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Sequencing analysis of transcriptome of Vitis amurensis during different

periods of coloration
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Abstract: [Objective] Vitis amurensis is one of the most cold-resistant Vitis plants, therefore, it is a value-
able resourse for cold—resistant breeding in Vitis plants. The fruits of V. amurensis are rich in proteins, car-
bohydrates, minerals and many kinds of vitamins. The fruit color is an important character influencing
fruit quality. The fruit color is mainly decided by content and composition of anthocyanins. The biosynthe-
sis process of anthocyanin is very complicated is influenced by many genes. Therefore the study of the ex-
pression of related genes during color transformation of the fruits is of great value. [ Methods] The fruit
skins of V. amurensis were collected during different ripening stages, before color—changed, 50% color—
changed and full ripe stage as experimental materials and high—throughput sequencing technology Illumi-
naHiSeq was used to conduct sequencing. After data filtering, we got Clean Data and run sequence com-
parison with designated reference genome to obtain Mapped Data and then we did transcriptome analysis.
[Results] Through transcriptome sequencing and analysis of the related genes in the skins toward three
different ripening stages, clean reads were obtained and they were 20 157 930 for before color—changed,
16 197 432 for 50% color—changed and 16 410 824 for full ripe stage, the GC contents were 48.41% |
48.04% and 49.54% respectively. The Q30 contents of three different maturation periods were or were
over 94.73%, indicating the high quality of transcriptome sequencing and the high accuracy of the data.
TopHat2 was adopted to do sequence alignment between Clean Reads and reference genome to obtain the
position information of maturation related genes on reference genome or genes. The sequence alignment ef-

ficiency between reads of three different maturation periods and reference genome was from 60.57% to
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