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Relationship analysis for Vitis davidii Foéx with SRAP molecular markers

LIU Kun-yu'?, XU Feng'*, SHI Xue-hui'**, ZHONG Xiao-hong'? YANG Guo-shun'?, NI Jian-jun'?
(1.College of Horticulture and Landscape, Hunan Agricultural University, Changsha 410128, China; 2.Hunan Provincial
Engineering Research Center for Grapes, Changsha 410128, China)

Abstract: Sequence-related amplified polymorphism (SRAP) molecular markers were used to detect the genetic diversity
and relationship of 21 accessions of Vitis davidii Foéx. From 84 pairs of primers, 7 pairs were selected out. Sixty-one
clear bands were amplified using these 7 pairs of primers, of which 34 were stable morphological bands, accounting for
55.7% of total bands. Revealed by NTSYS software, the genetic similarities of 21 accessions ranged from 0.80 to 0.99.
Cluster analysis showed that 21 accessions were classified into 3 cluster groups with genetic similarity of 0.92. UPGMA
cluster analysis showed that there are 6 types of Vitis davidii Foéx in Hunan, and we successfully deduced the suspected
parents (which were lost during 3-time relocations) of Nongda No.1 to No.9 which come from different regions of Vitis

davidii Foéx seeds by colchicine treatment.
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Table 2 SRAP primers used in the experiment

Me01 5'-TGAGTCCAAACCGGACC-3'
Me02 5'-TGAGTCCAAACCGGTAA-3'
Me03 5'-TGAGTCCAAACCGGAGT-3'
Me04 5'-“TGAGTCCAAACCGGACG-3'
Me05 5'-“TGAGTCCAAACCGGAGC-3'
Me06 5'-TGAGTCCAAACCGGAAG-3'
Me07 5'-TGAGTCCAAACCGGTGC-3'
EmO1 5'-GACTGCGATCGAATTTGC-3'
Em02 5'-GACTGCGATCGAATTCAA-3'
EmO03 5'-GACTGCGATCGAATTGAC-3'
Emo04 5'-GACTGCGATCGAATTTGA-3'
EmO05 5'-GACTGCGATCGAATTCAG-3'
Em06 5'-GACTGCGATCGAATTGCA-3'
EmO07 5'-GACTGCGATCGAATTCTA-3'
EmO08 5'-GACTGCGATCGAATTCTG-3'
Em09 5'"-GACTGCGATCGAATTTAC-3'
Eml10 5'-GACTGCGATCGAATTGAG-3'
Emll 5'-GACTGCGATCGAATTGCC-3'

Eml12 5'-GACTGCGTACGAATTGTC-3'
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Fig.1 Electrophoretogram for SRAP-PCR amplification using primers Me5 and Em9

2 3 4 6 8 9 10 12 13 14 15 16 17 18 19 20 21 M

2 5|4)%E Me5+Em12 fY SRAP-PCR #3845 R
Fig.2 Electrophoretogram for SRAP-PCR amplification using primers Me5 and Em12
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Table 3 Similar coefficient of samples based on SRAP makers
Sl Sz S3 SA SS Sé S7 SS S‘) S]O Sll Slz Sl3 S]4 SIS Slé Sl7 S]8 SIO SZO SZI

S 1.00

S, 0.89 1.00

S3 0.97 0.89 1.00

S4 0.97 0.87 0.98 1.00

Ss 0.80 0.87 0.82 0.80 1.00

Se 0.97 0.88 0.99 0.99 0.81 1.00
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S[ Sz S3 S4 SS S6 S7 SS S‘) SIO Sll Sl2 Sl3 SI4 SIS Slé Sl7 SIX SI’-) SZO SZI
S, 0.81 0.81 0.83 0.83 0.92 0.85 1.00
Ss 0.97 0.88 0.99 0.99 0.81 1.00 0.85 1.00
So 0.98 0.89 0.98 0.98 0.82 0.99 0.83 0.99 1.00
Sio 0.92 0.83 0.94 0.94 0.81 0.95 0.82 0.95 0.94 1.00
S 0.82 0.91 0.87 0.85 0.85 0.86 0.81 0.86 0.85 0.88 1.00
S 0.81 0.92 0.86 0.83 0.86 0.85 0.80 0.85 0.83 0.87 0.99 1.00
Si3 0.97 0.89 0.97 0.96 0.82 0.97 0.80 0.97 0.97 0.91 0.82 0.83 1.00
Si4 0.95 0.89 0.98 0.97 0.82 0.97 0.81 0.97 0.97 0.94 0.89 0.88 0.95 1.00
Sis 0.82 0.87 0.85 0.82 0.95 0.83 0.92 0.83 0.85 0.86 0.87 0.86 0.82 0.82 1.00
Si6 0.97 0.89 0.98 0.97 0.85 0.97 0.81 0.97 0.98 0.94 0.87 0.86 0.97 0.97 0.87 1.00
Si7 0.83 0.92 0.88 0.86 0.88 0.87 0.85 0.87 0.86 0.89 0.92 0.93 0.86 0.88 0.92 0.88 1.00
Sis 0.83 0.92 0.88 0.86 0.83 0.87 0.80 0.87 0.86 0.89 0.92 0.93 0.86 0.88 0.88 0.88 0.97 1.00
NIt 0.86 0.96 0.88 0.86 0.88 0.87 0.82 0.87 0.88 0.87 0.94 0.95 0.88 0.88 0.88 0.90 0.91 0.91 1.00
S 0.85 0.93 0.89 0.87 0.87 0.88 0.83 0.88 0.87 0.90 0.97 0.97 0.87 0.91 0.87 0.89 0.94 0.94 0.97 1.00
Sa 0.96 0.83 0.96 0.96 0.79 0.97 0.82 0.97 0.96 0.93 0.81 0.80 0.95 0.94 0.81 0.94 0.82 0.85 0.82 0.83 1.00
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Fig.3 Dendrogram for tested samples based on similarly coefficient of SRAP markers
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