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                     /organism="Zaire ebolavirus"
                     /mol_type="viral cRNA"
                     /isolate="034-KS"
                     /host="Homo sapiens"
                     /db_xref="taxon:186538"
                     /lab_host="passage 1 on VERO cells"
                     /geo_loc_name="Democratic Republic of the Congo"
                     /collection_date="31-Dec-2008"
     gene            <1..>630
                     /gene="L"
     CDS             <1..>630
                     /gene="L"
                     /codon_start=1
                     /product="L"
                     /protein_id="AER59706.1"
                     /translation="MATQHTQYPDARLSSPIVLDQCDLVTRACGLYSSYSLNPQLRNC
                     KLPKHIYRLKYDVTVTRFLSDVPVATLPIDFIVPILLKALSGNGFCPVEPRCQQFLDE
                     IIKYTMQDALFLKYYLKNVGAQEDCVDDHFQEKILSSIQGNEFLHQMFFWYDLAILTR
                     RGRLNRGNSRSTWFVHDDLIDILGYGDYVFWKIPISMLPLNSQGIPHAAMDWYQASVF
                     KEAVQGHTHIVSVSTADVLIMCKDLITCRFNTTLISKIAEVEDPVCSDYPNFKIVSML
                     YQSGDYLLSILGSDGYKIIKFLEPLCLAKIQLCSKYTERKGRFLTQMHLAVNHTLEEI
                     TEMRALKSSQAQKIREFHRTLIRLEMTPQQLCELFSIQKHWGHPVLHSETAIQKVKKH
                     ATVLKALRPIVIFETYCVFKYSIAKHYFDSQGSWYSVTSDRNLTPGLNSYIKRNQFPP
                     LPMIKELLWEFYHLDHPPLFSTKIISDLSIFIKDRATAVERTCWDAVFEPNVLGYNPP
                     HKFSTKRVPEQFLEQENFSIENVLSYAQKLEYLLPQYRNFSFSLKEKELNVGRTFGKL
                     PYPTRNVQTLCEALLADGLAKAFPSNMMVVTEREQKESLLHQASWHHTSDDFGEHATV
                     RGSSFVTDLEKYNLAFRYEFTAPFIEYCNRCYGVKNVFNWMHYTIPQCYMHVSDYYNP
                     PHNLTLENRDNPPEGPSSYRGHMGGIEGLQQKLWTSISCAQISLVEIKTGFKLRSAVM
                     GDNQCITVLSVFPLETDADEQEQSAEDNAARVAASLAKVTSACGIFLKPDETFVHSGF
                     IYFGKKQYLNGVQLPQSLKTATRMAPLSDAIFDDLQGTLASIGTAFERSISETRHIFP
                     CRITAAFHTFFSVRILQYHHLGFNKGFDLGQLTLGKPLDFGTISLALAVPQVLGGLSF
                     LNPEKCFYRNLGDPVTSGLFQLKTYLRMIEMDDLFLPLIAKNPGNCTAIDFVLNPSGL
                     NVPGSQDLTSFLRQIVRRTITLSAKNKLINTLFHASADFEDEMVCKWLLSSTPVMSRF
                     AADIFSRTPSGKRLQILGYLEGTRTLLASKIINNNTETPVLDRLRKITLQRWSLWFSY
                     LDHCDNILAEALTQITCTVDLAQILREYSWAHILEGRPLIGATLPCMIEQFKVVWLKP
                     YEQCPQCSNAKQPGGKPFVSVAVKKHIVSAWPNASRISWTIGDGIPYIGSRTEDKIGQ
                     PAIKPKCPSAALREAIELASRLTWVTQGSSNSDLLIKPFLEARVNLSVQEILQMTPSH
                     YSGNIVHRYNDQYSPHSFMANRMSNSATRLIVSTNTLGEFSGGGQSARDSNIIFQNVI
                     NYAVALFDIKFRNTEATDIQYNRAHLHLTKCCTREVPAQYLTYTSTLDLDLTRYRENE
                     LIYDNNPLKGGLNCNISFDNPFFQGKRLNIIEDDLIRLPHLSGWELAKTIMQSIISDS
                     NNSSTDPISSGETRSFTTHFLTYPKIGLLYSFGAFVSYYLGNTILRTKKLTLDNFLYY
                     LTTQIHNLPHRSLRILKPTFKHASVMSRLMSIDPHFSIYIGGAAGDRGLSDAARLFLR
                     TSISSFLTFVKEWIINRGTIVPLWIVYPLEGQNPTPVNNFLHQIVELLVHDSSRQQAL
                     KTTISDHVHPHDNLVYTCKSTASNFFHASLAYWRSRHRNSNRKYLARDSSTGSSTNNS
                     DGHIERSQEQTTRDPHGGTERNLVLQMSHEIKRTTIPQENTHQGPSFQSFLSDSACGT
                     ANSKLNFDRSRHNVKSQDHNSASKREDHQIISHRLVLPFFTLSQGTRKLTSSNESQTQ
                     DEISKYLRQLRSVIDTTVYCRFTGIVSSMHYKLDEVLWEIESFKSAVTLAEGEGAGAL
                     LLIQKYQVKTLFFNTLATESSIESEIVSGMTTPRMLLPVMSKFHNDQIEIILNNSASQ
                     ITDITNPTWFKDQRARLPRQVEVITMDAETTENINRSKLYEAVYKLILHHIDPSVLKA
                     VVLKVFLSDTEGMLWLNDNLAPFFATGYLIKPITSSARSSEWYLCLTNFLSTTRKMPH
                     QNHLSCKQVILTALQLQIQRSPYWLSHLTQYADCDLHLSYIRLGFPSLEKVLYHRYNL
                     VDSKRGPLVSITQHLAHLRAEIRELTNDYNQQRQSRTQTYHFIRTAKGRITKLVNDYL
                     KFFLIVQALKHNGTWQAEFKKLPELISVCNRFYHIRDCNCEERFLVQTLYLHRMQDSE
                     VKLIERLTGLLSLFPDGLYRFD"
ORIGIN      
[bookmark: sequence_HQ613402.1]        1 tttggaaaaa aacaatattt gaatggggtc caattgcctc agtcccttaa aacggctaca
       61 agaatggcac cattgtctga tgcaattttt gatgatcttc aagggaccct ggctagtata
      121 ggcactgctt ttgagcgatc catctctgag acacgacaca tctttccttg caggataacc
      181 gcagctttcc atacgttttt ttcggtgaga atcttgcaat atcatcacct cggattcaat
      241 aaaggttttg accttggaca gttaacactc ggcaaacctc tggatttcgg aacaatatcg
      301 ttggcactag cggtaccgca ggtgcttgga gggttatcct tcttgaatcc tgagaaatgc
      361 ttctaccgga atctaggaga tccagttacc tcaggcttat tccagttaaa aacttatctc
      421 cgaatgattg agatggatga tttattctta cctttaattg cgaagaaccc tgggaactgc
      481 actgccattg actttgtgtt aaatcctagc ggattaaatg tccctgggtc acaagactta
      541 acttcatttc tgcgccagat tgtacgtagg actatcaccc taagtgcgaa aaacaaactt
      601 attaatacct tatttcatgc gtcagctgac

