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Table 1 Primers used for PstChs Il amplification and real-time PCR
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Fig.2 Multiple sequence alignment of PstChs Il and other fungal Chs |l proteins in the conserved region amino acids 228-571 in PstChs Il . Amino acid

residues identical among five proteins are shaded in light grey while residues identical among three or four of the sequences are shaded in black. Identified

conserved motifs are marked by asteroids. PGT  Puccinia graminis
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