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Abstract: Thispaper reported the genetic structure analysis for a backcross introgression lines (B L s)
of B rassica campestrisL. based on a genetic linkage map constructed using a doubled haploid (DH) popular
tion the B L spopulation with 121 lines derived from a cross betveen aDH line of a canmercial F, (216 )
and an oil-type B. campestris inbred line (L 144) , which was developed by twice consecutively backcmossing
using Z16 as a recipient parent The characteristics of introgression of L144 in B L swas analyzed using 97
SR markersmgpped on the DH genetic mgp. The reaults showved that the variation of percentage of the donor
parent (L144) gename presenting in the B L swas fran 0. 84% to 35.00%, with an average of 11. 31%,
consistent with the theoretical expectation of 12. 50%. The percentage of the donor parent (L144) alleles
presenting in the 25 BC, of B L plants ranged fram 1. 69% 1o 27. 36%, and the average ratio was 11. 03%.
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1.1
DH BL (B rassica
campestrisL. sq. oleifera) * Rapid Cycling’  (L144) , , , ,
[B rassica campestrisL. s. pekinensis (Lour ) Olson) ] DH  © 716",

’ l ) 1 l 1

716 L144 R 119 DH BL 716
. : 2 25 BGC,,
DH BGC, 4 6 DH 121 BL ,
2008 3
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, CTAB DNA (Wangetal , 2005), 1.0%
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RV QL EO (Choi etal , 2007); BC ( , 2005); Ol Na Ra Ni (Lowe
etal , 2004); FITO (htp:  ww. oshornlab. agronamy. wisc. edu/ research/maps/); BrALC
(Kim etal , 2006); 8C : nla-ssr cnum
Chungnam YongPoLim ; B Guusie Bonnana
RAP Li Quims (2001) Wang  (2005)
1.2 SSR
SR 15U L: 4uL DNA (15ng- ML '); 0.15ML Tag (5U-ML'); 1.5ML
10 x buffer, 0.6 L (5pmoL- ML ); 0.6UL (5pma- ML '); 0.754L oNTP
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400 bp) 2.5% , ( <400 bp) 4 bp 6%
: ( <400 bp) 4 bp 8%
1.3 SRAP
KRAP 20 L: 5ML DNA (15ng- ML '); 0.204L Tag (5U-pL™'); 2uL
10 x buffer, 1.5 L (5pmoL- ML '); 1.5ML (5pma- ML '); 1.6UML oNTP
(2.5mmol- 4L *): 8.2W L ddH,O : 94 5min; 94 1 min;
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72 1.5min; 35 , 72 10 min; 16 8%
RAP SR
1.4
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Fig 1 L nkagemap of B rassica CompestrissL. sp. pekinensis (Lour. ) Olson
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SR , A 10 (htpp: v
brassica. info/brassica_info linkage groups assigrments php) 13 50
45.8 100.9 M ; A09 100.9 oM, AO07 45.8 M
, , A04  A10 2 , 18.0aM 11.8 oV
38 SR , 9 , A03 10 SR , A04
: 9 )
) A04
53 8C SR , 9
A10 , AQ9 13 , A0l 1, 5.3 SR
; 8C SR

325 80 , 24.61% 131 SR

26 , 19.85%; 194 SRAP 54 ;
27.83% 245 , 168 68. 57%
SR 77, 73.33%; SRAP 21 65.00% SR
87.01% Z16, 12.99% L144; RAP 83.52% Z16, 16.48% L144
2.3 BL

97 DH SR , BL (1
, Z16 BL 65.00% 99. 16%, 88.69%,
87.5% L144 BL 0.84% 35.00%, 11. 31%,
12.50%, BrALC2 BL 0. 84%,
BRM 016 35.00%, SR 10 , A04
, A09 16 , 9.8 BL

L144 A0l A02 AO03 AO05 A07 A08 A10 ;
A04 AO06 AO09

1 L144 BL

Tablel Analysisof molecular marker L 144 of ratio at the BIL s

SR 1% 1%
L inkage group Na of SRs Range of ratio Average ratio along chramosome
A0l 8 1.90 28.93 8.75
A02 9 0.84 8.26 4.23
A03 15 2.54 20.83 11. 30
A04 3 11.67 20.83 15.79
AO05 11 1.72 33.05 8.33
A06 9 5.79 23.53 18.04
A07 15 1.68 21.49 7.40
AO08 4 10.74 12.61 11.70
A09 16 8.33 35.00 17. 46
A10 7 0.85 30.17 11. 56
SR BL L144 ( 2,
BGC, BDC0600012 BDC0600033 , 1.69% 2.08%,
12.50%; BG, BDC0600013 BDCO060008 , 23.12%  27.36%,

, 11. 03%, 12.50%
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2 Li144 BL
Table2 Ratio of L 144 marker allele gene n the BL s
BC, : L144 /% Ratio of L 144 marker allele gene 1%
BC, individual 1" 2 3 4 5 6 Average ratio
BDC060001 9.38 8.42 8.42 10. 42 8.42 - 9.01
BDCO060003 4.17 4.26 2.06 10.53 - - 5.25
BDCO060005 9.20 12.50 31.96 25.00 18.95 - 19.52
BDCO060006 1.04 11.34 8.42 22.11 21.88 - 12. 96
BDCO060008 31.18 26.04 27.96 26.60 25.00 - 27.36
BDC0600010 3.16 7.22 5.21 19.79 18.75 - 10. 82
BDC0600011 3.13 8.42 9.38 6.19 8.42 - 7.11
BDC0600012 3.16 0 1.05 3.19 1.05 - 1.69
BDC0600013 19.59 29.17 32.63 8.42 25.77 - 23.12
BDC0600014 17.20 5.15 15. 46 20. 62 5.43 - 12.78
BDC0600015 8.70 4.17 11.34 5.21 9.38 - 7.76
BDC0600017 2.06 7.22 6.19 13.19 - - 7.16
BDC0600018 3.09 11. 46 8.25 5.21 2.06 - 6.01
BDC0600019 2.06 10. 42 9.28 12.50 8.33 - 8.52
BDC0600020 10.64 30.21 22.92 18. 95 16. 49 - 19. 84
BDC0600021 8.25 13.54 21.05 13. 40 3.09 - 11.87
BDC0600022 29.17 21.51 15.79 10.31 29. 47 - 21.25
BDC0600025 13.40 12.63 13.68 13.54 - - 13.31
BDC0600026 9.57 11. 58 4.26 4.17 7.53 - 7.42
BDC0600027 6. 45 8.42 12.63 17.58 7.45 - 10.51
BDC0600028 8.33 17.89 8.25 11.58 8.33 8.42 10. 47
BDC0600029 1.03 11. 46 7.22 2.13 - - 5. 46
BDC0600030 2.08 10. 42 7.37 10. 87 14. 58 - 9. 06
BDC0600032 5.15 3.09 3.09 8.25 7.22 - 5.36
BDC0600033 0 0 4.17 4.17 - - 2.08
* BL BC, , **1 6 BL
* BC, individuals used for developmentof BLS * * 1- 6 represent linesof BLS “ - " represents absence.
3
BL , BL , , ,
5 6 (Linetal , 1996; Chetelat & M eglic, 2000)
BGC, , BL , BrALC2
BRM 016 DH 1005.5advM (Suwabe et al ,

2006); 1287 M (Kimetal , 2006), 1182 dV (Choietal , 2007), 1090 dM (Wuetal , 2008)
(Axelson et al ,

2000) , , , , ,
, (Haldane Kosambi )
, 2 Z16 87.5%, L144
12. 5%, Z16 88. 69%, L144 11.31%,
BrA.C2 BRM 016 BL , BrALC2
216, BRV 16 L144 25 BL , L144 ,
15 L144 12.5%, 10 12. 5%
BC, , BL ,
BL QTL ,
DH , BL , Jeuken (2001)

Jeuken  Lindhout (2004) , ARP F BL
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