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CDS             join(934..3221,1..250)
                     /gene="polymerase"
                     /codon_start=1
                     /product="polymerase"
                     /protein_id="AAD40217.1"
                     /translation="MPLSYQHFRKLLLLDDETEAGPLEEELPRLADEDLNRRVAEDLN
                     LGNLNVSIPWTHKVGNFTGLYSSTVPIFNPEWQTPSFPKIHLHEDIANRCQQFVGPLT
                     VNEKRRLKLIMPARFYPNSTKYLPLDKGIKPYYPDHVVNHYFQTRHYLHTLWKAGILY
                     KRETTRSASFCGSPYSWEQELHHGRLVIKTSQRHGDEPFCSQPSGILSRSSVGPCIRS
                     QFKQSRLGLQPHQGPLATSQPGRSGSIRARVHSPTRRCFGVEPSGSGHIGHSASSASS
                     CLHQSAVRKAAYSHLSTSKRQSSSGHAVEFHSFPPSSARSQSQGPVFSCWWLQFRNTQ
                     PCSNYCLSHLVNLLEDWGPCAEHGEHHIRIPRTPARVTGGVFLVDKNPHNTAESRLVV
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                     IGSSGLSRYVARLSSNSRINNNQHGTLQNLHDSCSRQLYVSLMLLYKTYGWKLHLYSH
                     PIILGFRKIPMGVGLSPFLLAQFTSAICSVVRRAFPHCLAFSYMDDVVLGAKSVQHLE
                     SLYTGVTNFLLSLGIHLNPNKTKRWGYSLNFMGYVIGSWGTLPQDHIVQKIKHCFRKL
                     PVNRPIDWKVCQRIVGLLGFAAPFTQCGYPALMPLYACIQAKQAFTFSPTYKAFLSKQ
                     YMNLYPVARQRPGLCQVFADATPTGWGLAIGHQRMRGTFVAPLPIHTAELLAACFARS
                     RSGAKLIGTDNSVVLSRKYTSFPWLLGCTANWILRGTSFVYVPSALNPADDPSRGRLG
                     LYRPLLRLPYRPTTGRTSLYAVSPSVPSHLPVRVHFASPLHVAWRPP"     
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                     RQPTPISPPLRDSHPQAMQWNSTAFHQALQDPRVRGLYFPAGGSSSGTLNPVPTIASH
                     ISSISSRIGDPVPNMENITSGFLGPLLVLQAGFFLLTRILTIPQSLDSWWTSLNFLGG
                     SPVCLGQNSQSPTSNHSPTSCPPICPGYRWMCLRRFIIFLFILLLCLIFLLVLLDYQG
                     MLPVCPLIPGSTTTSTGPCKTCTTPAQGNSMFPSCCCTKPTDGNCTCIPIPSSWAFAK
                     YLWEWASVRFSWLSLLVPFVQWFVGLSPTVWLSAIWMMWYWGPSLYSILSPFIPVLPI
[bookmark: sequence_AF090842.1]                     FFCLWVYI"ORIGIN              
1 atggctgcta ggttgtactg ccaactggat tcttcgaggg acgtcctttg tttacgtccc
       61 gtcggcgctg aatcccgcgg acgacccctc gcgaggccgc ttggggctgt atcgtcccct
      121 tctccgtctg ccgtaccgtc cgaccacggg gcgcacctct ctttacgcgg tctccccgtc
      181 tgtgccttct catctgccgg tccgtgtgca cttcgcttca cctctgcacg ttgcatggag
      241 accaccgtga acgcccatca ggtcctgccc aaggtcttac ataagaggac tcttggactc
      301 tcagcaatgt caacgaccga ccttgaggcc tacttcaaag actgtgtgtt taaagactgg
      361 gaggagttgg gggaggagat taggttaaag gtctttgtat taggaggctg taggcataaa
      421 ttggtctgcg caccatcatc atgcaacttt ttcacctctg cctaatcatc tcttgtacat
      481 gtcccacttt tcaagcctcc aagctgtgcc ttggatggct ttggggcatg gacattgacc
      541 cttataaaga atttggagct actgtggagt tactctcatt tttgccttct gacttctttc
      601 cttccgtccg ggatctacta gatacagcct cagctctata tcgggaagcc ttagagtctc
[bookmark: _GoBack]      661 ctgagcattg ctcacctcac catacagcac tcaggcaagc cattctctgc tggggggaat
      721 taatgactct agctacctgg gtgggtaata atttggaaga tccagcatcc agggatctag
      781 tagtcaatta tgttaatact aacatgggcc taaagatcag gcaattattg tggtttcata
      841 tttcttgcct tacttttgga agagaaactg tccttgagta tttggtctct ttcggagtgt
      901 ggattcgcac tccaccagct tatagaccac caaatgcccc tatcttatca acacttccgg
      961 aaactactgt tgttagacga cgagaccgag gcaggtcccc tagaagaaga actccctcgc
     1021 ctcgcagacg aagatctcaa tcgccgcgtc gcagaagatc tcaatctcgg gaatctcaat
     1081 gttagtattc cttggactca taaggtggga aattttactg ggctttactc ttctactgtc
     1141 cctatcttta atcctgaatg gcaaacccct tcttttccta aaattcattt acatgaagac
     1201 attgctaata ggtgtcagca atttgtaggc cctctcactg taaatgaaaa aagaagactg
     1261 aaattaatta tgcctgctag gttttatccc aacagcacaa aatatttgcc tttagacaaa
     1321 gggattaaac cttattatcc tgatcatgta gttaatcatt actttcaaac ccgacattat
     1381 ttacatactc tttggaaggc tgggattcta tataagaggg aaactacacg tagcgcctca
     1441 ttttgcgggt caccatattc ttgggaacaa gagctacatc atgggaggtt ggtcatcaaa
     1501 acctcgcaaa ggcatgggga cgaacctttc tgttcccaac cctctgggat tctttcccga
     1561 tcatcagttg gaccctgcat tcggagccaa ttcaaacaat ccagattggg acttcaaccc
     1621 catcaaggac cactggccac aagccaacca ggtaggagtg ggagcattcg ggccagggtt
     1681 cactccccca cacggaggtg ttttggggtg gagccctcag gctcagggca tattggccac
     1741 agtgccagca gtgcctcctc ctgcctccac caatcggcag tcaggaaggc agcctactcc
     1801 catctctcca cctctaagag acagtcatcc tcaggccatg cagtggaatt ccacagcttt
     1861 ccaccaagct ctgcaagatc ccagagtcag gggcctgtat tttcctgctg gtggctccag
     1921 ttcaggaaca ctcaaccctg ttccaactat tgcctctcac atctcgtcaa tctcctcgag
     1981 gattggggac cctgtgccga acatggagaa catcacatca ggattcctag gacccctgct
     2041 cgtgttacag gcggggtttt tcttgttgac aagaatcctc acaataccgc agagtctaga
     2101 ctcgtggtgg acttctctca attttctagg gggatcaccc gtgtgtcttg gccaaaattc
     2161 gcagtcccca acctccaatc actcaccaac ctcctgtcct ccaatttgtc ctggttatcg
     2221 ctggatgtgt ctgcggcgtt ttatcatatt cctcttcatc ctgctgctat gcctcatctt
     2281 cttattggtt cttctggatt atcaaggtat gttgcccgtt tgtcctctaa ttccaggatc
     2341 aacaacaacc agcacgggac cctgcaaaac ctgcacgact cctgctcaag gcaactctat
     2401 gtttccctca tgttgctgta caaaacctac ggatggaaat tgcacctgta ttcccatccc
     2461 atcatcttgg gctttcgcaa aatacctatg ggagtgggcc tcagtccgtt tctcttggct
     2521 cagtttacta gtgccatttg ttcagtggtt cgtagggctt tcccccactg tttggctttc
     2581 agctatatgg atgatgtggt actgggggcc aagtctgtac agcatcttga gtccctttat
     2641 accggtgtta ccaattttct tttgtctttg ggtatacatt taaaccctaa caaaacaaag
     2701 agatggggtt attcactgaa tttcatgggt tatgtaattg gaagttgggg tacattgcca
     2761 caggatcata ttgtacaaaa aatcaaacac tgttttagaa aacttcctgt caatcgacct
     2821 attgattgga aagtatgtca aagaattgtg ggtcttttgg gctttgccgc tccatttaca
     2881 caatgtggtt atcctgcatt aatgcctttg tatgcatgta tacaagcaaa acaggctttt
     2941 actttctcgc caacttacaa ggcctttcta agtaaacagt atatgaacct ttaccccgtt
     3001 gcccggcaac ggcctggtct gtgccaagtg tttgctgacg caacccccac tggctggggc
     3061 ttggccatcg gccatcagcg catgcgcgga acctttgtgg ctcctctgcc gatccatact
     3121 gcggaactcc tggccgcttg ttttgctcgc agccggtctg gagcaaaact catcgggact
     3181 gataattctg tcgtcctttc tcggaaatat acatcatttc c

