGGTCGACACAACGGCAACTCCTTCGTCATGGCCAAAATCCCCCAGACCAGA
AGTGTTAACTCCGTCTACAAAGAGCCTCTCACATCAGAGAAGATGACGATGGTGGATGGT
AAAGGCCCAACGACTCCGGAGAGTTCTGCACCGGCGTACAGTCTGGCCATCTCTTGA

>Gm-cx35.4-G20298 Underlined: Extended in 3’-direction to reach stop codon.
ATGGACTGGAAGACCTTCCAATCCCTGCTGAGCGGTGTGAACAAGTACTCCACGGCGTTC
GGGCGGATATGGCTGTCCATCGTGTTCGTGTTCCGCGTCATGGTGTACGTCGTGGCGGCC
GAGCGGGTGTGGGGCGACGAGCAGAAGGACTTTGACHBEAACACCAAGCAGCCCGGCHER
GCCAACGTGE@ETACGACTACTACTTCCCCATCTCCCACATCCGCCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCCTTCATGGTGGTCATGCACGTGGCGTACCGCGACGAG
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CECEAGEGCAAGTACCGCATCAAGT TCGGCGAGGAGAAAAAGCTGTACAACAACACGGGC
AAGAAGCACGGCGGCTTGTGGTGGACCTACCTGATCAGCCTCTTCGTCAAGACGGCCATC
GAGGTGGCCTTCCTCTACATCCTGCACTACATCTACGACAGCTTCTACCTGCCGCGCCTG
GTCAAGHBEGAGGTGTCCCCCHBBCCGAACAAGGTGGACHIBBTACATCGGCCATCCCACG
GAGAAGAAGGTGTTCACCTACTTCATGGTGGGCGCCTCGGCCCTGTGCATCGTGCTCAAC
ATCTGCGAGATCATTTACCTCATCTCCAAGCGTGTGGCGCGCTGCGCCAACAAGCTCAAG
AAGCGGACCCGAGGCATGCCGCAGGAGACGCACGCCGGCTACGACGACAACCACGCCCCC
AACAGCTACCCCATGGAGATGATGTCCAAGCGAGACGTGACCAGGGACTTGCCTCCGTCC
TTCAGGACCAGCTGCAAGCCTCCGTACCAGCCCGCCATGCATTTGCTGAGGGCGGAGAAG
AGGGCGGAGATGA

>Gm-cx28.8-G20475 Our modification. Extended in 3’-direction
codon (underlined)
ATGAACTGGGGCTTCCTGGAGAACGTGCTGAGCGGCGTGAACAAGTACTCCACCGTCATC
GGTCGCATCTGGCTCTCCATCCTCTTCATCTTCCGCATCCTGGTGTACGTGGCGGCCGCC
GAGCAGGTGTGGAAGGACGAGCAGAAGGACTTCACCHEEAACACCCGGCAGCCGGGCHEE
GAGAACGTCEEETACGACCACCTGTTCCCCATCTCCCAGACGCGCCTTTGGGCCCTGCAG
CTCATTATGGTGTCTACCCCGTCCCTCCTGGTGGCCCTGCACGTCGCATACCGGGAGCAC
AAGGAGTCCAAGTGCGGCCACACGCTCTACGAGGACCGGGGCAGGATCGACGGGGGGCTG
CTTGGCACCTACATCGCGAGCATCATCATCAAGACCTTCTTCGAGGTGGCCTCGCTGCTC
GCCTTCTACTTCCTGTACAGCGGGTTTGAGGTGCCCCTGTTGTACCGCHBEGAGGAGAGC
CCCEBECCCAACATAGTGGATEGE TACATCGCCAGGGCCACGGAGARAAAAGATCTTCCTG
TACATCATGGGATGTACGTCCGTCCTTTGCATTGTGCTGAATGTGGTCGAGCTTTTCTAT
ATTCTATGGAAGCAGTGCTCCAAGTACTTTAACAAGCGTTATGTCTCCGTGGAAGAGAGG
CAACGCAGACGCCACAGGTTTATGGTTTCTAATTACAATCTGCCTGTTTCTAACGTCAGC
AAGCCCGCATCCCCGCAGGCTCCACCCGGGCCGAACAAGGGCCTCAGGCGATCAGAGCCG
TCCTGTACACAAAGCCTCCCACATCTGATGAGACATTGA

until reasonable stop

>Gm-cx36.7-G16800 Our modification. Ensembl-predicted introns included

(underlined) . Splice site.
ATGACGGAGTGGACGCTGCTGAAGCGCCTGCTGGACGCCGTCCACCAGCACTCCACCATG
ATCGGCCGGCTCTGGCTCACCGTCATGGTGATCTTCCGGCTGCTGGTGGTGGCGGTGGCC
ACGGAGGACGTGTACGCAGACGAGCAGGAGATGTTCGTGHBBAACACCCTGCAGCCGGGC
f8EGCCACCGTGREETACGACGCCTTCGCCCCCATCTCGCAGCCCCGCTTCTGGGTCTTC
CACATCATCAGCGTGTCCACGCCCTCGCTCTGCTTCATCATCTACACCTGGCACAACCTC
TCCAAGCTGCCCCACCGCACGGGACACAGGCCCAGGGCCAGGCCCAGGCCGGGGCCCGAC
CACGCCCCCGAGGGTCCCCGAAGGGETCCTCTCCAAGTGTTACGTCTTCCACGTGTGCGTG
CGGGCCGTCCTGGAGGTGGGCTTCGTGACGGCCCAGTGGATGCTGTTCGGCTTCCGGGTG
CCCGTGCACTTCCTGHBECCGTCGGCGCCCHBEACCCAGCCGGTGGACHBETACGTGTCC
CGGCCCACGGAGAAGACCATCTTCCTGCTCTTCATGTTCTGCGTGGGGGTGTTCTGCATC
CTGCTCAACCTGCTGGAGCTCAACCACCTGGGCTGGAAGAAGATCCGCACGGTGGCCAAG
CTCCGGGAGACGGGGTCCTGGGAGGCTCGCCCCGCGAGGAGGGCGGGCTACGTGGCCTTA
CCCCCGGGATGCCCCTCGCTCGCGTCCACGCTGGGCT TCAGGGACGTGACCAGCACCACG
TCCCTCCCCACCCTGGACCTGGTGGTGGGGCACCAGCCCGACTGGACGTGCGCAGGGAAC
TGCACCCTGTTCGGGGCCACCGGGCCGGGCACGAAGGCCGAGCCGCGGCCGCCCGGGAGG
CCAGAGGGTGTGAGGAAGGAGGGACAGCCGCTGAGGATTAAGAGAGAGAACCGGGGACCC
AAGCAGCACAGTGCTGAAGTGTGGATATGA

>Gm-GJC1-G14340 Our modification. Ensembl-predicted introns
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTCACCGTGCTCATCGTCTTCCGCATTGTGCTCACGGCCGTCGGAGGC
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCATCHGEAACTCGGGCCAGCCGGGCHEE
GAGAACGTCEGETACGACGCCTTTGCCCCGCTCTCTCATGTGCGCTTCTGGGTCTTCCAG
ATCATCCTGGTGGCCATGCCCTCCCTCATGTACATGGGCTACGCCGTCAACAAGATCGCC
CGCGCEGACGAGGCCAAGGGAGGCACCGGCGCCGCGGCTGTCAGGACCGCCGTCGGGGCG
TCCGGGGGCTACACCCACCGGAAGCCCCGCAAGATCTGTTTCGGGGCACGGCAGCACCGG
GGCATCGAAGAGGCAGAGGAGGACCACGAGGACGACCCCATGATCTACGAGGTTCCCGAR
ATTGAGCCGCCACATCGGCCACGGGACCCTTTGCAGCCCACTCCCAGGCCCAAGATCCGC
CACGACGGCCGCACACGCATCCGGGACGAGGEGCTGATGCGTATC TATGTGTTGCAGCTG
GTGACCCGTACCGTCCTGGAGGCGGGCTTCCTGGCGGGGCAGTACCTGCTGTACGGGTTT
CGCGTGGCGCCCGTGTTTGTGHEETCGGGCGAGCCCHBECCCCATAGCGTGGACHBETTT
GTGTCGCGTCCCACCGAGAAAACCATCTTCCTGCGCATCATGTACGGCGTCACCGTGCTC
TGCCTCACGCTCAACATCTGGGAAATGCTGCACCTCGGCGTCGGATCCATCTGCGACATC
CTGCGACGCCGGCGCTGCCCGCCCCCGGAGGACGAGTACCAGCTGGGTCTGCTCGGCACC
ATTGGAGCCAGCGAGGGGTCTGTGGGCGTCTCGGGTCCCGAGGCCGGCGAGGGCGAAGGA
CCGGTCGGGGAGGGCGGTGCGGACTACATCGGATACCCATTCTCCTGGAACCCTACCCCG
TCGGCACCCCCGGGATACAACATCGTAGTGAAGCCGGAGCAGATCCCGTACACGGATCTC
AGCAACGCTAAGATGGCGTGCAAGCAGAACCGGGAGAACATCGCCCAGGAGGAGCAGCAG
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CAGTTCGGCAGCAACGAGGACAACTTCCCCACCGGAGGGGAGGCTCGCGTGGCGCTGAAC
AAGGACATGATCCAGCAGGCTCACGATCAGCTGGAGGCCGCCATCCAGGCCTACAGTCAG
CAGCACTGTGTGGAGGATCTGGGAGAACACAGGGACGATAAGCCTCGCAGTAACATTATT
CAGACCCAGCCCCCGCCCCCGATGCAGCCGCAGAAGGAGCGCAAACAACGGTCCAAACAC
GGCAAGGGAGGCAGCACCGGCGGATGTAGCAGCAGCAACAGTAGCAGCAGTAAGTCAGCA
GAGGGGAAGCCCTCTGTGTGGATTTAA

>Gm-NN-gjcl-G06421 Our modifications. Underlined: Extended into intron predicted by
Ensembl. The extended sequence runs into a row of Ns (in Ensembl) Lower case:
Sequence extended by Blast into GenBank wgs.
ATGAGCTGGAGCTTCCTGACCCGCCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGATCTGGCTGACGGTGCTCATCGTGTTCCGCATCGTGCTGACGGCGGTGGGCGGC
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCATCHGEAACTCGGGCCAGCCGGGCHEE
GAGAACGTC-TACGACGCCTTCGCCCCGCTCTCCCACGTCCGCTTCTGGGTCTTCCAG
ATCATCCTGGTGGCCACGCCCTCCCTCATGTACCTGGGCTACGCCGTCAACAAGATCGCC
CGCGCCGACGACCGGGCGGGegtecggeggeggecgtecggecggggacggtttgecccagege
cgcgcgcgccaggaagtcgtacccgggecgeccggaggcagcaccgeggegtggaggagge
ggaggacgaccacgaggaggaccccatgatctacgaggtggccgageccggagagcgacygg
¢ggaggggccgggggagcggcgggcgggggceccgacgggggegeggegeggggecgacggg
ggaggggtcaaggccaaggcgcgccaCGACGGGCGCCAGCGCATCAAGGAGGACGGGCTG
ATGCGTATCTACGTGCTGCAGCTGCTGGCGCGCTCCCTGCTGGAGGTGGGCTTCCTGCTC
GGGCAGTACGCGCTGTACGGCATGGCGGTGCCCTCCACGTACGCC-TCGGGCCCGCCC
f88ccGCACACGGTGGACHBET TTGTGTCGCGGCCCACCGAGAAGACCATCTTCCTGCTC
ATCATGTACGCCGTGTCCCTGCTCTGCCTGGCCCTCAACTTCTGGGAGATGCTGCACCTG
GGCGTGGGCACCATATGTGACATCCTGGGCTCCCAGCGCTCCCCAGCGCCCTCCAACGAC

GAGGCCTGA

>Gm-NN-cx43.4-G08258 Our modification. Ensembl-predicted introns are included
(underlined) .
ATGAGCTGGAGTTTCCTGACGCGTCTGCTCGACGAGATCTCCAACCACTCGACGTTCGTC
GGCAAGATCTGGCTCACGCTGCTGATCGTGTTCCGCATCGTGCTGACGGCGGTGGGCGGC
GAGTCCATCTACTACGACGAGCAGAGCAAGTTTGTGHEBBAACACGCAGCAGCCCGGCHEE
GAGAACGTCHBETATGACGCCTTCGCGCCCCTCTCCCACATTCGCTTCTGGGTGTTCCAG
GTGATCATGATCACCACGCCCACCATCCTGTACCTGGGTTTCGCCATGCACAAGATCGCC
CGCATGGACGACTCGGAGTACCAGCCGCGGCCGCGCAAGCGCATGCCGGTGGTGAGCCGG
GGCGCCAACCGCGACTACGAGGAGGCGGAGGACAACGGCGAGGAGGACCCCATGATCCTG
GAGGAGATCGAGCTGGAGAAGGACGCCGGCGGCGACAAGGCACCGGAGAAGCCGTGCCGC
AAGCACGACGGGCGCCGGCGCATCAAGCGCGACGEECTCATCAAGETETACGTCTTCCAG
CTGATGGCGCGCGCCACCTTCGAGGCGGCCTTCCTGTTCGGCCAGTACGTCCTGTACGGC
CTGGAGGTGGCGCCGTCGTACGTGlBBACGCGCTCGCCCBECCGCACACGGTGGACHEE
TTCGTGTCGCGGCCCACCGAGAAGACCATCTTCCTGCTGATCATGTACGGCGTCAGCGCC
CTGTGCCTGCTCTTCACAGCGCTGGAGATCCTGCACCTGGGCTTTAGCGGCATGCGCGAC
TGCCTGTGCGGCGCCCGCTCGCCGCCG

>Gm-cx44.2-G14499 Modified according to XM 030353496. Ensembl-predicted introns are
included (underlined). Suggested splice site.
ATGAGCTGGAGCTTCCTCACGCGGCTGCTGGACGAGATCTCCCAGCACTCTACCTTTGTG
GGCAAGGTGTGGCTGTCGGTGCTCATCATCTTCCGCATCGTGCTGACGGCGGTGGGTGGA
GAGACCATCTACCACGATGAGCAGAGCAACTTTGTGEGEAACACGCAGCAGCCCGGCHEH
GAGAACGTCIEEETACGACGCCTTCGCGCCGCTCTCGCACGTCCGCTTCTGGGTCTTCCAG
GTGCTGATGATCACCACGCCCACCATCATGTACCTGGGCTTCGCCACGCACAAGGTGGCC
CGCATGGGTGACCCCCAGTACCAGCCCACCCGCCGCGCCCGCAAGCGCATGCCTATTGTG
ACCTCCGGGGCCGCGCGCAACTATGAGGAGGCAATGGAGGACGGGGAGGAGGACCCCATG
ATGGAGGAGGAGATCGAGCCCGAGAAGGCGAAGGCGGACAATEECCCGGAGAAGAAGCAC
GACGGCCGGCGTCAGATCCAGGCGGACGECCTEATCAAGCTCTATGCCTGCCAGCTGCTG
ACCCGCGCCGCCTTCGAGATGGCCTTCCTCTACGGCCAGTTCCTCCTGTACGGCTTCCGC
GTTGCGCCGGACTACGTGEBEACGCGTCTGCCCHBECCCCACACGGTTGACHBETATGTG
TCACGGCCCACCGAGAAGACCATCTTCCTGCTGATTATGTACGTGGTGTCCTTTCTCTGC
CTGCTCCTCACGCTCCTGGAGATGGTGCACCTCGGCGTTGGCGGCCTCCGCGACACCTTC
CGCCGCAGGGCCACCCTGGTCTCCCGAACCAGGCCAGCCGGAGGAGGAGGAGGAGGAGGA
GCCTCGGCGCCCCCCAGGCTACCACGCCACGGTGAAGCATGA

>Gm-cx43.4-G17444 Our modification. Ensembl-predicted introns are included
(underlined) .

ATGAGCTGGGACTTCCTGACGAGTCTGCTCGACGAAATCTCCAACCACTCGACGTTCGTG
GGCAAGACCTGGCTCACGCTGCTCATCGTGTTCCGCATCGTGCTGACGGCGTTGGGCGGC
GAGTCCATCTACGAAGACGAGCAGAGCAGCTTCGTCHEEAACACGCTGCAGCCCGGCHEE
GAGAACGTCEGETACGACGCCTTCGCACCCCTCTCGCACATTCGCTTCTGGGTGTTCCAG
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GTGATCGTGATCACCACGCCCACCGTCCTCTACCTGGGCTTCGCCATGCACAAGATCGCC
CGCATGGACGACTCGGAGTACCGGCCGCGTCCGCGGCAACGCCTGCCGTCAGTGAGCCGT
GGCGCCGGCCGCGACCACCAGGAGGCGGAGGCCAACTGCGAGGAGGACCACGTGATCCTG
GAGGAGAACGAGCCGGAGAAGGACACCGGCGACAAGGCGCCGGARAAGCTGCGCCGCAAG
CACGACGGGCGCCGGCGCATCGAGCGCGACGEECTCATCAAGGCETACGTCTTCCAGCTG
ACGGCGCGCGCCACCTTCGAGGGGGCCTTCCTGTACGGCCAATACCTCCTGTACGGCCTG
GAGGTGGCGCCGTCGTACGTGEGEACGCGCCCGCCCEBECCGCGCACGGTGGTCEGETTC
GTGTCGCGGCCCACCGAGAAGACCATCTTCCTGCGGGTCATGTACGGCGTCAGCGCCCTG
TGCCTGCTCTTCACGGCGCTGGAGATCCTGCACCTGGGCGTCAGCGGCGTTCGGGACTGC
CTTTGCGGCCGCCGGCCCTCGGCCCGCCCCCCGGCTACCACTTGA

>Gm-cx47.1-G19771 Our suggested modification. Underlined: Predicted by Ensembl as
intron, here included as part of exon.
ATGAGCTGGAGCTTCCTCACACGGCTGCTGGAGGAGATCCACAACCACTCCACCTTTGTG
GGCAAGGTGTGGCTGACGGTGCTCATCATCTTCCGCATCGTGCTGACGGCGGTGGGCGGC
GAGTCCATCTACTCGGACGAGCAGACCAAGTTCACCHEGEAACACCAAGCAGCCCGGCHET
GACAACGTGEGETACGACGCCTTCGCGCCACTCTCCCACGTGCGCTTCTGGGTCTTCCAG
ATCATCATGATCTCCACGCCGTCCGTCATGTACCTGGGCTACGCCATCCACAAGATCGCC
CGCAGCTCCGAGGACGAGCGCAAGAGGAGCCGGCACCACGGCCGCCTCCGCAGGARAACCC
CCGCCGCACACCCGGTGGCGGGAGAGCCGGCGGCTGGACGAGGCGCTGGAGGAGGAGCTG
GACGTCGACGACGGCGAGCCAATGCTGTACGACGACGTCCTGGACGCCAGGCCAGAGCCG
GCGGTGGCCGGCGGCGGAGGTCCGCAGAAGCACGACGGGCGCCGGAGGATCGTGCAGGAG
GGCCTCATGAGGATCTACGTCCTGCAGCTCATGTCCCGGGCCATCTTCGAGATCAGCTTC
CTGGCGGGGCAGTACCTGCTGTACGGGTTCCGCGTCAGCCCGTCGTACGAGHEGEGACCGC
CTGCCCBECCGCACCGCGTGGACHBETTCATCTCCAGGCCCACGGAGAAGACCATCTTC
CTGCTCATCATGTACGTGGTGAGCTGCCTGTGTCTGCTGCTCAACGTGTGCGAGATGTTC
CACCTGGGCATCGGAACGTTCCGGGACACCCTCCGCCAGAAGAGGGACCGCGGCCGGCGG
ACGTCCTACGGCTACCCCTTCTCCCGGAACATCCCGTCGTCCCCGCCCGGGTACAACCTG
GTGGTGAAGTCGGACAAACCGCTCCACCGGATCCCCAACAGCCTGATCACACACGAGCAG
AACATGGCCAACGTGGCCCAGGAGCAGCAGTGCACCAGCCCGGATGAGAACATCCCCTCC
GATCTGGCCAGCCTCCACCGCCACCTCCGGGTGGCCCAGGAGCAGCTGGACATGGCCTTC
CAGACGTACAGCTCCAAGAACGACAACCAACCCCCCTCCAGGACGAGCAGCCCCATGTCA
GGGGGCACCATGGCCGAGCAGAACCGGGTGAACACGGTTCAGGAGAAGCAGGGAGCCCGG
CCGAAGTCGGCCACGGAGAGACCGGGGACCCTTTTAAAAAACGGGAAGACTTCTGTGTGG
ATTTAA

>Gm-NN-gjd2-G14288 Underlined: Sequence predicted as introns by Ensembl are here
included as exon. Italics: Ensembl has a long row of Ns in this area, which we have
partially replaced by sequences found by Blast in GenBank cod wgs.
ATGGGAGAATGGACCATCCTGGAGCGCCTCCTGGAGGCCGCTGTGCAGCAGCACTCTACC
ATGATTGGGAGGATCCTGCTGACAGTGGTGGTGATCTTCCGCATCCTGATCGTTGCCATC
GTGGGCGAGACGGTGTACGAGGACGAGCAGACCATGTTCATC-AACACCCTCCAGCCG
GGAFGEAACCAGGCCHEETACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTG
TTCCAGATCATCCTAGTGTGCACGCCCAGCCTCTGCTTCATCACCTACTCTGTGCACCAG
TCGGCCAAGCAGCGGGACCGCCGCTACTCCTTCCTGTACCCCATCCTGGAGCGGGACTAC
GGCGGCCTGGGGGGCGGCCTGGGGGCGEGCCTGGGGGCGGCCTGGGGCGGCGGAGCGLGGL
GGAGGCGGGGGCGGCGTGGGACGCAAGCTGCGCAACATCAACGGCATCCTGGTGCAGCAC
GGCGACAGCGTGGGCGGCAAGGAGGAGGCGGACTGCCTGGAGGTGAAGGAGATCCCCAAT
GCGCCGCGCGGCCTCACGCACAGCAAGAACTCCAAGGTGCGGCGGCAGGAGGGCATCTCA
CGCTTCTACATCATCCAGGTGGTGTTCCGCAACGCTCTGGAGATCGGCTTCCTGGCGGGC
CAGTACTTCCTGTACGGCTTCAGCGTGCCGGGCATCTTCGAGHBEGACCGCTACCCGHEEH
CTGAAGGAGGTGGAG-TACGTGTCACGGCCCACCGAGAAGACGGTGTTCCTGGTGTTC
ATGTTTGCCGTGAGCGGCCTGTGCGTGGTGCTCAACCTGGCCGAGCTCAACCACCTGGGC
TGGAGGAAGATCAAGGCGGCCATCCGGGGCGTGCAGGCCCGCAGGAAGTCCATCTGCGAG
ATCCGGAAGAAGGACATGGCGCACCTGTCCCAGCCACCCAACCTGGGCCGCACGCAGTCC
AGCGAGTCCGCCTACGTCTGA

>Gm-NN-gjd2-G03494 Underlined: Sequences predicted as introns by Ensembl are here
included as exon. Lower case: Sequence extended in 5’ direction by Blast in GenBank
cod wgs. Exon 1 found from XM 030360300.
atgggcgagtggaccatcctggagcgacttctggaggctgcggtccagcagcactccact
atgatcggccggatcctactgactgtagtggttatcttccggatecctgatcgtaggaaTC
GTCGGTGAGAAGGTGTACGAGGATGAGCAGATCATGTTCATC-AACACCATGCAGCCG
GGCEGEAACCAGGCCEBETACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTG
TTCCAGATCATTCTGGTGTGCACGCCCAGCCTGTGCTTCATCACCTACTCGGTGCACCAG
TCGGCCAAGCAGCGCGAGCGCAGCTACGCCTTCCTGCACCCGTACATGGACGGGGCCACC
GTGGCCCACCAGGCGCACGGCCAGACCGGCCACGGCGGGGGCCACGGCCGCCACGACCAC
CACGCGGCCCGCAAGCTGCGCAACATCAACGGCATCCTGGTGCAGAACGACAGCAGCAAG
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GAGGACCACGACATGGAGACCAAGGAGATCCCCAACATGGCGCGCAGCCTGCCGCACGGC
AAGAGCGCCAAGGTGCGGCGGCAGGAGEECATCTCCCECTTCTACGTCATCCAGGTGGTG
TTCCGCAACGTCCTCGAGATCGGCTTCCTCGCGGGCCAGTACTTCCTGTATGGCTTCAAT
GTGCCGGGGATGTTTGAGHBEGACCGCTACCCCHEEGTGAAGGAGGT TGAGHGETACGTA
TCGCGGCCGACAGAGAAGACCGTCTTTCTGGTCTTCATGTTCGCCGTTAGCGGCATCTGT
GTGCTGCTCAACCTAGCAGAACTCAACCACCTCGGCTGGCGGAAGATTAAAACGGCCGTC
AGAGGGGTGCAGGCGCGTAGGAAGTCCATCTGTGAGGTGCGTAAGAAGGACGTGTCCCAC
CTCTCCCAGGCCCCCAACCTTGGCAGGACCCAGTCTAGCGAGTCGGCCTACGTCTGA

>Gm-GJD2-G09811

ATGGGGGAATGGACTATACTAGAGAGGCTCCTGGAGGCTGCTGTCCAGCAGCACTCGACT
ATGATAGGAAGGATCCTACTCACTGTGGTGGTCATCTTCCGGATCTTAATCGTAGCGATA
GTCGGAGAGACTGTCTATGATGACGAGCAAACCATGTTTGTGHEEBHAACACCTTACAACCG
GGCEGEAACCAGGCABGHETACCGACAAGGCATTTCCCATTTCACACATCCGATACTGGGTG
TTTCAAATTATCATGGTGTGCACGCCGAGCCTGTGCTTCATCACCTACTCGGTGCACCAG
TCGGCCAAGCAGAAGGAGCGGCGCTTCTCAACGGTGTACCTGACGCTGGACAAGGACCAA
GACTCCATGAAGAGGGAAGAGAGCAAAARAGATCACCAAGAGCACCATCGTGAACGGAGTA
CTGCAGAACACGGAGAACACCACCAAAGAGGCCGAGCCGGACTGCTTGGAGGTCAAGGAG
ATCCAGAACTCGGCCATGAGAACTAAGTCGAAATTAAGGCGCCAGGAGGGAATCTCGAGG
TTCTACATCATCCAAGTGGTGTTCAGAAACGCGTTGGAGATCGGTTTTCTGGTGGGGCAA
TATTTCTTGTACGGATTCAACGTGCCGTCCGTGTACGAGHEEGATCGATACCCGHBBATC
AAAGACGTCGAGHBETACGTCTCCAGGCCCACGGAGAAGACCGTGTTCCTGGTGTTCATG
TTCGCCGTCAGCGGGTTTTGTGTGATTCTGAATCTGGCGGAACTCAATCATCTGGGCTGG
CGAAAGATCAAGACGGCCGTGCGGGGCGTGCAGGCGCGACGAAAGTCCATCTATGAGATC
CGAAACAAAGACTTGCCGAGAATGAGTGTGCCCAATTTCGGGCGTACTCAATCCAGTGAC
TCCGCTTATGTGTAA

>Gm-NN-gjd2-G01582 Modified according to XM 030345236 Splice site
ATGGGGGAATGGACCATCCTCGAGCGTCTACTGGAGGCGGCCGTTCAACAGCACTCTACT
ATGATAGGGABGATCCTGCTCACGGTGGTGGTGATCTTCCGGATCCTGATCGTGGCCATC
GTCGGGGAGACCGTCTACGATGACGAACAGGAGATGT TTGTGHEEEAACACCCTGCAGCCG
GGCGEAACCAGGCGEEETACGACCAGGCCTTCCCCATCTCCCACATCCGGTACTGGGTT
TTCCAGATCATCATGGTGTGCTGCCCCAGCCTCTGCTTCATCACCTACTCCGTCCACCAG
TCGTCCAAGCAGAAGGAGCGCGGCTTCTCCGGCGTGTACCTGTCGGTGGACCGGACGGGC
CGGCCAGACGACAACCTGCTGAAGAACACTCTGGTGAACGGCCTGCTGCAGAACTCGGAG
AACTCGTACAAGGAGGCGGACCCGGACGCTCACATCTTCCCCCGGCAGTGTGTGAGGACG
CAGTCCAAGATGAGGAGGCAGGAGGGCATCTCCCGCTTCTACATCATCCAGGTGGTCTTC
CGGAACATGCTGGAGGTGGGCTTCCTGGTGGGCCAGTACTTCCTGTACGGGTTCAACGTG
CCCCCGGTGTACGAGHBEGACCGGTACCCGHEEATCAAGGACGTCGAGHBETACGTCTCA
CGGCCCACGGAGAAGACCGTGTTCCTGGTCTTCATGT TCGCCATCAGCGGCGTCTGCGTG
GTCTTCAACCTGGCGGAGCTCAACCACCTGGGCTGGAAGAAGATCAAGGAGGCCGTGAGG
GGCGTGCAGGCCCGGAGGAAGTCCGTCTACGAGATCCGCAAGAAGGACCCGGCCAAGATG
AGCGGATTTGGACACATCCAGTCCAGTGACTCCGCCTACGTTTGA

>Gm-NP-cx39.2
ATGGGGGACTGGTCAATACTGGGACGTTTTCTGTCCGAAGTGCAAAACCATTCCACAGTG
ATAGGGAAGATTTGGCTGACCATGCTGCTCATCTTCCGCATCCTGCTGGTGACCCTGGTG
GGAGACGCCGTCTACAGTGACGAGCAGTCCAAGTTCACCHBEAACACCCAGCAGCCCGGA
fG8~rACAACGTCEBETACGACACCTTTGCACCTGTGTCACATCTGCGTTTCTGGGTTTTT
CAGATTGTGCTGGTATCCACTCCATCTATCTTCTACATCGTTTTTGTTCTCCATAAAATT
GCCAAGGATGAGAAGCTGGATGTCCAGAAAGGAAAGTTCATAATCCAAGCCCCCTCCAAR
AATAACTATGTTGAGCTTGGTAGCAGTTGTATGGAGGGCACCAGGGTGGAGCCCATCTAC
AGTCCCAAGTACATGGAGGAATGGGGCACAAAAGACCAAGAAGGAATGGAGCAAAGTCTC
CTTGACGAGGATTATGCTGAACTTGGTGAAGATCCAACCCAGCTATCGAGCCAAGTCCTA
CTCATTTACATTCTTCACGTGTTGTTACGTTCTGTTATGGAGATAACCTTTTTGGTGGGC
CAGTATTACTTGTTTGGTTTTGAAGTGCCGCACCTGTATCGCHEBEGAGACCTATCCCHEE
CCAACACGCACTGACHBETTTGTTTCTCGTGCCACAGAGAAGACAATTTTTCTGAATTTC
ATGTTTAGTATCAGCCTGGGCTGCTTTGTTCTCAACATCGCCGAGCTTCACTATCTTGGC
TGGGTGTACATATTCCGCATCTTGTGCTCAGCTTGTTCTACGTGCTGTACTCATGAGAGG
GATGCTAAGGGGCGGTACTCCCACCAGAACCCCTTGCTGCTGCAGCTGAAGCACTCCCTC
AGGGGGAGGCTGGTCCTACAGACGCCTGCCCCCAGGAGCCAGGAGAAGGCTCGAGGTCTG
CTCAGTCACGCCCCGGCCATCTCCTTTGAGACGGATTCCACCGTGGAATGCACCTCCAAG
AGGACTTTAGAGGAGAGGGACAAAGTGAAGCTCAAATTAGCCAACATGGCAAAACTAGGA
AGAACTAAGAAGTCCTGGTTATAA

>Gm-GJD3-G20235 Ensembl prediction. The sequence has been extended in 3’-direction

(underlined) until stop codon.
ATGGGGGAATGGAGCTTCCTGGGTGATCTGTTTGAACACCTCCAGGCACACTCGCCCATG

101



CTGGGTCGCTTCTGGCTCTTCATCATGCTCGTGTTCCGCATTCTGATCCTGGGCACCGTG
GCGTCTGACCTGTTTGACGACGAGCAGGAAGAGTTCTCCHEEAACACCCTGCAGCCGGGC
fE8AAGCAGGTGEGETACGACCATGCCTTCCCCATCTCCCTGTACCGGTTCTGGGTCTTC
CACATCATCCTCATCTCCACCCCGGCAATGCTCTACCTGATGTACGCCATGCACCACGTC
TCCAAGAAAAAGCCCTCCTCGTCCGCCGACGGCACCGCCTCCACCTGCAGCCAGGATAAC
CAAGAGGAGAGGCGCCTGAGGCAGCTCTACCTGGTGAACGTGGCCTTCCGCCTGATGGCG
GAGGTGGGCGTGCTGGTGGGCCAGTGGTGGCTGTACGGCTTCAAGCTGGAGGCCCAGTTC
cCCHBBAGCCGCTACCCCHBECCGTACACGGTGGACHBETTCACCTCCAGGCCCGCCGAG
AAGACCGTCTTCTTGGTGTTCTACTTTGGGGTGGGCGTGGTGTCGGCCGCCTCCAGCCTG
GTGGAGCTCCTCTACGCCGCTGTCAAGTGGTTCTGCCCCAGGARACAGGGGCGGCGCGGT
ATGCCCGATAGGTCCTACGAGTCTCATAGCCTCAGCAACCTGCGGAAACAGGAGGAGGAG
GCGAACCTGCGGTTTGTGGGAGGGGGGAAGGCGCTGTCCGACAGCGCGCTGAGCAGCGCG
AGGATGAAGACAGGCCCCGTGAGGAGCAGCGGTGCGAGGAAGACCTCCAGCGTCGGACAC
AAGACCTCCAGGCTCCCCAGCAGCCGGTCCTTCATGGCGTGA

>Gm-NN-gjd4-G11373
ATGGGCATGCTGGATGCAGTCCTTGTCGCCATAAGCCACAACATCTCCTTTGTGEETAAA
ACCTGGTGGCTACTCATGGTAGGCCTACGTCTTATTGTGGTCCTGCTGGCCGGCTTCACC
CTCTTCAGTGATGAGCAGGAGCGCTTCGTCHBEAACACCATCCAGCCGGGTHBETCCAAC
GTCEBETTCAACCTGTTGGCGCCCGTTTCCCTGTTCCGCCTCTGGCTGCTCCACATCGTC
CTCCTGTCTCTGCCGTACCTCATGTTCGCTACACACATCGCACACAGGCTCCTGTGGGAT
CCCAACTCTGGAGCGGGCTACGTGGCGATAAACCGCCATGGGAGTCAGGGAAGCCCTTGC
TCCACGCCAGAGATTTCCCAGTTCCTCCTTCTTCATCATCATCATCTTCCTGGGCAGGAC
CCCTCCCAGTGCGTGCGGCCCGTGCCGAGCTTCCACTATGCCTACCTATTGGTCGTGACC
GTGCACATCCTGATGGAGGCGGCCTTCGTGGCGGGTCACGTCCTGTTCTTCGGGTTCTTC
ATCCCAAGAAGCTTCCTGEGETACGAGGCCCCGEEEACGTCGGGCGTGCAGEBETACGTC
TCCCGGCCCACAGAGAAGACGCTGATGCTCGACCTCATGCTGGGCCTGGCCTGTCTGTCA
GTGGTGCTGAGCCTGGTGGACCTTGTGGCCGGCGCACGCCGGGCTCTGAGGCGGCGGAGG
AGAGCGACGTCTGTGTCGGAGGAGATGGGCAAAGGAGAGCAGAGCAGCGTGTCCTCCAAC
GTGAGTGGTGCAGGAGACCTCAACCTCCTCTTGAACAAGAGGATGGCCAACGGGTTTGAG
AGCGACATCCAAGCCACGCCTAGCTCCTCTACAGACAGTGTGCCTAATGTCGCCGCCGCG
CTGAAGGGCGAGGCAGAGGGTAAGGCTGGCAAGCTGACCGACGAGAAGGGCTTGCCGTGG
CAACACAGTGCCAACGGAAAGATCGGGTTCTCGACGAATCCAAAAGCCATGCCGCTGCCC
TTCGTCGTCCACAACCAGCAGAAACCTCCAGAGTTGGCTTCCCTGGACGGCAGCCTAGCA
CCGAGGCTGGAGAACTTCACCCCGGCTGACACTAGGAAACAGGGCCAGCTAGCCTCAATG
GAGTCCACCTCTACCTCCAGGCAGAACTCTACCCCCAGTGAGGGTCCTGACAAGAGGGCT
TGGGTTTAG

>Gm-NN-gjd4-G17736 Splice site. Underlined: sequence extended in 3-direction, and
was further extended (lower case) by Blast against GenBank cod wgs
ATGAGTGGAGCCAGTGCCTGTGAAGTCATCTTCATCTCGGTCAGCCATAGCACCACACTG
ATGGGGAAGGTGTGGCTGGTCATCATGGTGTTCCTCCGGGTCCTCGTCCTGCTGCTGGCC
GGCTACCCGCTCTACCAGGAC GAGCAGGAGCGCTTCGTG-AACACCATCCAGCCGGGC
E88cccAACGTCEBETACGACCTCTTCGCCCCCGTCTCCCTCTTCCGCTTCTGGCTGGTG
CAGCTGGTGTCCGTCTCCCTGCCCTACCTCGTCTTCGTAGTCTACGTGGTCCACCGGGTC
CTGTGCGGGCTGACTGCCGGCTCTGCCCTTCCTCCTCCTCCCTCTGCACCTCCTCTTCCT
CTGGCACAGGACGTCGGGAGGGCTGGGAAGGACCCGCCCGGGACGGCggecggcggcggcy
gcggccctgecgtgceccgagetcggecceccgggecggeggtgettegegggggectacctectg
cagctggtcttccgcatcctgttagaggtgggcttcggecgecgeccactactacctgttt
ggcttccacatccccagccgcttcctg-cagcaggcgccg-accacccaggtggac
-tacatctcgcggcccaccgagaagagcgtgatgctgtgcctcatgctgggcgccggc
gcgctctcecctggggctcaacgecgectggacgtggtgtgegeccgtcaagegectecggtgagg
cagagcgcgaggaggaggcggcggcggcggaggacgcgtgtggagaagetgtacgaggaa
gagcgctattacctcatcaacggtggaagccacagcggcagtggtggecggtggtggeggg
ggcagtgggggtgacggtaggggggaggaggaggacggcggccacgaggteggttcactyg
gtgcaccacgaggcggcgtcgacgggaggagcgtcccgecccggaagcttecggaagegg
gggccgagcaaggcctcgagcgtctgecggecccecgteccecgaccactgectecggtacgggge
tccectggtggeccctcagecccgggggecccceccgecggecctgaacaccaacaacggcaacaac
ggctacgggcaggcccagcgggaggaggcggcegcecccacggcagecgacgtggeccacgga
ccctccgageccccecccgceccacgccccggtceccateccgegtcaacaagcagggecgectcaag
ccccectceccecgeecgeggcgggaccececgecgegecgecgetggggtegtteggggtegte
tccaaggcgacagcggacggcggcagcagaaggggcggtcagtacactcaggtggaactt
ggcggttgccaggacgacggccaggcggagaggtcggaatgggtgtga

>Gm-GJE1-G16314 Ensembl prediction. No modifications. Splice sites.
ATGTCTTTAAACTACATTAAAAACTTTTATGAAGGATGCCTCAGGCCTCCTACGGTGATA
GGCCAGTTCCACACCCTGTTCTTCGGCTCCGTGCGGATGTTCTTCCTAGGGGTGCTGGGC
TTTGCTGTGTACGGTAACGAGGCGCTCCACTTCAGC-GACCCCGACCGCAGAGAGCTC
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AACCTCTACTGCTACAACCAGTTCCGACCAATCACGCCGCAGGTTTTCTGGGCACTACAG
CTGGTGACGGTGCTGTTTCCCGGGGCCGTGTTCCACCTCTACGCCGCCTGCAAGACCATC
GACCAGGAGGAGATTCTCCAGAGACCCGTCTACACCGTGTTCTACATCATCTCAGTGCTG
CTGCGCATCATCCTGGAGGTCATCGCCTTCTGGCTGCAGAGCCACCTCTTCGGCTTCCAG
GTCCACCCTCTCTTCATGIGIGACGCCATTGCGCTGGAGCGCTCCTTCAACGTGACCAAG
TGCATGGTCCCGGAGCACTTTGAGAAGACCATCTTCCTCAGCGCCATGTACACCTTCACC
GTCATCACCATCCTGCTCTGTGTGGCCGAGATCTTCGAGATCCTCTGCCGGAGGCTGGGG
TACCTCAGCAACAAGTGA

Suppl. Fig. 11. Japanese eel (Anguilla japonica) connexins.

Yellow: Conserved domains as defined by Cruciani and Mikalsen (2007)
Green: Conserved cysteine codons (cysteine signature)

Grey: 15 nt added at the ends of the conserved domains

Other colors are explained where necessary.

We here use the Japanese eel linkage groups (essentially equals a chromosome level assembly) as
identification in addition to the naming of each sequence.

>Aj-NN-cx43-BEWY01000019 C, added to keep reading frame; nucleotide chosen
according to BDQON01000172, AVPY01141929 (both A. japonica), AZBK01844958 (A.
anguilla) and LTYT01001410 (A. rostrata).
ATGGGTGACTGGAGCGCTTTAGGGAGACTTCTGGACAAGGTCCAGGCCTACTCCACCGCT
GGAGGAAAGGTCTGGCTCTCTGTCCTCTTCATCTTCCGTATCCTGGTCCTGGGGACGGCC
GTGGAGTCCGCCTGGGGCGACGAGCAGTCGGCCTTCAAGTGCAACACCCAGCAGCCCGGT
TGCGAGAACGTCTGCTACGACAAGTCCTTCCCTATCTCGCACGTCCGCTTCTGGGTCCTC
CAGATCATCTTCGTCTCCACGCCAACGCTGCTCTACCTCGCCCACGTCTTCTACCTGATG
CGCAAGGAGCAGAAGCTGAACAAGAAGGAGGAGGAGCTGAAGGCGGTGCAGAACGALCGGC
GGCGACGTGGACATACCGCTGAGGAAGATCGAGCTGAAGAAGGTCAAGCACGGGCTGGAG
GAGCATGGGAAGGTCAAGATGAAGGGCGCCCTCTTGCGCACCTACATCGTCAGCATCTTG
TTCAAGTCCATCTTCGAGGTGGGCTTCCTGATGATCCAGTGGTACATTTACGGCTTCTCG
CTGGCCGCCGTCTACACCTIGCGAGAGGGACCCCIGCCCCCACAGGGTAGACTGCTTCCTG
TCCCGCCCCACGGAGAAAACGGTCTTCATCATCTTCATGCTGGTGGTGTCCCTGGTGTCC
CTCATGCTGAACGTCATTGAGCTGTTCTACGTCTTATTTAAACGGATCAAGGATCGCGTG
AAAGGGAAAGATAACCACTACCCCACCAGCGGTACCCTGAGCCCCACCCCCAAAGACCTG
TCCCCAACTAAGTACGCCTACTACAATGGCTGCTCCTCCCCCACCGCCCCCCTGTCCCCA
ATGTCACCTCCCGGGTACAAGCTGGCCACTGGGGAGAGGACCAACTCCTGTCGCAATTAC
AACAAACAAGCCAACGAGCAGAACTGGGCCAACTACAGCACCGAGCAGAACCGGCTGGGE
CAGAACGGCAGCACCATCTCCAACTCGCATGCGCAGGCCTTCGATTACCCCGACGACGGC
CAGGAGCACAAGAAACTGACCGCTGGCCACGAGCTGCAGCCATTGGCCCTGATGGACCCC
CGGCCGTCCAGTCGGGCCAGCAGCCGCATCAGCAGCCGGCCGAGGCCGGACGACCTCGAC
GTCTAG

>Aj-CXA1-BEWY01000007

ATGGGAGACTGGAGTGCTTTGGGGAGGCTCCTTGACAAGGTCCAGGCCTACTCCACTCCT
GGAGGAAAGGTCTGGCTCTCTGTCCTCTTTATCTTCCGGATCCTGGTCCTGGGGACGGCT
GTGGAGTCTGCCTGGGGGGATGAGCAGTCGGCATTCAAGTGCAACACCCAGCAGCCTGGC
TGCGAGAATGTCITGCTATGACAGATCCTTCCCCATCTCCCACGTTCGCTTCTGGGTCCTG
CAGATCATCTTTGTCTCCACACCAACACTGCTCTATCTTGGCCACATCTTCTACCTGATG
CACAAGGAGGAGAAGCTGAACAAGAAGGAGGAGGACCTGAAGGTTGTCCAGGGGGAGGGC
ATTGATGTGGATGCAGCACTACAGAAAATTGAGTTCAAGAGGGTCAAGTATGGGATAGAG
GAACACGGGAAGGTCAAGATGAAGGGTGCCCTCCTGCGCACCTATGCTGCAAGCATTGTC
TTCAAATCAGTCTTTGAGGTGGGCTTCCTGGTGATACAGTGGTACATATATGGGTTCAGC
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CTGGCAGCTGTGTACACCHEEECAGAGGCTACCCHBECCACACAGGGTCGATHEBETTCCTG
TCCCGACCTACGGAGAAAACGGTCTTCATCATATTCATGCTGGTGGTGTCCCTGGTATCC
TTGCTCCTCAATGCTATTGAGCTCTTCTATGTATTCTTCAAGAATGTCAAGGACCGGGTG
AAAGGGAAGGAAGACCACTTTCACAACAGCGGCACCCTCGGTTCCATTGTCAAGGACATG
TCGCCCTCCAAGTATGCCTACTACAATAGTTGCTCCTCTGCTGGAGTCCCCTTGTCTCCA
GTATCACCCCCAGGGTACAAGCTGGCAACTGGGGACAGGACCATGGGCTCCAGCCGCAAT
TATAACGAACAGGCAAATAAGCAGAACTGGGCCAATTACAGCACTGAGCAGAACCAGCTG
GGTCAAAATGGGAGTACCATCTCARATTCCCATGCCCAGCCAGTCCATTTCCCTGAGGAC
ACTCAGGATCACAAAAAATTGACTGCTGGGCATGAACTTCTGCCCCTTGGGTTGCTGGAT
CCTCGGCCAATCAGCAGGGCCAGCAGTCGGATGAGCAGTCGGGCARGGCCAGGTGACCTT
GATGTCTAA

>Aj-g3ja3-BEWY01000014
ATGGGCGACTGGAGCTTTCTGGGGCGGCTGTTGGAGAACGCGCAGGAACACTCGACGGTG
ATCGGCAAGGTGTGGCTGACGGTCCTCTTCATCTTCAGGATCCTGGTGCTGGGGGCGGCG
GCGGAGGAGGTGTGGGGCGACGAGCAGTCCGACTTCACCHBEAACACGCAGCAGCCCGGE
[i88cAcArcGTCBETACGACGAGGCCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTTGTGTCCACGCCCACCCTCATCTACCTGGGCCACGTGCTGCACATCGTC
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGCTGCGCAAGGCCAGCAGGCTCCAG
GAGGAGAAGGAGCTCCTCTTTAAAAACGGAGCGGGCGGAGGAGGGGACGCCGGLGGLGGE
GGAGGCGGCGGAAAGAAGGAGAAGCCGCCGATCAGGGACGAGCACGGGARAATCCGCATC
AGGGGGGCGCTGCTGCGCACCTACGTGTTCAACATCATTTTTAAGACCCTGTTTGAAGTG
GGCTTCATCTTAGGCCAGTACTTCCTGTACGGCTTTCAGCTGCGGCCGCTGTACAAGHER
GCGCGGTGGCCC-CCCAACACCGTAGAC-TTCATCTCCCGGCCCACAGAAAAGACC
ATCTTCATCATATTTATGCTTGTGGTGGCTTGCGTGTCCCTTTTGCTGAATTTGTTAGAG
ATCTATCACCTCGGATGGAAGAAGGTCAAGCAGGGCATGACCAACGAGTTTTCCCCCGAG
CGCGAGTCGCCGCCCCGCACCGACGCTGAGCCAGAGTCCGCGACCCCCGCCCCGAGAACT
GCCCCTCCAAACCTCAGCTACCCGCCGAACTACACGGACGTGACCGCGGGGGGLGLCGTAC
CCCCTGCCGGCCGCCACGGCGGCCGAATTCAAGATGGATCCTCTGCAGGAGGACCTGCAG
GAGGCGCCCTCCTCCTTCTACATCAGCAACAACAACAACCACCGGCTGGCCTCCGAGCAG
AACTGGGCCAACCAGGCTACCGAGCAGCAGACTCGGGAGAGGAATCCAGGCTCCCCTTCC
CCCTCCTCTTCCTCCTCCTCCTCGTCCTCAACCTCCAGCGTCCGAGATGAGCTGCTGCAG
CAGCCGAAGGACGCCGCCTCGCCCGCCGCCACCTCCACCTCGAGCGGCGGGGGCTGGGGT
GGAGGGAAGGGCCCGTTGGAAGAGGGTCACATGACCACCATGGTGGAGATGCACGAGGCG
CCCGCGGCGGTCACGGCGGTAATGGCGGTCACGGACGCCCGGCGGCTCAGCAGGGCCAGC
AAGAGCAGCAGCGCCAGAGCCCGGCCCAACGACCTGGCGGTTTAG

>Aj-gja3-BEWY01000008

ATGGGTGACTGGAGCTTTCTGGGGCGGCTGTTGGAGAATGCTCAAGAACACTCGACGGTG
ATCGGCAAGGTGTGGCTGACGGTCCTCTTCATCTTCAGGATCCTGATCCTGGGGGCGGCG
GCTGAGGATGTGTGGGGCGACGAGCAGTCCGACTTCACCHiBEAACACCCAGCAGCCCGGE
fE€GAGRAACGTCBETACGACGAGGCCTTCCCCATCTCCCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTCTCCACGCCCACCCTCATCTACCTGGGCCACGTGCTGCACATCGTC
CGCATGGAGGAGAAGCGCAAGGAGAAGGAGGAGGAGCTGCGCAAGATCCGGCTGCAGGAG
GAAAAGGAGCTCCTCTTTAAGAACGGGGGAGGGGGCGGGCHENMNGOINGGT GGAGGCGG
GGAGGGGGCGGCGGCAARAAGGAGAAGCCGCCGATCAGAGACGAGCACGGGAAGATCCGC
ATCAGGGGTGCCCTGCTGCGCACCTACGTGTTCAACATCATTTTTAAGACACTGTTCGAG
GTGGGGTTCATCCTGGGCCAGTACTTCCTCTACGGCTTCCAGCTGCGGCCGCTGTACAAG
f@8ccccGeTGGCCCEBECCCAACACGGTGGACHBETTCATCTCCAGGCCCACGGAGAAR
ACAATCTTCATCATATTTATGCTTGTGGTGGCTTGCGTGTCCCTTTTGCTGAATTTGTTA
GAGATCTATCACCTGGGATGGAAGAAGGTCAAGCAGGGCATGACCAATGAGGCTTCACCC
GAGCATGAGTCGCTGCCCTGCGCTGACCCGGAGTCTGAGCCCGGCCCTGCTACCCCAATC
CCTGCCCCGAGAACTGTTGCCCCCGTCCTCTGCTACCCACCGAACTACACAGAGGTGACT
GCGGCGGGGGGCGGGGCGTACCCATTACCAGCGGGGCCCGCGGCCGAGTTCAAAATGGAG
GACCCGCTGGAGCTGATCTCCTCCTTCTACACCAGCAACAACAACAACCACCAGCAGCAG
CAGCACCAGCGGCGGGCCTTGGAGCAGAACTGGGCCAACCAGGCCACCGAGCGGCTGCAG
ACTCTGGAGAGGAAGCCCGAGTCCCCCTGCCCCTCCAAACCCTCTTCCTCCCCCTCGTCC
CCCTCCCCGACTTCCTCT

>Aj-NN-cx39.9-BEWY01000008

ATGGCTGACTGGAACTTGCTGGCGAAGCTTCTGGAAAAGGCCCAGGAGCACTCGACAGTG
GTGGGGAAGGTCTGGCTGACAGTCCTCTTCATTTTTCGCATCATGATTCTGGGCGCGGCT
GCGGAGAZ—\GGTGTGGGGCGZ—\CGAGATGTCCGGCTTCACC-GACACCAAGCAGCCCGGT
-CAGAACGTG-TACGACAAGACCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTCGTCTCCACGCCCACGCTGATCTACCTCGGCCACATCCTCCACCTCGTG
CGCATGGAGGAGAAGGTGAAGCAGAAGGAGAAAGAGCAGGCTCAGCACGGGAACGGCCAC
GCCCACCCGCTGCTGCCCAACGGCAAGCCCAAGAAGCCGTCGGTCCGGGACGACCAGGGT
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CGCATCCGCCTGCAGGGGETGECTEGCTECECACCTACGTCTTCAACATCATCTTCAAGACC
CTGTTCGAGGTGGGCTTCATTGTGGGCCAGTACTTCCTCTACGGCTTCCAGCTGAAGCCG
CTCTACACCHEGEGACCGCTGGCCTHBECCCAACATGGTCAACHBETACATCTCGCGGCCC
ACGGAGAAGACGATCTTCATCATCTTCATGCTGGTGGTGGCCTGCGTCTCGCTGCTGCTC
AACCTCATCGAGATGTACCACCTGGGTTTCAAGAGGTGCCAGCAGGGCATCCAGTACAGG
CGCTCAAAGCTGGCCTACGAGGAGGGCTTCAAGCCGCCCAGCGAGACCGCGGTGCCCTAC
GCGCCCGGCTACAACTTCTTCTCCCAGCACCCCACCGGCCCGTTCCCGCAAGGCCCCGGG
TACGACATGCCTGCCCTGGGGGAGTCCGAAGTCCCGATCARCCCGTACAGCACCAAGTCC
GCGTACAAGCAGAACCGCGACAACTTTGCCGTGGAGCGGGGCGACAGGACCGAGGAGGTT
TGCAACTCCAGGCCCGCCAGGGACTCAGGTTCGACCGGGGGCTCCGGCGAGGACTCCGCC
GCCGGGTCCGCTCCTGGCTCCGTTCCCGGGTCTCCGGCGGAGAAGACGAGGAGGTACAGC
CGATCCAGCAGGCGCAGCAACAACAGGACTAGAGAGGACGACCTGCGGGTCTGA

>Aj-CX39.9-BEWY01000015
ATGGGGGACTGGAACCTGCTGGGGAAGCTGCTGGAGAGTGCCCAGGAGCATTCCACGGTG
GTGGGCAAAGTCTGGCTCACCGTCCTGTTCATCTTCCGAATCCTGGTACTGGGTGCCGCC
GCCGAGAAGGTGTGGGGTGACGAGCAGTCAGGCTTCACTHBEGACACCAAGCAGCCCGGT
EE8cAGAACGTCEEETACGACAAGACCTTCCCCATCTCGCACATCCGCTTCTGGGTGCTG
CAGATCATCTTTGTCTCCACACCAACGTTGATTTACCTGGGCCACATCCTGCACCTGGTG
CGAATGGAGGAGAAACACAAGCAGCAGGAGAAGGAGCGGGCTCAGCTCGCCCTGCAGAAC
GACAAGCAGCCGCTGCTCGGGAGCAAGGCCAAGAAGGCCTCGGTTCGGGACGAGCAGGGC
CGCATCCGCCTGCACGGGETCCTCCTGCGCACCTACGTCTTCAACGTCATCTTCAAGACC
CTCTTCGAGGTGGGCTTCATCGTGGCCCAGTACTTCCTTTATGGCTTCGAGCTCAAGCCC
CTCTACACAFGEAACCGGCCGCCGEGECCCAACGTGGTCAACHBETACATCTCCAGACCC
ACCGAGAAGACCATCTTCATCCTCTTTATGCTGGTAGTGGCCTGCATCTCCCTGCTGCTC
AACCTGGTGGAGATGTACCACCTGGGTTTCACCAAGTGCCGCCAAGGGCTGAGGTACAGG
CGCTCTCACCTCGCGTCTGAATTGGGCTCCAAGGCTCCCAGCGAGGCGGCGGTTCCTTTC
GTACCCAATTACAACTGTTTTCCCAGGCACCATCCTGTCCCTGGACCCTTTCAGACTAGT
GCCGGGTTCAGCCTCTCACCGCTCACAGAGCCGGACTCCATTTACCAGCCCTACAACAGC
AAGGCTTACAAGCAGAACAGGGACAACCTGGCCGTGGAGCGCAACAGTAAACCCGAGGAA
TGCGACCTGAAGGTGAAGAAGGGTTCAGGCTCGGCCCCGGGGTCGCCGGTGGAGARCCAG
CGTCGGCCCAGCCGCTCCAGCAAGCACAGCAACAATAAGACCAGACTGGACGATCTGAAG
ATCTGA

>Aj-NN-cx39.4-BEWY01000004
ATGTCCAGAGCTGACTGGGGTTTTCTGGAGCGTTTCCTGGAGGAGGGACAGGAGTACTCG
ACGGGGATTGGACGGGTGTGGCTGACCGTGCTCTTCCTGTTCCGCATGCTGATCCTGGGC
ACGGCCGCTGAGTCCGCCTGGGACGACGAGCAGTCCGACTTCGTCHBBAACACCCAGCAG
CCCGGCiBEGAGCTGGCCHBETACGACCGCGCCTTCCCCATCTCCCACTTCCGCTTCTTT
GTCCTGCAGGTCATCTTCGTCTCCACGCCCACCATCTTCTATTTCATCTACGTGGCCCTG
CGCATGGGATGGGAGAGGAAGCGCGAGGTGGAGGAGGCGGGGAGGAGGAGGGCGGAGGAG
GGACGGGCGAGCCCCGACGAGGGGGCGCGGGGGGCCGGGAAGGCGGGCGGCGAGGAAGGS
GAGGCGAAGGGCGTGAGAGGCGAGCAGGGCGACGAGCGGCGGGAGCGCCCCAAGCTGAAG
GGCAAACTGCTCTGTGCGTACACGCTCAGCATCGTCCTCAAAGTGCTGCTGGAGGCGGGC
TTCATCCTGGGGCTGTGGTTCCTCTACGGCTTCGTCGTCCACGCCAAGTACGTGEGECAG
CGCCCGCCCHBECCCCACACGGTGGACHEBETTCGTCTCCAGGCCCACTGAGAAGACCATC
TTCACCGTGTACATGCAGGCCATCGCCGGGGTCTCCATGCTCCTCAACGTCGTGGAATTT
CTCTACCTTGCGCAGCACACTGTCACCCACTACCTGGAGAAGAAGTACCTGGGCAAAACT
CCAGTCACTCTGCAAATAGACAGAGAGCCCTCACAGCTGGACCTGCCCAGGGAGTCCGCT
GTGCACTACCAGGAGAAGGGACACCTGTGCCTGCCTGGGGCTGGGTTTCCCCAGCCGTAC
CAGGAGTACGTGGAACCCGAAATTGAGCTCAGCTGGGGTGTCGGAGAACAGGGGACAACC
GAAGGCTCGCTCTCAAACCCGCTCCCCAGCTATTCGACTTGCATGAGGGCCATGAAATCC
ACTTCGAGCAGAGTGTCCTCAAAGGCATCCTCTCATAGAGAACAAAGCAAGAGGTCAAAG
AAAGGGAATTTGAAACAATATGTCTGA

>Aj-NN-cx39.4-BEWY01000007

ATGTCGAAGTCAGACTGGACCTTCCTGGAGCTCCTGCTGGAGCAGGGGCAGGTGCACTCC
ACAGGCGTGGGGAAGATGTGGCTGACGGTGCTCTTCCTGTTCCGCGTGCTGGTGCTGAGC
ACGGCGGCTGAGTCGGTGTGGGGCGACGAGCAGTCCGACTTCGTCHBEAACACGCAGCAG
CCGGGCHBEGAGGCAGTCEEETACGACAAGGCCTTCCCCATCTCCCACTTCCGCTTCTTC
ATCCTGCAGGTCATCATCGTCGCCTCGCCCGCCATCTTCTACCTCAGCTACGCCGCCCTG
CACGCCAGGTGGCAGAGGAAGAGGGAGGAGGAGGAGGAGAAGGAGGAGGAGAGGAGGAAG
AGGGCGGAGGAGGCGAAGGGAAGGGACTCGGAGGTGGAGAAGAAGGAGAAGGAGGGAGGG
CGGGAGAGAGAGGGCGCAGGGCAGGGGGGGAGGGTACCCCCGAACGCGCCCAGGCTGAGA
GGCAAGCTGCTCCGGGTGTACCTGTGCGTCACCGTGCTCAAGCTGCTGCTGGAGGCGGCC
TTCATCCTGGTGCTGTGGCACCTGTACGGCTTCACCGTGCCTGCCCGCTACGTGEEECAG
CGCTGGCCGEGECCGCACACGGTCGACHBETTCGTGTCGCGGCCCARAGGAGAAGACCGTC
TTCACCGTGTACATGCAGGCCATGGCGGGCGTGTCGCTGCTCTTCARCCTGCTGGAGGTG
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TGCGTGCTCCTCCGCCGATACTGCTGCCCGCCCCGGTCAGCTGGGCCCCCCCGLGLCCCT
GCTGCGCCCCATCCCACAGAGAGGGCTCGCCTTCACCTGCCCACAGGCAAGGGCGGGGLC
CCTCCGGGATGGGAGGCTCGGATTAGCTGGGGTGCCCAGCATGCTTTCGGGGCGGAGCCA
GCCTTACTTGCCCCTCCCCCTTCTCTGACCCGTCTCCCTCAGGAGGCCCCCAGGGGCAGC
TGGTCCACACAGTGGCGTTATCCCCAGGTCTACCAGCAGGGCGGCGCCTCAATATGA

>Aj-CXA5-BEWY1000014
ATGGGTGATTGGAGTCTCCTGGGAAACTTCCTTGAAGAGGTGCAGGAGCACTCGACTTCG
GTGGGCAAGGTCTGGCTGACCGTCCTCTTCATCTTCCGCATCCTGGTCCTGGGCACGGCG
GCGGAGTCCTCCTGGGGCGACGAGCAGTCGGACTTCATGHGEGACACCAAGCAGCCTGGC
FG8cTCAACGTGEGETACGACAAGGCCTTCCCCATCGCCCACATCCGCTACTGGGTCCTG
CAGATTGTGTTCGTCTCCACCCCCTCCCTCATCTACATGGGCCACGCCATGCACACGGTC
CGCATGGAGGACAAGCGGCGCCAGAGGGAGCAGGAGCAGGGTGGGGAAGGGGGCGGGGCT
GAGGAGAAGGGCTACCTGGAAGAGAGGGAGGCTGGGAAGCCCGAGCCCTGGGGARAGATT
CGCCTGAAGGGGGCGCTGCTGAAGACGTACGTGCTCAGCATCCTGATCCGCACCGTCATG
GAGGTGACCTTCATCGTGGTGCAGTACATGATTTACGGGATCTTCCTCAACTCTCTCTAC
CTCfi68GAGGCCTGGCCClEECCARACCGGGTCAACHBETACATGTCCCGCCCCACTGAG
AAGAACGTCTTCATCGTCTTCATGCTGGCAGTGGCGGGCGTGTCGCTCTTCCTGAGCATA
GTGGAGCTCTACCACCTGGCCTGGAAACAGTCCAAAAAGTGCCTGAGGGCCTATGCTGCC
TCCCACGCCCTGGACAGCACGCCCTCTATGGTGGTGCAAGTTTCCCCAGAGACCAGTGCG
CCACCCCACACCTCCTGCACTCCGCCCCCTGACTTCAGTCAGTGCCTGGCACCGCCACCC
GCTCACACCCACCCCAACTGCCACCCCTTCAACAACAGGATGGCCCACCAGCAGAACTCT
GCCAACCTGGCGACCGAACGCCGCCACAGCCACGGCAACCTGGAGGGGGAAGACTTCCTG
GAGATGAGCTCCGTGGAGGGGGCAGAGACTCCAGCTCCGCTGCTCCACGCCACATTCCTC
AAGGACAAGCGCCGCCTCAGCAAGACCAGCGGCTCCAGCAGCCGCGCGCGGCCTGACGAC
CTGGCCGTGTAG

>Aj-NN-gja5-BEWY01000008
ATGGGTGATTGGAGTCTTATGGGAACCTTCCTTGAAGAGTTGCAGGAACACTCGACTTCG
GTAGGCAAGGTCTGGCTGACCGTCCTCTTCGTCTTCCGCGTCCTGGTCCTGGGCACGGCA
GCGGAGTCCTCCTGGGGCGACGAGCAGTCGGACTTCATGHBEGACACTGAGCAGCCCGGC
8 cAGAATGTGEBETACGACAAGGCCTTCCCCATCGCCCACATCCGCTACTGGGTCCTG
CAGATTGTGTTTGTCTCTACCCCCTCCCTCATATACATGGGTCACGCCATGCACATACTG
CGGGTAGAGGAGAAGCGCAGGCGGAGGGAGCTGGAGGACAAGGGTGGGGGTGAGGTCGGG
GGTGGGGGTGGGGAGAAGGAGTACCTGGAGGGGAAGGAGTCTGGGAGGGCGGAGGACACG
GGGAAGTTGCACCTGAGGGGGGCACTGCTGAAAACGTATGTGCTGAGCATCCTGATCCGC
ACTGCGATGGAGGTAACCTTCATTGTGGCGCAGTACATGATCTATGGAGTCTTCCTCAAT
CCGCTGTATGTCHBEGAGGCCTGGCCCHBICCCAACCCGGTCAACHEBETACATGTCTCGG
CCAACAGAGAAGAACGTATTCATTGTCTTCATGCTGGTGGTGGCGGGCGTGTCCCTGTTC
CTGAGCGTGGTGGAGCTCTACCACCTGGCCTGGAAGCAATCAAAGCGATGCTTTCGAGAC
TACCTGGCCTCCCGCGCTCGGCAGCCCAAACCTGCCCCCGTGGCACCCATTGGCTGCGAG
CTCGAGACTCCCCTGCAGGTCTCCCGCACCCGCACCCCACCCCCTGATTTCGACCAGTGC
CTGGCGACGGCACTACCCCACTCTCACACTGGCCATGCCCACCCAAGCTGCCAACCGTTC
AACAACAGGATGGCCCACCAGCAGAACTCCGTCAACCGGGCAACCGAGCGCCACCACAGC
CACGACAACCTGGAGACGGTGGACTTCCTGCAGATGAGCTACACGCAGGAAACCGAGGCA
GCTGACACCTGTGGCCTGCCCTCGGCTCCGCCTCCTGCTCTGGCCCTGAACAACGGCTTC
TTAAAGGACAAGCGGCGCCTCAGCAAGACCAGTGGCTCCAGCAGCCGAGTGAGGCCGGAT
GACTTAGCCGTGTAG

>Aj-NP-gja8-BEWY01000014

ATGGGTGACTGGAGCTTCTTGGGGAACATTTTAGAGGAAGTAAATGAACACTCGACGGTG
ATAGGGAGGGTGTGGCTGACTGTGCTCTTCATTTTTAGGATTTTAATCCTGGGCACGGCC
GCTGAGTTTGTTTGGGGGGACGAGCAGTCGGATTATGT TEGEAACACCCAGCAGCCGGGT
ff86cAGAACGTCHBETACGATGAGGCTTTCCCCATCTCCCACATCAGGCTGTGGGTGCTC
CAGATCATCTTCGTCTCCACGCCCTCGCTGGTGTACGTGGGCCACGCCGTGCACCATGTG
CACATGGAGGAGAAGCGCAAGGAAAGGGAGGAGGCGGAGATGAACCGCCAGCAGGAGATG
AACGAGGAGAGGCTGCCTCTGGCGCCCGACCAGGGCAGCGTCAGGACCACCAAAGAGACC
AGCACCAAGGGCAGCAAGAAGTTCCGCCTGGAGGGCACCETEGCTCAGCGACCTACATCTGC
CACATCATCTTCAAAACCCTGTTCGAGGTGGGCTTCGTGGTGGGGCAGTACTTCCTCTAC
GGCTTCCGCATCCTGCCCCTGTACCAREBEAGCCGCTGGCCCHEBECCCAACACCGTCGAC
f@€TTCGTCTCGCGTCCCACTGAGAAGACCGTCTTCATCATCTTCATGCTGGCGGTGGCC
TGTGTCTCCCTCTTCCTCAACTTTGTGGAGATCAGCCACTTGGGCCTGAAGAAGATTCAC
TTTGTTTTCCGCAAGACCCCCCAGCAGCAAGCAGAGGGGGGGCTTGTCCCAGAGARAAGC
CTGGCCTCCATGGCCGTCTCTTCCATCCAGAAGGCCAAGGGCTACAAACTGCTGGAAGAG
GACAAGCCCGCGTCCCACTTCTTCCCCCTGACAGAGGTGGGAATGGAGGCTGGCAGACTC
CCCACATCATTTGAGACATTGGAGGAGAAGCTGGAGGAGGCAGGACCCCCGGARAATATA
TCTAAGGTATATGATGAGACCTTGCCCTCCTACGTTCAGACCACTGAGGCAGAGGAGGGG
GTGCTACAGGAGGAGGAGGAAGAGGAGGATGAAGAGGAACCTCCTGCTGAAGCTGAAGGG
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GAGGCCACTGAGACAATAGAAGACACCAGACCGCTGAGCAGTTTGAGCAGAGCCAGCAGC
AGGGCCAGGTCAGATGATTTGACAGTATGA

>Aj-gja8-BEWY01000008

ATGGGTGACTGGAGCTTCTTGGGAAACATTTTAGAGGAAGTGAACGAGCACTCGACAGTG
ATTGGCAGGGTGTGGTTGACCGTGCTCTTCATCTTCAGGATCCTGATCTTGGGCACAGCT
GCTGAGTTTGTCTGGGGGGACGAGCAGTCGGATTATGT TBBAACACCCAGCAGCCGGGT
f8€cAGAACGTCHBETATGACGAGGCTTTCCCCATCTCCCACATCAGGCTGTGGGTGCTC
CAGATCATCTTCGTCTCCACGCCCTCGCTGGTGTACGTGGGCCACGCCGTGCACCATGTC
CACATGGAGGAGAAGCGCAAGGAAAGGGAGGAGGCGGAGATGAACCGTCAGCAGGAGATG
AATGAGGAGAGGCTGCCTCTGGCGCCCGACCAGGGCAGCGTCAGGACCACCAAGGAGACC
AGTACCAAGGGCAGCAAGAAGTTCCGCCTGGAGGGCACGTTGCTCAGEGACGTACATCTGC
CACATTATCTTCAAGACCCTGTTTGAGGTGGGCTTCGTGGTGGGACAGTATTTCCTCTAT
GGCTTCCGCATCCTGCCCCTCTACAAGHEBEAGCCGCTGGCCCHBECCCAACACTGTCGAC
f@8 T TCGTCTCGCGCCCCACCGAGARGACCGTCTTCATCATCTTCATGCTGGCGGTTGCC
TGCGTCTCCCTCTTCCTCAACTTTGTGGAGATCAGCCACCTCGGACTGAAAAAGATCCGC
TTTGTTTTCCAGAAGCCCCCCCAGCAGCAAGCAGAGGGGGGGCTGGTTCCAGAGAAGAGT
TTGACCTCCATGACTGTCTCTTCCATCCAGAAGGCCAAGGGCTACAAACTGCTGGAGGAG
GACAAGCCTGTGTCCCACTACTTCCCCCTGACAGAGGTGGGGATGGAGGCAGGCAGGCTG
CCGACACCCTTTCAGACTTTTGAGGAGAAGTCCTGCGTGGATGAGGTAGGGCCCCCTGAA
GACATGTCCAAGTTGTGTGATGAGACCCTGCTCTCCTATGTCCAGACCACTGAACAGGAG
GAGGAGCAGAAGCAGGGGCAGGAACAGGACAATGAGGAGGAGCAGCAAGATCAGGAAGAA
GAGGACGAAGAAGAGGAAGAGGGGGAGAAGCCACCCACCGAGACTGATGTGGAGGCTACT
GAGACGATAGAAGACACCAGACCGCTAAGCAGCTTGAGTAAAGCAAGCAGCAGGGCCAGG
TCAGATGATTTGACAGTATGA

>Aj-NN-gjal0-BEWY01000019
ATGGGGGACTGGAACTTGCTTGGAAGTATCTTAGAAGAAGTCCATATTCACTCCACCATA
GTGGGAAAAATTTGGCTCACAATTCTTTTCATATTTCGAATGCTTGTTCTCGGCGTTGCG
GCTGAAGACGTCTGGGATGACGAACAAAGCGAGTTCATCHBEAACACGGAGCAACCCGGA
f88cccAACGTCHBETACGACAAAGCGTTCCCAAT TTCTCTTATACGGTTCTGGGTGCTG
CAAATAATCTTCGTGTCATCTCCATCGCTGGTATACATGGGTCACGCATTATACAAGCTC
AGGGCGCTTGAAAAAGAGAGGCATAAGAAAAAGGCTCAACTGAAGGCGGAGTTGGAAGAG
GTCGAGCCTAGTCTGGAGGAGCACAAAAGAATCGAGAGGGAGCTGAGAAAACTAGACGAG
CAGAAAAAGGTCAGTAAAGCTCCTCTGCGGGGTECCTTATTCCCCACATATGT TTTCCAT
ATCCTGACGAGATCAGTGGTGGAGGTGGGCTTCATAGTGGGCCAATATGTCTTGTATGGA
ATTGGACTAGATCCCCTGTACAAGHEBEGAGAAGGTACCARGECCAAATAGCGTGGATHGE
TTCGTTTCGCGCCCAACGGAAAAAACTATTTTCATGGTCTTCATGATAGTAATCGCATGT
GCTTCTCTCTGTCTGAACCTTCTTGAAATTTCCCACTTGGGAGTAAGAAAATTAAAACAA
AATCTGTTTGGTGAGACGGGTGGAGACGACGACAGTGCTTGCAAATCAAAGAAAAACTCA
ATGGTTCAGCAAGTATGTGTCCTCTCGAACTCATCGCCGCACARAATGGTGCAATTAACA
ATAATGCCAGATGGACAAATTGATCCTTTTCCGGTTTACATGGCTTCTGCTGCATCTCGG
CCGAGCCAGGAAATGCAGAGATACAACGGCATCACCGGGGACCGCGACCAAGTACATTTA
TCGGATCAGCACCCCAGACAGCTCCTCAGGCCCAGCCAAGACGAGATCCACGCTCTACGC
ATGCTTGCCTCCACGGAACGTCGCAAAACTTCGGACAACCGGGATCATTTATTCAACAGC
GATGACTCGAATGGCAGCAATGGGCCTAAGAGT TCAGGCCAAGCACCGCAAGCGAAACAA
TCATCACAGTCTAGCCACATGGAATTGCCAGCAGCCTTGCGCAATGCTTTGCGCAAACAG
AGCCGCGTTAGCTGCTTGAACGGGGACCGAAGTGATTCTCCCGACAGTGGTCACTATCCT
TCCAGTAGAAAGGCCAGTGTCATGTCTCGTGGCATGTCTGAAGGCAAGCTAACAAGTTCA
TCCAGTAACCAAGCTTTGGAAAGTGGCTCCGGCTCTGAATCTAAACGTCTGAGCCAAGGA
GAGAGTCCACCGATTACCCCGCCTCCCGCCAATGGACGGAGAATGTCAATGGCAAGTATA
GCCTAA

>Aj-NN-gja9-BEWY01000068

ATGGGGGACTGGAACTTCCTGGGCGGGATCTTGGAGGAAGTGCACATTCACTCCACCATG
GTGGGCAAGATCTGGCTGACCATCCTCTTCGTCTTCCGCATGCTGGTGCTGGGCGTGGCG
GCGGAGGACGTGTGGAACGACGAGCAGTCGCACTTCGTCEGEAACACGGAGCAGCCGGGC
E88cGCAACGTGEBETACGACCGCGCCTTCCCCGTGTCTCTCATCCGCTACTGGGTGCTG
CAGGTCATCTTCGTGTCCTCGCCCTCGCTGGTCTACATGGGCCACGCGCTCTACCAGCTG
CGCGCCCTGGAGAAGGAGCGGCAGCGCAAGAAGGCGCAGCTCCGGCGCGAGCTGGAGGCG
GCGGAGGCGGAGCCCGCGGAGGCGCGCCGGCGGCTGGAGCGGGAGCTGCGCCAGCTGGAG
CAGGGCCGGCTGAACAAGGCGCCGCTGCGCGGCTCEETCCTEGCECACCTACGTGGCGCAC
ATCCTGACCCGCTCCGCCGTGGAGGTGGGCTTCATGCTGGGCCAGTATCTGCTCTACGGC
CTCCGCCTGGAGCCGCTCTACAAGEBEGAGCGCGAGCCCHBECCCAACGCCGTCGACHEE
TTCGTGTCGCGGCCCACGGAGAAGAGCGTCTTCATGGTGTTCATGCAGGGCATCGCCGCC
GTCTCCCTCTTCCTCAACATCCTGGAGATCCTGCACCTGGGCTACAAGAGGCTGAAGAAG
GGCCTGCTGGACTACTACCCGCACCTGCGGGACGACCTGGACGACTACTGCGTCAGCCGG
TCCAAGAAGAACTCGGTGGTGCAGCAGGTGTGCGCGGGCCGGAAGGCCACCATCCCCACC
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GCGCCCAGCGGCTACACCCTCCTGCTGGAGAGGCAGGGCAACGGGCCCACCTACCCCGTG
CTGGAGACCTCCTCCACCTTCGTCCCCATCCAGGGCGACCCCGCCGCCTGCAAGACGGGC
CTGGACGTCGTCCTCCTCAAGGAGGCGTCGCCCGGCCCCGCCGAGCCCAACGGCGLCTCC
AAAACCAACACCAGCAGCGAGACGCGGTCGCCGCCCGCCGACAAGCAGGGCGACTCGGA

>Aj-NN-gja9-BEWY01000007
ATGGGAGACTGGAACTTCCTGGGCGGGATCCTGGAGGAGGTGCACATCCACTCCACCATG
GTGGGGAAGATCTGGCTCACCATCCTCTTCGTCTTCCGCATGCTGGTGCTGGGCGTGGCG
GCGGAGGACGTGTGGAACGACGAGCAGTCCGAGTTCGTCHBEAACACGGAGCAGCCGGGC
[E88cacarcGTGlBBTACGACCGCGCCTTCCCCGTGTCGCTGGTGCGCCTGTGGGTGCTG
CAGGTCATCTTCGTGTCCTCGCCCTCGCTGGCCTACATGGGCCATGCCCTGTACCGNNNN
NNNNNNNNNNNNnnGCGGCGGCGGCTGGAGCGGGAGCTGCGCGCGCTGGAGCGGCGGCGG
ATCGACAAGGCGCCGCTGCGCGGCICECTCCTECACTCETACGTGGCGCACATCCTGACC
CGCTCCGCCGTGGAGCTGGGCTTCATGCTGGGCCAGTACCTGCTCTACGGCTTCCGCCTG
GAGCCGCTCTACAAGEGEGAGCGCGAGCCCHBECCCAACGCCGTCGACHBETTCGTGTCG
CGGCCCACGGAGAAGAGCTTCTTCATGGTGTTCATGCAGTGCATCGCCGGCGTCTCGCTG
CTCCTCAACCTGCTGGAGATCCTGCACCTGGCCTACGECCGCGTGAGGACGGGCCTCCTG
GACTACTGCCCGCAGCTGCAGCGCGACGAGCTGGACGACTGCTACGCGGGCCGGCCGCAG
GTGTGCGTCGCCCCTGTCCCCCCCACCGCCCCACCTGACNNNN

>Aj-NN-cx34.5-BEWY0100019
ATGGGAGAGTGGGACTTTCTGGGACGGCTTCTGGACAAAGTCCAGACCCACTCCACGGTC
ATCGGGAAGGTCTGGCTGACCGTCCTGTTCGTCTTCAGGATCCTGGTCCTGGGGGCCGCG
GCGGAGAGGGTGTGGGGGGACGAGCAGTCCGACTTCGTCHBBAACACGGAGCAGCCCGGG
[i88crcAncATGEBETACGACCACGCCTTCCCCATCTCCCACGTCCGCATCTGGGTGCTG
CAGATCGTCTTCGTCTCCACGCCGACCCTGGTCTACCTGGGGCACGTCCTGCACGTGGTC
CACATGGAGAAGAAGTACAGGGAGAGAACGCGTAAGCAGGCCGAGGAGGAGCTCAGCAGC
CTGATCCTGAGGAACGGGTACAAGGTCCCCAAATACTCAGACAGCGAGGGGAAGGTCAGC
CTGCACGGTCGACTCCTTCAGAGCTACCTGGTGAACCTGCTCTTCAAGATCTTGCTGGAA
GTGGGGTTCATCCTGGGGCAGTACTACTATTACGGCTTCACCTTGCAGGCCCGCTACGTC
ff@8~cccoeTTCCCCHBECCGCACCAGGTGGACHBETTCCTCTCCAGGCCCACGGAGAAG
ACCATCTTCATTTGGTTCATGCTGGTGGTCGCCTGTGTCTCCCTGGTCCTGAACCTGGTC
GAGATCCTCTATCTGTGCACCAGGGCCGTCACCAAGTGCGTGGACAAGAAGCAGGGTTAC
ATGGTCACTCGCGTAACTCCAGTCCTGCAGAGAAACGAGTTCAAAAACAAGGACCTGGCC
ATCCAGAACTGGGTCAACCTGGAGCTGGAGCTACAGGGAAGGAAGCTAGGCAGTGGGGTC
ACTAAAAGCCTGGAATCGGAGGACGTAAGCACCAACATGGAGGAGGTCCACATCTGA

>Aj-NN-cx32.3a-BEWY01000019
ATGGGCGACTGGTCATTTCTGTCAAAACTGCTGGACAAAGTGCAATCGCACTCCACGGTC
ATAGGGAAGATATGGATGAGCGTGCTGTTCATCTTCAGGATCCTGGTTCTGGGGGCGGGA
GCAGAGAGCGTGTGGGGGGACGAGCAGTCGGGGTTCATCHBEAACACCCAGCAGCCCGGT
[fE8GAGAACGTGEGETACGACCACACCTTCCCCATCTCCCACATCCGCTTCTGGGTCATG
CAGATCATCTTCGTCTCCACGCCGACCCTGATGTACCTGGGCCACGCCATGCACGTCATC
CACGAGGAGAACAAGCTGAGGCAGCACCTGAGCCAGAACGGCAAGTGCCCCAAGTACACG
AATGACAGGGGCAAGGTCAAGATCAAGGGGAACCTCGCTGEECAGCTACCTGACGCAGCTG
TTCTTCAAGATCGTCTTCGAGCTGGGCTTCATCGTGGGCCAGTACTACCTGTACGGCTTC
ATCATGGTTCCCATGTTCCCCHEETCCAGGAAGCCGEBECCGTTCACCGTGGAGHEGETAC
ATGTCCCGCCCCACCGAGAAGACCATCTTCATCATCTTCATGCTGGTGGTGTCCTGCGTC
TCCCTGCTCCTGAACGTGGTGGAGGTGTTCTACCTGATCTGCACCCGGGTGGGGTGCCGG
ACCAGGAGGCGCACGCTTCACCGCACCTCCCCCGAARACCCCGCCGGCCTAGGGTGGCAG
GGCCGCGAAGAGGCGCAGCGGCAGAACGCGGTGAACATGCAGTATGAAAACGGGCAGAGT
CCGAGCCTCGGGGGCAGCCTGGAAGGAGCCAAGGAGGAGAAAAGCTTACTGGCCGARAAA
TAA

>Aj-NN-cx32.3b-BEWY01000019

ATGGGAGACTGGTCATTTCTTGCAACGCTGCTGGACAAAGTCCAGACCCACTCCACGGTC
ATCGGGAAGGTCTGGCTCACCGTCCTCTTCATCTTCAGGATCCTGGTTCTCTCTGCCGGA
GTGGAGAAGGTGTGGGGGGACGAGCAGTCGGGATTCATCiBEAACACCAAGCAGCCCGGA
F€TAAGAACGTGEBETACGACCACGCCTTCCCCATCTCCCACGTCCGCTTCTGGGTGATG
CAGATCATCTTCGTCTCCACGCCGACGCTCCTCTACCTGGGCCACGTCATGCTCATCGTG
CACAAGGAGAACAAGCTGAGGCGCCATTTGCAAAGCCAGGAGGGCCACGCGCTGAAGGCG
CCCAAATACAGCGACGAGAGGGGGAAGGTTCAGATCAAGGGCGATCTCATGCCTAGCTAT
TTGGTGAACGTGTTTTTTAAGATCTTGTTCGAGTCAGCTTTCATCGTGGGCCAGTATTAT
CTTTACGGTTTTATGCTTGTGCCCATGTTCGAGEGETCCAGAACTCCCEGECCGTTTACC
GTGGAGEGETACATGTCACGACCCACGGAGAAGACCATCTTCATCATCTTCATGCTGGTG
ATGGCCTGCGTGTCTCTGCTGTTAAACGTGGTGGAGATCTTTCACTTGATTTGCACCAGG
TTCAAGGGTAGATCTCGCAGACACCGGAAAGATCAGGTTATTCCAGTCAGCATTCCTCTT
CACAGCGATGCAGTTCTGCAGAATAGGGAGAATGCGCTGCATGATARAGTCGACCTCAGC
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TTTGGAGCTGGACAGAATGATAATCAGAGCACAGCGTAG

>Aj-NN-cx27.5a-BEWY01000008
ATGAACTGGGCGTCCTTTTATGCCGTGATCAGCGGCGTAAACAGGCACTCCACGGGCATC
GGCCGCATCTGGCTGTCCGTCCTCTTCATCTTCCGCATCCTGGTGCTGGTGGTGGCGGCC
GAGAGCGTGTGGGGCGACGAGAAGACGGGCTTCACCHBEAACACCCAGCAGCCCGGCIHEE
AACAGCGTCHEBETACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCCCTGCAG
CTCATCCTGGTCTCCACCCCGGCCCTGCTGGTGGCCATGCACGTGGCCCACCGTCGCCAC
GTCGACAAGAAGCTCCTCAAGCTGTCGGGCCGCAGCGCCAGCGCCAAGGACATGGAGGAG
ATCAAGAGCCAGAAGTTCAAGATCACCGGCEECCTCTEETEEACCTACACCGTCAGCATC
GTTTTCCGCATCGCCTTCGAGGCCGCCTTCATGTACATTTTCTACCTCATCTACCCCGGC
TACAAGATGCTGCGGCTGGTCAAGHBEGACTCGTACCCGHEECCGAACACCGTGGACHEE
TTCGTCTCCCGGCCCACGGAGAAGACCATCTTCACCATCTTCATGCTGGCGGCGTCGGGC
GTGTGCGTCCTGCTGAACGTGGCCGAGCTGGCCTACCTGGTGGGCCEEECCTGCGTCCEA
AACCTCCGGCGCACGGAGGCCCCGCCCAAGGGCGTGTGGCTGTCCCAGAAGCTCTCCTCC
TACAGGCAGAACGAGATAAACCAGCTGATCGCCGAGCACTCGCTCAGGGCCAAGCTCAGC
GGAACCCGCCGGAACCCCGTGGACAAGGAGGAGAAGTGCGCGGCGAGTTAG

>Aj-cxb1-BEWY01000015
ATGAACTGGGCGTCCTTTTATGCCGTTATAAGCGGCGTAAATAGGCACTCCACTGGCATC
GGCCGCATCTGGCTCTCCGTCCTCTTCATCTTCCGCATCCTGGTCCTGGTGGTGGCGGCC
GAGAGCGCCTGGGGCGACGAGAAGGCCGGCTTCACCHBEAACACCCAGCAGCCCGGCHER
GACAGCGTCl@@TACGACCAGTTCTTCCCCATCTCGCACATCCGCCTGTGGGCCCTGCAG
CTCATCCTGGTCTCCACCCCTGCCCTCCTGGTGGCCATGCATGTGGCTCACCGCCGCCAC
ATCGACAAARAGATCCTCAAGCTGTCCGGGAAGGGCAGCCCCAAGGACCTGGAGCAGATC
AAGAGCCACAAGTTCAAGATCACCGGCGCTCTCTGGTGEGACGTACATGATCAGCCTCGTA
TTTCGCGTCCTCTTCGAGGTTGGATTCATGTACATATTCTACATGATCTACCCGGGCTAC
AAAATGTTTCGTCTCGTCAAGHBEGACTCCTACCCCHBECCCAACACGGTGGACHEEETTC
GTGTCCCGTCCCACTGARAAGACTATCTTCACCGTCTTCATGCTGGCGGTTTCCGGGGTG
TGTATCCTGCTCAACATCGCTGAGGCGCTGTATCTAGTGGGAAGGGCATGCAGCAGGCAC
TTCCAGAATGCTGAGGACTCACCCATGGGAGCTTGGATCACCAAAAAGCTTTGCTTTTAG

>Aj-NN-cx30.3a-BEWY01000008
ATGAGCTGGGGGGCGCTGTACGCCCAGTTGGGCGGAGTCAACAAGCACTCCACCAGCCTG
GGGAAGATCTGGCTGTCGGTCCTCTTCATCTTCCGCATCATGATCCTGGTGCTGGCGGCG
GAGAGCGTGTGGGGCGACGAGCAAGCCGGCTTCACCHBEAACACGCAGCAGCCTGGCHER
AAGAACGTCHBETACGACCACTTCTTCCCCGTCTCGCACATCCGGCTCTGGTGCCTGCAG
CTCATCTTCGTCTCCACGCCGGCGCTGCTGGTGGCCATGCACGTGGCCTACCGCAAGCGE
GAGACCAAGCGGAGCATCATCCGCGCCCACGGCGACAAGGTGCAGGACGACCTGGAGAGC
CTGCGCAAGCGCCGGCTGTCCATCACCGGGEEECTCTGETCGCACCTACACCTCCAGTCTG
TTCTTCCGGCTGATCTTCGAGGGCAGCTTCATGTACATTCTGTACTTCATCTACAATGGC
TTCCAGATGCCGCGGCTCGTCAAGHBEGAACAGTGGCCCHEECCAAACAAGGTGGACHEE
TTCATCTCCCGGCCCACGGAGAAGACCGTCTTCACCCTCTTCATGGTGTGCTCGTCGGCT
ATCTGCATGGTGCTGAACGTGGCGGAGCTGTTCTACCTCATCTGCAAGGCGCTGCTACGC
TGCTCCCACCAGAGGCAGAAGCGCCAGCGCCGCGGTATCATGCTTGCTGATGCGACAGAG
GAAAAGGCCCTGTCTCAGAATGAGAAGAATGAGATGATACAGTCAGCCAATGCGAAAGCT
CTGTGA

>Aj-NN-cx30.3b-BEWY01000014
NNNNNCTGGGGTGCCCTGTACGCCCAGCTGGGCGGAGTCAACAAGCACTCCACCAGCCTG
GGGAAGATCTGGCTCTCGGTCCTCTTCATCTTCCGCATAATGATCCTGGTGCTGGCGGCG
GAGAGCGTGTGGGGCGATGAGCAGTCCGACTTCACCHGEAACACGCAGCAGCCCGGCHEE
AAGAACGTCEGETACGACCGCTTCTTCCCCGTCTCGCACATCCGGCTCTGGTGCCTGCAG
CTCATCTTCGTCTCCACGCCGGCGCTGCTGGTGGCCATGCACGTGGCCTACCGCAAGCGE
GAGACCAAGCGGAGCATCATCCGCGCCCACGGCGACAAGGTGCAGGACGACCTGGAGAGC
CTGCGCAACCGGCGGCTGCCCATCACCGGCEEEETCTEETCGGACCTACACCTCCAGCCTC
TTCTTCCGCCTGGTTTTCGAGGGCGGCTTCATGTACGTCTTCTACTTCATCTACGACGGC
TTCCAGATGCCCCGCCTGGTGAAGHBEGAGGAGTGGCCCHBECCCAACGTGGTGGACHEE
TTCATATCGCGCCCCACCGAGAAGACCGTCTTCACCATCTTCATGGTGGCCTCCTCGGGC
ATCTGCATGGTGCTGAACGTGGCCGAGCTGGCCTACCTGATCGTCAAGGCGCTGCTGCGG
TGCTCCAGCGGCTCCGGGGGCAAGCACACCTTCCCGGACARCGCCTCCAAGGACAAGGCC
TTCCTGCAGAACAARAAGGAACGAGATGCTGCTGTCCTCCTCGGACTCCTCCAGCAGCAAG
GCCGTGTGA

>Aj-NN-cx28.6-BEWY01000007 (3’-term; underlined)+ BEWY01000024 (5’'-term) The latter
is unplaced, but that these two parts belong together is indicated by AVPY01364480
and BDQON01002772 from A. japonica, AZBK01632506 from A. anguilla, and LTYT01005556
from A. rostrata
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ATGAACTGGTCGGGCCTGGAGAGCCTGCTGAGCGGGGTGAATAAGTACTCCACGGTTTTC
GGGCGGGTGTGGCTGTCCATGGTGTTCGTGTTCCGCGTGCTGGTGTTCGTGGTGGCGGCC
CAGCGCGTCTGGGGGGACGAGAGCAAGGACTTCGTCHEEAACACCCGGCAGCCCGGCHEE
ACCAACGTGEGETACGACAGCATCTTCCCCATCTCGCACATCCGCCTGTGGGCGCTGCAG
CTCATCTTCGTCACCTGCCCCTCGCTCATGGTGGTGGCGCACGTCAAGCACCGCGAGGAG
CTCGACCGAAAGTACGTGGCCTCGCACCCCGGAGCGCACCTGTACGCCAACCCGGGCAAG
AAGCGCGGCGEECTGTGETGEACCTACCTGCTGAGCCTGGTGTTCAAGGCCGCCTTCGAC
GCCGCCTTCCTCTACATCCTCTACTTCATCTACCACGGCTACGACATGCCGCGCCTGTCC
AAGEGCTCGCTGGATCCCEGECCCAACACCGTGGACEGETTCATCTCCCGGCCCACCGAG
AAGAAGATCTTCACGCTCTTCATGGTGGCCTCGTCCGCCATCTGTGTGTTCATGTGCCTG
TGCGAGATGGTCTACCTCGTGGGCAAGCGCTGCCACAAGGTCCTGCGCATACGGCGGGAG
AACGAGCAGCTGCTGTTCGCCGAGCGGCACGACATCACCGTCCTGGCCCGGCCCCGGTCC
GACTACAGCCGGCTGGACCCCACCGCCTCGGCCCCGCCCACCTGCGGCATCGCCGACGGC
AACACGCTCAAGGCCAAGAGGACCAAGAAGGCCGAGGAGGCCGAGAAGATGGAGGAGGCC
GCCACAGCCGCCGCCGCCGCGATCGGGAAGATGGCTTAG

>Aj-NN-cx28.6-BEWY01000004 1:25112498-25113309 C, inserted to keep reading frame,
nucleotide chosen according to AVPY01029196 and BDQN01000086 (both A. japonica),
and supported by LTYT01001691 (A. rostrata) and AZBK01815961 (A. anguilla).
ATGAACTGGTCAGCATTGGAAGTTCTCATTAGTGGAGTCAACAAGTACTCCACTGTGTTT
GGCCGCGTATGGCTCTCCATGGTGTTCGTGTTCCGCGTGCTGGTGTTCGTGGTGGCGGCG
CAGCGGGTGTGGGGTGACGAGAACAAGGACTTTGTT-AACACGGCGCAGCCGGGC-
GCCAACGTC-TACGACAGCGTCTTCCCCATCTCCCACATCCGTCTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCCCTCATGGTGGTGGCGCACGTCAAATACAGAGAGGAG
AAAGACCAGAAGTACACCGCCCTTCACAAAGGCTCCCACCTGTACGCCAACCCGGGGAAG
AAGCGCGGTGGCCTGTGGTGGACCTACCTGATCAGCTTGGTCTTCAAAGCGGGCTTCGAT
GCCGCCTTCCTCTACATCCTCTACCACGTCTATGAGGGTTATGACATGCCCCGCCTCTCT
AAGEETGCCCTGGAGCCCHBECCCAACGTAGTGGACHEBETACATCTCCCGCCCCACAGAG
AAGAAGATATTCACCCTCTTCATGGTGGTATCATCGGCCGTCTGCATCCTCATGTGCATC
TGTGAGATGATATACCTGGTGGGCAAGCGCTTCATGAAGCTCATTACGGCCCGGAAGGAA
AGCGAACGGGCTCTTTTTGCCGAGCGGCACAATGTCACAGTCATGGCTCCACTCAACTCA
GAGTATGCCAAGCAGGATCCCACAGCCACTCCCTCCAACCAGAACAACAGCAACATTAAG
GCCGAGGAGGCATCCACCAGCAAGATAATGTAA

>Aj-NN-cx34.4-BEWY01000007
ATGAACTGGGCCTTCCTCCAGGGCCTCCTCAGCGGGGTCAACAAGTACTCGACGGCGTTC
GGGCGGGTGTGGCTGTCCATCGTCTTCCTGTTCCGGGTGATGGTGTTCGTGGTGGCGGCG
GAGAAGGTGTGGGGGGACGAGCAGAAGGACTTCAAGHBEAACACGGCGCAGCCGGGCHER
CACAACGTClBETACGACCACTTCTTCCCCGTGTCCCACGTGCGGCTGTGGGCGCTGCAG
CTCATCTTCGTCACCTGCCCGTCGCTGCTGGTGGTGATGCACGTGACGTACCGTGAGGAG
CGCGAGAAGAAGAACCAGCAGAAGAACGGCGAGGGCTGCCGCCGGCTGTACAAGGACACG
GGCAAGAAGCGCGGCGECCTGTGETGGACCTACGTCCTCACGCTGGTCTTCAAGATGGTG
GTGGACGCCGTCTTCGTCTACCTCCTCTACTACATCTACGAGGGCTACGACTTCCCGTCG
CTGGTCAAGEGEACGCAGGTGCCCHBECCCAACACGGTGGACHEBETTCATCTCCCGGCCC
ACGGAGAAGCGCATCTTCACGATCTTCATGGTGGTCACCAGCCTGGTCTGCATCCTGCTC
ACCTTCCTCGAGATCGTCTACCTGGTGGGCAAGCGCTGTCGGGAGTGCATCTCCTCCCTC
GGGCACTCCCGCCACATGGTGCCCGTCCACACTTCGCTGGTCAACAGCAAAGACGGCCTC
TCCGTGGTGGAGACCCGGTCCGTCAAGCTGAGTAACCACGACAACATCCGGGGCAAGGCT
CCAGCCTACAGCGAGGCCATGTCCTGA

>Aj-NN-cx35.4b-BEWY01000004
ATGGATTGGAAGATGTTTCAAAGCCTCCTCAGTGGGGTGAACAAATACTCCACGGGATTT
GGGAGGATCTGGCTGTCCGTGGTGTTTGTGTTCCGGGTGTTGGTGTTCGTGGTCGCTGCC
GAGCGCGTGTGGAGCGACGACCTGAAGGACTTTGACHGEAACACAAAGCAGCCCGGCHEE
CCCAACGCTGETACAACTACTACTTCCCCATCTCACACACCCGACTGTGGGCGCTGCAG
CTTATCTTCGTCACCTGTCCCTCCCTGCTGGTGGTGATGCACGTAGCCTACCGAGAAGAC
CGCGAACGTAAGTACCATTTGAAGCATCCCGAAGGAGCAAAGCTTTACGACAACACGGGC
CAGAAGCACGGAGGCTTGTGGTGGACGTACCTCCTCAGCCTCTTCTTCAAAACGGGCATC
GAGGTCACCTTCCTCTACCTGCTTCACCTCATCTACCACAACTTCTTCTTGCCCCGCCTT
GTCAAGHEEEGACATCAGCCCCHBECCCAATCACGTGGACHBETACGT TGGACGCCCCACC
GAGAAGACAGTCTTCACCTACTTCATGGTGGGGGCCTCAGCCTTCTGCATCGTGCTGAAC
GTCTGCGAGATCGTCTACCTGATCGGCATGCGCATCCACCACCTGATTCACAAGGGCAGC
AAGAAATTTCCCCGTGACAGGTGCAAGGACGAAGACTGCAGCGAATGCAATGAGCCAGTC
ACCCACCTGGATTCCAAGCCGGGCTCCCGGCCAGGAGAGGAGATGCCAGCGTTGGCCCCA
AACCTCTCCTTCAAATGTTAG

>Aj-NN-cx35.4a-BEWY01000007
ATGGACTGGAAGATGTTCCAAGCGCTCCTTAGCGGGGTGAACAAGTATTCAACGGCGTTC
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GGGCGGATCTGGCTGTCGGTGGTGTTCGTGTTCCGGGTGCTGGTGTACGTGGTCGCGGCA
GAGCGCGTCTGGGGGGACGAGCAGAAGGACTTTGACHBEAACACCAAGCAGCCGGGCHHEE
CCCAACGTCHBETACGACTACTTCTTCCCCATCTCCCACATCCGCCTGTGGGCGCTGCAG
CTCATCTTCGTCACCTGCCCCTCGCTCATGGTGGTGATGCACGTGGCGTACCGCGACGAA
CGGGAGCGCAAGTACCGCGCCAAGTTCGGCGAGGACACCAAGCTCTACGACAACACGGGC
AAGAAGCACGGCGGECCTGTGETGEACCTACCTGCTGAGCCTCTTCTTCAAGACGGGCATC
GAGATCGTCTTCCTCTACCTGCTGCACATGATCTACGACAGCTTCTACCTTCCCCGGGTG
GTCAAGHEGEGAAGTCAAGCCCHEECCCAACCAGGTGGACHBETACATCGGCCACCCCACG
GAGAAGAAGGTCTTCACCTACTTCATGGTGGGCGCCTCTGCCCTCTGCATCGTTCTGAGC
GTGTGCGAGATCATCTACCTGATCGCCAAGCGCATCGCGCECGTCATCCGCAAGATGAAG
AGCCGCGACCGCCTGGTGGCGCTGCAGCACCAGCGGTACAAGGACGAGGACCGGGGAAGC
TACCAGCAGCTGCCCATGAAGCGCCTCGACCTCAAGCCCACCTTCAGGGTCAACGACGAG
ATGCGGGCGTCCGCCCCCAACCTGTCCACTGCCGCCTGA

>Aj-cx34.4-BEWY01000004
ATGAACTGGCTTTTCCTCCAGGGCCTCCTCAGTGGGGTGAACAAGTACTCCACAGCGTTC
GGCCGCATCTGGCTCTCAGTGGTCTTTGTCTTCAGGGTGTTGATTTTGGTGGTGGCTGCG
GAGAAGGTGTGGGGCGATGAACAGAAGGAATTCTCCHEBEAACACGGCCCAGCCGGGTHEE
CACAACGTClG@TATGACCATTTCTTCCCCGTGTCCCTCGCGCGACTGTGGGCCCTGCAG
CTCATCTTCGTCACCTGCCCCTCGCTGCTGGTGGTGTTGCACGTGGCCTACCGCAAGGAG
CGAGAGCGCAAACACTGCCTGAAGTACGGCGACGGGTGCCCTCGCCTCTACGCCGACGTG
GGGAAGAAGCGCGGAGGTCTGTGGTGGACATACT TCCTGAGCCTGCTCTTCAAGATGGGA
GTGGACACGGTCTTTGTCTACCTGGTCTACTACATCTATGAGGCTAATTTTTTCCCCCTG
CTAGTCAAGEGEAAAGAGGAGCCCHBECCCAACGAGGTGGACHBETTCATCACCCGGCCA
ACGGAGAAGCGCATCTTCGCCACTTTCATGGTGGTTATCAGCCTGATATGCATCCTCCTC
ACTCTCAGCGAGCTCCTTTACCTGGCCGGCAAGCGCTGCAGGGAGAGCTGCAGGCCCAGG
CGGCGCTCTGTTCAGCCGTCTGCGGCCTCTTCAGCGCTGGATAAGAATAAGACTTCCTTC
TTGGAGGTCCACCCTCTGAAGCAGCTTGATAATGGTAATAAAGACACCAGCGTTCCCGCG
TACAGCGTGGCGGTCTCCTGA

>Aj-NN-gjb7-BEWY01000019
ATGAACTGGGGGTTTCTGGAGAACATTTTGAGCGGGGTGAACAAGTACTCCACGGTGATC
GGTCGCATATGGCTCTCCATAGTTTTCATCTTCCGCATCCTGGTGTACGTTGCAGCCGCG
GAGCAGGTGTGGAAGGACGAGAACAAGGACT TTGTGHEBEAACACCCAGCAGCCAGGCHEE
GAGAACGTC@BTTTGACCACTTCTTCCCCATCTCCCAAGTGCGTCTGTGGGCCCTGCAG
CTCATCGTCGTGTCCACACCCTCCCTGCTGGTGGCGCTGCACGTGGCCTACCGCGAGCAC
AGGGAGAAACGGCACGGGAAGAAGCTCTACGAGAACAAGGGCAGCATAGACGGCGGTCTG
CTCTGCACCTACCTGCTCAGCCTCGCCTTCAAGACCAGTTTCGAGGTGGGGTCCCTGCTG
GCCTTCTACTTCCTCTACAGCGGCTTCGATGTCCCCCGGCTCCTGCAGHBEAGCCTGAGT
cCCl8ECcCCAACACGGTGGACHBETACATCTCCAAAGCCACGGAGAAGAAGGTCTTCCTC
TACATCATGGGGEGEACCTCTGTCCTGEGEATTGTGCTGAACCTCHEBEGAGACGGCCTAC
ATCGTGTCCACGCAGTGCTGGAAGTGCTTCAGCAAGCGTTATGTCCCCATCGAGGAGAGG
GTGCACTGCCGCTGTCACCCTCCACCTGCCAGTGTTGCCACAGCAGTGCCACCAAACTTT
AAACCACCGGGCAAAGACATGGAAAACTCATGCCTTCCGCAAGCCACAAAGGACAGTCCA
ACAGCTGTCTCTTAA

>Aj-CXG1-BEWY01000014

ATGAGCTGGAGCTTTCTCACACGCCTCCTGGAGGAGATCTCCAACCACTCCACCTTCGTG
GGGAAGATCTGGCTGACGCTGCTCATCGTCTTCCGCATCGTGCTGACGGTGGTGGGCGGG
GAGTCCATCTACTATGACGAGCAGAGCAAGTTCGTCHEEAACACGCAGCAGCCCGGGHEEE
GAGAACGTGEGETACGACGCCTTCGCGCCGCTCTCGCACGTCCGCTTCTGGGTCTTCCAG
ATCATCATGATCACCACGCCCACCATCATGTACCTGGGCTTCGCCATGCACAAGATCGCC
CGCATGGAGGACGAGGACTACCGGCCCAAGGGCCGGAAGGGCAGGATGCCCATCATCAAC
CGCGGCGCCAACCGCGACTACGAGGAGGCGGAGGACAACGGCGAGGAGGACCCCATGATC
GTGGAGGAGATCGAGCCCGAGAAGGAGAAGAAGGCAGAGAAGCCGTCGGCCAAGCACGAC
GGGCGCCGGCGCATCAAGAAGGACGECCTCGATGARGATCTACGTGGTGCAGCTGTTCTCC
CGCGTGGCCTTCGAGGTGGCCTTCCTCTTCGGCCAGTACGTCATGTACGGCTTCGAGGTG
GCGCCCTCGTACGTGEEEACGCGCATGCCCHEECCGCACACGGTGGACHEBETTCGTCTCC
CGGCCCACGGAGAAGACCATCTTCCTCATCATCATGTACGTGGTGAGCGTGCTGTGCCTG
GCGCTGACGGTGCTGGAGATCCTGCACCTGGGCGTGAGCGGCATCCGCGACTCCTTCCGC
AGCCGCTCGGCGCGCCACCGCGCCCTGGCCGCCGCCCGGCCCTCGCTGTGCCGCCAGGCG
CCCACCGCGCCGCCCGGCTACCACACGGCGCTGAAGAAGGGCCCGGGGGGCAAGCCGTCG
AAGCCCGAGTTCCGGGACAACCTGGCCGACTCGGGCCGGGAGTCCTTCATGGACGAGGCG
TCGAGCCGCGACCTGGACCGCCTGCGGCGGCACCTGAAGATGGCGCAGCAGCACCTGGAC
CTGGCCTACCAGGCCGAGGAGGGGAACCCGTCCCGCAGCAGCAGCCCCGAGTCCAACGGC
ACCGCCGCCGAGCAGAACCGCCTCAACTTCGCCCAGGAGAAGCAGGGAGGGACGTGCGAC
AAAGGTGCGTGTTGGGGCCCGAGCCGTTTGGGGCCCGAGCCGCTTGGGACCCCGTGCTAA
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>Aj-CXG1-BEWY01000001
ATGAGCTGGAGCTTCCTCACTCGTCTGCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGARACTGTGGCTGACCGTGCTGATCGTCTTCCGCATCGTTCTCACCGCCGTCGGAGGG
GAGTCCATTTACTACGACGAACAGAGCAAGTTCGTCHBEAACTCAGGCCAGCCGGGCHEH
GAGAACGTCHBETACGATGCCTTCGCCCCCCTCTCGCACGTGCGCTTCTGGGTCTTCCAG
ATCATCCTGGTGGCCACGCCCTCGCTCATGTACCTCGGCTACGCCGTCAACAAGATCGCC
CGGCTGGAGGAGGGARAGTCCGGCGGGGCCGGGGGCCTGTCCCACCGGAAGCCGCGGAAG
ATGTTCTTTGGTGGGCGACGGCAGCACCGGGGGATCGAAGAGGCCGAGGACGACCAGGAG
GAGGACCCGATGATCTACGAGGTGCCCGAGATGGAGAGCCGCAGCGAGGCCACGCCCCAG
GGGAAGCCCAAGGCCAGGCACGACGGGCGGCAGCGAATCAGGGAGGACGEECTECATECEE
ATCTACGTGCTGCAGCTGCTGACTCGCACGCTGCTGGAGGTGGGCTTCCTGGCAGGCCAG
TACGCCTTGTACGGGTTCGCCGTTCCGCCAGTCTTTGTGHBETCAGGAAAGCCCHBBCCA
CACAGTGTCGACHEETTTGTGTCACGGCCCACCGAGAAGACCATCTTCCTGCGCATCATG
TACGGGGTGACGGTCCTCTGCCTGGCGCTCAACATATGGGAGATGCTGCACCTGGGCGTG
GGCACCATCTGCGACATCCTGCGCACCCGCCGCGGTCCGCCAGAGGAAGACGTGTACCAC
CTGGGCTCCATGGGTCCCGGGGTCGCTAGCAGGGCTCCTGTGGTACCGGTTGGCGAATCC
GGGGAGGTGGGAGGGTACGGCAGTTACCCCTTCTCCTGGAACACCCCCTCCGCCCCGCCT
GGCTACAACATCGTGGTGAAGCCCGACCAGATCCAGTTCACAGACCTGAGCAACGCCAAG
ATAGCCTGCAAGCAGAACAAAGCCAACATAGCCCAGGAGGAGCAGCAGCAGTTTGGCAGC
AACGAGGACAACTTCCCCCTGGAGGAGGTGCGCGGGAGCCTGCAGAAAGAGATCCGGCAG
GCCCAGGACAGGCTGGAGGCCGCCATCCAGGCCTACAGCCACCAACACCAGAACAACAAC
CACAGCAACATCAGCCAGCCTCAGCGGGACCGCAAGCACCGCTCTGGCTCCAAGCACGGC
GCCAACAAGGCAGGCGGAGGCAGCAGCAGCAACAGCAGCAGCAAGTCCGTGGAGGGCAAG
CCTTCCGTGTGGATCTAA

>Aj-NN-cx45-BEWY01000018 C, inserted to keep reading frame. Nucleotide chosen
according to BDQN01000333 (A. japonica) and LTYT010006439 (A. rostrata).
ATGAGCTGGAGCTTCCTCACCCGGCTCCTGGAGGAGATCCACAACCACTCCACCTTCGTG
GGGAAGCTGTGGCTGACGGTGCTCATCGTCTTCCGCATCGTGCTGACGGCGGTGGGCGGG
GAGTCCATCTACTACGACGAGCAGAGCAAGTTCGTC-AACTCGGGCCAGCCGGGC-
GAGAACGTG-TACGACGCCTTCGCCCCGCTCTCGCACGTCCGCTTCTGGGTCTTCCAG
ATCATCCTGGTGGCCATGCCCTCGCTCATCTACCTGGGCTACGCCATCAACAAGATCGCC
CGGCTGGAGGAGGGGGGCGGAGCCTGCCAGCCGGGGGCGGGGCCCCCGGGATTCACCCAC
AGGAGACCCCGCAAAATATTCTTCGGTGGGCGGGGCCAGGGGAGGGGCGTGTCCGAGGAG
GCGGAGGAGGACCAGGAGGACGACCCCATGATCTATGAGGTGCCCGAGATGGAGGGGCGG
ATGGAGATGGCCCCGCCCCGGCGGAGGACGAAGGCGCGCCACGACGGGCGGCGGCGTATC
CGTGCCGACGGGCTGATGCGGGTGTACGTGGCGCAGCTGCTGACGCGCACGGCCCTGGAG
GCGGGGTTCCTGGCCGGGCAGTACGCCCTGTACGGCCTGGCCGTGCCGTCCGTCTTCGTC
@8 TcceaccceecCi@ECCGCACCGCGTGGACHBETTCGTCTCGCGGCCCACGGAGAAG
ACCATCTTCCTGCGCATCATGTACAGCGTCACCCTGCTCTGCCTGGCGCTCGACCTGTGG
GAGATGCTGCACCTGGGGGCGGGCACCCTCTGTGACATCATACGCCGCCGTCGGGGLLCCG
CCCCCCGAGGACGAGTACCAGCTGGGCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNAGAGCGGGGGGAGGCGTGCCGGGCGGGGACTACGGCAGCTACCCCTTCTCGTGG
AACGCCCCCCTGGCCCCGCCCGGCTACAACATCGCGGTGAAGCCCGAGCAGCCGCCGTAC
GCAGACCTGAGCAACGGCAAGATGGCCTGCCGGCAGAACCGGGCCAACATCGCCCAGGAG
GAGCAGCAGCAGTTCGGCAGCAACGAGGAGAACTTCCCCACGGGGGAGACGCGCGTCTCC
CTGCAGAAGGAGGTCCAGGAGGCGCAGGACCAGCTGGAGGCGGCGCTCCAGGCCTACAGC
CGGCAGCACGAGGACGGGGAGAAGCCTCAGAGCAACGTGGCGCTCCCGCACCGCGAGCGG
AGGCAGCGCGAGCGGAAGCAGCGCTCCGGATCCAAACACGGCAGCGCCAAGAGCAGGGAG
GACTCCAGCACCAGCAGCGTCAGCAGCAACAGCAAGTCCGCAGAGACCAAGCCCTCTGTG
TGGATCTGA

>Aj-g3jc2-BEWY01000004

ATGAGCTGGAGTTTTCTCACCCGTCTTCTGGAAGAAATCCACAACCACTCCACGTTTGTG
GGGAAAGTGTGGCTGACTGTCCTGATCATCTTCCGCATTGTCCTGACGGCGGTTGGTGGG
GAGTCCATCTACTCGGACGAGCAGACCAAGTTCACCHGEAACACCAAGCAGCCCGGCHEE
GACAACGTGGETATGACGCCTTCGCTCCCCTTTCACATGTCCGCTTCTGGGTCTTCCAG
ATCATCATGATCTCCACCCCCTCCATCATGTACCTGGGCTACGCCATCCACAAGATCGCC
CGATCCTCGGAAGAGGAGCGCCGCAAGTACCGCAGGTCCCGCAAGAAGCCCCACGCCATC
AAGTGGAGGGCCACCCGCACCCTTGAGGAGGTCCTGGAGGAAGAGGAAGAGGAGGAGCCC
ATGATCTACGAGGACACCCTGGAAGTGCAGGAGATCAAGCCGGAGCCGGCCARGCCCCCT
GGGCGGGACCAGCAGAAACACGACGGCCGGCGGAGGATCATGGAGGAGEECCTCATGCEE
ATCTATGTGCTGCAGCTCCTGGCCCGCGCTGTCTTTGAGGTGGGCTTCCTGGCAGGCCAG
TACCTCCTGTACGGGTTCCATGTCTACCCGTCCTACGTCHEGAACAAGAGTCCCHEECCT
CACAGCGTGGACHEEETTCATCTCCCGGCCCACGGAGAAGACCATCTTCCTCCTCATCATG
TACGTGGTGAGCTGCCTCTGCCTACTGCTGAACGTCTGTGAGATGTTCCACCTGGGCATC
GGGGCCTTCCGGGACATGCTCCGCAGGCGCCGGGGCAAAGGGCAGCGGCCCTCGTACAGC
TACCCCTACCACCGGAACATCCCCGCCTCCCCTCCAGGGTACAACCTGGTGGTGAAGTCG
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GACAAGCCTGGCCCGATCCCCAACAGCCTCATAACTCACGAGCAGAACCTGGCCAACGTG
GCCCAGGAGCAGCAGTGCACCAGCCCCGACGAGAACATCCCCTCAGACCTGGCCAGCCTG
CACCACCACCTGCGTGTGGCGCAGGAGCAGCTGGACATGGCCTTCCAAACGTACAACAAT
AAGAGCAACCCGCAGCCCTCCCGAACAAGCAGCCCCGCCTCGGGGGGCACCATGGCTGAA
CAGAACCGGGTCAACACAGCCCAGGAAAAGCAAGGGGCCAGGCCGAAATCCAGCGCCGAG
AAACCTGGGACCGTAATAAAAAATGGCAAGACGTCCGTTTGGATTTAG

>Aj-gjd2-BEWY01000019 Splice site
ATGGGGGAATGGACCATCTTGGAGCGGCTCCTGGAGGCAGCTGTACAGCAACACTCCACT
ATGATAGGAAGGATCCTATTAACAGTGGTGGTGATCTTCCGGATTCTGATCGTAGCAATA
GTCGGAGAAACAGTCTATGACGACGAGCAAACCATGTTTGTGEGEAATACCTTACAACCG
GGCHBEAACCAGGCATGETACGACAAAGCATTCCCAATTTCGCACATCAGATATTGGGTG
TTCCAAATCATTATGGTCTGTACTCCGAGTCTGTGTTTCATTACTTACTCTGTGCACCAG
ACTGCCAAACCARAGGATCGCARATACTCCACTGTCTATCTGTCGTTAGACAAGGACTCG
GATTCGAACAAACGTGATAACAGTAAAAAGATTAAAAACACAATTGTTAATGGAGTACTT
CAGAATACAGAAAACCCAACGAAAGCGGCCGAGCCAGACTGCTTAGAAGTAAAAGACATT
CCCACCTCGGCTATGAGACCTACCAAGTCGAAAATGAGGAGGCAAGAAGCCATCTCAAGA
TTCTACATTATCCAAGTCGTTTTCAGAAACGCGCTTGAGATTGGATTTCTCGTAGGTCAA
TATTTCCTTTACGGATTCAACGTCCCAGCTGTGTACGAGHEGEGATCGATACCCGHEGEATT
AAAGATGTAGAABETACGTCTCGAGACCAACGGAAAAGACTGTCTTCCTAGTCTTTATG
TTTGCCGTGAGTGGGATTTGCGTAGTCCTGAATTTAGCAGAACTCAATCACCTAGGATGG
AGGAAAATCAAAACTGCCGTGAGGGGTGTGCAAGCCAGGAGGAAGTCCATCTACGAAATC
AGGAATAAAGATTTGCCCCGAATGAGTATGCCAAATTTCGGCCGCACTCAGTCAAGTGAC
TCCGCTTATGTTTAG

>Aj-NN-gjd2-BEWY01000015
ATGGGAGAGTGGACCATTCTGGAGCGGTTGCTAGAGGCTGCTGTACAGCAACACTCTACC
ATGATCGGCCEEATTCTGCTGACAGTGGTGGTGATCTTCCGTATCCTGATTGTGGGCATT
GTGGGTGAGAAAGTATATGAGGATGAGCAGATCATGTTCATC-AATACTATGCAGCCT
GGCEEEAACCAGGCCHEBTATGACAAGGCCTTCCCCATCTCCCACATCCGCTATTGGGTC
TTCCAGATCATTCTGGTGTGCACACCCAGTCTGTGCTTCATCACCTACTCCGTGCATCAG
GCCGCCAAGCAGCGTGACCGCAGCTACTCCTTCCTGCACCCCTATATGGAGCGGGACCAC
GGCCGGCATGAGGGTGCCCGAAAACTGCGCAACATCAACGGCATCCTGGTGCACAACCCA
GAGAGTGGGGGCAAGGAGGAACATGACTGTCTGGAGGTGAAGGAGATACCCAATGCACCC
CGCGGCCTCACACACGGCAAGAGCGCCAAGGTGCGCCGCCAGGAGEECATCTCCCEETTC
TATGTCATCCAGGTTGTGTTCCGCAATGCACTGGAAATTGGTTTCCTGGCCGGGCAGTAT
TTCCTGTATGGTTTCAACGTGCCAGGCATGT TTGAGHGHGATCGCTACCCCHEHGTAAAG
GAGGTGGAGHBETATGTGTCGCGGCCCACTGAGAAGACAGTGTTTCTCGTCTTCATGTTT
GCGGTCAGCGGGATCTGCGTGCTGCTCAACTTGGCTGAGCTTAACCACCTGGGTTGGCGC
AAGATTAAAACCGCCATCCGTGGTGTACAGGCACGACGCAAGTCTATCTGTGAGGTGCGC
ARAAAGGATGTCTCTCACCTGTCCCAGGCTCCCAACCTGGGTCGGACCCAGTCCAGTGAG
TCAGCTTACGTTTGA

>Aj-gjd2-BEWY01000156 Exon 1 lacking; Splice site.
NNGATCCTGCTGACGGTGGTGGTGATCTTCCGCATCCTGATCGTGGCCATCGTGGGCGAG
ACGGTGTACGAGGACGAGCAGACCATGTTCATCEGEAACACCATGCAGCCCGGCEGEAAC
CAGGCCEGETACGACAAGGCCTTCCCCATCTCCCACATCCGCTACTGGGTCTTCCAGATC
ATCCTGGTGTGCACGCCCAGCCTGTGCTTCATCACCTACTCCGTGCACCAGTCCGCCAAG
CAGCGCGATCGCCGCTACTCCTTCCTGTACCCGCTGCTGGAGAAGGACTACGGGCGCGGC
GACGCCACCCGCAAGCTGCGCAACATCAACGGCATCCTGGTGCAGAGCCCCGACAGCGGG
GGCAAGGAGGAGCCCGAATGCCTGGAGGTGAAGGAGATCCCCAACGCGCCGCGCGGGCTC
ACGCACTCCAAGAGCTCCAAGGTGCGGCGCCAGGAGEGECATCTCCCEGCTTCTACATCATC
CAGGTGGTCTTCCGCAACGCGCTGGAGATCGGCTTCCTGGCCGGCCAGTACTTCCTGTAC
GGCTTCAACGTGCCCAGCATCTTCGAGHEEGACCGCTACCCCHEBEGTCAAGGAGGTGGAG
@€ TACGTGTCGCGGCCCACCGAGARGACCGTGTTCCTGGTCTTCATGTTCGCGGTCAGC
GGGATCTGCGTGGTGCTCAACCTGGCCGAGCTCAACCACCTCGGCTGGCGCAAGATCAAG
ACCGCCATCCGGGGGGTGCAGGCGCGGCGGAAATCCATCTGCGAGGTGCGCARAGAAGGAC
ATCTCGCACCTGTCGCACGCCCCCAACCTGGGCAGGACCCAGTCCAGCGAATCCGCCTAC
GTTTGA

>Aj-gjd2-BEWY01000007 8885469-8886309 Exon 1 is lacking; Splice site.
NNGATCCTATTAACAGTGGTGGTGATCTTCCGGATTCTAATCGTAGCGATAGTTGGAGAG
ACAGTCTATGATGACGAGCAAACCATGTTCGTG-AATACATTACAGCCTGGT-AAC
CAGGCA-TACGACAAGGCATTCCCGATCTCCCACATCCGATACTGGGTGTTTCAGATC
ATTATGGTTTGCACCCCAAGCCTCTGTTTTATTACTTACTCCGTCCACCAGTCTGCAAAA
AAGGAGCGCAAATATTCCACCGTGTTTCTAACGTTGGATAAGGACCAGGATCCATTGAAG
CGCGATGACAGCAAAAAGATTAAAAACACAATTGTAAATGGAGTACTTCAAAACACAGAA
AACTCAACCAAAGAAGGCGAGCCTGACTGTTTGGAAGTCAAAGAGATACCAAATTCGGCC

113



ATGAGAACTACTAAGTCAAAAATGAGGCGCCAGGAAGGCATCTCCAGATTTTACATCATC
CAAGTGGTTTTCAGAAACGCCCTGGAGATTGGGTTTTTAGTGGGTCAATATTTCCTTTAC
GGATTCAACGTGCCCTCCGTGTACGAGHEGTGATCGATACCCCHEEEATARAAAGATGTCGAG
EG8TATGTTTCCAGACCAACGGAGAAGACCGTGTTTTTGGTCTTCATGT TTGCGGTCAGT
GGGTTTTGCGTGGTGCTGAATTTAGCGGAACTCAATCATTTGGGATGGAGGAAAATCAAA
ACGGCGGTAAGAGGCGTGCAGGCGAGGAGGAAGTCCATTTATGAAATTAGGAATAAAGAC
TTGCCCAGAATGAGTGTTCCGAATTTCGGACGCACTCAGTCAAGTGACTCCGCGTATGTG
TAG

>AJ-NN-cx39.2-BEWY01000015
ATGGGGGACTGGTCCATTCTTGGCCGTTTCCTAACGGAGGTGCAGAACCACTCCACGGTG
ATTGGCAAGATCTGGCTGACCATGCTGCTGATCTTCCGCATCCTCCTGGTGACGCTGGTG
GGCGACGCGGTCTACAGCGACGAGCAGTCCAAGTTCACCHBEAACACGCTGCAGCCCGGC
FE8AACAACGTCEEETACGACACCTTCGCCCCCGTCTCGCACCTGCGCTTCTGGGTCTTC
CAGATCGTGCTGGTCTCCACGCCGTCCATCTTCTACATCGTCTACGTGCTGCACAAGATC
GCCAAGGACGAGAAGCTGGAGATGGAGAAGGTGCAGGTGCAGGTGCTGGCCAAGCGGGGA
CCCCCGCGGGTGCGGGCGGGGCCATCGAACCGGGGCGGGGAGAGGGAGGARACTCTGGAG
GCAGCCACGCCCGCCTTCAGCCCCCGTTTTGAGGAGGAGTGGAGCCCCCAGGAGGGGGAR
TGCGTGGAGCAGAGCCTCCTGGAGGAGGAGCTCGGGGAGGTGGGARAGGACCCCACCCAG
CTGTCCAGCCAGGTGCTGCTCATCTACATCGTCCACGTGGTGCTGCGCTCCATCATGGAG
ATCGCCTTCCTGGTGGGGCAGTACTACCTGTTCGGCTTCGAGGTCCCCCACCTCTTCCGC
f@FcacaccTACCCCEEECCCAACCGGACCCGACHBETTCGTGTCCCGGGCCACCGAGAAG
ACCATCTTCCTCAACTTCATGTTCAGCATCAGCCTGGGCTGCTTCATCCTCAACATCGTT
GAGCTGCACTACCTGGGCTGGGTCTACATCTTCCGCATACTCTGCTCCGCCTGCTCCACC
TGCTGCGAGCAGGACCGGGACCCGGCCGAGCGCGTGGGGCTCTACAACGTCCACAACCCC
CTCCTGCTGCAGCTCAAGCACTCGCTGCGGGGACGGGTGGTCCTGCAGACCCCCCCGCCC
CTGTCCCAGGAGAAGACCGGCGGCCTGCCCACGCACGCGCCCGCCATCTCCTTCGAGACG
GACTCCACCGTGGAGTGCACGTCCAAGAGGAGCCCCGACGACAAGGAGCGCGCCAAGGCC
AAGCTGGCARACGTGGCCAARACTGGGGCGCGGCAAGAAATCCTGGCTGTGA

>Aj-NN-cx36.7-BEWY01000002
ATGACCGAGTGGACCCTGCTGAAGCGCCTCCTGGACGCCGTGCACCAGCACTCCACCATG
ATCGGTCGGATCTGGCTCACCGTCATGGTGATCTTCCGGCTCCTCATCGTCGCCGTGGCC
ACCGAGGACGTCTACACGGACGAGCAGGAGATGTTCGTCHBBAACACCATCCAGCCGGGT
ff@€rccAACATCHBETACGACTCCTTCGCGCCCATCTCCCAGCCCAGGTTCTGGGTGTTC
CAGATCATCACCGTGTCCACGCCGTCCTTGTGCTTCATCATCTACACCTGGCACAACCTC
TCAAAACATCCGGAGGGGGAGCACGTTAAAGAGAGCCGAGAGACGTACGACAGGAGTTGC
GACTCCGACAGCTGCTCCATCAAATCCCACAGACACCTGGGGCACAGCCTGGCAGACGTG
CTGGAGGGCATCGCTGCTCAGAGCAATCACAAAGCGGCCAGCGGCAGCTCTGTCGCAAGA
TCGCGAGTCTTCCAGGAAAGCGGGAAGTCGGGAGTCCTGTCCAAATACTACGTCTTCCAC
GTGTGCTTCCGGGCGACCCTGGAGATCGGCTTCGTCTTCGCCCAGTGGCTCCTGTTCGGG
TTCCACGTCCCCTCTCACTTCGTGEBEACCGCATTCCCCEBETCCCAGAGGGTGGACHEE
TACGTCTCCCGGCCTACGGAGAAGACCGTCTTCCTCGTCTTCATGTTCTGCGTTGGGATA
TTCTGCATCTTCCTGAACTTCCTGGAGCTGAACCACTTGGGCTGGAAAAAGATCAAGACG
TCTATCCGCATAAGAGAGAGCCCGTGGAGAGGCTACGAGGCCATAAACCAGGACAGCCAA
TCGGTGGCCTCCCTTACATTCAGGGACATTACTAGCACCACGTCTCTGCCCACGTTAGAC
CTGGTGGTGGAACACAAGCCAGACTGGACCTGCACGGGAAACTGCTCCCCGCTCAAAGAC
GAAACGGCCGCAGAAGCGCAAAGCCAGGACAACCCCAGAGGAACGCAGTCTGTAARAGAGC
AAGACCAGCAAAGGGAGGTCCTCCAAGCAGAGGAGCTCCGAGGTCTGGATATAA

>Aj-CXD3-BEWY01000001
ATGGGGGAATGGGGCTTCCTCAGCGGGCTCTTCGACGCCCTGCAGGCCCACTCGCCCATG
CTGGGCCGCTTCTGGCTGCTGCTCATGCTGGTCTTCCGCATGCTGATCCTGGGCACGGTG
GCCACGGACCTGTTCGAGGACGAGCAGGAGGAGTTCGCCHBEAACACCCTGCAGCCGGGC
fEEAAGCAGGTCEBETACGACCAGGCCTTCCCCATCTCCCAGTACCGCTTCTGGGTCTTC
CACATCGTGCTCATCTCCACCCCTGCGCTGGTCTTCCTCATGTACGCCATGCACCACAAC
AACAAGAAGGCGGCGGGACGCTGCCTCGACTCCGCCTCCTGCGCCCGGGAGGGCCTCCGE
CTGCGCCGCCTGTACATGGTCAACGTGGGCTTCCGGCTGCTGGCGGAGGTGGGCTTCGTG
GTGGGCCAGTGGTGGCTCTATGGCTTCCGGGTGGAGGCCCAGTTCCCCHEEEAGCCGCTTC
CCCEBECCCTACACGGTGGACHBBT TCACCTCCCGGCCCATGGAGAAGACGGTCTTCCTC
TGCTTCTACTTCGCCGTGGGCGTGCTGTCGGCCCTGGCCAGCCTGGCCGAGCTGCTGCAC
GTCACCTACAAGTGGTTCTCCGCGTCCTCCAGGGAGGCGCGCTACGGCAGCCAGAACCTG
CGCAACCTGGCCCAGGAGGAGGCCTCGTCCCTGCGGGGGCCCGGGGCCCCCCCGGCCAGG
CGAGGCCGGGGGGGCAGCGGCAGGCACAAACGCGGCTCCCTGCTCAGCACCGGCAGCAGC
AGCAAGGTTTCCAGCATCGGCCGCAAGTCCTCCAAATCCAAGAGCCTCAAGACCTCCATA
GCTGTATGA
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>Aj-gjd4-BEWY01000005 1:52818799-52819950 Exon 1 lacking; Splice site.
NGGAAGATCTGGCTGGTGCTGATGGTCCTGCTGAGGGTCCTGGTGCTCCTGCTGGCGGGG
TACCCCCTCTACCAGGACGAGCAGGAGCGCTTCGTCHEGEAACACCATCCAGCCGGGCHEE
GCCAACGTGEGETACGACGTCTTCTCCCCGCTCTCCCTGTTCAGGTTCTGGCTGGTGCAG
CTCACCACGCTCTGCCTGCCCTACCTGGTGTTCGTGGTCCACGTCGTCCACAAAGTGTCC
CGGGGCCTCGCCGCGGAGGGCCGCGCCCCCGGCAGGGCCARAGCCGCGCCCCCGTACAAG
GCCCGGCAGGAGCCTGGCGGGAAGGCCGCCTCTCCGAGCGGGGCGGAGAGGGGCGGGGCT
CGCAGCTTCACGGCCGCCTACGTGGTCCACCTGCTGCTGCGCATGGTGCTGGAGGCCGGT
TTCGGCGTGGCGCACTACTACCTGTTCGGCTTCCACATCCCCAAGCAGTTCCHBHGCCAG
CAGGCGCCClBEACCACCACCGTGGACHBETACATCTCCCGGCCCACGGAGAAGACGGTC
ATGCTCAACTTCATGCTGGCGGTGAGCGCCCTGTCCTTCCTGCTCAACTTCGCCGACCTC
GTCTGCGCCATCGAGTGGTCGGTCAAGCAGAGGAGCGGGAGCAAGACGGTGGTGGAGAAG
GCGTACGAGGAGGAGCAGTACTACCTCTCACCCCCGAGCGGGCGGAGCGTGGGGGCGGAG
CTCCCGCTCCCGCTCGCCCGCGACCTCGTGACCTCCGCCGCCTTCCGCAAGAGGGCGGCC
AGCAGTCCAGCACCGACGAGGCGGNNNNNGCGGGACARAGCCGCGGCCCCACCCACCCCG
GAGCTGTGCGGTCGGAGGGTGGGCCAGTACACTCTGGTGGAGCTGGCCTCAGAGCTGCAG
TCCAACAGCAGCGACATGCAGGAGAAGAGGTCTGAGTGGGTGTGA

>Aj-NN-gjel-BEWY01000019 Splice sites
ATGTCTTTAAATTATATCAAGAACTTTTATGAAGGATGTCTCCGGCCTCCAACTGTGATT
GGCCAGTTCCACACTCTGTTCTTCGGCTCCGTGCGCATGTTCTTTCTTGGGGTCCTGGGC
TTTGCTGTTTATGGCAATGAGGCTCTACATTTCAGCHGEGACCCCGATAGGCGGGAGCTA
AACCTCTACHEGETATAACCAATTCAGGCCAATTACACCTCAGETATTCTGGGCATTGCAG
CTAGTGACTGTTTTGGTACCTGGAGCTGTCTTTCACCTGTATGCAGCCTGTAAAAATATT
GACCAGGAAGAAATCCTCCAACGGCCCARATACACTGTCTTTTACATTATCTCTGTCCTG
TTAAGAATCATTCTTGAGATCATAGCATTTTGGCTGCAGAGTCATCTTTTCGGGTTCCAA
GTGCACCCGCTTTACATGTGTGACGCTAGCGCCCTGGAGAAAATGTTCAACGTTACCAAG
TGCATGGTGCCTGAACACTTTGAAAAGACCATCTTCCTCAGTGCAATGTACACCTTTACT
GTAATCACAGTGGTGCTGTGCGTAGCTGAGATTTTTGAGATACTCTGTAGAAGATTGGGC
TATTTGACCAGTCAATGA
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Suppl. Fig. 12. Connexin39.2 (“gjd2like”) from mammals.

Note that some entries present in GenBank have wrong subfamily designation. In humans and koala
the sequence is said to belong to the alpha subfamily, in Egyptian rousette it is said to belong to the
gamma subfamily, while in black flying fox it is said to belong to the delta subfamily (which is
correct). The corresponding opossum sequence (Md-GJD2like-39.2-XM_001376506), which was the
first cx39.2 sequence found in mammals (Cruciani and Mikalsen, 2005), is depicted in Suppl. Fig. 3.
Several of these sequences are (supposed) pseudogenes (indicated by GJA4P, cx39.2P). To show the
exact alignments of these sequences used in the phylogenetic analyses, which showed that they
belonged to a single orthologous group, we have indicated the gaps (-). The gaps have been adjusted
to fit the codon borders as much as possible. Be aware that most alignment tools remove gaps
before performing alignment.

The previously non-predicted sequences (indicated by “NP”) were found by blasting other cx39.2
sequences into Ensembl genomes or GenBank wgs (using Placentalia, marsupials, bats, or Afrotheria
as species groups).

>Hs-GJA4P-NG 026166
ATGAGCGACTGGTCATTCCTGGGCTGGCTCCTGACCCGAGTGCAGAACGATTCCACCGTG
GTTGGCAAGGTATGGCTCACTG---TCCTGGTCTTACACATCCTGCTTGTCGCCCTGCTG
GGAAGTGCTGTCTGT-GGGATGAGCACTGCAAGTTCATCTGCAATACCCTGCGGCCTGGC
B88AccAA-—-----—-————————- TGACCACTTCTCCCACTTCCGCT--GGGGCTTTC
—-——CAGATT---GTGCTGGTGGCCGTACCCTCCATCTTCTTTGTTGTCTGTGTGCTGCAC
TAGATGGTGAATGGGAGACAGTGGATGTGGAGAGGGGGTACCTGCTGGAAACCGTGCAAG
AGCTGGCAGCTGGAGGGGCTCTCCCTGGACCCAGGCTGGGGCCCCTTGGGGCTTCTTTCT
TTCTAGAGGGGCAGCTCTTAGTAGGAGAGGAGGTTTTTCCCCAAATGCCTTGGGGCTGCC
ACCTGGTACCCCAGCCTGCAGTCATACAGGGTCCTGGCTGTCTGCACTGCCCACGTGGTG
CTGCGGGCCTGCATGGAGCTGGCCTTCCTGGTGGGGT—~ - ~CTA-CTCTCTGGGTGTGAT
ATGCCATGGTTGCTTCACTGCCACTCCTCCCCTGTCCCTCC---AGTCCTGACTGCTTTG
TGTCCAGAGCCATGAGGAAGAAAATCTTCCTGAACTTCATGTGCAG-GTGGGGTTGGGCT
GCTTCCTCCTGAACCCGATGGAGTTGTGCTACCTGGGCTGGGTCTTCCCTTGCCAGGCAC
GCTCTGTGGCCTGCACCAGCTAGTGCTACTTCTGCTCCACTGTGATGAGGAAGGACCGTG
CTCCAGGTGCCCTCC

>Wallaby-NP-cx39.2 Notamacropus eugenii.
ATGGGCGACTGGTCATTCCTAGGCCGGCTTCTTACTGAAGTCCAGAACCACTCCACCGTC
ATTGGCAAGATCTGGCTCACCGCACTCCTCATCTTCCGAATACTCCTGGTCACGCTGGTG
GGGGATGCAGTCTACAGGGACGAACAGTCCAAGTTCACCIGTAACACCCTCCAGCCAGGC
TGCACCAACGTCIGECTACAACAGCTTCGCCCCCTTTTCCCACCTCCGCTTCTGGATTTTC
-——-CAAATC---GTTCTGGTGGCCACACCTTCCATCTTCTACATCGTATGCTTGATGCAC
CAGGTGGCCCTGGAGGAGCGGATGGATGTGGAGAGGGACCGCCTGCTGGAGCTGTGGCAA
AGACAGGCAGCCGCTTATCAAGTCTATCCAAGATCGGGCTCTGGGGTCCTCTTGCCCTCT
GGCTCCTTGGAGGGCCAGAGCCTGGAGGAGGAAAAGGTTCTCCCAAAGCATGTCGGGTCC
ACAGCTCAGGACCCCATCCAGCTGGCCAACCGGGTGTTGATCATTTACATTGCGCACGTA
GTGCTGAGGTCCTTCCTGGAGCTGGGGTTCCTAGTGGGGCAATATTACCTGTTTGGCTTT
GATGTGCCCCATTTATATCGCTGCGAAACCTACCCGIGICCCACA---AAGACAGACTGC
TTTGTCTCCAGGGCTACAGAAAAAATGATCTTTCTGAATTTTATGTTTGGGGTGGGGCTT
GGCTGTTTTCTTCTGAGCTTGGCAGAGCTGCATTATCTGGGCTGGCTCTTCACCTTCCGG
ATGCTCTTCAAGGCTTGTGTCAATTGCTGCCAATATCTGAGGAAGGCTTCCCCACCTTAC
AAGCCCCGGCTCCTGCCTCTTCTGGACTCGAGTCAGGAAAGGATGCTTCTGGAGGTCTCC
TTGCTGCCTGTATGGGGGTCAGGGCATCCCCGGCCACAGCATACTGTGA

>Koala-gjad4like-XM 020963328 Phascolarctos cinereus

ATGGGCGACTGGTCATTCCTGGGGCGGCTTCTCACTGAAGTCCAGAACCACTCCACTGTC
ATCGGCAAGATCTGGCTCACCGCCCTCCTCATCTTCCGCATCCTCCTGGTCACTCTGGTG
GGCAATGCAGTCTACGGGGATGAACAGTCCAAGTTCACCEGTAACACCCTCCAGCCCGGC
TGCACCAACGTCTGCTACAACAGCTTCGCCCCCATATCTCACCTCCGCTTCTGGATTTTC
---CAGATT---GTCCTGGTGGCCACGCCCTCCATCTTCTACATCGTCTGCGTGATGCAC
CAGGTGGCCCTGGAGGAGTGGATAGATGTGGAGAGGGACCGCCTGCTGGAGCTGTGGCAA
AAGCAGGCAACTTCTCACCAGGCCTTTCCGCAGTCAGACTCTGGGGTCCTGGTGCCCTCC
AGCTCCTTCGAGAGCCAGAGCCTGGAGGAGGCCGAGGAGATCCTTCCAAAGCATGCCGGC
GCCACAGCTCAGGACCCCATCCAGCTGGCCAACCGGGTGTTGGTCATTTATATTGCCCAC
GTGGTGCTGAGGTCCTTCCTGGAGCTGGGATTCCTAGTGGGGCAATATTAACTGTTTGGG
TTTAACGTGCCCCATTTATACCGCIGCGAAACCTACCCGEGICCCACC---AAGACAGAC
TGCTTTGTCTCCAGGGCAACAGAGAAAATGATCTTCCTGAATTTTATGTTCGGGGTGGGG
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CTTGGCTGTTTTCTTCTGAACTTGGCAGAGCTGCATTACCTGGGCTGGCTCTTCACCTTC
CGGACGCTCTTCAAGGCTTGTGTCAATTGCTGCCAATATCTGGGGAAGGCTTCCCCACCC
CACAGGCCCCAACTTCTGCCCCTTCTGGACTCTAGTCAGGATGGGATGCTCCTGGAGGCC
TCCTTGCTGCCTGCATGGGGGTCAGGGCATCCCCGGCCACAGCATACAGTGA

>Pv-NP-cx39.2 Pteropus vampyrus Latge flying fox
ATGAGTGACTGGTCGTTCCTGGGCAGGCTCCTGACACAAGTGCARAAACCATTCCACCGTG
GTTGGCAAGGTGTGGCTCACCGTCCTTCTGGTCTTCCGCATTCTGCTGGTCACCCTGGTG
GGAGATGCAGTCTATGGGGATGAGCAGTCCAAGTTCACCHBEAATACTCTGCAGCCTGGC
FGEACAAATGTCEEETATGACCGCTTCTCACCTGTCTCCCACTTCCGCTTCTGGGTTTTT
--—CAGATT---GTGCTGGTAGCCACTCCCTCTATCTTCTATGTCATCTATGTCCTGCAT
CAGATAGCAAGGGAGGAAAGAGTAGATATGGAGAGGGAGTACCTGCTGGATACATTGCGA
AAGCTAGCATCTGGGGGAGCCCTGCAGAGACCCAAGCTGGGGCTCTTGGCGTCTTCTCAC
TTCCTAGAGGGACAGCTGCTGGTGGGAGAGAGGGTTCTCCCCAAATGCCTTGGGGCTGCA
GCCAGGAATCCAGGCCTGAGGTCACAAAGAGTCTTGGCCATCTACATTGCCCATGTGGTG
CTGCGGGCCTTCATGGAGCTGGCTTTCCTGGTGGGGCAATACTATCTGTTTGGGTTTGAT
GTTCCATACTTGTTTCACEGECACTCCTATCCCEGHCCTACT---AGTACTGACEGETTT
GTATCCAGGGCCACAGAGAAGATGATTTTCCTGAACTTCATGTTTGGGGTCGGGGTGGGC
TGCTTCCTCCTGAACCTGGTGGAGTTGCACTACCTGGGCTGGGTCTTTACCTACCGGTTC
CTCTTTGCAGCCTGCACCAGTTGCTGCCACTTCTGTGGGCAGCCTGCCCATCCTCCACTG
CTCTACTCTGATGAGGACAGTACTGGGCTCCAGGTGTATTCCTGCCTTTAG

>Pa-GJD21like-XM 006925175 Pteropus alecto Black flying fox
ATGAGTGACTGGTCGTTCCTGGGCAGGCTCCTGACACAAGTGCARAACCATTCCACCGTG
GTTGGCAAGGTGTGGCTCACCGTCCTTCTGGTCTTCCGCATTCTGCTGGTCACCCTGGTG
GGAGATGCAGTCTATGGGGATGAGCAGTCCAAGTTCACCHBEAATACTCTGCAGCCTGGC
f@€ACAAATGTCEBETATGACCGCTTCTCACCTGTCTCCCACTTCCGCTTCTGGGTTTTT
--—-CAGATT---GTGCTGGTAGCCACTCCCTCTATCTTCTATGTCATCTATGTCCTGCAT
CAGATAGCAAGGGAGGARAGAGTAGATATGGAGAGGGAGTACCTGCTGGATACATTGCGA
AAGCTAGCATCTGGGGGAGCCCTGCAGAGACCCARGCTGGGGCTCTTGGCGTCTTCTCAC
TTCCTAGAGGGACAGCTGCTGGTGGGAGAGAGGGTTCTCCCCAAATGCCTTGGTGCTGCA
GCCAGGAATCCAGGCCTGCGGTCACAAAGAGTCTTGGCCATCTACATTGCCCATGTGGTG
CTGCGGGCCTTCATGGAACTGGCTTTCCTGGTGGGGCAATACTATCTGTTTGGGTTTGAT
GTTCCATACTTGTTTCACHBECACTCCTATCCCHEECCTACT---AGTACTGACHEETTT
GTATCCAGGGCCACAGAGAAGATGATTTTCCTGAACTTCATGTTTGGGGTCGGGGTGGGC
TGCTTCCTCCTGAACCTGGTGGAGTTGCACTACCTGGGCTGGGTCTTCACCTACCGGTTC
CTCTTTGCAGCCTGCACCAGTTGCTGCCACTTCTGTGGGCAGCCTGCCCATCCTCCACTG
CTCTACTCTGATGAGGACAGTACTGGGCTCCAGGTGTATTCCTGCCTTTACCTCACTAGT
TGCCACGCCTACACCGTCAAGGGCTTCCTCCCACCCTTTGCTTGTTCATCCTTCTGGGGA
GCTCTGCCCTGGCAGGCTTCAGAGCCCAACTAA

>Ra-GJC2like-XM 016138748 Rousettus aegypticus Egyptian rousette
ATGAGTGACTGGTCGTTCCTGGGCAGGCTCCTGACGCAAGTGCARAACCATTCCACCGTG
GTTGGCAAGGTGTGGCTCACCGTCCTCCTGGTCTTCCGCATTCTGCTGGTCACCATGGTG
GGAGATGCAGTCTATGGGGATGAGCAGTCCAAGTTCACCHEGEAATACGCTGCAGCCTGGC
EG8~CARATGTCEBETATGACCGCTTCTCACCTGTCTCCCACTTCCGCTTCTGGGTTTTT
--—-CAGATT---GTGCTGGTAGCCACTCCCTCTATCTTCTATGTCATCTATGTCCTGCAT
CAGATAGCAAGGGAGGAAAGAGTAGATATGGAGAGGGAGTGCCTGCTGGATACATTGCAA
AAGCTAGCATCTGGGGGAGCCCTGCAGAGACCCAGGCTGGGGCTCTTGGGGTCTTCTCAC
TTCCAAGAGGGACAGCTGCTGGTGGGAGAGAGGGTTCTTCCCAGATGCCTTGGAGCTGCA
GCCAGGAATCCAGGCCTGCGGTCACAAAGAGTCTTGGCCATCTACATTGCCCATGTGGTG
CTGCGGGCCTTCATGGAGCTGGCCTTCCTGGTGGGGCARTACTATCTGTTTGGGTTTGAT
GTTCCATACTTGTTTCACHEGECACTCTTATCCCHGECCTACT---AGTACTGACEGETTT
GTATCCAGGGCCACAGAGAAGATGATTTTCCTGAACTTCATGTTTGGGGTCGGGGTGGGC
TGCTTCCTCCTGAACCTGGCAGAGTTGCACTACCTGGGCTGGGTCTTCACCTGCCGGTTC
CTCTTTGCAGCCTGCACCAGTTGCTACCACTTCTGTGGGCAGCCTGCCCATCCTCCACTG
CTCTACTCTGATGAGGACAGTACTGGGCTCCAGGTGTCTTCGTGCCTTTAA

>Tm-NP-cx39.2P Trichechus manatus Manatee

ATGAGCGACTGGTCATTCCTGGGCCGGCTCCTGACCCAAGTG-AGAACCATTCCGCCATG
GTCAGCAAGTTGTGGCTCACCATCCTCCTGGTCTTCCGCATCCTGCTGGTCACCCTGGTG
AGAGGCGCTGTCTATAGGGATGAGCAGTCCAAGTTCACCHBEAACACTCTGCAGCCTGGC
EG8ACCAACGTCEEETACGACCACTTCTCGCTTGTCTCGCACTTCCGCTTCTGGGTCTTG
-—-CAGAAGG---TGCTGGTGGCCACACCCTCCATCTTCTATGTCGTCTGTGTCCTGCAC
CAGATCGCGGCTGGGGGAGCCCTGCAGGGACCCAGTCTGGTGTTTCTGGGGTCCTCTCAT
TTCCTAGAGGGACAGCTCCTGGTACGAGAGGGCGATTCTCCCCAAATGCCTTGGGGCTGC
AGCCCAGGACCCCAGCCTTTGGTCTCACAGCGTCTTGGTCATCTACATTGCCCACATGCT
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GCTGCTGGCCTTTATGGAGCTGGCCTTCCTGGTGGGGCCATACTATCTGTTTGGGTTTGA
TGTCCCATACTTATTTCACHGECACTCCTACCCC—BECCTACC---AGTATTAACHGETT
TGTTTCCAACGCCACAGAG---ATGATCTTCCTGAACTTCATGTTTGG-AGTGGGGCAGG
CTGCTTCCCTTTGAACCTGGTGGAGCTGCACTAGCTGGGCTGAGTCTTCACCTGACAGAC
CCTCTTTGTGGCCTGTGCCAGCTGCTGCCA

>La-NP-cx39.2P African elephant Loxodonta africana
ATGAGCGACTGGTCATTTGTGGGCCAGCTCCTGACCCAAATG-AGAACCATCCCACCATG
GTCAGCAAGGTGTGGCTCACCGTCCTCCTGATCTTCCACATCCTGCTGGTCACTCTGGTG
AGAGACACTGTCCATAGGGACGAGCAGTCTAACTTCACCHBEAACACCCTGCAGCCTGGC
EG8ACCAACATCEEETGTGACCGCTTCTCGCCCGTCTCCCACTTCTGCTTCTGGGTCTTT
---CAGATC--CCTGCTGTTGGCCATGCCCTCCATCTTCTCTGTCATCTGTGTCCTGCAC
CAGATCACAAGGGAGGAGAGAGTCAGTGTGGAGAAAGGGTACCTGCTGGAGACCTTGCAG
AAGCTGGTGGCAGGGGAGCCCTGCAGGGACCAGGCCAGTGTTCCCTGGGTCCTCTCATTT
CCTAGAGGGACAGCTCCTAGTGGGAGAGGGAGATTCTCCCCARATGCCTTGGGGCTGCAC
CTCAGGACCCCAGCCTTTGGTCTTGCAGGGTCTTGGTCATC TACATTGCCCATGTGGTGC
GGCAGGCCTCTATGGAGCTAGCCTCCCTGTTGGGGCAATACTATCTGTTTGGGTTTGATG
TCCCATAGTTATTTCACEGECGCTCCTACCCCEBECCCACC—--AGTATTGACEGETTTT
TGTCCAGGGCCACAGAG---ATGACCTTCCTGAACTTCACATTTGG-GGTGAGGTAGGCT
GATTCCTCCTGAACCTGGTAAAGCTGCGCTACCTGGGCCGAGCCTTCACCTGCCAGGCCC
TCTTTGCAGCCTGTACCAGCTGCTGCCA

>Afer-NP-cx39.2P Aardvark Orycteropus afer. Note that the first Cys codon in the

first conserved dokmain is mutated.

——————————— GTCATTCCTGGGTTGGCTCCTGACCCAACTGCAGAACCATTCCACCATG
GTCAGCAAGGTGTGGCTCACTATCCTCCTGGTCTTCTGCGTCCTTCTGGTCACTCTGGTG
GGAGACTCTGTCTATGGAGACAAGCCATCCGAGTTCACTEBBEAACACCCTGCAGCCTGGC
f@€ACCATTATCEBETATGATTGCTTCCTACCCTTCTCCCACTTCCATTTCTATGTC—~~
--—-CAAATC---ATGCTGGTGGTCACACCCTCCATCTTCTATGTCATCTCAGTCCT-CAC
CGGATCACAAGGGAGGAGAGAGTCAAAGTGGAGAGAGGTTATCTATTGCAGACCTTGCAR
GAGCTGGCAGCTGGGGGATCCCTGCAGGGACCCAGGCARCAGTTAGTGGGATCCTCTCAC
TTCCTAGAGGGACAACTCCCAGTGGGAAAGGGGATTCTCTCCAAATGCCTTGTGGCTGCA
GCCAAGGACCCCAACCTTCTGTCTTGCAGGATCTTGGTCGTCTACATTGCCCATGAGGTG
CTACAGGCCTTTATGGAGCTGGCTTTCTTGGTGGGGCAATGCTAT--GGTAGGCTT-GAT
GTCTCATAG-TATTTCACEEECACTCCTACCCCHEECCTACA---AGTACTGACHEETTT
GTGTCCAGGGCCACCGAGAATATGACCCTCCTGAACATCATGTTTGG-GGTGGGGTAGGC
TGCTACCTCCTGAACCT-GTGGAGCTATACT -CCTGGGCTGGGTCTTTACCTGCC - -

>Dn-NP-cx39.2P Dasypus novemcinctus Armadillo. Note that the
first conserved dokmain is mutated.
ATGAGCCACTGGTGGTTCCTGGGCCAGCTCGTGACCCAAGTGCCAAATCCGTCCACTGTG
ACGGGCAAGGTATGACTCACCATGCTCCTGGCCTCCTGCATCCTGCTGGTCACCTTGCGG
GGAGAAGCTGCCTATGGGGACGAGCAGTCCAAGTTCACCEGEAATCCCCTGCAGCCTGGC
[G8ACCAATGTCEBETGTGGCCACTTCTCACCTGTCTCC-ACTTCCACTCCTGGATCTTC
--CCAGATT---GTGTTGGTG-ACCCACTGCCCATCTTCTGTGTCATCTGTGTCCTGGAC
CAGATCAGGAGGAGAGAGTGGARATGGAGGGGTCCTTGCTGGAGARTTTGCARATGCTGG
TGGCTCGGGGAGCTCTGCAGGGACTGCGACTGGGACTCTGGGGTCCTCTTACTTCCTAGA
TGGACAACTCCTGGTGGGAGAGGGGATTCTCCCCARGTGCCTTGGGGTCACACAGCCCAG
GCCTTGGGCCTGCAGTCACAGAGGGTCTTGGCCGTTTGTGCGGCCGCAC-GGTGCTGCGA
GCCTTTATGGAGCTGGCCTTGCTGGTGG-ACAGTGTTGCCTGTTTGGGTTTGATGTTCCA
CACTTATTTCACEGECACGCCTATTCCCHEEECCCAC--GAGGACTGA-BEBETTAGTGTCC
TGGGTCAT-GAA--GATGACCT---TGAGCTTCAGGCTCGGGGAGGGGGTGGGCTGCTTC
CCCTTGAGGCTAGCGGAGCTGCATCACCTGGGCTGGGTCTTCACCTGCCGGGCACGCTTT
GTGGCCTGTGCCAGCTGCTTCCACTTCTGGAGATGACCTGCTGGTC
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Suppl. Fig. 13. Comparisons of human “GJA4P” against connexin39.2 and GJA4.

Suppl. Fig. 13A. Alignment of conserved domains in human “GJA4P” (NG_026166) against
connexin39.2 (“gjd2like”) in various species at protein level.

The cx39.2 sequences given in Suppl. Fig. 12 were translated to protein and aligned. Among the
pseudogenes, only the human sequence is included, as aligning several pseudogenes strongly
decreases the total number of identities (*) or similarities (: or .). Also the corresponding sequence
from eel (Aj-NN-cx39.2) was included. ?, corresponds to a codon that contains one or more unknown
nucleotides or a gap. <, corresponds to a stop codon. n, the first conserved domain is N-terminal to
n, and the second conserved domain is C-terminal to n; thus this n corresponds largely to the
intracellular loop. The Muscle (https://www.ebi.ac.uk/Tools/msa/muscle/) identity matrix is found in

Suppl. Table 8.

Hs-GJA4P
Aj-NN-cx39.2
Pv-NP-cx39.2

Pa-XM 006925175
Ra-XM 016138748
Wallaby-NP-cx39.2
Koala-XM 020963328
Md-XM 001376506

Hs-GJA4P
Aj-NN-cx39.2
Pv-NP-cx39.2

Pa-XM 006925175
Ra-XM 016138748
Wallaby-NP-cx39.2
Koala-XM 020963328
Md-XM 001376506

Hs-GJA4P
Aj-NN-cx39.2
Pv-NP-cx39.2

Pa-XM 006925175
Ra-XM 016138748
Wallaby-NP-cx39.2
Koala-XM 020963328
Md-XM 001376506

Hs-GJA4P
Aj-NN-39.2
Pv-NP-cx39.2

Pa-XM 006925175
Ra-XM 016138748
Wallaby-NP-cx39.2
Koala-XM 020963328
Md-XM 001376506

MSDWSFLGWLLTRVONDSTVVGKVWLT? ?LVLHILLVALLGSAVC?DEHCKFICNTLRPG
MGDWSILGRFLTEVONHSTVIGKIWLTMLLIFRILLVTLVGDAVYSDEQSKETCNTLQPG
MSDWSFLGRLLTQVONHSTVVGKVWLTVLLVFRILLVTLVGDAVYGDEQSKETCNTLQPG
MSDWSFLGRLLTQVONHSTVVGKVWLTVLLVFRILLVTLVGDAVYGDEQSKFTCNTLQPG
MSDWSFLGRLLTQVONHSTVVGKVWLTVLLVFRILLVTMVGDAVYGDEQSKFTCNTLQPG
MGDWSFLGRLLTEVONHSTVIGKIWLTALLIFRILLVTLVGDAVYRDEQSKETCNTLQPG
MGDWSFLGRLLTEVONHSTVIGKIWLTALLIFRILLVTLVGNAVYGDEQSKETCNTLQPG
MGDWSFLGRLLNEVONHSTVIGKIWLTALLIFRILLVTLVGDAIYGDEQSKFTCNTLQPG

*  kk ke kk ek *Nhkk kkKk e kk e kkKk Koo KAkKkK e o ok ko KKk e Kk Kk kKk kK

CNNVCYDTFAPVSHLRFWVFQIVLVSTPSIFYIVYVLHKIAKDNQVLLIYIVHVVLRSIM
CTNVCYDREFSPVSHFRFWVFQIVLVATPSIFYVIYVLHQIARENRVLAIYIAHVVLRAFM
CTNVCYDREFSPVSHFREFWVFQIVLVATPSIFYVIYVLHQIARENRVLAIYIAHVVLRAFM
CTNVCYDREFSPVSHFREFWVFQIVLVATPSIFYVIYVLHQIARENRVLAIYIAHVVLRAFM
CTNVCYNSFAPFSHLRFWIFQIVLVATPSIFYIVCLMHQVALENRVLITIYIAHVVLRSFEFL
CTNVCYNSFAPISHLRFWIFQIVLVATPSIFYIVCVMHQVALENRVLVIYIAHVVLRSFEFL
CTNVCYNSFAPISHLRFWIFQIVLVATPSIFYIVCVLHQVALENRALITIYIAHVVLRAFL

* KK ek KAXKKAKAK e KAAKK o oo e ek . * KKK KK o

ELAFLVG???LSGCDMPWLLHCHS ?PCPSSPDCFVSRAMRKKIFLNFMC?VGLGCFLLNP
ETIAFLVGQYYLFGFEVPHLFRCETYPCPNRTDCFVSRATEKTIFLNFMEFSISLGCFILNI
ELAFLVGQYYLFGFDVPYLFHCHSYPCPTSTDCFVSRATEKMIFLNFMFGVGVGCFLLNL
ELAFLVGQYYLFGFDVPYLFHCHSYPCPTSTDCFVSRATEKMIFLNFMFGVGVGCFLLNL
ELAFLVGQYYLFGFDVPYLFHCHSYPCPTSTDCFVSRATEKMIFLNFMFGVGVGCFLLNL
ELGFLVGQYYLFGFDVPHLYRCETYPCPTKTDCFVSRATEKMIFLNFMFGVGLGCFLLSL
ELGFLVGQY<LEFGENVPHLYRCETYPCPTKTDCEFVSRATEKMIFLNFMFGVGLGCFLLNL
ELGFLVGQYYLFGFDVPHLYRCETYPCPTKTDCFVSRATEKMIFLNFMFGVGLGCFLLNL

* e Kk kK * ke ek X * . Kk k Kk * Kk Kk kK k Kk *  kkkkkk . e kKK oKk

MELCYLGWVEPCQ
VELHYLGWVYIFR
VELHYLGWVEFTYR
VELHYLGWVEFTYR
AELHYLGWVFTCR
AELHYLGWLFTFR
AELHYLGWLFTEFR
AELHYLGWLFTER

KK KKK K e .
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Suppl. Fig. 13B. Alignment of conserved domains in human “GJA4P” (NG_026166) against GJA4

(connexin37) from human and eel at protein level.

The human GJA4P cx39.2 sequence given in Suppl. Fig. 12 were translated to protein and aligned
with eel cx39.2, human GJA4, and the two eel-gja4 (cx39.4) sequences. Identities (*) or similarities (:
or .) are indicated below the alignment. . ?, corresponds to a codon that contains one or more
unknown nucleotides or a gap. <, corresponds to a stop codon. n, the first conserved domain is N-
terminal to n, and the second conserved domain is C-terminal to n; thus this n corresponds largely to

the intracellular loop. The Muscle (https://www.ebi.ac.uk/Tools/msa/muscle/) identity matrix is
shown in Suppl. Table. 9.

Hs-GJA4P
Aj-NN-cx39.2
Hs-GJA4-Cx37
Aj-NN-cx39.4-1
Aj-NN-cx39.4-2

Hs-GJA4P
Aj-NN-cx39.2
Hs-GJA4-Cx37
Aj-NN-cx39.4-1
Aj-NN-cx39.4-2

Hs-GJA4P
Aj-NN-cx39.2
Hs-GJA4-Cx37
Aj-NN-cx39.4-1
Aj-NN-cx39.4-2

Hs-GJA4P
Aj-NN-cx39.2
Hs-GJA4-Cx37
Aj-NN-cx39.4-1
Aj-NN-cx39.4-2

——-MSDWSFLGWLLTRVONDSTVVGKVWLT? ?LVLHILLVALLGSAVC?DEHCKFICNTLR
—-MGDWSILGRFLTEVONHSTVIGKIWLTMLLIFRILLVTLVGDAVYSDEQSKFTCNTLQ
——-MGDWGFLEKLLDQVQEHSTVVGKIWLTVLFIFRILILGLAGESVWGDEQSDFECNTAQ
MSKSDWTFLELLLEQGQVHSTGVGKMWLTVLEFLFRVLVLSTAAESVWGDEQSDEVCNTQQ
MSRADWGFLERFLEEGQEYSTGIGRVWLTVLEFLFRMLILGTAAESAWDDEQSDEVCNTQQ

* * . K . K * * % .k .« Kk ok k o . oK o e . * k. *  kx ok

PGCNNVCYDTFAPVSHLRFWVEFQIVLVSTPSIFYIVYVLHKIAKDNQVLLIYIVHVVLRS
PGCTNVCYDQAFPISHIRYWVLQFLEFVSTPTLVYLGHVIYLSRRENALMGTYVASVLCKS
PGCEAVCYDKAFPISHFRFFILQVIIVASPAIFYLSYAALHARWONKLLRVYLCVTVLKL
PGCELACYDRAFPISHFRFEFVLQVIFVSTPTIFYFIYVALRMGWENKLLCAYTLSIVLKV
*rx SRR LE I S S . . H :

CMELAFLVG???LSGCDMPWLLHCHS?PCPSSPDCFVSRAMRKKIFLNFMC?VGLGCFLL
IMEIAFLVGQYYLFGFEVPHLFRCETYPCPNRTDCEFVSRATEKTIFLNFMFSISLGCFIL
VLEAGFLYGQWRLYGWTMEPVEVCQRAPCPYLVDCFVSRPTEKTIFIIFMLVVGLISLVL
LLEAAFILVLWHLYGFTVPARYVCQRWPCPHTVDCEFVSRPKEKTVEFTVYMOQAMAGVSLLFE
LLEAGFILGLWFLYGFVVHAKYVCQRPPCPHTVDCFVSRPTEKTIFTVYMQATIAGVSMLL

.k * . *  x . * * % % * ok k Kk ok Kk * ek . % . .

NPMELCYLGWVEPCQ
NIVELHYLGWVYIFR
NLLELVHLLCRCLSR
NLLEVCVLLRRYCCP
NVVEFLYLAQHTVTH

* ek *
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Suppl. Fig. 14. Expanded branches from the phylogenetic tree shown in Fig. 1.
For simplicity, we will in the title of the Figures often refer to both the mammalian and teleost
sequences using the mammalian annotation.

Suppl. Fig. 14A. Expanded view of mammalian and teleost GJA1 branch.

Gm-cx43-G20304

Aj-NN-cx43-BEWY01000019
Ch-gjal-cx43-XM 012829211
Aj-CXA1-BEWY01000007

Dr-cx43-NM 131038

Ga-cx43-G04089

Tn-NP-gjal

Fr-gjal-cx43-XM 011618634

Gm-NN-gjal-G09844

91 Dr-gjallike-XM 688906
13 I— Ch-gjaLiike-XM 012836783

42 Hs-GJA1-Cx43-NM 000165

% |_| Mm-gja1-NM 010288
70 | Md-GJA1-XM 007484502

0.020

Suppl. Fig. 14B. Expanded view of the mammalian and teleost GJA3 branch, and the associated
teleost cx39.9.

Ch-gja3like-XM 012834366
Aj-CX39.9-BEWY01000015
Ch-gja3like-XM 012819598
Dr-cx39.9-NM 212826
Ga-NN-cx39.9-G20329
Fr-gja3like-XM 003971206
Tn-NN-cx39.9-G11824
Aj-NN-cx39.9-BEWY01000008
Gm-NN-cx39.9-G20599
Gm-cx39.9-G14144
Gm-NN-cx39.9-G20196

» Fr-gja3like-XM 003970457
7‘_7'21-NN-C><39.9-608981
] 68 Ga-NP-cx39.9-G18298
81 Hs-GJA3-Cx46-NM 021954
ﬁ‘:‘: Mm-gja3-NM 016975 :|GJA3
Md-GJA3-XM 007495190

Gm-gja3-G04087
99 97 TN-GJA3-G10339

60 Fr-gja3like-XM 003966473
41

24

34

€x39.9

99

Ga-NN-gja3-G14074
Fr-gja3-cx46-XM 003962226
Gm-NN-gja3-G09100-2
Ga-GJA3-G01367 gja3
Aj-gja3-BEWY01000008
Ch-gja3like-XM 012840585
Ch-gja3like-XM 012842347
Dr-gja3-NM 207642
Tn-gja3-G15976
231 Aj-gja3-BEWY01000014

27

—
0,020




Suppl. Fig. 14C. Expanded view of the mammalian and teleost GJA4 branch.

E Dr-cx39.4-NM 001044823
12 Aj-NN-cx39.4-BEWY01000004

Ch-gja6like-XM 012822071

99 Aj-NN-cx39.4-BEWY01000007

gja4
Tn-cx39.4-G09223

Fr-gja4-cx37-XM 011609056
Ga-cx39.4-G07433
29

Gm-cx39.4-G20255
Md-GJA4-XM 007492764

% l—r Hs-GJA4-Cx37-NM 002060 | GIA4
74 L Mm-gjad-NM 008120

0.10

Suppl. Fig. 14D. Expanded view of the mammalian and teleost GJA5 branch.

58 I: Hs-GJA5-Cx40-NM 005266
29 Mm-gja5-NM 001271628 GJAS

Md-GJA5-XM 007485330

Fr-gja5like-XM 011603067

Ga-NN-gja5-G11699

72 Tn-NN-gja5-G09857

Dr-gja5b-NM 001034988

Ch-gja5like-XM 012840593

99

Ch-gja5like-XM 012816449

—94‘_— Aj-NN-gjaS-BEWYOlOOOOOS gjas
53] AJ-CXA5-BEWY1000014

Dr-gja5a-NM 001007213

46
Gm-GJA5-G04028

Tn-GJA5-G02166

86
58 Fr-gja5-cx40-XM 003961811

44 Ga-GJA5-G03669

0.050
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Suppl. Fig. 14E. Expanded view of the mammalian and teleost GJA9 and GJA10 branches. In
most of the statistical analyses, GJA10 and gja10 switched location, i.e., gia10 was locating outside
((GJA9 - gja9) - GIA10).

89 Tn-cx52.9-G05726
60 I: Fr-gja9like-XM 003968854
Ga-cx52.9-G02230
Dr-cx52.9-NM 207093

Gm-cx52.9-G20571
Ch-gja9like-XM 012816385

37

Dr-cx55.5-XM 021466745 )
Ch-gja9like-XM 012824682 99
o4 Ga-GJA9-G13675
Tn-GJA9-G06130
78 Fr-gja9-cx59-XM 003965660
95 Aj-NN-gja9-BEWY01000007
31 Gm-NN-gja9-G09903
26 I— Aj-NN-gja9-BEWY01000068 i
Hs-GJA9-Cx58-NM 030772
—| ] GIA9
82 0Oa-GJA9-cx59-XM 001512804
41 Fr-gja10-cx62-XM 003971382 7
> 41 _|_— Ga-cx52.6-G06243
22 Tn-cx52.6-03863
80 Dr-cx52.6-NM 212819
29 Gm-cx52.6-G05425
L —— Ch-gjal0-cx62-XM 012821374
gjal0

88 Fr-gjal0like-XM 011619942
96 —| ,
96 Ga-NP-gjal0

Gm-NN-gja10-G02098
Dr-cx52.7-XM 021467222

Ch-gja10like-XM 012836705
69 Aj-NN-gja10-BEWY01000019
Md-GJA10-XM 007484323

% —L— Hs-GJA10-Cx62-NM 032602  [GJAL0
99— Mm-gja10-NM 010289

67

0.050
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Suppl. Fig. 14F. Expanded view of teleost cx34.5 and cx32.2 branches. No mammalian sequence
did ever locate together with these two groups.

99 Tn-cx34.5-G19149
99 I: Fr-32.7like-XM 003976250
Ga-cx34.5-G06828

99 L Gm-cx34.5-G18894 x34.5
Aj-NN-cx34.5-BEWY0100019
55 | Ch-cx32.7like-XM 012829360
36— Dr-cx34.5-NM 001030200
Tn-NN-cx28.9-G19153

77

Fr-32.2like-XM 003976251
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Suppl. Fig. 14G. Expanded view of mammalian and teleost GJB1.
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Suppl. Fig. 14H. Expanded view of mammalian GJB2 and GJB6, and teleost cx30.3. GJB2 and
GJB6 always located together in a dichotomous topology, and cx30.3 did never locate in a
dichotomous topology with either GJB2 or GJB6. Thus, there is no reason to claim that cx30.3 is

more closely connected with GJB2 than with GJB6, as the naming of some ¢x30.3 sequences could
suggest.
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Suppl. Fig. 141. Expanded view of mammalian GJB3 and teleost cx35.4. These two groups located
together in all analyses, and it is reason to suggest that these groups are orthologs, despite that the
teleost sequences are lacking the hallmark of mammalian GJB3 protein sequences, the CX;CXsC
motif in the second extracellular loop, but rather have the standard CX,CXsC motif.
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Suppl. Fig. 14)J. Expanded view of mammalian G/B4 and GJB5, and teleost cx34.4. GJB4 and GJB5
always located together in a dichotomous topology, and cx34.4 did never locate dichotomously with
either GJB3 or GJB4. Thus, there is no reason to claim the cx34.4 is more closely related to GJB4, as
the naming of some cx34.4 sequences could suggest.
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Suppl. Fig. 14K. Expanded view of mammalian and teleost GJB7.
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Suppl. Fig. 14L. Expanded view of the teleost cx28.6 group, and its relationship with
GJB3/GJB4/GIB5. Cx28.6 located in most cases outside GJB3/GJB4/GJB5 as this figure illustrates, but
in some cases it was located outside the GJ/B3-cx35.4 clade, but generally with poorer statistics.
Thus, there is no reason to claim that cx28.6 is more closely related to GJB4, as the naming of some
sequences could suggest.
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Suppl. Fig. 14M. Expanded view of eutherian GJC3 and marsupial GJC1like and GJC2like. In spite of
different names, there was only one single statistical analysis (of 21) (Suppl. Table 1) that did not
group them together dichotomously. Thus, it is likely that GJC1like/GJC2like are orthologs of
eutherian GJC3.
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Suppl. Fig. 14N. Expanded view of mammalian and teleost GJC1 and teleost cx43.4. Cx43.4 had
variable locations in the different analyses, and could locate close to GJC1/gjc1, or GJC2/gjc2, or

outside ((GJC1 — gjcl) - (GJC2 — gjc2)). Whatever the location of cx43.4, the statistics was usually
relatively poor (<50).
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Suppl. Fig. 140. Expanded view of mammalian and teleost GJC2, and its relationship with GJC1
and cx43.4. In phylogenetic analyses using amino acid sequences, the relationship between GJC2
and gjc2 was as shown here, while when using nucleotides, the relationship broke, and GJC2 and
gjc2 located themselves with other relationships to GJC1/gjc1 and cx43.3.
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Suppl. Fig. 14P. Expanded view of mammalian and teleost Cx39.2. Note the position of human
GJA4P-NG_026166 among the other mammalian sequences. Further note the confusion in naming of
these orthologs (gjd2like, gja4like, GJC2like).
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Suppl. Fig. 14Q. Expanded view over the central G/D2 complex. Mammalian GJD2 most often
located dichotomously together with gjd2*1, and with the gjd2*2 and gjd2*3 dichotomously located
outside, as indicated in this figure. However, in several instances the relative locations of the groups
differed, including the non-dichotomous splitting of the gjd2*2 and gjd2*3.
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Suppl. Fig. 14R. Expanded view of mammalian and teleost GJD3.
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Suppl. Fig. 14S. Expanded view of mammalian and teleost GJD4.
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Suppl. Fig. 14T. Expanded view of teleost cx36.7. This is one of several groups containing
sequences called gjd2like. Cx36.7 most often split off from the root of the GJD2 complex, but did on
occasions associate with the GJD3 or GJD4 groups.
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Suppl. Fig. 15. Compressed phylogenetic tree illustrating long-branch attraction between gjc3,
gjd4 and gjel groups. The tree is made under the same conditions as for Fig. 1 in the manuscript,
except that GJE1/gjel has been added, and that necessary adjustment of alignment (introduction of
aligned gaps in all other sequences) were performed. (Figure on next page.)
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Suppl. Fig. 16. Searching for positions of connexins lacking in chromosomal assemblies.

Suppl. Fig. 16A. Problem in cod assembly of chromosome 20 at assumed position of gja5. Cod
scaffold HE571867 contains gja5 in position 173000-174000. This scaffold was aligned with cod
chromosome 20 assembly LR633962 position 0 to 2,000,000 using the alignment option in Blast and
word size 32. Dot plot is one of the options on the results page. The position of gja5 on HE571867 is
indicated by the red dotted line. There is an obvious lack of alignment between the scaffold and the
chromosomal assembly in the area where gja5 was expected, and there is an inversion in the
sequence corresponding to the scaffold.
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Suppl. Fig. 16B. Alignments with sequences from herring and stickleback point to the same
area on cod chromosome 21, indicated expected position of gja10-cx52.6. Cod chromosome 21
(LR633963) position 1,000,000 to 4,000,000 was aligned with (upper panel) herring scaffold
NW_012220189 (where cx52.6 is in position 1,390,000) and (lower panel) stickleback scaffold
VDFJ01000317 (where cx52.6 is in position 476,000). Word size 16 was used in both cases. Dot plot
is one of the options on the results page. The position of cx52.6 on the two scaffolds are indicated by
the red dotted line, and the blue dotted line indicate the expected position of cx52.6 on cod
chromosome 21. Both herring and stickleback alignments indicate a problem with the cod assembly
at position around 2.7 — 2.8 million (as this alignment starts at 1 million). Note the similarities in
alignment pattern for the herring and stickleback scaffolds (ovals; see also Suppl. Fig. 16C).
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Suppl. Fig. 16C. Alignments of herring and stickleback scaffolds containing cx52.6. Herring
scaffold NW_012220189 (where ¢cx52.6 is in position 1,390,000) and stickleback scaffold
VDFJ01000317 (where ¢cx52.6 is in position 476,000), both used in Suppl. Fig. 16C were aligned.
Word size 16 was used. Dot plot is one of the options on the results page. The position of cx52.6 on
the two scaffolds are indicated by the red dotted lines. The extensive alighment between these two
species, which are evolutionary further apart than either of herring-cod or cod-stickleback that both
gave poorer alignments (Suppl. Fig. 16B) supports the possibility of erroneous assembly in the
relevant area of cod chromosome 21.
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Suppl. Fig. 17. A homogeneous and consistent nomenclature for gap junction protein genes .
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Fig. 17. Legend: The following annotation is used for the compressed branches: UPPER CASE,
mammals. The classic size nomenclature for humans is also shown in parentheses. Lower case,
teleosts. For the teleosts, some of the previous or commonly used names in the group are given first,
and after the dash, our suggested Greek nomenclature name. If we find ohnologs in the group, this is
indicated by a/b after the suggested name (e.g., gjala/b). Note that ohnologies may only apply to
some of the investigated species (i.e., ohnologs may not be found in all species). For example, for
gja4, ohnology has only been established in eel. In one case only herring support ohnology (gjd5),
which potentially means that the other member of the pair must have been lost three times (in eel
[diverged before herring], zebrafish [diverged together with herring], and in the line leading to later
diverging fishes (the remaining species in this investigation). In two cases, we indicate that
duplicated genes within the group probably have been generated by tandem gene duplication
(gjal2.1/2 and gja13.1/2).

The tree was made using the Neighbor-Joining method at amino acid level. The substitution
model was JTT, and the rate variation among sites was modelled with a gamma distribution = 1.0. To
simplify the tree, all sequences within the GJEI group were excluded, together with the
pseudogenes within the Cx39.2 (GJD5) group, except for the human pseudogene with accession
number NG_026166. Additionally, a single sequence that often branched off from the stem of the
corresponding group was excluded (Aj-NN-32.3b-BEWY01000019). Similarly, sequences that
disturbed a clear dichotomy for GJA1/gjal (Mm-gja6-NM_01001496, Dr-gjallike-XM_NM_688906,
Ch-gjallike-XM_012836783, Gm-NN-gja1-G09844, Aj-CXA1-BEWY01000007) were excluded. This
gave a total of 347 sequences in this tree. The root branches of the gjd subfamily have been fused
using the root function in the MEGA Tree Explorer.
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Suppl. Fig. 18. Schematic outline of the major procedures.
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