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Corn rust fungi are considered a major pathogen in corn production. Two corn rust
species, Puccinia polysora (Southern rust) and P. sorghi (common rust) which are different in
their life cycle and preferred environment have been reported in Thailand. In this study,
occurrence and genetic diversity of corn rust were observed in various location of corn
plantation in Thailand. One hundred and five specimens were collected from fourteen provinces
of Thailand. The rust fungi were found on sweet, waxy and field corns, but disease severities
were different among varieties and types of corns. The morphological characteristics of
urediospores and teliospores were observed under microscope. Pustule colors on leaf could be
divided into three subgroups (red, orange and yellow) and the shapes were circular to elongate.
Urediospores occurs with and without paraphysis in uredia. Interestingly, one of the specimens
examined produces dark teliospores with one septate in uredia. The urediospores were mostly
ovoid-oblong with cinnamon-brown color. Based on morphology-based identification, all
specimens collected were identified as P. polysora. The genetic diversity of corn rust was
analyzed using PCR amplification of inter simple sequence repeat (ISSR) region. A high variety
of 38 polymorphic bands were found among the specimens, after PCR amplification using five
SSR primers, GAG(TCG);, GAG (CGA)s;, (CGA)s, (GTC)s and (CAG)s and used for constructing
the phylogenetic tree. The cluster analysis divided the specimens into 17 subgroup at 75%
similarity with high bootstrap supporting. These results showed that ISSR region was useful for
analysis of genetic diversity of corn rust fungi. The internal transcribed spacer (ITS) of
ribosomal DNA sequences analysis was subjected to be analyzed in determining the
relationship among corn rust fungi. The phylogenetic analysis of ITS regions among corn rust
also showed that most of specimens of P. polysora were nested together in the same clade and
separated from the P. sorghi sequence. This data indicated that ITS region is sufficient to

distinguish between P. polysora and P. sorghi.
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