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Abstract: [0bjective] To investigate nucleotide polymorphisms of five exons in human poly
(ADP-ribose) polymerase-1(PARP-1) gene. [ Methods IPCR-SSCP silver staining was used to test the
polymorphisms of PARP-1 gene in 634 chinese Han, Buyi and Zhuangzu people( 219, 203 and 212 re-
spectively ). [ Results lPolymorphisms of 5 exons of PARP-1 gene was not detected in 219 Han people
and a polymorphisms of exon20 of PARP-1 gene was detected in 203 Buyi and 212 Zhuangzu people
by PCR-SSCP. Other exons were not detected. [ Conclusion ]Polymorphisms may exist in exon 20 of
PARP-1 gene.
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Table 1~ Primers used to PCR-amplify and sequences the exons

of PARP-1 gene

Exon Primer  Primer sequence( 5'-3") Length (bp)

Forward TGAGGACAAAGGCACGAC 297
H Reverse CGAGTTGACAGATGATGGG

3 Forward GCAGACAGTGTAAGGGCA 313
Reverse CGTGAATGTAATGGCAGG

Forward CAGTCCCTTCTGAACCCT

16 175
Reverse CATTCCTTCTGTCCCCTC

Forward GTTCTCAAAGGACCACCA

17 362
Reverse GAGTCTGTCTCATTCACC

Forward AGCCCATTCCACCTGTCCCCAT

20 Reverse GCTCTCCCTTTTCCGACCTTCC 209
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Table 2~ PCR-SSCP reactive conditions of the exons of the PARP-1 gene

PCR reactive conditions

Exon SSCP conditions
Pre-denaturation Cycle paramete( 30 cycle ) Extension

11 94 °C 30 s—53 C 30 s—72 C 45 s 300V 8h

13 94 °C 30 s—55 C 30 s—72 C 45 s 300V 9h

16 95 C 5 min 94 °C 30 s—54 C 30 s—>72 C 45 s 72 C 8 min 300V 5h

17 94 °C 30 s—55 C 30 s—>72 C 45 s 300V 10 h

20 94 °C 30 s—59 °C 30 s—72 C 45 s 300V 6h
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Fig. 1  Amplified fragments of the exons of PARP-1 gene
(20 g/L agarose gel)

Lanel ~ 11: amplification results from genomic DNA of ten unre-
lated human; Lane 1 ~2: showed the exonl7, Lane 4 ~5: showed the
exon 13, Lane 6 ~7: showed the exon 20, Lane 8 ~9: showed the exon
11, Lane 10 ~ 11: showed the exon 16, M: DNA mark DL2 000
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Fig.2  Normal electrophoregram in exon 20 of the PARP

-1 gene (80 g/L non-denaturing polyacrylamide gel)
M: 100 bp marker; Lanel ~10: showed the normal degeneration

PCR product; “+ " showed the two normal single-stranded, “—

showed the renaturation bis-chain of normal PCR product, no abnor-

mality chain existence
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Fig. 3 PCR-SSCP analysis of abnormal electrophore-
gram in exon2( of the PARP-1 gene derived from
Buyi people(80 g/ L non-denaturing polyacrylamide
gel)

“17 showed the two normal single-stranded, the abnormal sin-
gle-stranded was showed ™ | "; Lane 5, 8, 10 represents normal de-
natured PCR product, the rest represents abnormal denatured PCR
product, the electrophoretic mobility shift of the abnormality chain was

slower than that of normal single-stranded
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Fig.4 PCR-SSCP analysis of abnormal electrophoregram
in exon 20 of the PARP-1 gene derived from
Zhuangzu people (80 ¢/L. non-denaturing polyacry-
lamide gel)

«

1 "showed the two normal single stranded, “—" showed the ab-
normal single-stranded. Lane3, 7 represents normal denatured PCR
product, the rest represents abnormal denatured PCR product, the
electrophoretic mobility shift of the abnormality chain was slower than

that of normal single-stranded
N N /\
33 ®

H i & A7 2 B 5L RS I 4 AR QAR XS FR PCR 7~
Pt BT | BREIE R B R E 2 ST ST
FEPR 3, {H 3K 28 05 i B U B, S BRI,
ANIE A REEARLIGASY . PCR-SSCP 4R Y4 /& —Fk:
MR RS AR, B EATE P Uy
R, AR 400 bp AN IR 1 ~5 D HREE K
A, A HGE R, X R J7E TG 200 bp AT 400 bp
KN DNA B B ) Bk 5 28 7% 4 53] 3k 21 909% il
80% LA E131, PCR-SSCP i ## A 7E 24 h WEI5EAL,
H BB R b PR SRAEAS , W] T KA 1) 7 1B 1
FIRATI AW . HHAS RS2 IFZHEZ
Wi, WAL AR B S BT B R AR T B 4 2
AR A ANBE N s HL VKR B FBE RO LSS . T B
AN BRI 2 0 J AR ) A B S A R s, SR AR
57 SRR 22 57 0 AT B0 5 2 58 1, T AR 52
IRoRXT SSCP S S5 R AEA T T, W AN REXT X —
SRR E LSS,

AW SSCP H AR 1 3 A REIEH A
PARP-1 S [K 2284 . F X 7 v 76 A MO Aok e
NBERSER th 4 NA SRR, H R Ikahiir 0
T2 SRIEH AR5 7, XA W] R A — e
FIAE S BN PARP-1 3£ R 4M i F 20 7EA [R] R %
[ A REAFAE 28 E . BAR PARP-1 LA Z A5
T EHA A RBAETEZA, BRI AR Z 80 %

(TH:55 438 TU 1o page 438)

(€)1994-2019 China Academic Journal Electronic Publishing House. All rights reserved. http://www.cnki.net



438 P R A (AR AR %24 5
AL B AL IFA, I — i LA Ik VKB HLUK K23 m TARRCRE A JE A i B 22
HEF, X A HE S B FR S B 54 ( modular ST REES
structure> g f? 5‘] ﬁ’ *ﬁ %% Eﬁ JL ;ZF\ W ﬁ% ]\ ﬁ

- EESUE
DYF155S1 HE (K 3 3 s #s R g5 40 2 Fh . 43 Al
4343, DYF155S1 J:[RRE s uilA 3 fl. 13, 313, [1] Jobling M A, Bouzekri N, Taylor P G. Hypervariable
3131350, HE— U T DYF155S1 &R JEE 37 A% digital DNA codes for human paternal lineages:
A SRR AR . 5 Y-STR LI RE £ A M A . MVR-PCR at the Y-specific minisatellite, MSY1
DYF155S1 J[H i 37 #4245 Pk 86/ Y-STR H A (DYF155S1) [J]. Hum Mol Genet, 1998, 7(4): 643.

(2] Jo 2, WM, {IOFsg . S EDUEARE DYF15581
D7 B SRR EERTFIT [ )], IR R R
i ),2003,24(1): 42.

JiE 22 A 2 Y-STR IR J38 2H A A 2R AU
ZASMEREAR 5 81 ARLEEE 1S AR DYF155S1

FL IR RS 37 o e [R5 )75 45 ) AT ) 57 im S5 (3] FARE, T M5, B 4, % hEDUES HARHK
SENZE SN, KB 142 FhEEAEEIN, Hor DYF155S1 K R J 1 i 14 2 25 VE (). vl [ 32k IR 2 2
127 AR SE D B 1k, JERZREME (h) o #£.2002,17(2):67.

0.9960, I DYF155S1 A JE 34k 2 &5 [4] Jeffreys A J, Macleod A, Tamaki K, et al. Minisatellite
SR LA PSR AR | MR B L T R I repeat coding as a digital approach to DNA typing[J].
FE R 2R, TR 5 SR AT 1 o I o Nature, 1991, 354(350): 204.

[51 BC 5, (LWisg, s, 4 . H2O6RIC MVR-PCR
Jrd s EBUE AR DYF155S1 BE R 2 21T ].
i 24412, 2003,30(1): 15.

[6] Tajima F. Statistical method for testing the neutral mu-

ARELEAETI W) 5% H] 6-FAM  (6-carboxyfluo-
rescein) PRICEIZEEHRIC MVR-PCR J7 i 3R AL
BRI DYF155S1 &P e 73 AU E13 , 1hi HL[F] i

v YLy PR AR B e g .
RHRA T84 57 EhRIC MVR-PCR J7i5 tation hypothesis by DNA polymorphism[J]. Genetics,

BN RILE R 30 AR SR R Il AT Tag 1989, 1239 (3): 585.
Plus i Fl BioStar Taq BERIPTY 3G B R B, A& [7] Dupuy B M, Andreassen R, Flones A G, et al.
Jrik i, 280, DNA ﬁj\#iu{‘ﬁdiﬂifﬁ, T AR RS Y-chromosome variation in a Norwegian population sample
e rh i HIAE [J]. Forensic Sci Int, 2001, 117 (3): 163.
AT % 7 Y6 kRiE MVR-PCR 7 A 3 [8]1 ABFH Iy, FRMRUE, 1T {55 . 47 Y-STR JEM LAY 2
S RCAE A UMD, BT S, 40 1 SRR AL ). L 2002, 29
(2):95.

BURN 4 BUAZL PP 9SS 5 | Ihmic A R B B 9O

15 ABI377 (LML AY DNA [ Zh40H7 I 7 — (it BUNE)

A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A LA LA S A A LA S LA S S A S s S S e

(455 434 BT form page 434)

MAEAF B AN T F o i TS [ BRGA W] 3 X Y [2] fEH . BURAFAEYESRIAR M. 2. It
NBE, Hom W) A B A7 AR 22 S w1 10 PG, 25 v a5 P E PR BE R AL, 1999 . 108 ~ 109.

W RSN LSS EOR LY R LR, He s [3] Hayashi K. PCR-SSCP: a method for detection of muta-
VT Bl 22 A 25 R I 22 519 ) T tionslJ]. GATA, 11992, 9(3):73.

[4] Chandler L J, Nordoff N G. Identification of genetic

BIFTE AN ) R R ) 2 2 5 28 LA D TR 2 0[] R A7
HERFRA I E . P, JE— 2P R RGN R ing single-strand conformation polymorphism analysis[J].
i DX NTER PARP-1 5 PR 22 251 231 9 4 5 AL Ry 1 Virol Methods, 1999,80(2): 169.

RN T LI RERAT H 2 [5] SRk, FEALAS. s DUBHEAR MPSIV A 7 St THLI
(A28 0E (1] . PILRFER (R,
2003, 24(1):23.

variation among St. Louis encephalitis virus isolates, us-

EEP Y

(1] (BN, kM . BIRTF oM R A . 40
-5 T]. BPEBAAESE, 2000, 27(3): 236. (44 B/NAE)



