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     source          1..8720
                     /organism="Bovine leukemia virus"
                     /mol_type="genomic DNA"
                     /isolate="EBL125"
                     /isolation_source="lymph node"
                     /host="Bos taurus"
                     /db_xref="taxon:11901"
                     /geo_loc_name="Japan: Ibaraki"
                     /collection_date="2022"
     gene            order(431..503,7071..7315)
                     /gene="G4"
     CDS             join(431..503,7071..7315)
                     /gene="G4"
                     /codon_start=1
                     /product="G4 protein"
                     /protein_id="BFM31696.1"
                     /translation="MACTRVCFLSYFLFLAARALSFGAQPHPAAFGPPFLTVPIKSLP
                     FPQRLPLHLLFPPRHRLPRRALRALRDPLPDNDKIISCLLSKCCWLGAPLSTCLPGPG
                     FVQ"
     gene            629..4880
                     /gene="gag-pro-pol"
     CDS             join(629..1804,1804..2343,2343..4880)
                     /gene="gag-pro-pol"
                     /ribosomal_slippage
                     /codon_start=1
                     /product="gag-pro-pol polyprotein"
                     /protein_id="BFM31697.1"
                     /translation="MGNSPSYNPPAGISPSDWLNLLQSAQRLNPRPSPSDFTDLKNYI
                     HWFHKTQKKPWTFTSGGPTSCPPGRFGRVPLVLATLNEVLSNDGGAPGASAPEEQPPP
                     YDPPAVLPIISEGNRNRHRAWALRELQDIKKEIENKAPGSQVWIQTLRLAILQADPTP
                     ADLEQLCQYIASPVDQTAHMTSLTAAIAAAEAANTLQGFNPQNGTLTQQSAQPNAGDL
                     RSQYQNLWLQAWKNLPTRPSVQPWSTIVQGPAESYVEFVNRLQISLADNLPDGVPKEP
                     IIDSLSYANANKECQQILQGRGLVAAPVGQKLQACAHWAPKMKQPAILVHTPGPKMPG
                     PRQPAPKRPPPGPCYRCLKEGHWARDCPTKATGPPPGPCPICKDPSHWKRDCPTLKSK
                     KLIEGGLSAPQTITPITDSLSEAELECLLSIPLARSRPSVAVYLSGPWLQPSQNQALM
                     LVDTGAENTVLPQNWLVRDYPRIPAAVLGAGGVSRNRYNWLQGPLTLALKPEGPFITI
                     PKILVDTFDKWQILGRDVLSRLQASISIPEEVRPPVVGVLDAPPSHIGLEHLPPPPEV
                     PQFPLNLERLQALQDLVHRSLEAGYISPWDGPGNNPVFPVRKPNGAWRFVHDLRATNA
                     LTKPIPALSPGPPDLTAIPTHLPHIICLDLKDAFFQIPVEDRFRSYFAFTLPTPGGLQ
                     PHRRFAWRVLPQGFINSPALFERALQEPLRQVSAAFSQSLLVSYMDDILIASPTEEQR
                     SQCYQALAARLRDLGFQVASEKTRQTPSPVPFLGQMVHEQIVTYQSLPTLQISSPISL
                     HQLQAVLGDLQWVSRGTPTTRRPLQLLYSSLKGIDDPRAIIQLSPEQLQGIAELRQAL
                     SHNARSRYNEQEPLLAYVHLTRAGSTLVLFQKGAQFPLAYFQTPLTDNQASPWGLLLL
                     LGCQYLQTQALSSYAKPILKYYHNLPKTSLDNWIQSSEDPRVQELLQLWPQISSQGIQ
                     PPGPWKTLITRAEVFLTPQFSPDPIPAALCLFSDGATGRGAYCLWKDHLLDFQAVPAP
                     ESAQKGELAGLLAGLAAAPPEPVNIWVDSKYLYSLLRTLVLGAWLQPDPVPSYALLYK
                     SLLRHPAIFVGHVRSHSSASHPIASLNNYVDQLLPLETPEQWHKLTHCNSRALSRWPN
                     PRISAWDPRSPATLCETCQKLNPTGGGKMRTIQRGWAPNHIWQADITHYKYKQFTYAL
                     HVFVDTYSGATHASAKRGLTTQMTIEGLLEAIVHLGRPKKLNTDQGANYTSKTFVRFC
                     QQFGVSLSHHVPYNPTSSGLVERTNGLLKLLLSKYHLDEPHLPMTQALSRALWTHNQI
                     NLLPILKTRWELHHSPPLAVISEGGETPKGSDKLFLYKLPGQNNRRWLGPLPALVEAS
                     GGALLATDPPVWVPWRLLKAFKCLKNDGPEDAHNRSSDG"
     gene            629..2346
                     /gene="gag-pro"
     CDS             join(629..1804,1804..2346)
                     /gene="gag-pro"
                     /ribosomal_slippage
                     /codon_start=1
                     /product="gag-pro polyprotein"
                     /protein_id="BFM31698.1"
                     /translation="MGNSPSYNPPAGISPSDWLNLLQSAQRLNPRPSPSDFTDLKNYI
                     HWFHKTQKKPWTFTSGGPTSCPPGRFGRVPLVLATLNEVLSNDGGAPGASAPEEQPPP
                     YDPPAVLPIISEGNRNRHRAWALRELQDIKKEIENKAPGSQVWIQTLRLAILQADPTP
                     ADLEQLCQYIASPVDQTAHMTSLTAAIAAAEAANTLQGFNPQNGTLTQQSAQPNAGDL
                     RSQYQNLWLQAWKNLPTRPSVQPWSTIVQGPAESYVEFVNRLQISLADNLPDGVPKEP
                     IIDSLSYANANKECQQILQGRGLVAAPVGQKLQACAHWAPKMKQPAILVHTPGPKMPG
                     PRQPAPKRPPPGPCYRCLKEGHWARDCPTKATGPPPGPCPICKDPSHWKRDCPTLKSK
                     KLIEGGLSAPQTITPITDSLSEAELECLLSIPLARSRPSVAVYLSGPWLQPSQNQALM
                     LVDTGAENTVLPQNWLVRDYPRIPAAVLGAGGVSRNRYNWLQGPLTLALKPEGPFITI
                     PKILVDTFDKWQILGRDVLSRLQASISIPEEVRPPVVGVLDAPPSHIGLEHLPPPPEV
                     PQFPLN"
     gene            629..1810
                     /gene="gag"
     CDS             629..1810
                     /gene="gag"
                     /codon_start=1
                     /product="gag polyprotein"
                     /protein_id="BFM31699.1"
                     /translation="MGNSPSYNPPAGISPSDWLNLLQSAQRLNPRPSPSDFTDLKNYI
                     HWFHKTQKKPWTFTSGGPTSCPPGRFGRVPLVLATLNEVLSNDGGAPGASAPEEQPPP
                     YDPPAVLPIISEGNRNRHRAWALRELQDIKKEIENKAPGSQVWIQTLRLAILQADPTP
                     ADLEQLCQYIASPVDQTAHMTSLTAAIAAAEAANTLQGFNPQNGTLTQQSAQPNAGDL
                     RSQYQNLWLQAWKNLPTRPSVQPWSTIVQGPAESYVEFVNRLQISLADNLPDGVPKEP
                     IIDSLSYANANKECQQILQGRGLVAAPVGQKLQACAHWAPKMKQPAILVHTPGPKMPG
                     PRQPAPKRPPPGPCYRCLKEGHWARDCPTKATGPPPGPCPICKDPSHWKRDCPTLKSK
                     N"
     gene            order(4826..4876,7252..7671)
                     /gene="rex"
     CDS             join(4826..4876,7252..7671)
                     /gene="rex"
                     /codon_start=1
                     /product="rex polyprotein"
                     /protein_id="BFM31700.1"
                     /translation="MPKERRSRRRPQPIIRWQVLLVGGPTLYMPARPWFCPMMSPSMP
                     GAPSAGPMSDSNSKGSTPRSPARPTVSTGPPMDDLAASMERCSLDCMSPRPAPKGPDD
                     SGSTAPFRPFALSPARFHFPPSSDPPSSPTNANCPRPLATVAPLSGTAFFPGTT"
     gene            4826..6373
                     /gene="env"
     CDS             4826..6373
                     /gene="env"
                     /codon_start=1
                     /product="envelope precursor"
                     /protein_id="BFM31701.1"
                     /translation="MPKERRSRRRPQPIIRWVSLTLTLLALCRPIQTWRCSLSLGNQQ
                     WMTAYNQEAKFSISIDQILEAHNQSPFCAKSPRYTLDSVNGYPKIYWPPPQGRRRFGA
                     RAMVTYDCEPRCPYVGADRFDCPHWDNASQANQGSFYVNHQILFLHLKQCHGIFTLTW
                     EIWGYDPLITFSLHKIPDPPQPDFPQLNSDWVPSVRSWALLLNQTARAFPDCAICWEP
                     SPPWAPEILVYNKTISSSGPGLALPDAQIFWVNTSSFNTTQGWHHPSQRLLFNVSQGN
                     ALLLPPISLVNLSTASSAPPTRVRRSPVAALTLGLALSVGLTGINVAVSALSHQRLTS
                     LIHVLEQDQQRLITAINQTHYNLLNVASVVAQNRRGLDWLYIRLGFQSLCPTINEPCC
                     FLRIQNDSIIRLGDLQPLSQRVSTDWQWPWNWDLGLTAWVRETIHSVLSLFLLALFLL
                     FLAPCLIKCLTSRLLKLLRQAPHFPEISLTPKPDSDYQALLPSAPEIYSHLSPVKPDY
                     INLRPCP"
     gene            order(4873..4876,7252..8177)
                     /gene="tax"
     CDS             join(4873..4876,7252..8177)
                     /gene="tax"
                     /codon_start=1
                     /product="tax polyprotein"
                     /protein_id="BFM31702.1"
                     /translation="MASVVGWGPHSLHACPALVLSNDVTIDAWCPLCGPHERLQFERI
                     DTTLTCETHRINWTADGRPCGLNGTLFPRLHVSETRPQGPRRLWINCPLPAVRAQPGP
                     VSLSPFERSPFQPYQCQLPSASSDGCPIIGHGLLPWNNLVTHPVLGKVLILNQMANFS
                     LLPSFDTLLVDPLRLSVFAPDTRGAIRYLSTLLTLCPATCILPLGEPFSPNVPICRFP
                     RDSNEPPLSEFELPLIQTPGLSWSVPAIDLFLTGPPSPCDRLHVWSSPQALQRFLHDP
                     TLTWSELVASRKIRLDSPLKLQLLENEWLSRLF"
     gene            complement(6951..7214)
                     /gene="AS1"
     CDS             complement(6951..7214)
                     /gene="AS1"
                     /codon_start=1
                     /product="AS1 protein"
                     /protein_id="BFM31703.1"
                     /translation="MDPEELEGLGGGVGAEVEIEDAEAAVVETEGTLWALLEKAAQML
                     LDVAGMSLLGLVTWEDVHQDLLEEILCTLGPEHPLVEEILNLR"
ORIGIN      
[bookmark: sequence_LC817225.1]        1 tgtatgaaag atcatgccga cctaggcgcc gccaccgccc cgtaaaccag acagagacgt
       61 cagctgccag aaaagctggt gacggcagct ggtggctaga atccccgtac ctccccaact
      121 tcccctttcc cgaaaaatcc acaccctgag ctgctgacct cacctgctga taaattaata
      181 aaatgccggc cctgtcgagt tagcggcacc agaagcgttc ttctcctgag accctcgtgc
      241 tcagctctcg gtcctgagct ctcttgctcc cgagaccttc tggtcggcta tccggcagcg
      301 gtcaggtaag gcaaaccacg gtttggaggg tggttctcgg ctgagaccac cacgagctct
      361 atctccggtc ctctgaccgt ctccacgtgg actctctcct ttgcctcctg accccgcgct
      421 ccaagggcgt ctggcttgca cccgcgtttg tttcctgtct tactttctgt ttctcgcggc
      481 ccgcgctctc tccttcggcg ccctctagcg gccaggagag accggcaaac aattgggggc
      541 tcgtccggga ttgatcaccc cggaacccta acaactctct ggacccaccc cctcggcggc
      601 attttgggtc tctccttcgt attatatcat gggaaattcc ccctcctata acccccccgc
      661 tggtatctcc ccctcagact ggctcaacct tctgcaaagc gcgcaaaggc tcaatccgcg
      721 accctctcct agcgatttta ccgatttaaa gaattacatc cattggtttc ataagaccca
      781 gaaaaaacca tggactttca cttctggtgg ccccacctca tgtccacccg ggagattcgg
      841 ccgggttccc cttgtcttgg ccaccctaaa cgaagtgctc tcaaacgatg ggggcgcccc
      901 gggtgcatcg gccccagaag aacaaccccc cccttatgac ccccccgccg ttttgccaat
      961 catatctgaa gggaatcgca accgccatcg tgcttgggcg ctccgagaat tacaagatat
     1021 caaaaaggaa attgaaaata aggcaccggg ttcgcaagta tggatacaaa cactacgact
     1081 tgcaatcctg caggccgacc ctactccggc tgacctagaa caactttgcc aatatattgc
     1141 ttccccggtc gaccaaacgg cccatatgac cagcctaacg gcagcaatag ccgccgctga
     1201 agcggccaac accctccagg gttttaaccc ccaaaacggg accctaaccc aacaatcagc
     1261 tcagcccaac gccggggatc ttagaagtca atatcaaaac ctctggcttc aggcctggaa
     1321 aaatctccct actcgtcctt cagtacaacc ttggtccacc atcgtccaag gccccgccga
     1381 aagctatgta gagtttgtca accggttaca aatttcatta gctgacaacc ttcccgacgg
     1441 agtccctaag gaacccatta ttgactccct tagttatgca aatgctaaca aagagtgcca
     1501 gcaaattttg caggggcgag gcctagtagc cgccccggtg gggcaaaaac tgcaggcttg
     1561 cgcacattgg gcccccaaga tgaaacagcc tgcaattctc gtccacaccc cagggcccaa
     1621 gatgcccggg cctcggcaac cggcccccaa aaggcctccc ccaggaccat gctatcgatg
     1681 cctcaaagaa ggccattggg cccgggattg tcctaccaag gccaccggcc cccctccggg
     1741 accttgcccc atatgtaaag atccttccca ttggaaacga gactgtccaa ccctcaaatc
     1801 aaaaaactaa tagagggggg acttagcgcc ccccaaacca taacacctat aacagattct
     1861 cttagtgagg ccgaattaga atgcttactt tctattcctc tggctcgcag ccgtccctcc
     1921 gtggctgtat acctgtctgg cccctggctg cagccctctc agaatcaagc cctcatgctt
     1981 gtggacaccg gggctgaaaa tacggttctc ccacaaaatt ggctggttcg agattaccca
     2041 cggatccccg ccgcagtgct cggagcaggg ggagtctccc ggaacagata caattggcta
     2101 caaggccctc tgaccctggc tctaaaacca gagggtccct ttatcaccat cccaaaaatt
     2161 ttagttgaca ctttcgacaa atggcaaatt ttaggacggg acgtcctctc ccgcctacag
     2221 gcctctatct ccatacctga ggaagtacgc ccccctgtgg taggcgtctt ggatgccccc
     2281 ccgagccaca ttggattaga acatctgccc cccccacctg aggtgcctca attcccttta
     2341 aactagaacg cctccaggcc cttcaagacc tggtccatcg ctctctggag gcaggttata
     2401 tctccccctg ggacgggcca ggcaataatc cagtcttccc ggtacggaaa ccaaatggcg
     2461 cctggaggtt tgtgcatgac ctacgagcta caaacgctct tacaaagccc attccggcac
     2521 tctcccccgg accgccagac cttaccgcta tccctacaca ccttccacat atcatttgcc
     2581 tagatctcaa agatgccttc ttccagattc cagtcgaaga ccgcttccgc tcctactttg
     2641 cttttaccct ccctaccccc gggggactcc aacctcatag acgctttgcc tggcgggttc
     2701 tacctcaagg cttcattaac agcccagctc ttttcgaacg agcactacag gaacctcttc
     2761 gccaagtttc cgccgccttt tcccagtctc ttctggtgtc ctatatggac gatatcctta
     2821 tcgcttcgcc tacagaagaa caacggtcac aatgttatca agccttggct gcccgcctcc
     2881 gggacctagg gtttcaggtg gcatccgaaa agactcgcca gacgccttcg cccgtcccct
     2941 tcttgggaca aatggtccat gagcagattg tcacctacca gtccctacct accttgcaga
     3001 tctcatcccc aatttctctt caccaattac aggcggtctt aggagacctc caatgggtct
     3061 ctaggggcac acccactacc cgccggcccc tgcaacttct ctactcttcc cttaaaggca
     3121 tcgatgaccc tagggccatc atccagcttt ccccggaaca gctgcaaggc attgcagagc
     3181 ttcgacaagc cctgtcccat aacgcaagat ctagatataa cgagcaagaa cccctgctag
     3241 cctacgtaca cctaacccgg gcggggtcca ccctggtact cttccaaaag ggcgctcaat
     3301 ttcccctggc ctactttcag acccccttga ctgacaacca agcctcacct tggggcctcc
     3361 ttctcctgct gggatgccaa tacctgcaga ctcaggcctt aagctcgtat gccaagccca
     3421 tacttaaata ttatcacaat cttcctaaaa cctctctaga caattggatt caatcatctg
     3481 aggaccctcg agtccaggag ttgctgcaat tgtggcccca gatttcctct cagggaatac
     3541 agcccccggg cccttggaag accttaatca ccagggcaga ggtctttttg acgccccagt
     3601 tctcccctga tccgattcct gcggcccttt gcctctttag tgacggggct acaggacgag
     3661 gagcatattg cttgtggaaa gaccaccttt tagactttca ggccgttccg gctccagaat
     3721 ccgctcaaaa gggagaacta gcaggtctct tggcgggctt agcagccgcc ccgcctgaac
     3781 ctgtaaatat atgggtagat tccaaatacc tgtactcttt gctcagaacc ctagttctgg
     3841 gagcttggct tcaacctgac cccgtaccct cctacgccct cctatataaa agcctcctcc
     3901 gacatccagc aatctttgtt ggtcatgtcc ggagccactc ttcagcatcc caccctattg
     3961 cttccctgaa caattatgta gatcaactgc ttcccttaga aactccagag caatggcata
     4021 agctcaccca ctgcaactct cgggccttgt ctcgatggcc gaacccgcgt atctctgcct
     4081 gggacccccg ttcccccgct acgctgtgtg aaacctgtca aaagcttaat ccaactggag
     4141 gaggaaagat gcgaactatt cagagagggt gggccccgaa tcatatttgg caggccgata
     4201 taacccatta taaatacaaa cagttcacct acgctctgca tgtgtttgta gatacttact
     4261 ctggagctac tcacgcctcg gcgaagcgtg ggctcaccac tcaaatgacc attgagggcc
     4321 ttcttgaggc catagtgcat ctgggtcgtc caaaaaagct aaacactgac caaggtgcaa
     4381 actacacctc caaaaccttt gtcaggtttt gccagcagtt cggagtttcc ctttctcatc
     4441 atgttcccta caaccccaca agttcggggt tagtagaacg gacaaatgga ctgctcaaac
     4501 ttcttctatc taaatatcac ctagacgaac cccaccttcc catgactcag gccctttctc
     4561 gagccctctg gactcacaat cagattaacc tcctaccaat tctaaagacc agatgggagc
     4621 tacaccattc acccccactt gctgtcattt cagagggcgg agaaacaccc aagggctctg
     4681 ataaactctt tttgtacaag ctccccgggc aaaacaatcg tcggtggcta ggaccactcc
     4741 cggccctagt cgaagcctcg ggaggcgctc tcctggctac tgaccccccc gtgtgggttc
     4801 cctggcgttt gctgaaagcc ttcaaatgcc taaagaacga cggtcccgaa gacgcccaca
     4861 accgatcatc agatgggtaa gtctcactct cactctcctc gctctctgtc ggcccatcca
     4921 gacttggaga tgctccctgt ccctaggaaa ccaacaatgg atgacagcat ataaccaaga
     4981 ggcaaaattt tccatctcca ttgaccaaat actagaggct cataatcagt cacctttctg
     5041 tgccaagtct cccagataca ccttggactc tgtaaatggc tatcctaaga tctactggcc
     5101 ccccccacaa gggcggcgcc ggtttggagc cagggccatg gtcacatatg attgcgagcc
     5161 ccgatgccct tatgtggggg cagatcgctt cgactgcccc cactgggaca atgcctccca
     5221 ggccaatcaa ggatcctttt atgtcaatca tcagatttta ttcctgcatc tcaaacaatg
     5281 tcatggaatt ttcactctaa cctgggagat atggggatat gatcccctga tcaccttttc
     5341 tttacataag atccctgatc cccctcaacc cgactttccc cagttaaaca gtgactgggt
     5401 tccctctgtc agatcatggg ccctgctctt aaatcaaaca gcacgggcct tcccagactg
     5461 tgctatatgt tgggaacctt cccctccctg ggctcccgaa atattagtat ataacaaaac
     5521 catctccagc tctggacccg gcctcgccct cccggacgcc caaatcttct gggttaacac
     5581 gtcctcgttt aacaccaccc aaggatggca ccacccttcc cagaggttgt tgttcaatgt
     5641 ttctcaaggc aacgccttgt tattacctcc tatctccctg gttaatctct ctacggcttc
     5701 ctccgcccct cctacccggg tcagacgtag tcccgtcgca gccctgacct taggcctagc
     5761 cctgtcagtg gggctcactg gaattaatgt ggccgtgtct gcccttagcc atcagagact
     5821 cacctccctg atccacgttc tggagcaaga tcagcaacgc ttgatcacag caattaacca
     5881 gacccactat aatttgctta atgtggcctc tgtggttgcc cagaaccgac gggggcttga
     5941 ttggttgtac atccggctgg gttttcaaag cctatgtccc acaattaatg agccttgctg
     6001 tttcctgcgc attcaaaatg actccattat ccgcctcggt gatctccagc ctctctcgca
     6061 aagagtctct acagactggc agtggccctg gaattgggat ctggggctca ctgcctgggt
     6121 gcgagaaacc attcattctg ttctaagcct gttcctatta gccctttttt tgctcttcct
     6181 ggccccctgc ctgataaaat gcttgacctc tcgcctttta aagctcctcc ggcaggctcc
     6241 ccacttccct gaaatctcct taacccctaa acccgattct gattatcagg ccttgctacc
     6301 atctgcacca gagatctact ctcacctctc ccccgtcaaa cccgattaca tcaacctccg
     6361 accctgccct tgataccccc gtgtttcacg cacccccagg ctgtggtggt gcactggctt
     6421 agtggaatag tcagtgtacc atcacaagcc tcttcttgct gccagcaccg agttcgaata
     6481 cagctctacc ctgagcctct ctgagtgcat gactgagtgt agcgcagaga gattgtcgct
     6541 tctgcgtgtc gctcagtcat tttttatagc cgattggggt tcgcgccctt ccgttgcctg
     6601 tgacacagat aagacctctc tcacttctgc ttcaccatcc ccctgccagc gttggtctag
     6661 tggaaagaac taacgctgac gggggcgatt tcttgcagct gtgctagcgg gaggctctgg
     6721 tgctggggat aagatgtggc ccttagcacc acagtctctg cgccttttgg gttcgaatct
     6781 tccccacgca gcttccgctt tttacgccct gttgcacacc ctttctagag atacctgaaa
     6841 atctcagctc gcaccctgag gaaggttgtg gctcagaggt taaaatagct cgagccgcaa
     6901 cctccctttc tttttattcc accctcgcaa ggccccgggt tctgagcccc ctaacggagg
     6961 ttcaaaattt cctctactag gggatgctcg ggtccaagtg tgcacaatat ctcttccaaa
     7021 aggtcctgat gaacgtcttc ccatgtaaca agccccagca gagacattcc agccacatcc
     7081 agcagcattt gggccgcctt ttctaacagt gcccataaag tcccttccgt ttccacaacg
     7141 gctgcctctg catcttctat ttccacctcg gcaccgactc ccccgccgag cccttcgagc
     7201 tcttcgggat ccattacctg ataacgacaa aattatttct tgtcttttaa gcaagtgttg
     7261 ttggttgggg gccccactct ctacatgcct gcccggccct ggttttgtcc aatgatgtca
     7321 ccatcgatgc ctggtgcccc ctctgcgggc cccatgagcg actccaattc gaaaggatcg
     7381 acaccacgct cacctgcgag acccaccgta tcaactggac cgccgatgga cgaccttgcg
     7441 gcctcaatgg aacgttgttc cctcgactgc atgtctccga gacccgcccc caagggcccc
     7501 gacgactctg gatcaactgc ccccttccgg ccgttcgcgc tcagcccggc ccggtttcac
     7561 tttccccctt cgagcgatcc cccttccagc cctaccaatg ccaattgccc tcggcctcta
     7621 gcgacggttg ccccattatc gggcacggcc ttcttccctg gaacaactta gtaacgcatc
     7681 ctgtcctcgg aaaagtcctt atattgaatc aaatggccaa tttttcctta ctcccctcct
     7741 tcgataccct ccttgtggac cccctccggc tgtccgtctt tgccccagac accaggggag
     7801 ccatacgtta tctctccacc cttttgacgc tatgcccagc tacttgtatt ctacccctag
     7861 gcgagccctt ctctcctaat gtccccatat gccgctttcc ccgggactcc aatgaacccc
     7921 ccctttcaga attcgagctg ccccttatcc aaacgcccgg cctgtcttgg tctgtccccg
     7981 cgatcgacct attcctaacc ggtccccctt ccccatgcga ccggttacac gtatggtcca
     8041 gtcctcaggc cttacagcgc ttccttcatg accctacgct aacctggtcc gaattggttg
     8101 ctagcagaaa aataagactt gattccccct taaaattaca actgctagaa aatgaatggc
     8161 tctcccgcct tttttgaggg ggagtcattt gtatgaaaga tcatgccgac ctaggcgccg
     8221 ccaccgcccc gtaaaccaga cagagacgtc agctgccaga aaagctggtg acggcagctg
     8281 gtggctagaa tccccgtacc tccccaactt cccctttccc gaaaaatcca caccctgagc
     8341 tgctgacctc acctgctgat aaattaataa aatgccggcc ctgtcgagtt agcggcacca
     8401 gaagcgttct tctcctgaga ccctcgtgct cagctctcgg tcctgagctc tcttgctccc
     8461 gagaccttct ggtcggctat ccggcagcgg tcaggtaagg caaaccacgg tttggagggt
     8521 ggttctcggc tgagaccacc tcgagctcta tctccggtcc tctgaccgtc tccacgtgga
     8581 ctctctcctt tgcctcctga ccccgcgctc caagggcgtc tggcttgcac ccgcgtttgt
     8641 ttcctgtctt actttctgtt tctcgcggcc cgcgctctct ccttcggcgc cctctagcgg
     8701 ccaggagaga ccggcaaaca
//
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