
INTRODUCTION

During the past decade, the field of

molecular systematics which uses various

molecular data to infer the phylogenetic

relationships among taxa has been rapidly

developed and improved with progress of

molecular biological tools such as DNA

hybridization, polymerase chain reaction-

restriction fragment length polymorphisms

(PCR-RFLP), randomly amplified polymorphic

DNA (RAPD), allozyme data, microsatellite

DNA, and so on (O’Brein et al., 1991;

Bernatchez and Danzmann, 1993). Biologists

such as parasitologists, geneticists, and

taxonomists have preferred to use RFLP,

RAPD, or allozyme data rather than sequence-

based molecular markers to resolve phylo-

genetic problems, because the former methods
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of nucleotide or amino acid sequences, and

long branch attraction. It indicates, in addition

to choosing one or more appropriate molecular

markers mentioned in the previous sections,

that there exist other various parameters

which should be seriously considered in

phylogenetic analyses. Thus, the best way to

overcome the barriers is to co-operate between

investigators working in the fields of

parasitology and molecular systematics. It will

promote a rapid collection of the final results

(i.e. true phylogenetic tree). It is clear that, as

we move towards the year 2000, molecular

systematics will increasingly play an important

role in parasitology, and the necessity of co-

operations will be emphasized more and more.
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