
Phytophthora infestans strain IMI66006 internal transcribed spacer 1, 5.8S 

ribosomal RNA gene, and internal transcribed spacer 2, complete sequence 

GenBank: AF266779.1 

FASTA Graphics  

Go to: 

LOCUS       AF266779                 795 bp    DNA     linear   PLN 29-JAN-2024 
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            1, 5.8S ribosomal RNA gene, and internal transcribed spacer 2, 

            complete sequence. 
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KEYWORDS    . 

SOURCE      Phytophthora infestans (potato late blight agent) 

  ORGANISM  Phytophthora infestans 

            Eukaryota; Sar; Stramenopiles; Oomycota; Peronosporales; 

            Peronosporaceae; Phytophthora. 
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FEATURES             Location/Qualifiers 

     source          1..795 

                     /organism="Phytophthora infestans" 

                     /mol_type="genomic DNA" 

                     /strain="IMI66006" 

                     /db_xref="taxon:4787" 

                     /note="cause of late blight" 

     misc_RNA        1..218 

                     /product="internal transcribed spacer 1" 

     rRNA            219..380 

                     /product="5.8S ribosomal RNA" 

     misc_RNA        381..795 

                     /product="internal transcribed spacer 2" 

ORIGIN       

        1 ccacacctaa aaactttcca cgtgaaccgt ttcaacccaa tagttggggg tcttacttgg 

       61 cggcggctgc tggctttatt gctggcggct actgctgggc gagccctatc aaaaggcgag 

      121 cgtttggact tcggtctgag ctagtagctt ttttatttta aaccctttac ttaatactga 
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      181 ttatactgtg gggacgaaag tctctgcttt taactagata gcaactttca gcagtggatg 

      241 tctaggctcg cacatcgatg aagaacgctg cgaactgcga tacgtaatgc gaattgcagg 

      301 attcagtgag tcatcgaaat tttgaacgca tattgcactt ccgggttagt cctggaagta 

      361 tgcctgtatc agtgtccgta caacaaactt ggctttctcc cttccgtgta gtcggtggag 

      421 gagatgccag atgtgaagtg tcttgcggtt ggtttccgga ccgactgcga gtcctttgaa 

      481 atgtactaaa ctgtacttct ctttgctcca aaagtggtgg cattgctggt tgtggacgct 

      541 gctattgtag cgagttggcg accggtttgt ctgctgcggc gttaatggag aaatgctcga 

      601 ttcgtggtat ggttgccttc ggctgaacaa tgcgcttatt gggtgatttt cctgctgtgg 

      661 cgtgatggac tggtgaacca tggctcttta gcttggcatt tgaatcggct ttgctgttgc 

      721 gaagtagagt ggcggcttcg gctgccgagg gtcgatccat ttgggaaatg ttgtgtactt 

      781 cggtatgcat ctcaa 

 


