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Intergenic Spacer 1 Sequence in rDNA of the Red rot disease fungi, Pythium sp. ,
from Porphyra farming fields in Ise Bay
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Forward primer

28S rDNA
AW ACGCCTCTAAGTCAGAATCCATGCTGGAATGGACGATAATCACCCTTCCTGATGTAACGCGAATAGCGATAGGCCTTCGGGCCCAAGATCATAAAATTGCAACGCACTCGCGTCGTCTGA il

LA CAAGTGT TGGCGGCGGAGAGTATGCTGAATTGTAATTTCAAATATTGGGAAGGATAAATCCT TTGTAGACGACTTAAATACAGAACAGGGTGT TGTAAGCATGAGAGTAGTCTTGTACTA &)

241 TCGATG‘Il\/(\ECSAT%TCTOOOOOGCTCCAAACAAAAGCACACACATOGGTGOGCAAGGOCTCTTOCTTTOGCTTATTGGT 360
361 TTGATTGATAGGTGTTGAAATAGTATATAATGGTTAAAGTCTTTAGTTTTGCTCCAAGTGCGTTGGOGCAAGTCRGCTAGAAGGCTGCGAAAAAAAAAATAAGAAGTCAGRCGOCTAATG 480
481 TTATCGTGTGGAGAGTGGAGTGTTTGETGGACAAGCAAAAAACAGAAGTCAACACCGAATGTTAGAGTGTGRRAAAATGTATGCAGTCGTCAGTGACTGRCTGGAGGTGOAGCAGGCAC 600
601 TCRCAAAAATCACAAGTCCACGOCTAATGTTATAGTGTGAGAAAGTGAGGTGTTTTGTGTGGGATTTGTGACTGACAGAAAAGTAGAGACAGGTAGTGAGAGAAAGAAAGGAGGCTAGTC 720
721 AGTGOCAGAATAAAAAATCAAAGAGAGAGAGAAGTCCRTGGGGTCAAAGAAAAATAAAGAGAAAGTGTAGGCAGGCT TCGC TROGGTCTTTGTGTGTGAGATAAAAAATAATAGGTGTGT 840
841 TGCAGAAAAAAACAGAAGTCCATGGCATGTTGTGTTTTGTGTGRRCATGOCCTTGTACTCATGGGTGAGTGAGTGOCCAGAGAGAGAAAAATGAATAATGTCCTGOGTTATACAAAAATA 960

961 ACACACAAGTGCTTGGGTTGTTGCGTAGAGAAGCAGAAAATCCAAGCCAAACGCTTGCTATAGGAAAAAATAGCATCGAGT TGGGAGAAAAAAAAAATGTAGTCGGTAGGTAGGTTGAGT 1080
5S rDNA

1V W TGGTCACCCACCCGAGTACTACCCGAGCTTGAGGCTGCT TAACT TCGCAGAGCGAACGGGATIRAYA

-
Reverse primer

Fig. 1 DNA sequence of the intergenic spacer 1 (IGS1) of the red rot disease fungi Pythium sp. collected in Aichi prefecture.

IGS1 regions of three strains were completely conserved. Shaded boxes represent nucleotide sequences of 28S and 5S rDNA

regions. Arrows indicate the positions and direction of polymerase chain reaction primers.
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