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Esablisment of M olecular Identification n Ram ie Germplasns
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Absgract: ISR, an effective molecular marker based on microsatellites sequences, iswidely used
versity and cultivars identification research In thispgper, 42 Ranie gemplasns oollected fram 5 countri
tified using ISR molecular marker A ccording o fragnent size of variation, the data numeralized from
bandswere analyzed by the ftvare identification analysis Seven primers could be used o identify all
gemplasns The electrophoresis results of each gemplasn anplified with the 7 primers could be used
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Tablel Ram ie varietiesand their origns
Code V ariety Source Type Code V ariety Source Type
1 22 5
2 23 8
3 1 24
4 2 25 5
5 1 26
6 27 1
7 1 28 2
8 3 29 1
9 30 7
10 31 2
1 32 12
12 2 33 0
13 1 34 8
14 35 7
15 7 36
16 1 37 3
17 2 38 6
18 3 39 6
19 1 40
20 2 41
21 3 42 HB4 - 2
1.2 DNA 15Q mol, 1 x buffer[ 10mmol Tris- HCI (pH 8.0),
DNA (3] 50mmol KCI, 0.1% Tribn RX-100], 1.5U Taq
, PCR 94 5min; 94 455 52
, DNA 45572 45534 ;72 5min
DNA , DNA , PCR
; Biometra T3 PCR
1.3 ISSR-PCR ISR-PCR 1.5%
ISR , ,  BI-RAD
ISR-PCR : , Gel DOC1000
2% 1,10 x buffer 2. %1 I; dNTP 0. 379 |; 1.4
Mg 2.5 [ ISR 41, Tag O.3 I DNA ISR :
2 I, doH,O 13.32% |, 2% | DNA PCR
:MgClL 2. 5mmol, 0. 21 mol, dNTP )
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, “ 1, “ 0" ISR 2 us28 1.5%

DNA 2 7 ISR
Table2 Code of ISSR prmersand their squences

()

EXCH. ! que of Primer s ssquence Repeat unit  Annealing temp.
EXCE DNA piner 69
’ AGA GAGAGA
, DNA usgo7 G AG\GT (AG) g 52.0
CTC TCT CTC
2 usi15 T CTC TG (CT)g 55.3
CACACA CAC
2.1 U818 ACA CACAG (CA) g 54.3
1 7 TCTC TCTC TCTC
1 DNA 822 TCTC TCTC A (TC)s %43
TCTC TCTC TCTC
100 , us23 ToTC ToTC C (TC) g 52.0
ISR ,
us27 ACA CACACA (AC)g 53.0
ISR , CACACA CG
7 ISR U828 TGGTTGGTTGGTTG(";T (TG) s 54.0
(U807 U815 U818 U822 U823 U827
u828)

bpM 12345 67 89101112131415161718192021222324252627282930313233343536373839404142

500
1000
i
1 42 PCR ( u828)
Fig-1 The PCR productsfor 42 Ram ie germplasn § Pr mer U828)
2.2 ISSR )
7 ISR , ISR u8o7
42 DNA PCR , U815 U818 U822 U823 U827 U828
49 , 42 16 ,
6.00 , , “ ?
85. 71% ( 3
3
Table3 M olecular D of Ram ie germplasn sused n the exper ment
Code V ariety Fingemprint D Code V ariety Fingemprint D
1 1110000000000100 8 3 0010100000000000
2 1000000000000000 9 1110000000000001
3 1 1010010010010000 10 1010000010000000
4 2 1101110011010010 11 1000100000000000
5 1 0010000010000110 12 2 1101100000000011
6 1000000010000100 13 1 1011000100000000
7 1 1010000000000011 14 0010000010100011
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Code V ariety Fingemprint D Code V ariety Fingemrint D
15 7 1010001110000000 29 1 1000001010000010
16 1 1010000000010000 30 7 1100000000000000
17 2 1011011101111100 31 2 1001001010000010
18 3 1010011010011100 32 12 1000001010000110
19 1 1010001010011100 33 0 1000001001000010
20 2 1010000011001100 34 8 0110001000000010
21 3 1000011010100100 35 7 0000000001100010
22 5 1011010000110000 36 1001000001000010
23 8 1010010011000000 37 3 1010000011000000
24 1010011011101000 38 6 1010000001000011
25 5 1001001001000000 39 6 0100001000000011
26 1001000000100000 40 1010001000000011
27 1 1001000000000000 41 1010001000000010
28 2 1010100000000010 42 HB4 - 2 1110001000000010
3 ISR , 100
ISR DNA ISR ,
7 42 ,
: ISR 1
DNA 1 ,
“ ", 4
DNA , , ,
DNA ISR ; 1 1
, ) 3 , 7
ISR [15-16] ,
) ISR
" 42
ISR 3 20 , 7 ISR
) , ISR
RAMP SR , ISR ,
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[11] 8 ,
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