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LOCUS       AJ697883                 907 bp    DNA     linear   MAM 14-NOV-2006
DEFINITION  Sus scrofa partial CYP2E1 gene for cytochrome p450 2E1, exon 6 and
            partial CDS.
ACCESSION   AJ697883
VERSION     AJ697883.1  GI:51465027
KEYWORDS    CYP2E1 gene; cytochrome p450 2E1.
SOURCE      Sus scrofa (pig)
  ORGANISM  Sus scrofa
            Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
            Mammalia; Eutheria; Laurasiatheria; Cetartiodactyla; Suina; Suidae;
            Sus.
REFERENCE   1
  AUTHORS   Skinner,T.M., Doran,E., McGivan,J.D., Haley,C.S. and Archibald,A.L.
  TITLE     Cloning and mapping of the porcine cytochrome-p450 2E1 gene and its
            association with skatole levels in the domestic pig
  JOURNAL   Anim. Genet. 36 (5), 417-422 (2005)
   PUBMED   16167985
REFERENCE   2  (bases 1 to 907)
  AUTHORS   Skinner,T.M.
  TITLE     Direct Submission
  JOURNAL   Submitted (20-APR-2004) Skinner T.M., Genomics and Genetics, Roslin
            Institute, Midlothian, EH25 9PS, UNITED KINGDOM
[bookmark: comment_51465027][bookmark: feature_51465027]FEATURES             Location/Qualifiers
     source          1..907
                     /organism="Sus scrofa"
                     /mol_type="genomic DNA"
                     /db_xref="taxon:9823"
                     /chromosome="14"
                     /clone="343I04"
                     /clone_lib="RPCI-44"
     gene            <1..>907
                     /gene="CYP2E1"
     intron          <1..749
                     /gene="CYP2E1"
                     /number=5
     mRNA            <750..>892
                     /gene="CYP2E1"
     CDS             <750..>892
                     /gene="CYP2E1"
                     /codon_start=3
                     /product="cytochrome p450 2E1"
                     /protein_id="CAG27004.1"
                     /db_xref="GI:51465028"
                     /db_xref="GOA:Q68VB3"
                     /db_xref="InterPro:IPR001128"
                     /db_xref="InterPro:IPR002401"
                     /db_xref="UniProtKB/TrEMBL:Q68VB3"
                     /translation="EKYSAEPIYTLDNIAVTVAXMFFGGTETTSTTLRYGLLILMKYP
                     EVE"
     exon            750..892
                     /gene="CYP2E1"
                     /number=6
     intron          893..>907
                     /gene="CYP2E1"
                     /number=6
ORIGIN      
[bookmark: sequence_51465027]        1 caaaaaatgc tctttcttgg gggagctgtc aggggctgtg ggacggggtg agtgggactc
       61 tcatgttggc tccctccagc ccatgcttct tancctcttc tgatggactg actgatgact
      121 atgtctcatc tggggagagg ccctcagtgt tcctggtcag cacataactc cccagttgtg
      181 cacaacttca agaaggtcca ggtcttctga gcaccacttc cctggaagcc cctccaggtt
      241 ccccatccag atcagtcaag cttcttctct ttccttggca tcatgtgtgg ctccagaacc
      301 acacatgagg tccacacatg gctttctgta acttccctgg gttgtgctgg agggtccctt
      361 ccccctcccc cgtgtcttgc ttcccagtgg cttccctgcc tcctgggacc caaaggctct
      421 ggcaccccag cagaggcccc acagctcanc cctgggctga tggaggtcat ggcacaggga
      481 ccagggagta ccttttcccc tggaatgggc ctccatggtg tagaagaggc acaggcaaca
      541 cagcctagcc aaaggcactg tcctgaccac agcccctttc ctgggagcct cgnctcccta
      601 actgtgcagt agagatgatt gtgtctgtgt aggggcnctc cctgtggagt tggcagggct
      661 gcgaggtggt cttctgctga gggatacagg gtctctttct cacccgtctg aanatatccc
      721 cgtattgagg ccctgtcacc accatctgca ggaaaaatac agtgcagaac ctatatacac
      781 cttggacaac attgccgtga ccgtggccga natgttcttt ggggggacag agaccaccag
      841 caccaccctg agatacgggc tcctaattct catgaaatac ccagaggttg aaggtaaaac
      901 aantgac
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