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Trewick—Molecular diversity of Dunedin peripatus 383

METHODS

Peripatus specimens were collected in the environs
of Dunedin City and
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Trewick—Molecular diversity of Dunedin peripatus 385

COI gene and the COII gene is initiated with an
"ATG" codon typical of many insects (Szymura et
al. 1996). I designed primers in relatively conserved
regions towards the 3' end of COI in order to be able
to reliably amplify a 600-800 bp
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Table 2 Genetic distance among ingroup and outgroup peripatus (Kimura 2 parameter below diagonal, amino acid number above diagonal) The two groups (A
and B) indicated by phylogenetic analysis are bordered. Faint borders within A and B indicate distances excluding Piano Flat site (i.e., Catlins peripatus), and
distances among Dunedin City populations, respectively.

Site and number Nets Pian Pian Mata Toms Taie Hoko Hald Tomo Styl Outr Sadd Maun Bota Cave Grah Whar Fras Trot Kaka Herb Peel Gun

Nelson Lakes
Piano Flat
Piano Flat
Matai Falls
Toms Creek
Taieri Mouth
Hokonui
hialdane
Tomohawk
Styles
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Fig. 2 Maximum-parsimony
bootstrap phylogram
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10 Km

Fig. 3 Associations ofperipatus populations indicated by phylogenetic analysis of COI DNA sequences.
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Fig. 4 Relationship of genetic
distance (Kimura 2 parameter) and
linear geographic distance (arbi-
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that the opportunity to rehabilitate and protect such
areas should not be overlooked in conservation plan-
ning.
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Appendix 1 Sequence data from eighteen distinct 540 bp haplotypes of a mtDNA COl gene fragment from peripatus collected in the Dunedin area, New Zealand. So
Dots indicate nucleotide identity with a reference sequence from a peripatus collected in the Nelson Lakes. The geographic source of peripatus bearing each ^
haplotype is given. The Dunedin City haplotype is represented by sequence from a Caversham Valley individual.

Nelson



Haldane .A. .T A C.T T T A...G..T.A
Tomohawk Lgn. .A. .T C T. .T. .A G. .T A. .A.. .G. .T.A A
Style's Creek .A. .T C T..T..A G..T A. .A. . .G. .T.A A
Outram .A..T C C T..T..A C A..T A..A...G.CT.A A
Saddle Hill .A. .T C T..T..A A..T A. .A.. .G.AT.A A
Maungatua .A. .T C T..T..A A..T A. .A.. .G.CT.A C A
Caversham Vll .A..T C T..T..A G..T A. .A.. .G. .T.A A
Trotters Gge .A..T C T..T..A A..T A..A...G..T.A A
Kakanui MntQ T C T..T..A A. .T A. .A.. .G.AT.A A C .


