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A Preliminary Report on Genomics of Vitis davidii Foéx from Fuan District
UsingHigh-throughput Genome Sequencing Method
CHEN Ting, ZHOU Ping, LIU Xin-ming, CAI Sheng-hua, LEI Yan"

(Fruit Research Institute, Fujian Academy of Agriculture Science , Fuzhou, Fujian 350013, China)
Abstract: Genetic variants in Vitis davidiifrom Fuan District in Fujian were studied using the high-throughput
genome sequencing method. The 8.4 Gb of raw data were analyzed to result in the identification of 3 192 484 non-
redundant genetic variants. Distribution of the variants showed 30. 34 % in the intergenic regionand 3. 67% in the
exon region. By comparing the genome sequences of the V. davidii under study with those of the entire grape
references, 1 863 237 homo-type SNP and 1 244 590 hetero-type SNP were found. It appeared that the V. davidii
from Fuan were most likely to be allodiploidy. The study also indicated that using genetic sequencing to determine
the genome-wide variants of V. davidii was a viable tool for better understanding of the genetic background of the
plant in question.
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Fig. 1 Quality test on sequencing library
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Table 1  Genetic variants of V. davidiidetermined by comparing
genomes of grape varieties

e RERRE IERRE RS E
/bp /A (bp + 25D

1 23037639 172435 133

2 18779844 110172 170

3 19341862 112461 171

4 23867706 179247 133

5 25021643 183681 136

6 21508407 170936 125

7 21026613 161855 129

8 22385789 202686 110

9 23006712 137911 166

10 18140952 117766 154

11 19818926 153580 129

12 22702307 159011 142
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13 24396255 164821 148
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Table 2 Percentage of variants in different genetic regions
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