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Abstract; Seventeen wild germplasm resources of Vitis heyneana collected from Guilin City of Guangxi Zhuang Autono-
mous Region and 24 grape cultivars were used to study their genetic diversity and relationship using twelve ISSR and
twelve SCoT markers. The results showed that both the two types of molecular markers produced rich polymorphic frag-
ments, and could be used on the genetic diversity study of Vitis. However, the results of cluster analysis showed the

difference between ISSR and SCoT, and the SCoT markers rather than ISSR markers were much better at distinguishing
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the wild and the cultivars of Vitis, therefore, the SCoT markers might have more advantages on the study of genetic di-

versity and phylogenetic analysis of Vitis. The clustering results of SCoT showed that the three wild V. heynean “zwsl” |

7zws2” and “zws3” collected from Guangxi Institute of Botany grouped together with cultivars rather than the other wild

ones, which showed that maybe one of the ancestral parents of these cultivars was derived from this category of wild

V. heyneana. All the seventeen wild germplasms clustered into different groups and showed distinct regional character,

nonetheless, the genetic distance was long between different groups, which showed that the wild V. heyneana had abun-

dant genetic diversity in Guilin. The cultivars did not show obvious clustering characteristics due to the fact that most of

them had no regional representativeness or their genetic background were nearly equal due to constantly interbreeding,

resulting in low genetic diversity. The findings proved that the SCoT molecular markers had more advantages in the genet-

ic diversity study of Vitis. The findings provides the information for the conservation and utilization and variety breeding

of wild V. heyneana in Guilin.
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Table 1 Sequence and amplification efficiency
of ISSR primers
o LA
ISSR 514 ¥ Si” (5'-37) Végﬁ{zl éﬁjﬁfﬂ% Pciﬁi of
ISSR prime (2}’_3'}(;"’ Total ~ Polymorphic  polymorphic

bands bands bands

(%)

1-808 (Ag)8 C 12 10 83.3
1-810 (gA)8T 9 8 88.9
1-836 (Ag)8 YA 10 10 100
1-840 (gA)8 YT 13 13 100
1-841 (gA)8 YC 12 11 91.7
1-844 (CT)8 RC 8 7 87.5
1-845 (CT)8 Rg 8 7 87.5
1-848 (CA)8 Rg 10 9 90.0
1-849 (gT)8 YA 10 8 80.0
1-855 (AC)8 YT 9 7 77.8
1-881  geoT (ggeeT)2 g 10 8 80.0
1-889 DBD (AC)7 10 9 90.0
&3t Total 121 107 —

3 Average 10.1 8.9 88.4

£ 2 SCoT5|¥MFIREY M

Table 2 Sequence and amplification efficiency of SCoT primers

ZNLH,
SCoT Pt ZAM TR
519 3 (5'-3") J=%i4 AR Percentage of
SCoT Sequence(5'-3") Total ~ Polymorphic  polymorphic
prime bands bands bands
(%)
P17 ACCATGGCTACCACCGAG 10 9 90.0
P20 ACCATGGCTACCACCGCG 10 9 90.0
P21 ACGACATGGCGACCCACA 9 8 88.9
P22 AACCATGGCTACCACCAC 15 13 86.7
P25 ACCATGGCTACCACCGGG 12 10 83.3
P26 ACCATGGCTACCACCGTC 11 9 81.8
P27 ACCATGGCTACCACCGTG 10 10 100
P31 CCATGGCTACCACCGCCT 10 8 80.0
P32 CCATGGCTACCACCGCAC 10 9 90.0
P35 CATGGCTACCACCGGCCC 11 10 90.9
P38 ACGACATGGCGACCACCG 9 9 100
P40 CCATGGCTACCACCGCCG 13 12 92.3
£t Total 130 116 —

S Average 10.8 9.7 89.2
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Fig. 3 UPGMA dendrogram of 41 Vitis germplasm constructed by twelve ISSR primes
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