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ISSR Finger print for Manchurian Tigers in Captivity
BAI Xiujuan

(Animal Sdence and Techndlogy College, Northeast Agriculture University, Harbin , 150030, China)
Abdract : Manchurian tigers kept in Hengdeohezi Breeding Center , Heilongiang province , were fingerprinted usng inter snple
sequence repeated (ISSR) technique. Seven primerswere screened out of 20 primerswith 41 sStes deprived , The results indicated
that 31 bands were polymomphic stes and the frequency was 76 %. The maximum genetic Smilarity codficients anmong the 15
tigerswere 0. 526 3 and 0. 090 9, regectively. The average genetic amilarity codficient of the population was 0 327 1.
Key words: Manchurian tiger ( Panthera tigris ataica) ; ISSRfingerprint; Genetic variation

( Panthera tigris altaica) , DNA
, , (3]
10 [1] , [10 mM Tris- d (pH8.0) ,0.2M EDTA (pH8.0) ,
, 2% DS 500U g/ m K] 15m
ISR (Inter Snple S , 55 4 5h
quence Repeats, ISSR) 12 1, / / (24/ 23/ 1)
, / (23/1) 1, :
75 % TE
1.2
1 20
1.1 DNA ,
: 1 Promega
1 ISR

Table 1 ISSR Primer sequences

Primer code Sequence Primer coder Sequence
802 ATATATATATATATATT 815 CTCTCTCTCTCTCTCTG
803 ATATATATATATATATC 816 CACACACACACACACAT
805 TATATATATATATATAC 817 CACACACACACACACAA
806 TATATATATATATATAG 818 CACACACACACACACAG
807 AGAGAGAGAGAGAGAGT 820 GIGIGIGTGTGTGTGIC
808 ACAGAGAGAGAGAGACC 822 TCTCTCTCTCTCTCTCA
809 ACAGAGAGAGAGACGAGG 824 TCTCTCTCTCTCTCTCG
811 GAGAGAGAGAGAGAGAC 827 ACACACACACACACAG
812 GAGAGAGAGAGAGAGAA 829 TGTGTGTGIGTGIGTGC
814 CTCTCTCTCTCTCTCTA 830 TGIGIGIGIGTGTGIGG
(19%63-), )
1 2002- 09- 27; 1 2003- 08- 21
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1.3 PCR Nx Ny X Y ISR
ISSR- PCR 5 6]
PR 1 2
2541, DNA 10 ng, dNTP25mmol/L 2.1 PCR
2% 10 prmol/L Tag DNA Rolymerase 1U 20 15
10 x Buffer 3. 54 | PTC- 200 DNA ( DNA A , 13
) , 194 30s,48 45s, 72 7 807, 808,
1min, 40 , 72 7 min 809, 811, 812, 815, 822 7
2% 2 3h ( < ,AG GA CT3
2Vem) @S- 8000 , ,AG A CT
( uvpP ) : DNA
1.4
, , 7 41 ,
Ne  Li - 31 , 76% |,
(Smilarity index , 9 400 1100 bp 1 2 809 812

S=2Nxy/ (Nx+Ny)

Nxy X Y ISSR

1 1 15

10 I 12 13 14 15 M

809

Fg. 1 Anvlification results of primer 809 for 15 Manchurian tiger

16 Marker, 1 15

1 15

Lane 16 is marker ; lanes 1 to 15 are anplification products of Manchurian tiger from No. 1 to No. 15

2 1 15

M 9

I 012 1x o4 15 16

812

Fg. 2 Anvlification results of primer 812 for 15 Manchurian tiger

8 Marker, 1 7 9 16

1 15

Lane 8 ismarker; lanes 1 to 7 and 9 to 16 are anplification products of Manchurian tiger from No. 1 to No. 15
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2.2 15 2
2
Table 2 Genetic smilarity anong individud s in Manchurian tigers
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15
1 1. 0000
2 0.3590 1.0000
3 0.4500 0.4878 1.0000
4 0.2857 0.1860 0.2727 1.0000
5 0.3416 0.2857 0.3256 0.4444 1.0000
6 0.2792 0.0009 0.2667 0.3404 0.3913 1.0000
7 0.3077 0.1000 0.0976 0.3721 0.3338 0.3636 1.0000
8 0.3500 0.1951 0.3338 0.2727 0.4186 0.4444 0.4390 1.0000
9 0.1818 0.2609 0.2500 0.2979 0.3265 0.2667 0.4783 1.0000
10 0.1500 0.2439 0.2381 0.1364 0.3256 0.1333 0.1463 0.3333 0.3913 1.0000
11 0.2778 0.2703 0.2105 0.2000 0.2564 0.1956 0.2162 0.4211 0.4762 0.5263 1.0000
12 0.3500 0.4390 0.3333 0.4090 0.4651 0.3111 0.2430 0.3333 0.3478 0.2857 0.4211 1.0000
13 0.3721 0.3182 0.4000 0.2979 0.4783 0.3750 0.2273 0.4444 0.3265 0.4000 0.4390 0.4839 1.0000
14 0.2001 0.1951 0.2587 0.2273 0.3256 0.4000 0.2439 0.2857 0.4348 0.2381 0.2105 0.2381 0.3556 1.0000
, 15 fied Rolymorphic, RAFD) ,
0.526 3, 0.090 9; 0.327 1 , DNA .
, , ISR
: RAFD :
) , DNA
DNA 17 , PCR
3 (0 ),
' RAFD SR , ISR
, DNA ,
3 8 ;
' ; SR ISR RAFD
( ) .
DNA ISR
[1] ( )
(9nple Sequence Repeats, SSR) ,
, 0.369 1 ISR
0.800 3, ) ,
ISR 1994 ZJetkienicz , ,
PCR ,
, PCR
DNA
ISSR (Random Anmpli- ( )
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