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TRER, BRGSO 1~1.2 77 2, ik
TEBE A VR AR B H) A7 7E A2 F VBRI M OC &R AR F
FUME FRIE A W 45 58 W0 % & NE L R AR
(AN TR R 4 HEAT T OGS IR BE LA AR, 25 1 A 1 B
Jk A 4 1 2 mL, EDTA $1%

1.2 FENRERAA

A : Sigma = H Y% YR ES 0 ML Bio-Rad 3K AX
UVP GelDoc-1t* ¥ B 1% 43 Hr 4% ABL B PCR X
ABI 3730XL i 748 4%

i 77 : Qiagen DNeasy Blood & Tissue Kit 4% [ig #&
B & Takara Premix Ex TaqTM Hot Start Version
PCR S i 17 & 45
1.3 XBWHE
131 BiRE 5 b 4« 2 i BE & 6 ] Qiagen /3 7
%5 R 69504 1YiR 77 & DNeasy Blood & Tissue Kit
(50) 4R AL R . A% MR #2 US>k HI ND-1000 % 4h 7y
DG EE T 53 A 1 HRURR R (1% 4l B Ak B2 o R 1% 35

W R JC L DK AL DNABE 2 15 3 A 2l

1.3.2 @ BREAMAERS5IYE . R
mk AT GenBank ¥ A B4 A0 15 L 0B 4 00 5%
W Z S & RFEE SR T2 A ARG 6
PR 20 ATt TR A7 a5, Horfr i s D1S533 . D10S611
D2S146, D3S1768, D3S3045, D4S1645, D5S1466
D6S311, D8S1106, D9S934, DI11S1352, D12S67,
D13S797 .D15S644 . D18S536 , DXS6810 & HX T 3 ik
1~6,f7 5 D12S375 . D16S409 .D17S800 . D22S419 %
BT GenBank ¥4 15 . 20 ANl T8 AL A7 45 )% 51 3 7
GenBank 4 FEA 4% o &AL x5 1] FAM 451,
ARG W 5IY% 5 FF 5 Wk 1,

1.3.3 PCR i : PCR W & & & : Premix Ex Taq
Hot Start Version 10 wL #47 1 wL.10 pmol/L IE [i]
31410, 5 wL. 10 pmol/L JZ 13145 0.5 wl FeHik i
EE 20 pL, PHEFR)T R 94 CHiAEYE 3 min 94 C
AR 30 s, F AR IR E (MR 1) 30 5,72 CHEAf
30 s, ¥ 30 ¥k ,72 C 14 4F 10 min,

1.3.5 FHERKEPBEIKS 0T 8 N %
1001 AR BUEIR 2R BC9 wL I A EAEAH  FF
A 1 pL # B 10 £ 49 PCR = ¥, fif A] ABI
3730XL W ¢ AL #F AT B o4 B od k. A OH
Genemarker H1 [ Fragment( Plant) F Bt 4§71 8K 4 %+
IR ASCAS: 21 AY D 46 K dhe 2R AT 20 A, R A% Dkl N
R RN SR VA RS < ST RN AN R
B A8 A BERN .

F1 01 EEBRPIENANTBEEMERENSR
Table 1 Amplifying condition and chromosome
distribution of 20 microsatellite DNA

loci in Macaca fascicularis

BEPR L5 SI9F51(5-37) Rk BKRE
Locus Primer sequence(5’-3") Chromosome ~ Temp/C
CATCCCCCCCAAAAAATATA
D1S533 1 55
TTGCTAATCAAATAACAATGGG
ACCAAATGAGACAGTGGCAT
D3S3045 2 56
ATGAGGACGGTTGACATCTG
GGTTGCTGCCAAAGATTAGA
D3S1768 3 61
CACTGTGATTTGCTGTTGGA
ATGTCCTCATTGGTGTTGTG
D6S311 4 58
GATTCAGAGCCCAGGAAGAT
CAACTTTCTTCAATAAATTTGGC
D4S1645 5 56

CAGACACTGTCCTGTTGTGG

GTATCAGAACTTCATGTTGTACACC
D551466 6 54
GGCACCTAGGTTTGTTCTGA

CCTTCATTGGCAGACTCACT
D155644 7 55
GCAGACACCAAGATGATAACG

TTGTTTACCCCTGCATCACT

D8S1106 8 61
TTCTCAGAATTGCTCATAGTGC
CATACAGGAAACTGTGTAGTGC

D10S611 9 51
CTGTATTTATGTGTGTGGATGG
GGCTCAGGGACTCTGGA

D225419 10 58
GGCCAATCGGTAGGTCA
TTGTTGAGGGTCTTTCTCCA

D128375 11 55
TCTTCTTATTTGGAAAAGTAACCC
GCAACAGTTTATGCTAAAGC

D12567 12 52

GCCTATGCAGTTCAAATCTA

TCATCCTTACTCTAAGCAAAGATCC
D25146 13 58
CACCACATTCAAATGCCTCC

CGGTGAGTTTTTTTGTCC
D1151352 14 58
ATATCCTTCATATCCTGAATCTCTG

TTTCCTAGTAGCTCAAGTAAAGAGG
D95934 15 60
AGACTTGGACTGAATTACACTGC

GGTCTCATCCATCAGGTTTT

D175800 16 55
ATAGACTGTGTACTGGGCATTGA
GGTTTGCTGGCATCTGTATT

D135797 17 56
TGTCTGGAGGCTTTTCAGTC
ATTATCACTGGTGTTAGTCCTCTG

D18S536 18 51
CACAGTTGTGTGAGCCAGTC
TGAATCTTACATCCCATCCC

D165409 20 58
AGTCAGTCTGTCCAGAGGTG
ACAGAAAACCTTTTGGGACC

DXS6810 X 58
CCCAGCCCTGAATATTATCA

1.4 FitA*E

K POPGENE32 H1 NTSYS %K 4 %t £ i #F 17
WAL ZREPE T . THE & 5 W Y A5 L B TR B A AL
A5 Ar FE D UL 2 5 B TR AR A B R RE AR B4
B Nei’s RN ZHEUKZEFEEEERIAEAN
()35 4% 78 S s AL B B st AR DL R B F-SE it
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2.1 200D EMAERBEKXRAD

30 NEE AR 20 AN I A7 s T A0 A R Tk R B RN
VI L 2.
2.2 B BRESTMEST

H 2% 3 AT L, 30 AN FE AR 4G I 31 45 £ 3k [ 237
A H B S (37 SR B Na g 5~19 4, SEH o 11. 85

A Horh i 2 B 47 8 & D12S67, ik 19 4, J /b

B s J2 D18S536, A 5 A4 e [H A7 850 55 or B A
B Ne 2 3.2374~12.3288 4, F- ¥ 4 6. 9473 /\wri
IR Ho g 0.3~1,5F-45 4 0. 7833, ]2 2%
He 4 0. 8508 ~ 0. 9345, 5F- 33} 0. 85 ﬂzi’;jﬁﬁ%,
J# He W& TE WL G B Ho; Nei’ sﬁﬁlyﬁé
FEH K 0.6911~0.9189 573 % 0. 8358 ; 7 [& {5 B
FEB 1 1.3914~2. 7085, F-H K 2. 0954 ; £ A5 B
4k PIC 24 0. 6609 ~0. 9135 571 % 0.817, ¥ kK F
0.5; W) Vo B SRR DR KE BRI
R RRfE 28, ANt 3 AR T IR E 2
P (W2 4) 3 DHER (FON RL W) 23 1] A6 ) 2]
SR 158 (158 #1173 4> PB4 4 B He 43

2

R3 0AER20ANMHIDEMAE

£2 20 M TE DNA B A K B
Table 2 DNA fragment size of 20 microsatellite DNA loci

B PR et fk J BRI/ bp
Locus Chromosome size
D1S533 1 182~253
D10S611 9 168 ~222
D2S146 13 191~217
D3S1768 3 184 ~242
D3S3045 2 175~219
D4S1645 5 251~303
D5S1466 6 278 ~320
D6S311 4 208 ~250
D8S1106 8 130~ 160
D9S934 15 178 ~224
D11S1352 14 215~248
D12S67 12 121~231
D12S375 11 164~ 189
D13S797 17 178 ~206
D15S644 7 184 ~258
D16S409 20 120~ 140
D17S800 16 160~ 198
D18S536 18 146~ 159
D22S419 10 255~281
DXS6810 X 169~197
4 0.8371.0.8318 Fi1 0. 8642;  F ¥ £ {5 B & &

PIC 434 0.7692 0. 7653 il 0. 8001, 3 4> B {4 7R
A7 PR R Y A 22 A5 1k

i e RS

Table 3 Genetic polymorphism measured at 20 microsatellite loci in 30 samples

R ot RS wERR e mmpan O W EEfEaGR
SR8 SR A s% L
Locus Na Ne 1 Ho He H PIC
D1S533 15 7.7922 2.3692 0. 8667 0. 8864 0.8717 0. 8620
D10S611 13 8. 4906 2.3113 0. 8333 0. 8972 0. 8822 0.8714
D2S146 14 9.3750 2.4169 0.7333 0. 9085 0. 8933 0. 8841
D3S1768 15 9.9448 2.4757 0. 9667 0.9147 0. 8994 0. 8915
D3S3045 16 8.2569 2.3772 1. 0000 0. 8938 0. 8789 0. 8679
D4S1645 14 6. 1224 2.1590 0. 8000 0. 8508 0. 8367 0. 8204
D5S1466 11 6. 6421 2.0932 0. 9667 0. 8638 0. 8494 0. 8333
D6S311 14 7.4380 2.2852 0. 8000 0. 8802 0. 8656 0. 8536
D8S1106 9 7.3171 2.0679 0. 7000 0. 8780 0. 8633 0. 8479
D9S934 9 5.5385 1. 8993 0. 8333 0. 8333 0. 8194 0. 7967
D11S1352 13 9. 0909 2.3740 0. 9000 0.9051 0. 8900 0. 8807
D12S67 19 12. 3288 2.7085 0.9333 0.9345 0.9189 0.9135
D12S375 7 3.4091 1.4612 0. 6333 0.7186 0. 7067 0. 6609
D13S797 10 3.2374 1. 6089 0. 7000 0.7028 0.6911 0. 6674
D15S644 14 8.6538 2.3331 0. 8333 0. 8994 0. 8844 0. 8735
D16S409 9 4.2353 1. 6793 0. 7667 0.7768 0.7639 0. 7294
D17S800 14 6.3158 2.215 0. 8000 0. 8559 0. 8417 0. 8293
D18S536 5 3.5785 1.3914 0. 6000 0. 7328 0. 7206 0. 6731
D22S419 8 5.0562 1. 7857 0. 7000 0. 8158 0. 8022 0.7773
DXS6810 8 6. 1224 1. 8954 0. 3000 0. 8508 0. 8367 0. 8155
Mean 11.85 6.9473 2.0954 0. 7833 0. 8500 0. 8358 0.8170
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Table 4 Genetic polymorphism in 3 groups

| TOWRER PHARER PHRERS  PRWE  PEWEE  PHNGEW  PRZER
%L Na FIKEL Ne SHT 724 & Ho A B He ZHEH B & & PIC
F 7.90 5.2913 1. 8081 0. 8000 0.8371 0.7952 0.7692
7.90 5. 4833 1.8073 0.7650 0.8318 0. 7902 0.7653
W 8. 65 6. 1483 1.9333 0. 7850 0. 8642 0.8210 0. 8001
2.3 Hardy-Weinberg < i # il BE) 2 R GERIE 1, FEIRA N BRI ER N
Hardy-Weinberg - %6 J &5 R R (£ 5), — 2R MW OB RR Oy —2,
LR S AT H-W A, B F OB IK 7 0L S
D6S311, DXS6810 |, N #f 4K £ fi 5 D13S797,
DXS6810 |, W Bt K 7 i /5 DI1S533, D9S934 |
D228419 L AEEA -1, P<0. 05,
% 5 Hardy-Weinberg & il &5 £
Table 5 Result of Hardy-Weinberg equilibrium
HE R 7 24 F N W 1 EF Nei’s EHEEEH UPGMA BEE
D1S533 0. 903377 0.752751 0. 000001 Fig.l UPGMA dendrogram based on
D10S611 0. 792705 0. 139474 0. 579454 N o
D2S146 0. 212060 0. 407048 0. 986612 Nei" s genetic distance
D351768 0.268277 0.831254 0. 132370
D353045 0. 980810 0. 946567 0. 819639 = .
2.6 F-FZit2MERR
D45 1645 0. 878646 0. 108238 0.912992 it &M E R
D5S1466 0. 969303 0. 994836 0.778743 R 7 Al 0L, Fis 316 4 0.0235, Fit #{H K
D6S311 0. 029447 0. 993789 0.912852 0. 0628 , 2 1] % 1A 22 3% 22 58 T2 Fil AT 26 45 5% 0§ /I
D8S1106 0. 090710 0. 482902 0.311840 i . o
D9S934 0. 943579 0.217280 0.013699 Fst {6 J 0.0402, Nm #J{i J 5. 9616, 3 B /4 1]
D11S1352 0. 742654 0. 316495 0. 136463 WAL AN o
D12567 0. 547980 0. 944297 0. 198845 .
7 F-FZitEMERFTRNLE
D128375 0.956015 0.958273 0. 072630 * st & AR R
D13S797 0. 974022 0.027371 0. 246763 Table 7 Result of F-statistics and gene flow
D155644 0.540312 0. 056310 0.418932 FEF N BENE SR BBERIT A R A b BB R
D165409 0. 898896 0.917553 0. 053780 Locus Fie Fi Fat N
D175800 0. 629342 0.284919 0. 946755 515533 o 0297 0 0057 0034 70139
D18S536 0.278820 0.785314 0.347983 108611 0,011 0. 0554 00141 5 4214
D225419 0. 568866 0. 947878 0. 005625
D25146 0.1252 0. 1791 0.0616  3.8106
DXS6810 0. 000050 0. 000001 0.761166
D3S1768 ~0. 1006 -0.0747 0.0235  10.4013
. . N D353045 -0. 1605 -0. 1378 0.0196  12.5081
2.4 HEEEMECHEURE
D4S1645 0. 0264 0. 0438 0.0179  13. 6944
F6 B PRI RE, T R . D5S1466 -0. 1861 0. 1380 0.0405  5.9153
H13E 6 A L3 AN E VK 3 44 B 5 25 Ak 30 BB 0. 2556 ~ D6S311 0.0419 0.0757 0.0353  6.8318
D8S1106 0. 1429 0. 1892 0.0541  4.3750
0.3223 3k YL YL Bl R 72. 45% ~T77. 45%
AR LSy © D9S934 ~0.0526 ~0.0169 0.0339  7.1250
®6 Nei's BEEBMBEEURBRULER DIISI352  —0.0465 ~0.0112 0.0337  7.1667
Table 6 Nei’s unbiased measures of genetic D12S67 -0. 0646 -0.0157 0. 0459 5. 1908
distance and genetic identity D125375 0. 0865 0. 1038 0.0189  13.000
D135797 ~0. 0606 ~0.0129 0.0450  5.3036
FIR £ N D15S644 0. 0040 0.0578 0.0616  3.8112
F ok ow % 0.7745 0.7378 ) e : : ’
N 0. 2556 e 0. 7245 D165409 -0. 0502 -0.0036 0.0444  5.3852
W 0. 3041 03223 s D175800 0.0144 0. 0495 0.0356  6.7639
D18S536 0.1262 0. 1673 0.0470  5.0656
" D225419 0. 0948 0. 1274 0.0360  6.6923
2.5 BRSNS )
DXS6810 0. 6146 0.6414 0.0697  3.3357
FIF Nei’ s it & i B #E17 UPGMA E K447, Mean 0.0235 0.0628 0.0402  5.9616




531

R R A N T AR DNA ARE X ) 70 BB A )i % A PR - 67 -

3 it

ST 5 2y 35t 4% T A 0 2 V- H S 56 B0 ) o 1Y
—AEE T H BN T € P8 sh ¥ 2 1 AT
B R BR824 W) 24 R DL R ARG TR R Sh
T se AR i A Bl AR W EOR Y K R, B3 A5 A il
W58 LR AE DNA 70 7K b TR 2 2~
6 AL IR 1Y #3 I H &2 ) B A DNA 741, PRH:
HAAZ 284 5 TR 4588 E ]
SRR BLE T N TR G L R E N
W12 WT S5 50 2l W ast 4% o s A I A D EAR B A 2R
P 345 45 g 5 R R R AP A 2 4 . 2007 4R
Kikuchi %" A B A P2 o 6 B 148 > i 1L 437
FEWRUPEHGE 178 8RB R AR E . T4k,
Nikzad 45" R A 18 A HCTL R (7 A5 VPG T 5 5k P 0
6 A~ & U5 B A £ B A 60 5 AL 2 RE MR RN R RE S5 AL, 45
R W ERERT WLEE A &y 0,497, - 14 0] 42
Z2 4 4 0.803, Sunggala £ Penang [ £ 8 #% BE K
HA #1381 2 R, 1 o v I £ 8 o 35t A% B B
i 39 22 ] AT K R Bk, Smith 45
IS AR AL A5 LE B 20 A 7 R A R A Ak S B R
JETUNE B s B LR 30T | ok 3 6 £ B A Y 8 AL
P IR A B HOR M 2 B A gt A5 Z AR VR RCEN eV
SE. BT I SR SRE SR € AR, A A 18] 7 A 5 R L Ak
el P 2 e 45 R AR P 20 A TR
8 AR AL A R B 1 R B R R AR Y
A 2R, E A R IR AR R A 2R T
AR X

ABEFE R 20 A TR AL SR 0 £ A
fR 35 A% o i, 224 ik DR AL AL 0 35 4% 2 B0 34 2 A
R AR g A% AR S /NI RE AR Jit 15 22 RE P T Y 4
b, i 2285 B & & PIC & RN M TR 5 235
PR BEAR FE FR, 24 PIC>0. 5 i, fi TR 07 5 2 A &
JEZZSME o At LR A B AR A P g A% 78 S e LA
TR A R F8 A, HC (A B T R R 35 A 2 AR
& AR R R 20 MM TR 2 A B A A
PIC #KF 0.5,4 0.6609 ~0. 9135, 544 0. 817,
F W] 20 A Gl T ER A A1 A v 22 S L A, RE LA b
S A A A 2 R 5 Sk RGE Y
B RS Z A 30 ASHE R 20 A B A
FWLGE S FE DB Na g 5~ 19 />, - 2 0L ¢ 46 7 Bt
P Na O 11,85 />, ~F 25 47 25 55 i ik I % Ne Ay

6. 9473 A~ IR SR R 0 3 A U8 5 45 {37 i PR 4K
REHIF RS WLEE 42 5 Ho iy 0.7833,
SEHAEZE A B He iy 0.85, F Nei’” s 5L £ 4 i
H R 5 B 80 1 B8, 3 B ) 74 £ 18 0 A
R E YISEE A NI Y [ 2 2 o R Sl DO
3AMEFERE(F N A W) #E 47848 Z 801,34
ARG H O Z8ME B & it PIC Nei” s SiH £
FEEE HOME RS AR50 T 5w, =W 3 A= B
INEAER R B AE 28 . 3 DN EEIRE B 2 &
FEHEIE - Y W B 2% 5 B2, Hardy— Weinberg - £ £6; i)
B FEREAE 2~ 3 A RAL TR Ak, 2 8007 1
AbF H-W FAfif, F—55 i Fis ¥{E A Fi 5 35458
%, 28 45 BF A 52 N T % 00T 53 58 Tt B2 i /)N, 6 AR
AbFREALAE BORAS 3 RN Al PR e B FH
T R A B, R A JE N 2B ROk R Y R 2R
FREE BER KN BB H U 6 H e CH,
FON FLW 3 5263 8 0 57 51 2 )£ 88 A B AR LUK U
TR RO SE A ) N B A 2 I R B AR AR
H G Z WG RIS B RO A, 5ROk IR
TG, L[] 5 B K AP A R K R R e B
D7 A, WA A T TP A A R .
BB TG SR L AN R S T PR A
[ F Fr) BRI 8 |k i RIS i £ 0 T AR 1 3 AR 2 R
P, AR £ - 24 %5 437 55 L Na oh 11,82 4>, -
AR 815 A4, BRI E G E N
0.8562, XX SR AT 18 AN T v 5 % [ ) 4R
JUVG e RN 448 R SR B B R R AT T 2R
PESFHT IR 7R, T PG R AT 2 W 48 2% A B 4 il
0. 6546 . 0. 6299 . 0. 6948 , - ¥y 1] B0 4% 4 B 4% Wl Ky
0.8390.0. 8135 0. 8326, 5 AW 5% Z¢ & FE AL, 2=
B b A AR S 4 S IR % A A O ) 8 2 B
T 2 A FE N ZREM N 0. 7832 ~0. 8801, 7 [
= BASECN 1.5651 ~2. 1592, FL M I A4 ] TE 25 5

XF 3 A Az 7 R AR ) 3545 OC R A M el I,
PRIA] 9 358 1% 43 1k 3R 4 Fst ¥ {H 24 0.0402, 4K %
Wright ™ #4824 Fst 78 0~0. 05 2 [i] 108 BH o B ] sk
AR AR /N ,0. 05 ~0. 15 2 Ji] b 45 58 45 43 4k, 0. 15 ~
0.25 Z ] 35t 1 43 4k K, KF 0.25 & ot il K.
ARTIFGE 3 AN 7= BE ] A 35t 45 40 AR AR /N P2 95. 98%
5% A8 S AFTE TR Z 08, A 4. 029% 1 3k 1L A%
ST RER Z 8], BE AR O 1 a8 4% A8 S 02 B AR
SRR . T A R] 1 5t 4% 43 Ak 7K P B R TR 2% U0 A
5%, Wright tA R #5356 Nm< 1, 45 R 4 5 R 3 J2: 42
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R & A A A 1 B, 25 Nm> 1, FE R R
AR NGB A N i o L | A N
9% Nm BJ{E 2 5. 9616, Ff 4[] 3 P 37t 2h B0 %, T By
I BEAAR ] P2 A AL A3 Ak o X 3 AN A PR R A 8 A% I
FIE L 200 BT AT UL |3 A BEAA 1) 3t 1% R B 3/
RGRRBT,F BERA N BEOR B AL I B e, A
0. 2556, s & AH BLBE B 17 , 35 77.45% , N BE AR R W
B (1) 38 15 10 B fe s, oA 0.3223, 38t £4 AH UL B Ry
72.45% . RSP ER,F FEAM N BEAERH
— R F W BHRR N 2K G 3 KBS
OGS A s R . XU X [ )T S 4 R
TR BT L Z R Y S IR R
FEAR 35t 1% B 25 O 0.2126 ~ 0. 3571, 5t 1% A8 UL 2 Ry
69. 97% ~80. 85% , 5 AHF 5 A

AHEFEE F i TR DNA dRic 3 RGO T
IV A i A 2 A PR A BE R A AL R, N
A JE LTV A A T RO IR R IR T B R
1y A 7= A T o A TS S Y A I B A R R It
THLRAR A o [F B O AR TP N B TR
DNA 35t 4% i & Wl 25 5 T LA o

£ % X B
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The Establishment of Cerebral Ischemia Model by Electrocoagulation in Balb/c Mice

ZHANG Xuemei', LI Bing', CHEN Lijie', JIAO Zhuomin', HUANG Shan', SHANG Hong’
(1. Department of Neurology ,Second Affiliated Hospital ,Harbin Medical University ,Harbin 150086, China )
(2 Department of Neurology , Forth Affiliated Hospital ,Harbin Medical University , Harbin 150080, China)

Abstract. Objective To investigate the feasibility of establishment of focal cerebral ischemia model in Balb/c
mice by electrocoagulation. Method The model of mice about focal cerebral ischemia was mimicked with direct
MCA occlusion. Forty adult male Balb/c¢ mice were ramdomized into experimental group and control group. Twenty-
four hours and 72 hours after middle cerebral artery occlusion, the neurological function was evaluated according to
the modified neurological function severity score (mNSS). Result At 24 hours, the neurological function scores in
the experimental group were decreased compared with control group, the difference could sustain to 72 hours later.
Specifically, in the experimental group we can find the interstitial edema, cavitation, partly architecture become
rarefaction, the number of nerve cells was decreased, the pigmenting of nerve cells was fairly tasteless, and the cell
degeneration, karyopyknosis, nucleoli abolition could be found in ischemia brain tissues. Conclusion Modified
electrocoagulation method mimicked with direct MCA occlusion can help us establish focal cerebral ischemia model
in experimental research.

Key words: Ischemic brain injure; Balb/c mice; electrocoagulaiton approach; experimental research
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Genetic Study of Guangxi Macaca fascicularis Using Microsatellite DNA Markers

ZHANG Jiehong, QIN Huiyan, LI Bin, YANG Hui, WANG Fang, CHEN Huafeng

( Guangxi Autonomous Regional Center for Disease Control and Prevention ,Guangxi, Nanning 530028, China)

Abstract; Objective To genetic monitoring of Guangxi Macaca fascicularis from different breeding groups, and
analyze their genetic background, provide basic information for establishing the genetic quality monitoring method
and population repository of Guangxi Macaca fascicularis. Method  Twenty microsatellite DNA markers and
capillary electrophoresis were adopted to genetic detect Guangxi Macaca fascicularis from three different breeding
groups, and the genetic variation parameters within and between populations were calculated.Result A total of 237
alleles were detected in the Guangxi Macaca fascicularis, the observed allelic number was ranging from 5 to 19,
with a mean of 11. 85. The mean expected heterozygosity was 0.85, and the mean polymorphism information content
was 0.817. In the three different breeding groups (F,N and W), respectively, 158, 158 and 173 alleles were
detected, the mean expected heterozygosity was 0.8371, 0.8318 and 0.8642, and the mean polymorphism
information content was 0.7692, 0.7653 and 0.8001. The three breeding groups showed the high genetic diversity.
The Hardy— Weinberg equilibrium test for 3 breeding groups showed that most loci were in H-W equilibrium.
Respectively, the average Fis, Fit, Fst of all loci was 0.0235, 0.0628, 0.0402, the index of gene flow was
5.9616, which implied that 3 breeding groups was nearly under the random mating system and had low genetic
differentiation. The genetic distance was ranging from 0.2556 to 0.3223, the genetic similarity was 0.7245 to
0. 7745. Cluster analysis showed that F population first clustered with N population, after that clustered with W
population, it is conformed to their historical introduction. Conclusion The study effectively analyzed the genetic
diversity and genetic relationship of Guangxi Macaca fascicularis, and the 20 microsatellite DNA markers selected in
this study could be used to detect genetic quality of Macaca fascicularis.

Key words: Macaca fascicularis; Microsatellite DNA markers; Genetic monitoring



