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LOCUS       HM116909                 951 bp    DNA     linear   PLN 25-JUL-2016
DEFINITION  Aspergillus niger strain A-136 putative polyketide synthase (pks)
            gene, partial cds.
ACCESSION   HM116909
VERSION     HM116909.1
KEYWORDS    .
SOURCE      Aspergillus niger
  ORGANISM  Aspergillus niger
            Eukaryota; Fungi; Dikarya; Ascomycota; Pezizomycotina;
            Eurotiomycetes; Eurotiomycetidae; Eurotiales; Aspergillaceae;
            Aspergillus; Aspergillus subgen. Circumdati.
REFERENCE   1  (bases 1 to 951)
  AUTHORS   Castella,G. and Cabanes,F.J.
  TITLE     Development of a real time PCR system for detection of ochratoxin
            A-producing strains of the Aspergillus niger aggregate
  JOURNAL   Food Control 22 (8), 1367-1372 (2011)
REFERENCE   2  (bases 1 to 951)
  AUTHORS   Castella,G. and Cabanes,F.J.
  TITLE     Direct Submission
  JOURNAL   Submitted (13-APR-2010) Grup de Micologia Veterinaria, Departament
            de Sanitat i d'Anatomia Animals, Universitat Autonoma de Barcelona,
            Facultat de Veterinaria, Campus UAB, Bellaterra, Barcelona 08193,
            Spain
[bookmark: feature_HM116909.1][bookmark: comment_HM116909.1]FEATURES             Location/Qualifiers
     source          1..951
                     /organism="Aspergillus niger"
                     /mol_type="genomic DNA"
                     /strain="A-136"
                     /db_xref="taxon:5061"
     gene            <1..>951
                     /gene="pks"
     mRNA            <1..>951
                     /gene="pks"
                     /product="putative polyketide synthase"
[bookmark: _GoBack]     CDS             <1..>951
                     /gene="pks"
                     /note="acyl transferase domain"
                     /codon_start=3
                     /product="putative polyketide synthase"
                     /protein_id="AEB91970.1"
                     /translation="LDEPTFAQSSCVAVQVALVDLLASWKVVPETVVGHSSGEIAAAY
                     CAGHISRQAAWKVAFCRGKVCARRTDGQGRMLAAAMPVHQLERVVARVNKGQPTSVKI
                     GCYNSPRNLTLTGRYDDILRLKLELDDVGALNRMLPVKVAYHSDYMQDAAPEYLSLLG
                     EILDGGDTIHKDASIQMISSVTGQPVPAGDVQQASYWVKNLVSPVRFCTALLASMEFP
                     GTTGKREDTLIEIGPHSTLRSAIKESFAEVPEYQSVQYGSLLKRYETNGSTILHTLGM
                     MFCSGHEISLAAINDRRVGTRKIPMLLTGLPGYAFDHSRS"
ORIGIN      
[bookmark: sequence_HM116909.1]        1 agttggatga gcccaccttc gcgcagtcct cctgtgttgc cgtgcaagtc gctctggtgg
       61 accttcttgc cagctggaaa gtcgtgcctg aaacggtggt tggacattct tcgggcgaaa
      121 tagctgcggc atattgcgca ggacatatct ctcggcaggc agcatggaaa gtagccttct
      181 gtcgaggcaa agtgtgtgct cgacgaacag acgggcaggg tcgcatgctc gcagctgcca
      241 tgccagtcca tcaactggag cgagtggtgg cccgcgtcaa caagggtcaa ccgacatctg
      301 tcaagattgg ttgttacaat agcccgagaa atctgaccct gacaggtcga tatgatgata
      361 tcctccggct caagctggag cttgatgatg ttggcgccct gaatcgcatg cttcccgtca
      421 aagtcgccta tcattcagat tacatgcaag acgctgcacc ggagtacttg agcttactgg
      481 gtgaaatctt ggatgggggt gataccattc ataaggatgc ctccatccag atgatctcgt
      541 cggtgacggg acagccagtg cccgctggag acgttcagca ggcttcgtac tgggtaaaaa
      601 acctcgtctc cccagttcgg ttttgcactg cccttctggc atccatggag tttcctggaa
      661 cgacaggcaa acgagaggat acactcatcg aaattggccc acactcaacg ctgcggagtg
      721 caatcaagga atcattcgcc gaagtgcccg aataccagtc cgttcagtac ggcagtctgc
      781 taaaacgtta cgagacgaac ggatctacaa tcttgcacac gcttggaatg atgttctgct
      841 ccggtcatga gatcagtttg gccgccatca acgaccgtcg cgttggaacg cggaagattc
      901 ccatgttact gacgggcctg cctggctatg cgtttgatca ctccagatca g

