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Molecular identities and geographical distribution of heterophyid trematodes (Family
Heterophyidae) in upper Ping river basin were investigated. This research is comprised with
2 major sectors, first is epidemiological study of cercarial infection in some freshwater snails
and metacercarial infection in fish. While the remaining is molecular identities of heterophyid
trematodes found. The result showed that, there were 5 metacercarial species recorded
from fish, 4 of these were belonged to those of Heterophyid trematodes; Haplorchis taichui,
Haplorchoides sp., Stellantchasmus falcatus and Centrocestus caninus whereas 1 remaining
species was classified into Family Diplostomatidae; Posthodiplostomum sp. H. taichui and
Haplorchoides sp. were recorded as high infection rate and recovered in all sampling sites.
For cercarial infection, 8 different cercarial types were recorded; xiphidiocercaria,
monostome cercaria, distome cercaria, pleurolophocercous cercaria, parapleurolophocercous
cercaria, echinostome cercaria, furcocercous cercaria and tranversotrema cercaria
respectively.

Molecular identities using Inter-Simple Sequence Repeats (ISSR) method showed
that different polymorphic DNA patterns were generated with fragment sizes ranging from
80-3000 bp and 100% polymorphism among trematodes found in this study. Phylogenetic
relationships analysis demonstrated heterophyid trematodes showed closely relation with
pleurolophocercous cercaria and parapleurolophocercous cercaria. H. taichui, C. caninus and
S. falcatus were clustered in the same branch with pleurolophocercous cercaria, whereas
Haplorchoides sp. was in the same with parapleurolophocercous cercaria respectively.

By using 3S-F and BD2-R primers, approximately 485 bp fragments of Internal

Transcribed Spacer subunit 2 (ITS-2) were generated in all trematodes studied. Based on
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ITS-2 nuclectide sequences, phylogenetic analysis was also conducted and revealed that, H.
taichui, S. falcatus, C. caninus and Haplorchoides sp. possessed with 2 cercarial types;
pleurolophocercous cercaria and parapleurolophocercous cercaria

According to nucleotide sequences of mitochondrial Cytochrome C oxydase subunit 1
(COX 1) gene by using Tre~COX F and Tre-COX R primers, 4 heterophyid flukes; H. taichui,
S. falcatus, C. caninus and Haplorchoides sp. including liver fluke, O. viverrini were tested.
Only 3 fluke species; H. taichui, S. falcatus and O. viverrini were annealed and amplified
with these primers. Approximately 400 bp amplicons were generated and they were then
sequenced through commercial biotechnologies service. Phylogenetic relationship was
calculated and COX | sequences of related species that available in Genbank were also
included. It was found that, H. taichui and O. viverrini showed maximum identities with
Genbank databases, while S. falcatus seemed to be different.

Molecular detection of larval heterophyid trematode in freshwater snail by using
specific primers designed was resulted that, H. taichui showed positive with
parapleurolophocercous cercaria collected from Tarebia granifera sndil. S. falcatus yielded
positive with parapleurolophocercous cercaria collected from Melanoides tuberculata snail,
Haplorchoides sp. was positive with parapleurolophocercous cercaria from M. tuberculata
snail whereas C. caninus was positive with pleurolophocercous cercaria from Ta. granifera
snail respectively.

After finished this research, our results were contributed to villagers who inhabited
along with/nearby study sites through training program. Socio—economic data was also
collected via questionnaire and it was found that, people still redlized or be conscious in
order of parasitic infection, but they cannot abandon their traditional life being particularly for
consuming culture of under/inadequately cooked food that has been recognized as the main
cause of parasitic infection. However, some people attempted to protect themselves by
always passed stool examination including take vermicide tablets. Whereas some people still
living with various risk of infection by without any protection. The contribution of research
results to villagers/ communities, participatory-action and interaction are clarified to be
appropriate solution of infection diseases which required for the promotion of sustaining

development.



