




A strong tree-like pattern is predicted by the ETP model.
However, given this model, we would expect to see a single
central node which includes Taiwan samples, with Oceanic
samples radiating out from that node. In Wodzicki and Taylor’s
map for the distribution of R. exulans (15), the species is not
recorded in Taiwan. Recently, however, R. exulans has been
reported in both Taiwan and the Ryukyu Islands (16), although
the authors suggest that it is a recent ‘‘invader’’ there. mtDNA
analyses of the Taiwanese R. exulans (17) identified very little
variation (�0.5%) in the 35 samples sequenced, which is con-
sistent with a recent introduction. To date, no archaeological
evidence of R. exulans in Taiwan exists. In addition, the proposed
speed of dispersal associated with the ETP model would not



esting, suggesting an interaction sphere�spheres encompassing
this region, from the Philippines and Southern Indonesia
through the Solomon Islands. This is consistent with archaeo-
logical evidence of obsidian trade (18, 19), animal translocations
(7) between ISEA and Near Oceania, and post-Lapita interac-
tions including the Reef�Santa Cruz group (20, 21). Thus, it fits
with the first part of the SBB model for Lapita origins. However,
the relationship between haplogroups II and III is not consistent
with the second part of the SBB model, which posits a rapid
dispersal from Near to Remote Oceania, which would result in
the inclusion of Near Oceanic samples in haplogroup III.

Haplogroup III is clearly distinct from haplogroup II and
consists of all samples from Remote Oceania, including all of
those from Polynesia, the Northern Marianas, and the Polyne-
sian outliers of Kapingamarangi and Nukuoro, in the south of the
main Caroline group. These outliers are believed to be settled as
the result of a back migration from Polynesia (1).

Unlike haplogroup II, in which samples all radiate from the
central node of halplotype 2, haplogroup III appears to be more
complex. The majority of samples belong to and�or radiate from
the central node, haplotype 9, which represents not only the
consensus sequence from our previous study of extant Polyne-
sian R. exulans (n � 132), but also is found in most archaeological
samples from East and West Polynesia, New Caledonia, Vanu-
atu, the Northern Marianas, and Nukuoro. We refer to this as
subgroup IIIB. Group IIIB appears to be derived from subgroup






