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The role of protozoa in the emergence of diseases
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The purpose of this project was to understand the role of protozoa in the
emergence of diseases by analyzing microbial diversity harbored by protozoan population in the
environment. Water and soil samples were collected in Nakhon Nayok, Thailand and subjected to
high-throughput sequencing analysis. More than 200 different bacterial genera were obtained in each
sample. However, there was no pathogenic bacterial lineage detected in the analyzed samples. In the
eukaryote diversity analysis based on 18S ribosomal RNA (rRNA) amplicons, we found that most of the
reads obtained were from algae but not from protozoa. In order to reduce the reads from specific
organisms in 18S rRNA PCR, we developed a blocking PCR method using a PNA (Peptide Nucleic Acids)
specifically designed for target organisms. This method can be applied to future studies to analyze
protozoan diversity in the samples from disease endemic areas.
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