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Abstract: Blood samples were collected from 1118 male individuals of Kong clans in the Qufu
Prefecture of Shandong Province. Seventeen Y- chromosomal short tandem repeats (STR) loci
were amplified in one tube by using the AmpFLSTR® Y-filerTM PCR Amplification Kit for each

person, and then the frequency of alleles and genotypes of group was obtained. The results show
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that, except DYS385a/b locus was detected 51 haplotypes, the rest loci were detected from 4 to
11 alleles, the allele frequency distribute from 0.0009 to 0.8265. Totally, 206 haplotypes were
detected in the YH haplotype system consisting of 17 loci. According to the Y-STR haplotypes,
we inferred the Y-SNP haplogroups. We found three high frequency haplogroups among the
Kong clans, i.e., C3, Qlal, and O3. Both C3 and Qlal exhibited a mono-ancestor diffusion
structure, indicating that either of them may be the haplogroup of Confucius. By investigating the
17 Y- STR loci among the Kong clans from Qufu Prefecture, we recorded the basic date of Kong-

population.
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FHZiX5 : AmpFLSTR® Y-filerTM PCR Amplification Kit iR 7] ; POP-4 AN .
1.2 J37%

¥ Hl AmpFLSTR® Y-filerTM PCR Amplification Kit %¢ Y ¥ id 5 & ™ 34 ik 77 & 76
GeneAmp 9700 B4 BEAC X FEABEAT HAY Y, 194K R4 10pL, H1% PCR Reaction
Mix5.52uL, 5|4 3uL, AmpliTaqGoldTM DNA (5U/uL)0.48uL, #itik DNAlng, PCR 1
ZAF: 95°C 11min, 94°C 1min, 61°C Imin, 72°C 1min, 30 MEIF, &5 60°C 80min, 4°C
{17, PCR “¥){E ABI-3500x] 42 H Bl ist A% 7 Hr 4% _EEAT B4 k. {#1] GeneMapper
opram i 50 S R A AT B DR 43 bR HEY) (Ladder) EEASOGS FIVK B0 EAT 2L DR 73 B0 0 A
1.3 RN IB S ST oM
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x 1 HEMXAHEAR 17 4 Y-SIRBFERFNEDHRERZSHMN (n=1118)
Tab.1 Allele frequency and diversities of 17 Y-STR loci of Kong-population in the area of Qufu (#=1118)

Loci A n AF Loci A n AF
DYS385a/b 10/ 12 1 0.0009 11/20 1 0.0009
GD=0.9664 10/ 15 1 0.0009 12 8 0.0072

10/ 19 1 0.0009 12/ 13 5 0.0045

11 205 0.1834 12/ 14 3 0.0027
11/12 46 0.0411 12/ 15 58 0.0519
11/13 2 0.0018 12/ 16 39 0.0349
11/ 15 8 0.0072 12/ 17 18 0.0161
11/ 16 4 0.0036 12/ 18 16 0.0143
11/17 256 0.2290 12/ 19 13 0.0116
11/18 20 0.0179 12/ 20 8 0.0072

11719 2 0.0018 13 12 0.0107
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Tab.1 Allele frequency and diversities of 17 Y-STR loci of Kong-population in the area of Qufu (n=1118)

Loci A n AF Loci A n AF
13/ 14 0.0018 14, 2 0.0018
13/ 15 1 0.0009 DYS38911 27, 14 0.0125
13/16 1 0.0009 GD=0.6040 28, 91 0.0814
13/17 4 0.0036 29, 609 0.5447
13/ 18 18 0.0161 30, 333 0.2979
13/19 13 0.0116 31, 68 0.0608
13/20 3 0.0027 32, 3 0.0027
13/21 11 0.0098 DYS438 8, 3 0.0027
13/22 1 0.0009 GD=0.4880 9, 1 0.0009
13/ 24 2 0.0018 10, 735 0.6574
13/25 1 0.0009 11, 69 0.0617
14/ 16 2 0.0018 12, 308 0.2755
14/17 5 0.0045 13, 2 0.0018
14/ 18 12 0.0107 DYS456 13, 1 0.0009
14/ 19 4 0.0036 GD=0.5542 14, 29 0.0259
14/ 20 0.0018 15, 497 0.4445
14/ 21 1 0.0009 16, 555 0.4964
15 4 0.0036 17, 35 0.0313
15/ 19 13 0.0116 18, 1 0.0009
15/ 20 41 0.0367 DYS458 14, 6 0.0054
15/21 202 0.1807 GD=0.4614 14.1, 1 0.0009
15/22 24 0.0215 15, 38 0.0340
15/23 3 0.0027 16, 800 0.7156
16/ 19 2 0.0018 17, 130 0.1163
16/ 20 1 0.0009 18, 120 0.1073
16/ 21 14 0.0125 19, 19 0.0170
19/ 20 1 0.0009 20, 3 0.0027
9/ 11 1 0.0009 21, 1 0.0009
9/ 16 2 0.0018 DYS437 13, 3 0.0027
DYS391 8, 0.0054 GD=0.2911 14, 924 0.8265
GD=0.5404 9, 308 0.2755 15, 179 0.1601
10, 684 0.6118 16, 12 0.0107
11, 107 0.0957 DYS635 17, 2 0.0018
12, 12 0.0107 GD=0.6114 19, 44 0.0394
13, 1 0.0009 20, 58 0.0519
DYS3891 11, 2 0.0018 21, 617 0.5519
GD=0.6124 12, 202 0.1807 22, 72 0.0644
13, 584 0.5224 23, 307 0.2746
14, 320 0.2862 24, 17 0.0152
15, 10 0.0089 25, 1 0.0009
DYS439 10, 6 0.0054 DYS448 16, 1 0.0009
GD=0.5674 11, 616 0.5510 GD=0.5775 17, 2 0.0018
12, 387 0.3462 18, 33 0.0295
13, 107 0.0957 19, 475 0.4249
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ik | EHMEKILAR 17 4 Y-SR REEREFRAHLEESHM (n=1118)
Tab.1 Allele frequency and diversities of 17 Y-STR loci of Kong-population in the area of Qufu (n=1118)

Loci A n AF Loci A n AF

20, 546 0.4884 16, 513 0.4589

21, 56 0.0501 17, 23 0.0206

22, 4 0.0036 18, 4 0.0036

23, 1 0.0009 19, 1 0.0009

Y_GATA_H4 9, 1 0.0009 DYS392 11, 530 0.4741

GD=0.6182 10, 303 0.2710 GD=10.6472 12, 120 0.1073

11, 589 0.5268 13, 79 0.0707

12, 194 0.1735 14, 373 0.3336

13, 28 0.0250 15, 14 0.0125

14, 3 0.0027 16, 2 0.0018

DYS447 20, 1 0.0009 DYS393 12, 219 0.1959

GD=0.7348 21, 3 0.0027 GD=0.6623 13, 66 0.0590

22, 2 0.0018 14, 526 0.4705

23, 58 0.0519 15, 305 0.2728

24, 125 0.1118 16, 2 0.0018

25, 173 0.1547 DYS390 20, 1 0.0009

26, 429 0.3837 GD=0.4853 21, 1 0.0009

27, 315 0.2818 22, 9 0.0081

28, 11 0.0098 23, 729 0.6521

29, 1 0.0009 24, 332 0.2970

DYS19 11, 1 0.0009 25, 39 0.0349

GD=0.6730 13, 315 0.2818 26, 7 0.0063
14, 54 0.0483 GD: gene diversity; A: Allele ; AF: Allele frequency; n:number

15, 207 0.1852

T2 ALY REAEBEHIER (%)

Tab.2 Frequencies of the Y chromosome haplogroups of Surname Kong in Qufu

Haplogroup C3 Qlal 03 o1 R N 02 C3c G J residual
Frequency (%) 46.06 27.01 20.66 1.25 1.16 0.98 0.89 0.54 0.09 0.09 1.34

Phm AR, C3. Qlaly O3. JLrh, O3 &Pk WA, EFLEK H IR+
DU IR (21 60%-70%), FTLAEAEH . C3 Fl Qlal #inl g &L T /5 B MR AL.
FeATiE—0 H Network 7387 TiX AR A hia s (D .

PIRI LA B A o B R b O B i, BAE ST, iR AR AN R
(RIRH 58 BT Rk,

3 1F i

NI OV 25 N AR T Y- STR 2 & MEAE N 282 (N ) JE 45, AT Y- STR AJ LAk
AT NBEGE R TR 9T . AREI I R AR & S E S Lt g iy L2 ik, i
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Fig.1 Networks of the two high frequency Y haplogroups among the people with Kong surname from Qufu
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DYS390 [f2 A7 Ke Al 23, DYS438 257 HE K 10, DYS458 ({14547 FL k] 16, DYS437 )48
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