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Abstract: AFLP and SSR analysis were performed among scab resistant parents, F> plants and ther bulked ex
tremes. Their rates of polymorphism and positive marker linked to target gene was compared. The results indicated that
the rates of polymorphism of AFLP, SSR were 36. 5% and 2% respectively; the positive rates were 9. 6% and O.
AFLP primer pair E20M64 was found closely linked to target gene, genetic distance was 4. 83 M. SR primer
CSWCT 2B was linked to target gene with genetic distance of 28. 7 cM. Polymorphism and positive marker rates of AFLP
was higher than that of SSR. The advantages and disadvantages, and application of two kinds of molecular marker system

in selection of linkage markers to target gene and gene tagging were also discussed.
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1.2 M6l1, E20/ 64, 9. 71% ( 1) E20/ M64
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1.2.2 DNA ! AFLP
Tab. 1 The positive maker of AFLP
CTAB! 3 DNA Primer Base composition(é -3 )
.23 F F, E13/M36 EI3 GAC TGC GTA CCA ATT CAG
o M36 GAT GAG TCC TGA GTA AAC C
, BS (Bulk of Fxtreme suscep- EI3M61  E13  GAC TGC GTA CCA ATT CAG
tible Plants) BR (Bulk of Extreme re- M61 GAT GAG TCCTGA GTA ACT G
sistant Plarts) F, 10 E14/M75 El4 GAC TGC GTA CCA ATT CAT
’ M75 GAT GAG TCC TGA GTA AGT A
10 DNA EI8/M51 EI8 GAC TGC GTA CCA ATT CCT
1.2.4 AFLP AFLP Vos 4 M51 GAT GAG TCCTGA GTA ACC A
’ EoR 1 Mse 1 E19/M37 E19 GAC TGC GTA CCA ATT CGA
’ M37 GAT GAG TCCTGA GTA AAC G
6% E19/M58 E19 GAC TGC GTA CCA ATT CGA
, M58 GAT GAG TCCTGA GTA ACGT
1.2.5 SSR SSR [ 5] E19/M59 E19 GAC TGC GTA CCA ATT CGA
M59 GAT GAG TCC TGA GTA ACT A
20 UL : DNA 50 ng, 1 x PCR E19/M63 E19 GAC TGC GTA CCA ATT CGA
Buffer(  Mg™ ) , dNTPs 4 nmol/ L, TagE 1U, M63  GAT GAG TCCTGA GTA AGA A
%5 g 4 C 5 min ; FE20/M61 E20 GAC TGC GTA CCA ATT CGC
. . , M61 GAT GAG TCCTGA GTA ACT G
94°C 30s, 30s,72°C 1 min , F20/M64 F20 GAC TGC GTA CCA ATT CGC
35 ;72°C 7 min 6% M64 GAT GAG TCCTGA GTA AGA C
, 2 AFIP SSR
2 % ;l.g( —1;7_ fj\ 7|:)_/'_ Tab. 2 Comparison of AFLP and SSR
2.1 Molecular No. of
arkers o No. & rate of No.& rate of
30 d s fmarkers - prmers polymorphism positive makers
145 F» ,30 , 115 AFLP 285 104(36.5%) 10( 9. 6% )
31 SSR 172 38(22%) 0
: X*= 1.33,P< 0.05 2.3 SSR
, Qs 172 SSR
, 152
2.2 AFLP , 88. 4% 2 SSR s
285  EcoRl + 2 Msel + 3 2~ 5 )
AFILP , 276 38 ,
96..84% 1 AFIP R 22%
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