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LOCUS       MLVENVX                  863 bp ss-RNA     linear   VRL 02-AUG-1993 

DEFINITION  Murine leukemia virus NFS-Th-1 xenotropic proviral pol & env 

genes. 

ACCESSION   K00011 

VERSION     K00011.1 

KEYWORDS    coat protein; envelope-associated protein; polymerase; reverse 

            transcriptase. 

SOURCE      Murine leukemia virus 

  ORGANISM  Murine leukemia virus 

            Viruses; Riboviria; Pararnavirae; Artverviricota; Revtraviricetes; 

            Ortervirales; Retroviridae; Orthoretrovirinae; Gammaretrovirus; 

            Gammaretrovirus murleu. 

REFERENCE   1  (bases 1 to 863) 

  AUTHORS   Repaske,R., O'Neill,R.R., Khan,A.S. and Martin,M.A. 

  TITLE     Nucleotide sequence of the env-specific segment of NFS-Th-1 

            xenotropic murine leukemia virus 

  JOURNAL   J. Virol. 46 (1), 204-211 (1983) 

   PUBMED   6298457 

COMMENT     Original source text: Murine leukemia virus NFS-Th-1 xenotropic 

            proviral DNA, clone pX-env. 

            NFS-Th-1 contains an env-specific segment that hybridizes 

            exclusively to xenotropic and mink cell focus forming DNA but not 

            to ecotropic proviral DNA. The xenotropic env gene contains 

several 

            insertions and deletions relative to the analagous segment of the 

            ecotropic genome, which may be responsible for the unique 

            biological properties of each MuLV type. 

FEATURES             Location/Qualifiers 

     source          1..863 

                     /organism="Murine leukemia virus" 

                     /mol_type="genomic RNA" 

                     /db_xref="taxon:11786" 

     CDS             <1..351 

                     /note="reverse transcriptase (pol)" 

                     /codon_start=1 

                     /protein_id="AAA46520.1" 

                     /translation="PSLQAHLQALQAVQREVWKPLAAAYQDQLDQPVIPHPFRVGDAV 

                     WVRRHQTKNLEPRWKGPYTVLLTTPTALKVDGISAWIHAAHVKAATTPPAGTAWKVQR 

                     SQNPLKIRLTRGAP" 

     CDS             291..>863 
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                     /note="envelope protein" 

                     /codon_start=1 

                     /protein_id="AAA46521.1" 

                     /translation="MEGSAFSKPLKDKINPWGPLIVMGILVRAGASVQRDSPHQIFNV 

                     TWRVTNLMTGQTANATSLLGTMTDTFPKLYFDLCDLVGDYWDDPEPDIGDGCRTPGGR 

                     RRTRLYDFYVCPGHTVPIGCGGPGEGYCGKWGCETTGQAYWKPSSSWDLISLKRGNTP 

                     KDQGPCYDSSVSSGVQGATPGGRCNPLVLEF" 

ORIGIN      221 bp upstream of AccI site. 

        1 ccctctctcc aagctcactt acaggccctc caagcagtac aacgagaggt ctggaagcca 

       61 ctggccgctg cttatcagga ccagctggat cagccagtga taccacaccc cttccgtgtc 

      121 ggtgacgccg tgtgggtacg ccggcaccag actaagaact tagaaccccg ctggaaagga 

      181 ccctacaccg tcctgctgac cacccccacc gctctcaaag tagacggcat ctccgcgtgg 

      241 atacacgccg ctcacgtaaa ggcggcgaca actcctccag ccggaacagc atggaaggtt 

      301 cagcgttctc aaaacccctt aaagataaga ttaacccgtg gggcccccta atagttatgg 

      361 ggatcttggt gagggcagga gcctcggtac aacgtgacag ccctcaccag atcttcaatg 

      421 ttacttggag agttaccaac ctaatgacag gacaaacagc taacgccacc tccctcctgg 

      481 ggacgatgac agacaccttc cctaaactat attttgacct gtgtgattta gtaggagact 

      541 actgggatga cccagaaccc gatattgggg atggttgccg cactcccggg ggaagaagaa 

      601 ggacaagact gtatgacttc tatgtttgcc ccggtcatac tgtaccaata gggtgtggag 

      661 ggccgggaga gggctactgt ggcaaatggg gatgtgagac cactggacag gcatactgga 

      721 agccatcatc atcatgggac ctaatttccc ttaagcgagg aaacactcct aaggatcagg 

      781 gcccctgtta tgattcctcg gtctccagtg gcgtccaggg tgccacaccg gggggtcgat 

      841 gcaaccccct ggtcttagaa ttc 
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