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AFLP Analysis of Genetic Polymorphism of Five Lines Rose
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Abstract [Objective] The research aimed to study the application of AFLP markers in detecting genetic polymorphic loci in 5 strains rose and
their genetic background. [Method] Ten human-designed AFLP selective primers different from adaptor sequence were used, genomic DNA from
5 strains rose were restrictive by Pst I . And their Genetic similarity coefficient and genetic distance were studied. [Result] The 108 AFLP
markers were obtained, and the obtaining marker numbers of individual primer were 4-16. The similarity index of population in five strains rose
was 0.824 (0.732-0.947), and the genetic distance were 0.053 -0.268. [Conclusion] AFLP technique was an effective method in genetic

polymorphism monitoring of rose.
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Table 1 Genetic diversity parameters of AFLP primer numbering, sequence and amplification rose

ElE] il GC & it PIEZTK Np Z 5L A3 ZEALEHEP
Primer Sequence GC content//% Number of amplified band,/ & Np polymorphism site number Percentage of polymorphism site /%
1 GACGGCCGTCATGCAGagg 68 4~9 3 375

2 GACGGCCGTCATGCAGacc 68 5~13 4 36.4

3 GACGGCCGTCATGCAGcag 68 7~12 3 30.0

4 GACGGCCGTCATGCAGaca 63 4~10 3 375

5 GACGGCCGTCATGCAGcga 68 6~14 4 33.3

6 GACGGCCGTCATGCAGgat 63 7~16 6 42.9

7 GACGGCCGTCATGCAGgct 68 5~11 3 375

8 GACGGCCGTCATGCAGgac 68 4~13 2 22.2

9 GACGGCCGTCATGCAGgtc 68 7~14 3 25.0

10 GACGGCCGTCATGCAGtct 63 5~8 2 28.6
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Note: C. R.moyesii; F. R.multiflora Turb var.cathayensis; H. R.
muctiflora cv. Carnea Thory; Q. R.rugose Thunb. Var. cv.
platyphyll Thory; S. R.bracteata; M. Standard molecular weight
(PCR Marker).
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Table 2 Fragment similarity and genetic distance between the individuals

sFf Cultivar :fﬁ BIBC p multiflora Thurb var.  R. muctiflora cv. R.rugose Thunb. var Ifﬁ:)ﬁﬁk
moyestt cathayensis carnea Thory platyphyll Thory bracteata

AEPE A R.moyesil 0.85 0.95 0.83 0.73

#r A% %% R.multiflora Thurb var.cathayensis 0.15 0.91 0.82 0.81

farfE % #% R. muctiflora cv. carnea Thory 0.05 0.09 0.87 0.79

L Uh I #%8% R.rugose Thunb. var. platyphyll Thory 0.17 0.18 0.13 0.76

BT A R bracteata 0.27 0.19 0.21 0.24

TE XML B P 3T ML LN s e .

Note: Data above diagonal are fragment similarity, and those under diagonal are genetic distance.
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