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Drifting to the Solitude Continent: Comments on the Research of Australian
Aborigines’ Origin

ZHENG Niutong

Zhongguancun Science and Technology Park, Beijing 100085 China

ABSTRACT: The Australia aborigines are very meaningful for the origin and migration of the Homo sapiens s. The
research for Y chromosome and mtDNA indicates that the Australian aborigines are mainly the descendants of H.
sapiens when they arrived in Australia and the Homo erectus did not make contribution to the Modern Australians.
After the H. sapiens arrived in Australia they experienced long isolation. The New Guineans have a few gene
communications with the Australians. The contribution of the Indians for the Australia aborigines can not be excluded
completely. Viewed from mtDNA, the M42 lineage of the Australia aborigines and the M10 lineage of the East
Asians may share the 8793 mutation. The challenges by the linguistics and the archaeology for the Molecular
Anthropology request molecular anthropologists to do deeper and finer research.
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1 BMANFTLAIE KL 50, 000 FERTREREL 7EMIH A AEMBNIL Sahul Rl HaB M AHE LI
KD BRI B2 5, EEFEFEE mDNA 7532 Q fil S I ZE . BEF LR, 1R & KRR ETLE Sahul
WS, BRT Q ML L ) N R IR o RN ) 25 [RIRR B3 72 Sahul Bl MR 7E K24 8000 4F i A 2k 2 AT 1R B . [15].
Fig.1 Coastlines of Australia and NG ~50,000 years ago After the initial spread of H. sapiens out of Africa to Sahul

(the formerly connected land mass of Australia and NG), the principal processes are differentiation of the

mitochondrial DNA clades Q and S. Subsequent to that process, there is little migration within Sahul other than Q

from NG to Australia. The genetic isolation of Australia is in the main very clearly evident already before the Sahul

land bridge disappears ~8,000 years ago.
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Fig.2 The distribution and migration of the subclades of Haplogroup C
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Fig.3 The haplotype network of Haplogroup K based on 7
Y-STRs (referred from [3]) Circles denote haplotypes,
with the area of the circle proportional to the number of
individuals carrying the particular haplotype. Lines
denote mutation steps, and networks were weighted
according to Y-STR mutation rates.
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