@ ‘m{[#ﬁ Mﬁﬁ'ﬁ 14 %% SHA Chin. J. Healthy Birth & Child Care 14(S):11-16 COM. on C. A. 2:€2, 2008
{\ WX "\%: % W@l =% 20084 Communicationon Contemporary Anthropology  Vol. 2 T o3RS

BB STR MR
WA B R R R IR

wmml, BEX', ASEY, #ET

1Sk RFEEBE S F AW G, T RISk 515031 2. sk K RES 2 0 DNA MERFFL 3, | A&alsk 515031

PO W TR U e Oy DU, 3 HORHUBERS S AN . — ) A A B R R TR R — . 7E
DNA 7K - e Aol B A BREF i % 25k, T AR GO A B R BUE R U . FRATISR T 38 J6hR1E PCR
B 185 PR KRR 45 45 B H A O T D% 200 1 BE AR 15 A STR SRR R % AR PEREAT I 5, 45 &5 ACURAE
4L 5 B STR KO8 347 58 P A DA S I S 31 % 27 B Y SN R FLRr X BE STR ¥R, i Phylip
BT SR R T I A0 B 5, M 85 23 A, R0 0 AT A s B DO I A 5 Hft A2 I %
Fo TR NEE 15 4 STR MR AEILRY 1 142 ANACBEE 451 FEEIRAY, FOUSEH 5 M AR B, 1
Tl V2R (D3S1358 FRAM) o JEHL CODIS 40 STR Je A JA2 (1 N T 52840 #4570 25 1) 7
SUBARAE , BRI P DUBAIE : b2 43 T 575 0L D 3k A B L R L) o SRS B 43 L e Ui P
TP EBIEIR T 60% . FEKE L E AR R AL AT TR DURARE 15 A STR 3 [K] R IR & I HI 7l ik
RO TRV I 25 /N PR B T 5 P 6 B WO [ R A B LA — SRR AR LU, L o
K P R SUBABIE R «

LT BHARRAL S ERIRE A WIIARE: TR AR R AN

Evidence from Autosomal STR Data Supports a Central China Origin of

Chao-Shan Population
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ABSTRACT: Chao-Shan people are typical Southern Han Chinese, and numbers of them emigrate to many other
countries. The origin of Chao-Shan people is believed to be in Central China. The comparative study of the genetic
polymorphism of Henan and Chao-Shan populations can test the hypothesis of Central China origin of Chao-Shan
people at the genomic level. Here we performed a combined method of fluorescence labeled PCR and capillary
electrophoresis to study the genetic polymorphism of 15 STR loci in 200 unrelated healthy individuals in Henan Han
population. Combining our published STR allele frequency data and the new data from additional samples in
Chao-Shan population and STR data of other populations in different areas obtained from peer-reviewed journals, we
calculated the Nei’s genetic distance D’ between the populations with the PHYLIP software. The neighbor-joining
phylogenetic tree was constructed based on the obtained Nei’s genetic distance to reveal population affinities and the
Central China origin of Chao-Shan people. A total of 142 alleles and 451 genotypes were detected in Henan
population. No deviation from Hardy-Weinberg equilibrium was observed in STR loci except for D3S1358. The
phylogenic tree based on CODIS STR allele frequencies showed that Chao-Shan Han was much closer to Minnan
Han, and relatively closer to Henan Han. Admixture analysis indicated that Chao-Shan Han and Minnan Han have
similar proportional contributions from the Central China Han and the proportion was greater than 60%. Distinction
between north and south populations in China was noticeable in the phylogenic tree. The 15 STR loci studied have
potential usefulness for parental testing and forensic personal identification in Henan population. Our study showed
the genetic similarity sustained by Chao-Shan Han and Minnan Han, and a pronounced Central China Han ancestry
on the gene pools of the two groups.

Key words: Population genetics; Short tandem repeat (STR); Chao-Shan population; Henan population; Polymerase
chain reaction (PCR)
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Tab.1 Han Chinese populations analyzed in the current study
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Fig.1 Geographic distribution of 25 Han Chinese populations
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Fig.2 Neighbor-joining (NJ) tree based on the allelic frequencies
of CODIS STR loci in 25 Han Chinese populations  The numbers
in the nodes are percentage bootstrap values estimated from 1,000
reiterations.
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