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Morphological and Molecular Characterization
of Paragonimus paishuihoensis from

Chanthaburi Province

Wimonmarn Sopunnarat!, Hiromu Sugiyama® and Achariya Rangsiruji'’

ABSTRACT

Extensive field surveys have led to a finding of a lung fluke species as a new record
in Thailand (Chanthaburi Province). This lung fluke possesses a distinguished morphological
characteristic, i.e. a dendritic excretory bladder which is remarkably different from other
lung flukes previously reported in Thailand. This characteristic is conforming with that of
Paragonimus paishuihoensis which occurs in China. Experimental infections of these Thai P.
paishuihoensis specimens were carried out using two types of mammalian host which were rats
and cat. The results revealed no infection in the rats but a positive infection in the cat with six
immature flukes obtained. Pairwise comparison of ITS2 as well as partial COI nucleotide
sequences between Paragonimus found in this study and P. paishuihoensis from Yunnan
Province, China showed high similarities of 99.18% and 97.09%, respectively. Therefore, based
on the nucleotide sequence data the identity of Thai P. paishuihoensis has been confirmed.
In addition, resulting molecular phylogenies using the ITS2 and partial COI nucleotide sequences
among P. paishuihoensis and other Thai Paragonimus species illustrated a close relationship

between P. paishuihoensis and a group of P. bangkokensis and P. harinasutai.
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