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Abstract:To investigate the subpopulation structure within the Han Population in Guandong area, a
total of 471 DNA samples from five populations in Guandong Province, including
Guangzhou, Foshan, Dongguan, Jiangmen and Zhongshan-Zhuhai region, were genotyped at 15 STR(short
tandem repeats) markers.Hardy-Weinberg tests were performed,allele frequencies were compared, and
the genetic coancestry coefficient (FST ) was estimated. The results did not show significant
departure from Hardy-Weinberg equilibrium in the total population.Difference of allele frequencies
among these populations was not observed, and the coancestry coefficient (FST)was less than

0. 01. Subpopulation structure within Han Population in Guandong Province could not be detected.

KEEE R BEMusE U FRZL DNAZY EHELES Key words subpopulation  population-
genetics coancestry coefficient DNA statistics short tandem repeats(STR)

5K

Abstract

Key words

DOI:

R fie
ARIAFE B
¥ Supporting info
F PDF(OKB)
¥ [HTML 4= 3] (0K B)
» 275 ik
k55 5 J ot
P JUASCHETR SR R
b AR A5
BT A A
P IR
k Email Alert
b 30 7 45t
b 0 B0 BB
HRAF B
b AT g TR [ MY
WA SCAEF ARSI
R IE
bii 321 De-Jian
LIU Qiu-Ling
LU Hui-Ling

A




