Moniliophthora perniciosa strain 1188 18S ribosomal RNA, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA, and internal transcribed spacer 2, complete sequence; and 28S ribosomal RNA, partial sequence
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LOCUS       EU047936                 770 bp    DNA     linear   PLN 18-AUG-2007
DEFINITION  Moniliophthora perniciosa strain 1188 18S ribosomal RNA, partial
            sequence; internal transcribed spacer 1, 5.8S ribosomal RNA, and
            internal transcribed spacer 2, complete sequence; and 28S ribosomal
            RNA, partial sequence.
ACCESSION   EU047936
VERSION     EU047936.1
KEYWORDS    .
SOURCE      Moniliophthora perniciosa (Crinipellis perniciosa)
  ORGANISM  Moniliophthora perniciosa
            Eukaryota; Fungi; Dikarya; Basidiomycota; Agaricomycotina;
            Agaricomycetes; Agaricomycetidae; Agaricales; Marasmiineae;
            Marasmiaceae; Moniliophthora.
REFERENCE   1  (bases 1 to 770)
  AUTHORS   Marelli,J.-P., Gramacho,K.P., Kang,S., Maximova,S.N. and
            Guiltinan,M.J.
  TITLE     Tomato as a model system to study pathogenicity mechanisms of
            Moniliophthora perniciosa, the causal agent of witches' broom
            disease of cacao
  JOURNAL   Unpublished
REFERENCE   2  (bases 1 to 770)
  AUTHORS   Marelli,J.-P.
  TITLE     Direct Submission
  JOURNAL   Submitted (22-JUL-2007) Plant Pathology, The Pennsylvania State
            University, 312 Buckhout Lab, University Park, PA 16802, USA
[bookmark: comment_EU047936.1][bookmark: feature_EU047936.1]FEATURES             Location/Qualifiers
     source          1..770
                     /organism="Moniliophthora perniciosa"
                     /mol_type="genomic DNA"
                     /strain="1188"
                     /db_xref="taxon:153609"
                     /note="biotype: C"
     rRNA            <1..58
                     /product="18S ribosomal RNA"
     misc_RNA        59..272
                     /product="internal transcribed spacer 1"
     rRNA            273..433
                     /product="5.8S ribosomal RNA"
     misc_RNA        434..699
                     /product="internal transcribed spacer 2"
     rRNA            700..>770
                     /product="28S ribosomal RNA"
ORIGIN      
[bookmark: sequence_EU047936.1][bookmark: _GoBack]        1 ttggaagtta aaaaatgtaa caaggtcttc cgtaggtgaa cctgcggaag gatcattatt
       61 gaaaacattg taaaggaggt tgagctggct cttgtagggc atgtgctcgc cgactttcaa
      121 tattcatcca cctgtgaacc ttttgtagca gattctggaa tagggaggcg cttgcgtttc
      181 tcttagtacg gagtctacta tgtttgtttt ttaacacact taatgtatgt ttagaatgta
      241 ttttattggg acttaattga ccctttaaaa ctatacaact ttcagcaacg gatctcttgg
      301 ctctcgcatc gatgaagaac gcagcgaaat gcgataagta atgtgaattg cagaattcag
      361 tgaatcatcg aatctttgaa cgcaccttgc gcctcttggt attccgagag gcatgcctgt
      421 ttgagtgtca ttaaattatc aaccttgaat gacttgtcat ttcaggattg gatgtgaggg
      481 ctgccggctt tgaacaagag tcggctctct tgaaatgcat tagtggaaac cgctatagtg
      541 gaccacattg gtgtgataat tatctacgcc attgggttta tctacgcttt cgaatgttgg
      601 tggctcttta attaggtctc aacacttcgg tttggagggt tgcaagttgt aatgacctgc
      661 tctctctggg gtatctgctt cgaaccgtcc aaagttactg gacaatgaac ttagatcatt
      721 ttgacctcaa atcaggtagg actacccgct gaaaccctta agcatatcaa
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