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Table 1 B. napus cultivarsused n this study
Code Cultivar Code Cultivar Code Cultivar
1 158 Suyou 158 26 821 Zhongyou 821 51 8  Zhongshuang 8
2 1 Suoul 27 4 Zhongshuang 4 52 4 Fengshou 4
3 3  Huashuang 3 28 3 Zhongshuang 3 53 2  Qinyou 2
4 2 Nongyou 2 29 9  Zhongshuang 9 54 8 Zheyou 8
5 14  Qinyou 14 30 2  Huyou2 55 8 Ningyou 8
6 12 Huyou 12 31 2 Xinhua?2 56 10 XiangyoulO
7 14  Huyou 14 32 1 Ganyoul 57 2 Hongyou 2
8 15 Huyou 15 33 8 Huayou8 58 17  Wanyou 17
9 16 Huyou 16 34 3 Xiangyou 3 59 Early Shenli
10 17 Huyou 17 35 4  Yiyou 4 60 11 Chuanyou 11
11 17 Chuanyou 17 36 6  Yunyou 6 61 8 Qianyou 8
12 18 Chuanyou 18 37 9 Huyou9 62 1 Nongyou 1
13 20 Chuanyou 20 38 1 Dangyouzeo 1 63 12 Qianyou 12
14 6  Zheshuang 6 39 4  Zeofeng 4 64 14 Qianyou 14
15 72 Zheshuang 72 40 3 Shanyou 3 65 18 Qianyou 18
16 605 Gaoyou 605 41 Ankang Shengli 66 7  Zheyou 7
17 5  Zhongshuang 5 42 3 Qinyou 3 67 W ujiu Rgpeseed
18 6  Zhongshuang 6 43 5 Ganyou 5 68 6  Huaiyou 6
19 7  Zhongshuang 7 44 1 Huahuang 1 69 Yuejin
20 10  Zhongshuang 10 45 1 Ganyoul 70 1 Fuyul
21 15 Xiangyou 15 46 8  Yunyou 8 71 4 Huashuang 4
22 1 Yuyoul 47 W anyouzao 72 5 Huashuang 5
23 Yuyou 2 48 5 Zeofeng5 73 14 Ningyou 14
24 12 Ningyou 12 49 1 Yuwul 74 1 Zhong you 1
25 10 Ningyou 10 50 2 Qianyou doublelow 2 75 1 Qingzal
12 123 AP Li '
121 DNA , ;
10 : 2l 2 4 RAP
DS DNA ,
DNA 50ng L - 20 75 () PCR
wL, (NH,),S0,
122 SR 160 SR http: // 1x , 2mmol/L M ClL, dNTPs 2 00Qu mol/
www. ukcrop. net/B rassica DB, L,Tag Q 5U( ), DNA 50ng,
4 50ng, ddH,0 PCR
, 25 75 Gene Amp 9700
() PCR 1 95 Imin; 94  1min, 35 1min, 72
(sl 4 imin, 5 ;94 1min,50 1min, 72  1min,
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35 ; 72 7min, 4
2 SRAP (5" -3)
Table 2 Sequences (5’ - 3') of SRAP forward and rever s primersand primer canbnations
Foward primer Foward primer Reverse primer Primer combination
M el TGA GTCCAAACCGEA TA M e13A GCGA GCAA GCCGGTGG Em1GACTGCGTACGAATIATT Eml-Me7, Eml - Me9
M e2TGA GTCCAAACCGEA GC M el4CGA GCGTCGAACCGGA TG EM2GACTGCGTACGAATITGC Eml - Mel0, Bml - Mel2
M e3TGA GTCCAAACCGEA TG M el5CAAA TGTGAACCGEA TA EM3GACTGCGTACGAATTGAC Eml - Mel, BEnl - Mel5
M eATGA GTCCAAACCGGACA M el6GA GTATCAACCCGGATT Em4GACTGCGTACGAATTTGA Eml - Mel8, Em2 - Meb
M eSTGA GTCCAAACCGGEAT Mel7GTACATAGAACCGEAGT EM5GACTGCGTACGAATTAAC Em2 - Me22, Em2 - Me23
M e6 TGA GTCCAAACCGGGCT M el8TACGACGAA TCCGGACT EM6GACTGCGTACGAATTGCA Em3 - Me4, Em3 - M e6
M e7TGA GTCCAAACCGGTAA M el9CACA GTCATGCCGGAAT EM7GACTGCGTACGAATIATG Em3 - Me7, Em3 - Mel4
M eBTGA GTCCAAACCGGTGC M e20GACCA GTAAACCGGA TG EMB8GACTGCGTACGAATICTG Em4 - Me4, Em4 - Me9
M e9TTCA GGGTGGCCGGA TG M e21CA GGACTAAACCGEA TA Em9A GGCGGTTGTCAATTGAC Em4 - Mel, Em4 - Mel5
M el0TGGGGACAACCCGCCT M e22A TCA GTCGGACCGGATT Em10TGTGGTCCGCAAATTTAG Em5 - Me5, Em5 - Mel3
M el1CTGGCGAACTCCGGA TG M e23GA TTGCA TCACCGGA TG Em5 - Mel6, Em6 - Mel
M el2GGTGAACGCTCCGRAAG M e24CTTACTTA GACCGGA GT Em6 - Mel2, Em8 - Mel7
Em10 - Mel9
1214 4 3 , 72
(6%, 7mol/L ) , 1 500V 5 2 18
80min , 16
() : 1, : SR
0, ( 4) 75
> , 40 24
1 11 ’
21 SR FAP 45 8% 20
3 ,25 SR 97 , 44 4% ( 4) :
, , 100% , ,
3 88 25 FAP
509 , 123 222 RAP 25
, 21 81% FRAP FKAP , 2
20 36 , 4 44 ,
AP , FAP
SR 25 40
22 , 33 , 82 5%,
221 SR 25 SR
SR : 1 , 75 , 33
25 SR 16 , 48 5%
40 , 24 , 21 )
60% 3 17 2 38 50 7% ( 4),RAP
3 SR FAP
Table 3 Band patternsanalysis of SSRsand SRAPs
1%
M arker Na of Total na  Na of polynomphic Ratio of polymomphic ~ Na of bands per Na of polymomphic
type primer pairs  of bands bands bands assay unit bands per assay unit
SR 25 97 97 100 3 88 3 88
RAP 25 509 111 21 81 2036 4 44
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napus accession s generated by prmer P140

Note The accession codes are the same as shown in table L The bandsmarked with arrows are gecific fingerprints
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Table 4 Na of cultivarswith distihct bands detected with SRAP and SSR markers n 40 and 75 cultivar s
SR FRAP
1% 1%
Cultivar range Na of cultivars Ratio of cultivars Na of cultivars Ratio of cultivars
with distinct bands with distinct bands with distinct bands with distinct bands
40 24 60 0 33 82 5
75 35 44. 4 38 50 7
8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32

2
SRAP fingerpr nts of B.

Fig 2
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napus accessions generated by prmer canbnation M €5 - Em13

Note The accession codes are the sane as shown in table 1 The bandsmarked with arrows are Pecific fingerprints
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Camparision of cultivar fingerpr ntsconstructed with SRAP and SSR markers in B rassica napusL.
WEN Yan - cheng'?, WANG Han - zhong, SHEN Jin - xiong, L U Gui - hud
(1 Oil Crops Research Institute, Chinese Acadeny of Agricultural Sciences Wuhan 430062, China;

2 Cotton and Oil Crops Research Institute, Henan Acadany of Agricultural Sciences Zhengzhou 450002, China)

Abstract: Fingemrintsof cultivarswere constructed with SRA P ( sequence - related amplified polymorphisn)
and SR markers in B rassica napusL. Comparision betveen these tvo marker systemswas carried out Three con-
lusions can be dravn fram this study (1) Every primer canbination of SRA P generated 20 36 bands in average,
in which therewere 4 44 polymormphic bands Every primer pair of SSR generated 3 88 bands in average, which
were all polymomphic (2) Fingemprintsof forty cultivars and seventy - five cultivarswere constructed with 25 SRAP
primer pairs and SR primer pairs, repectively The ratios of distinct fingerprints (82 5% and 50 7%) revealed
by SRAP markers in 40 and 75 cultivarswere higher than those (60. 0% and 44. 4%) revealed by SR markers
The cultivarswith digtinct fingemprints in different populations varied The larger the population, the less number of
cultivarswith distinct fingerprints  (3) The fingemprints constructed with primer combinationswere much more dis
tinct than those consturcted with individual primers The primer cambination of 25 SR primers could generate 97
polymormphic bands In the fingemprints constructed with SR primer canbination, the probability that o different
cultivars shared the sme fingemprintswasonly 6 3108 x10° *. Cambined fingemprintswere more visible than com-
bined digital fingemprints Canparedwith SRAPmarkers, SR markers detected less bands and the bandswere easi-
er o be identified and analyzed Therefore, SR markers are more aitable for constructing cultivar combined fin-
gemprints than RA P markers

Key words Brassica napusL. ; Cultivar, Fingemprint RAPmarker, SR



