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One Simple and Rapid Method for Allele Sequencing

YU Lei, WU Xin-yao

(Department of Forensic Medicine Sun Yat-sen University of Medical Sciences Guangzhou 510080 China)

Abstract: [Objective] To develope a simple and rapid method for allele sequencing. [ Methods] The blood
samples of individuals were genotyped by silver staining on short tandem repeats(STR). Alleles to be sequenced
were excised from gels, reamplified by PCR, and purified. Sequencing was performed by cycle sequencing
method. [ Results] Good signals had been obtained, no matter the alleles show ed homozygotes or heterozy gotes
on ST R genotyping. [Conclusion] This method provides a good tool for allele sequencing and so long as the
mixed DN A fragments can be separated by electrophoresis, the DNA fragments could be sequenced respectively
by this method.
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1 19PMREFRF STREASBRSMLHE TR (EXRE 479 W)
Table 1  Genotyping and core sequence of 19 parent-child pairs with mutations on STR  (Text in page 479)

Locus Pedigree Genotype ' Sequenced dlelle Core sequence
FGA 1 Fa(24) ¥ Mo(23) Fa(24) TTTC)3TTTTTTCT{ CTTT}16CTCC{ TTCC)2
Mo(23 TTTC)ITTTTTTCT{CTTT)15CTCC( TTCC)2
Chi(23/25) Chii23} TTTC)3TTTTETCT{CTTT)15CTCC{ TTCC)2
Chi(25 TTTCITTTTTTCT{CTTT17CTCC, TTCC)2
2 n(24/hz‘s__)5 /Mo(23) Fa(25) (TTTC)ITTTTTTCT{CTTT)}17CTCC( TTCC)2
Chi(23/26) Chi{26} {TTTC)3TTTTTTCT(CTTT)L8CTCC(TTCC)2
3 Fa(1925) Me(24/25) Fa 19{ TTTC 3"TTTT“‘CT CTTT)HCTCC{ TTCC)2
Fa(25 TTTC)3TTTTT ur CTTT)17CTCC{ TTCC)2
Mo(24 TTTCATTTTTTCT{CTTT) L6CTCC{ TTCC)2
Mo(25 TTTC)3TTT] TTCT CTTTILI7CTCC{ TTCC)2
Chi{18/25) Chi{18 TTTC)ATTTTTTCT{CTTT)10CTCC{ TTCC)2
Chi{25 TTTCY3TTTTTTCT{CTTTI17CTCC{ TTCC)2
4 Fa(21/25) Mo(17-25) nsn; ETTTC}STTTTTTCTECTTT;IBCTCC TTCC}Z
Fa{25 TTTC)ATTTTTTCT{CTTTHICTCC{ TTCC)2
Chi(24/25) ChiEM; ETTTC}BTTTTTTCTi CTTT 16c1‘cc£’r’rcc;2
Chi(2s TTTC)ITTTTTTCT{CTTT) I7CTCC(TTCC)2
5 Fa(20/24) Ma(21/24)
TTTC2ATTTTTTCT{ CTTT) I3CTCC{ TTCC)2
TTTC)ITTTTTTCT{ CTTT)16CTCC{ TTCG)2
Chi(20/22) TTTCHITTTTTTCT{CTTT}4CTCC{TTCC)2
6 Fa(21/23) Mo(21/23)
Mof21 TTTC)ATTTTTTCT{ CTTTH3CTCC{TTCC)2
Mo{23 TTTC)ATTTTTTCT{ CTTT)15CTCC{TTCC)2
Chi{22/23) Chi(22 TTTC)3ITTTTTTCT{CTTT)14CTCC{ TTCC z
Chi(23 TTTCIATTTTTTCT{ CTTT}15CTCC{ TTCC)2
D12839] 1 Fa(21) Mo(2022)
e 5 % iAGAT lSEAGAC}ﬁAGAT
Chi{19/21) Chi(19 AGAT)12{AGAC)6AGAT
2 Fa(18/20} Mo(17/19) Fa(18) {AGAT)11{ AGAC)6AGAT
S /
F(17) Chi(17) (AGAT)10{ AGAC)SAGAT
3 Fa(19/25) Mof 19} Fa(25) (AGAT)16{ AGACIBAGAT
-
Chi(19,/23) Chi(23) (AGAT)14{ AGAC)B8AGAT
4 Fa(16/18) Mo{18/19) F.Eus; (AGAT)I(AGAC)GAGAT
Fal18 (AGAT)I1{ AGAC)6AGAT
Chi{17/19) Chi{17) (AGAT)10{AGAC)6AGAT
5 Fa{20/21) Mo(18)
~ Mo?s; EAGAT;]IEAGAC%ﬁAGAT
Chi(17/20) Chi{17 AGATYI0(AGACISAGAT
6 Fa(18/23) Mao(18) Fa(23) (AGATY13(AGAC)10
— /
Chi(18/24) Chi(24) (AGAT)14(AGAC)10
DI1SS34 1 Fa(229/237) 3 Ma(233/241) F.im} AAAGG Aucge; AMccgngAacgm
Fa{237 AAAGG{AAAG)4{AAAGG)2(AAAG) IS
Chi{233/241) Chifm} AAAGGIAAAGI{AAAGG)2(AAAG)LT
Chi(241 AAAGG(AAAGM(AAAGG)Z( AAAG) 14(AAG-G) (AAAGH
2 Fa(219/233) Mo(219/229) anzng AAAGG{AAAG)4(AAAGG)2(AAAG)1IAA
AAAGG(AAAG)4(AAAGG)2(AAAGNT
Chi{223,229) Chi(223) AAAGG(AAAG)4(AMGG)2(AAAG)IIAA
3 Fa(204,/229) Me{212/237) F 204; AAG)I4AAAA
i‘; 222{:2 (AAAG) lz(AAA%GJ(ﬂAG)MAAA
Mol 237 AAAGC AAAG)A(AAACGI2( AAAG) 18
Chi{225/237) Chi(228 (AAAG)lﬁ(AAAAG)(AAAGDAA AA
Chi(237 AAAGG(AAAG)H(AAAGG)2(AAAG)IE
4 Fa(212/233)  Mo(196/241) F12212 (AAAG)IGAAAA
{{. 2.1336 AMGG(AATJ:\)4($MJ:\\GG)2(MAG)11
o
Mo(241 AAAGG{AAAG)A(AAAGGI2( AAAG) 14CAAGG) (AAAG)4
Chi(237/241) Chil 237 AAAGG(AAAG)A(AAAGG)2(A 18
Chi(241 AAAGG{AAAG)A(AAAGG)2(AANG)14{AAGG) (AAAG)4
5 F.(ng“- Mo(229/238) Fa(234) AAAGG{AAAG)A(AAACG)I(AAAG)LE
Chi(229/238) Chi5229; AAAGGEAAAG}J.EAAAGG ZEAAAG; 16
i AAAGG{AAAGIAAACG)3(AAAG)TT
6 Fa(193/229})  Mo(225/229) Fa(229) AAAGGIAAAG)A( AAAGG)2( AAAG)IE
~— Mniﬂ’) AAAGG(AAAGI{AAAGG)2{AAAG)ISE
Chi(229,233) Chi(233) AAAGGLAAAG)4(AAAGG)2({AAAG)YT
7 Fu(20l/_2_3_‘2 )40(229) Fa(237) AAAGG(AAAG)4{ AAAGG)2( AAAG)1S
Chi(279.233) Chi(233) AAAGG(AAAG)4(AAAGGI2(ARAG)IT
1) Fa; father; Mo: mothers Chi: child. 2) Numbers in | h P the name of lleles, and mymbers in boldface mdicate: putationsl allales. 3} Bacauss of the complex siruoture. the allels were

named by the Length of ngmemis
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Mulations Analysis of IDUA Gene in Chinese Mucopolysacchridosis Type I Patients (Text in page 439)
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Fig. 2 SSCP analysis of exons 6.8 and 9
M: the number of abnormal patients: N: the normal control

a: exon 6—: b:exon 85— ¢ exon 9—

CCCTCGCCCAGGCTIA CT GGCCTAAGTGTCGCA CAACCGCA GCATCGCG

an 40 10 250 260
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Fig. 3 The sequences of abnormal specimen in exons 6, 8 and 9 of IDUA gene
a: shows two bage substitutions in exon 6, base 32(C—T) and base 44 (C-+A); b: shows u substitution at base 114

(G—A) inexon 8; c: shows a substitution at base 104(G—T) in exon 9; di shows a substitution al base 259(G—+A)

in exon 9
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One Simple and Rapid Method for Allele Sequencing (Text in page 479)
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Fig. 1 The partial sequencing result of allele (19) showing heterozygote (19/25) on FGA locus
Fig. 2 The partial sequencing result of allele (23) showing homozygote (23/23)on FGA locus
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