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Abstract : This research aims to use an ancient DNA approach to genetically characterize ancient catlle remains of the
Qijia Culture and Han Dynasty from the Lajia site at Minhe, Qinghai, China (35°42° N ~37°09° N, 101°05" E ~
103°01° E). DNA has been successfully recovered from 11 ancient cattle skeletal remains in dedicated ancient DNA
labs following vigorous protocols for contamination prevention (100%). Through overlapping sequencings, a mitochon-
drial DNA (mtDNA) D—loop fragment (285bp) was obtained for all Bos taurus. Ten of them from the Qijia Cul-
ture belong to two haplogroups, T3(80.0%) and T4(20.0%). Only one sample from Han Dynasty belongs to hap-
logroup T2. This population genetic structure of Bos taurus from Qijia Culture at the Lajia site confirms the pattern
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previously observed in archaeological assemblages of the Ganging region, Northwest China, from the Late Neolithic to

the Early Bronze Age.

Key Words ; Ancient DNA; Domesticated cattle;Lajia site; Ganging region
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