


insular (e.g., Lamichhaney et al., 2015) and landscape (e.g., Prugh,

Hodges, Sinclair, & Brasharesa, 2008) systems present assemblages

with many and varied characteristics that challenge unifying explana-

tion. However, the dual treatment of islands as habitat patches sub-

ject to a colonization lottery, and as evolutionary laboratories

reflects the importance of gene flow in all situations. Here we exam-

ine the correlation between population genetic structure of a flight-

less bird and other endemic avifauna, and a narrow seaway that

divides continental islands (Cowie & Holland, 2006). Does this geo-

logically young feature indicate a significant barrier to gene flow

allowing the accumulation of neutral genetic differences or does it









Microsatellite PCRs for selected loci were multiplexed for geno-

typing according to size and fluorescent label (6-FAM or HEX), with

allele sizes determined using an ABI3730 automated sequencer with







Island (A). Mokoia Weka (n = 18) were polymorphic, but all those

sampled from Kapiti (n = 23) carried just haplotype A. Haplotype F

also occurred in the one sample from the extinct Whanganui popula-

tion putatively collected in 1964. Unique CR haplotypes were

obtained from a museum skin from Whangarei (S) and a bone from a

prehuman deposit at Matira (T), again, part of the northern cluster

(Figure 2).

The southern cluster included haplotypes found in Weka

assigned by their location to the three other Weka subspecies;

G. a. australis, G. a. scotti and G. a. hectori. Haplotype I occurred in

22 putative G. a. australis (West Coast South Island) and all 15 puta-

tive











another is absent. The Weka species (= Rallus australis) was first

described by Sparrman (1786) as inhabiting southern New Zealand.
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