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WS e, BRI AR BT SR RIS 55 555 1, T IX SR B S R 2R, AR
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& 1 3RIERHE 17 D Y-SR SV EFMRLERZHE (N=21)
Tab.1 Frequencies and genetic diversity of 17 Y-STR in Chadong (N=21)

SRR S5 SE A Wi SEREREE | S8 iy S A i SERE REE
Locus Allele Frequency GD Locus Allele Frequency GD
DYS19 14 0.2381 0.5667 DYS437 14 0.7143 0.4286
15 0.6190 15 0.2857
16 0.1429 DYS439 11 0.5238 0.6048
DYS3891 12 0.3810 0.6952 12 0.3810
13 0.2857 13 0.0476
14 0.3333 14 0.0476
DYS38911 27 0.0952 0.8333 DYSA58 15 0.2857 0.8000
28 0.2381 16 0.0952
29 0.2857 17 0.2857
30 0.1905 18 0.2381
31 0.0476 19 0.0952
32 0.1429 DYS393 12 0.3333 0.6238
DYS438 10 0.7143 0.4286 13 0.1429
11 0.2857 14 0.5238
DYS448 18 0.3810 0.7190 DYS390 21 0.0952 0.8143
19 0.2381 22 0.1429
20 0.3333 23 0.2381
21 0.0476 24 0.2857
DYS456 14 0.1429 0.4095 25 0.2381
15 0.7619 DYS391 10 0.8095 0.3381
16 0.0952 11 0.1429
GATA_H4 10 0.1429 0.6714 12 0.0476
11 0.4762 DYS385a/b 10/16 0.0476 0.9571
12 0.3333 11/12 0.0476
13 0.0476 11/18 0.1429
DYS635 19 0.0952 0.8524 12/16 0.0952
20 0.1905 12/17 0.0476
21 0.0476 13/17 0.0476
22 0.1429 13/18 0.0476
23 0.2857 13/19 0.0952
24 0.1905 14/14 0.0476
26 0.0476 14/15 0.1429
DYS392 11 0.3333 0.7095 14/19 0.0476
12 0.0952 15/15 0.0952
13 0.4286 15/18 0.0476
14 0.1429 18/18 0.0476

® 2 FRERE Y REEBFRIMERDH (B) (N=21)
Tab.2 Frequencies of Y chromosome haplogroups in Chadong(%) (N=21)

(% Haplogroup C* C3* D1 N* 02*  0O2al* O2ala O3alc O3a2cl* 0O3a2cla

SNP MI130  M217 M15 M231 P31 M95 M88 2611 M134 M117
S Frequency (%) 14.29 9.52 9.52 4.76 19.05 14.29 4.76 4.76 9.52 9.52
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Tab.3 The Fst genetic distance among 7 populations
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Fig.2 PCA plot based on Y-SNP haplogroups frequencies of 18 populations
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Genetic Structure of Y Chromosome and Paternal Origin of the Population
Speaking Chadong in Guangxi, China

DENG Qiongying', WANG Xiaoqing', WANG Chuanchao’, LI Hui’
1. Department of Anatomy, Guangxi Medical University, Nanning 530021;

2. MOE Key Laboratory of Contemporary Anthropology, School of Life Sciences, Fudan University, Shanghai 200433
Abstract: There are about 20000 individuals speaking a special dialect of Chadong living in
Northeastern Guangxi. The origin of the population has been a controversial research subject.
In order to study the paternal origin of Chadong people, this research aims to investigate the
genetic structure of Y chromosome by studying Y-STR and Y-SNP from 21 male Chadong
individuals (unrelated) in Lingui County and by comparing the data of Chadong people with
those of the surrounding populations. The multiplex detection of 17 Y-STR loci revealed a
highly polymorphic genetic distribution, showing powerful potential for the loci to be used
for population genetics and forensic research. High frequencies of haplogroup O2*-P31 and
02al*-M95 suggested that Chadong people have prominent Daic genetic background while N-J
tree and principal component analysis indicated that Chadong people are closer to Mulam than
to Maonan and Han peoples. These results provide genetic evidence for the origin of Chadong

people.

Keywords: Chadong people; Y-STR; Y-SNP; Genetic structure; Paternal origin



