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Study on the Diversity of 3’ end at Locus DYF155S1 of Y-chromosome
among Han Population in Guangdong

HUANG Yan-mei, WU Xin-yao, ZENG Yan-hong, YU Lei, TONG Da-yue, OU Jing-hua
(Department of Forensic Medicine, Zhongshan Medical College, SUN Yat-sen University, Guangzhou 510080, China)

Abstract: [ Objective ITo reveal the diversity at 3"end of DYF15551 locus of Y-specific minisatel-
lite among Han population in Guangdong. [ Methos ]Amp—FLP method was used to amplify DYF155S1
fragments and retrieved DNA from agrose gel. The allele of type 4 core sequence from the 3’end at
DYF155S1 locus was amplified by using MVR-PCR (minisatellite variant repeat by PCR). PCR prod-
ucts were analyzed by ABI377 sequencer or polyacrylmide gel electrophoresis followed by silver stain-
ing. [ Results ] 155 unrelated males among Chinese Han population in Guangdong were genotyped.
The size of the first DNA fragment of type 4- MVR mapping of all individuals was 133 bp. Among 155
samples 24 alleles were found, 7 out of them were observed once only. The most frequent allele was
No. 9, at frequency 0. 135 5. The gene diversity (h) was 0. 922 6. Out of 155 samples, 3 samples
had one band lost (null repeat) among the successive bands. It was demonstrated by sequencing that
the lost band was type 3 repeats. [ Conclution ]We reveal the minisatellite variant repeat of 3’end diversi-
ty of DYF155S1 locus by fluorescent detection and provide the frequency data of DYF155S1 locus in
Han population in Guangdong for studying the population genetics and for forensic practices.
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Fig. 1 MVR mapping of alleles at 3’ end of locus
DYF155S81
The first fragment was 133 bp. Sample L5, 22, 39, 79, 96
showed successive bands. Sample 107 lost one band (null repeat) a-

mong the successive bands
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Table 1~ The alleles of type 4 at 3° end of locus DYF155S1

among 155 Han population in Guangdong

Allele Repeat Observed number  Frequency
1 (type4)5 " 3 0.0193
2 (type4)6 3 0.0193
3 (type4)7 9 0. 0580
4 (typed)8 18 0. 1161
5 (type4)9 16 0. 1032
6 (type4)10 12 0.0774
7 (typed) 11 3 0.0193
8 (type4)12 18 0.1161
9 (type4)13 21 0. 1355

10 (typed )14 14 0. 0903
11 (typed)15 4 0. 0258
12 (type4)16 9 0. 0580
13 (type4)17 4 0.0258
14 (type4)18 6 0. 0387
15 (type4)19 1 0. 0065
16 (type4 )20 3 0.0193
17 (typed)21 3 0.0193
18 (typed )22 1 0. 0065
19 (type4)23 1 0. 0065
20 (typed)25 2 0.0130
21 (type4)26 1 0. 0065
22 (typed)9 =(1) = (type4)2 ? 1 0. 0065
23 (typed)14 (1) = (1yped)2 1 0. 0065
24 (type4)17 (1) = (typed)1 1 0. 0065

1) indicated 5 successive fragments displayed; 2) indi-
cated that there are 9 successive fragments following the first
band , then lost 1 fragment and followed by 2 fragments. On the

analogy of this
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