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Distinction between Pyrenophora teres and Pyrenophora graminea based on RFLP analysis of intergenic spacer region
of ribosoma DNA. KIKUHARA Kenji and Takaaki ISHII (Fukuoka Agricultura Research Center, Chikushino, Fukuoka
818-8549, Japan) Bull. Fukuoka Agric. Res. Cent. 27: 17 - 21 (2008)

Intergenic spacer (IGS) region of the ribosomal DNA (rDNA) were amplified from each isolates of Pyrenophora teres and
P. graminea with PCR. The length of the IGS-PCR products in P. teres were classified into two groups, ca. 4kbp or 4.4kbp,
and the length of the IGS-PCR products in P. graminea were ca. 3.8kbp. The RFLP patterns of isolates obtained with the
6-base cutting enzymes Apa |, Bgl Il, Dra I, EcoR V, Hind Il and Sac | were similar within each group based on the PCR
products length and different among 3 groups. The restriction patterns of IGS-PCR products from isolates of P. teres with the
4-base cutting enzyme Alu | were similar each group and the restriction patterns of IGS-PCR products from isolates of P.
graminea were classified into two groups. Therefore, variability of the rDNA-IGS region could distinguish between P. teres
and P. graminea. On the other hand, the RFLP patterns obtained these restriction enzymes were similar between isolates of P.
graminea in another paper and the group identified by the long IGS-PCR products in P. teres in this investigation. In
consideration of those isolates, the RFLP patterns obtained with Dra | could clearly distinguish between P. teres and P.
graminea.

Key words: barley net blotch, barley leaf stripe, DNA-IGS, RFLP analysis
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