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Pythium insidiosum is classified in Kingdom Straminipila, Phylum Oomycota, Order Peronosporales
and Family Pythiaceae based on the ribosomal DNA information, mainly. This organism, an aquatic
parafungus, lives in stagnant water. Up to now, P. insidiosum, only one species in genus Pythium, has been
reported as an etiologic agent of pythiosis in mammalian including human. The incidence of this discase has
been increasing, so the rapid and accurate diagnosis is required. In this study, we focus on the analysis of
Intergenic Spacer 1 (IGS-1) rRNA region. This region is located as a bridge between 28S rDNA and 5S rDNA
subunits. This single locus is more variable than existing loci, resulting the advantage to exploit as a tool to
differentiate the strains level. After confirming the tested strains which were isolated from patients with
pythiosis, an environmental strain from Pasak Dam, and a strain of P. graminicola which is a plant pathogen,
on the aspects of their morphology and zoospore production, all of their genomic DNAs were prepared for the
IGS-1 analysis. Cloning and walking sequence of the PCR product using primers designed from 28S rDNA and
5S rDNA were the techniques using to analyse the IGS-1 region. The result demonstrated that the conserved
sequences were revealed in the 2.5 Kb of 28S rRNA region and 55 bp of 58 rRNA region among the 10 strains
from patients, a strain from environment and P. graminicola . It is of interesting that the DNA polymorphism
was demonstrated in the region of IGS-1, 1.4-1.5 Kb, in 10 strains from pythiosis patients, a strain from
environment, Pasak Dam and 1 Kb in P. graminicola. To demonstrate the relationship among these strains, the
phylogenetic tree using program MEGA 3.1 was performed. The result showed that all these strains were
separated into 3 groups. The first group (group 1) is composed of 3 strains from pythiosis patient, M17, PyCU3,
PyCU?7 and another strain, PyCU8 from environment. The second group (group 2) is composed of 3 strains of
Pythium isolated from pythiosis patient, PyCU1, PyCU2 and PyCUS5. The last group (group 3) is composed of
4 strains, PyCU4, MMC45P21-2, PyCU6 and MMC44P21-1, all were isolated from pythiosis patients too. The
origin of group 2 and group 3 were derived from Central part and Northern part of Thailand, respectively,
whereas that of group 1 was from Central, Northern and NorthEasthern part. Further study is required even this
study imply that the source of the organism is one of the factor involving in the grouping. This preliminary

result will be very useful for epidemiologic study and the differentiation in the strain level.





