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Scientific report

Molecular biology tools in parasitology.
Their use for identification, biosystematics

and population genetics
Outils de la biologie moléculaire en parasitologie

pour le diagnostic, la biosystématique
et la génétique des populations

J Cabaret L Gruner JF Humbert
JC Quentin D Richard-Lenoble

1 INRA, station de pathologie aviaire et de parasitologie,
laboratoire d’écologie des parasites, 37380 Nouzilly;

2 Université d’Orléans, laboratoire de zoologie, BP 6759, 47069 Orléans cedex;
3 Université de Tours, faculté de médecine, service de médecine tropicale,

2, bd Tonnelé, 37000 Tours, France

(23-25 March 1994 - Muséum d’histoire naturelle, Orléans, France)

This symposium was intended for those who were familiar with molecular biology tools as
well as for those who were naive in this respect. The project was that 2 groups of researchers,
naive or familiar with molecular biology, could communicate. More than 120 played the
game, mostly from French institutions (CIRAD, CNEVA, CNRS, ENV, INRA, MNHN,
ORSTOM and university laboratories) and few from other countries: Burkina-Faso, Mauri-
tania, Morocco, Niger, Spain, and Switzerland.

The symposium was organized into 3 sessions covering Taxonomy and Biosystematics,
Population Genetics and Identification of Parasites. The common trait was the intensity of
gene flow between and within taxa or populations. We did not include antigenic variability
as it was not directly related to gene flow and should probably be the subject of a full sym-
posium on host-parasite relationships. A round-table on Analysis of Data was held at the
end of the symposium and was a conclusion to the estimations of gene flow throughout time
and space. The basic idea was that sessions and the round-table could be animated jointly
by a parasitologist and another scientist utilizing molecular biology tools in other biological
groups than parasites.

All the lectures, communications and posters were presented in French. A few are trans-
lated into English in the present document. The goal of the meeting was not to set formal
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standards in the use of molecular biology tools in parasitology but to communicate. When
one attempts to summarize the symposium in a schematic manner, we may retain that:
- the delineation between specific taxa and populations is a difficult exercise, due to the fact
that evolution is gradual and observation instantaneous,
- the study of delineation should always be located in space and time perspectives,
- the organism, extremely classified as sexual or clonal, should be studied in different
ways according to the importance of sex in reproduction,
- the requirements for studies in population genetics and those for identification (particularly
for human diseases) are somewhat different,
- a large array of techniques is necessary to assess genetic variability and structuration, from
DNA polymorphism to isoenzyme investigations,
- a real need for analysis of data is identified.
We are grateful to all participants, to those who actually took part in the discussions as

well as to those who remained silent but will take back information to their own laboratory,
to the staff of Museum d’Histoire Naturelle who took care of everyday practical details, and
finally to all those who funded this meeting (Anofel, Distrivet, Eurogentec, Genset, Jouan,
Pfizer, Pharmacia, Promega and Sigma). A special acknowledgment is due to the D6parte-
ment de Pathologie Animale of INRA for its support.
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