








mtDNA

Two haplotypes were identified by single stranded
conformational polymorphism (SSCP) of 355 bp of
12S: one found only in the northern sites and one found
only in the southern sites (Table 1), with the exception
of site 4 which was polymorphic. Sequencing of these
mtDNA fragments from four weta (two of each haplo-
type) revealed a di�erence of four nucleotide substitu-
tions (three transitions, one transversion).

Cline coincidence and concordance

Two sites contained chromosomal heterozygotes and
only one site contained both mtDNA haplotypes. In
contrast, four sites were polymorphic for Pgd and five
polymorphic for Icd-2 and the microsatellite. The most





zone in the common shrew (Sorex araneus) using microsat-
ellites. Hereditas, 125, 159–168.
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