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Introduction

Length polymorphisms associated with tandem-repeat variation of mi-
crosatellite sequences consisting 2-5 nucleotides for each repeat have been
used extensively in studies of human evolution (Bowcock et al. 1994; Deka
et al. 1995; Jorde et al. 1995). Since the first discovery of those sequences
in human genome in 1989 (Litt and Luty 1989; Weber and May 1989), thou-
sands of such loci have been characterized. They were primarily developed
and used as gene-mapping markers because they are highly polymorphic, uni-
formly dispersed throughout the human genome, and relatively easily geno-
typed (Dietrich et al. 1994; Gyapay et al. 1994). The potential utility of
microsatellites in evolutionary and population studies was immediately ex-
plored both experimentally (Jin et al. 1991; Edwards et al. 1992; Hammond
et al. 1994) and theoretically (Valdes et al. 1993; Shriver et al. 1993; Jin
1994; Di Rienzo et al. 1994). Large scale studies of worldwide populations
have shown that the population phylogenies obtained by using microsatellites
are generally in agreement with those based on classical markers as well as
RFLP markers (Bowcock et al. 1994; Deka et al. 1995; Jorde et al. 1995)
although there is discrepancy between population trees from nuclear markers
and from mtDNA sequences (Jorde et al. 1995).

Human populations are closely related. The genetic divergence among hu-
man populations is very limited due to insufficient isolation between them,
as is observed for both classical markers (Cavalli-Sforza et al. 1993, 1994)
and mtDNA sequences (Cann et al. 1987; Vigilant et al. 1989). The lack of

information from observable genetic divergence among human populations






