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Sequencing and Analysis of the Transcriptome of Flower bud of Paeonia lutea

Zhang Shan—shan*
(Institute of Vegetables Research,TAAAS, Lhasa, China 850032 )

Abstract: The transcriptome of Paeonia lutea was sequenced by Illumina HiSeq 2000 platform that is a new generation of high—
throughput sequencing technology to study the expression profiling and predict the functional genes. Through filtering, splicing,
assembling and going redundancy, 45453 unigenes and 53742 unigenes were obtained for before pollination (A2-1) and after
pollination (A3-1), with an average length of 822bp and 722bp, and a GC percentage of 41.64% and 41.98%. A total of 16906
unigenes were identified as DEGS between A2—-1 and A3-1, with 11321 up-regulated and 5585 down-regulated. We assigned
13288 of the 16906 DEGs to three major GO categories (cellular component,biological process,molecular function). To further
analyzed the biological functions of annotated DEGs by mapping the DEGs to six main categories in the KEGG database, 9842
DEGs were assigned to six main categories including Cellular Processes, Environmental Information Processing, Genetic
Information Processing, Human Diseases, Metabolism, Organismal Systems. This is the first time to study the gene associated in
Paeonia lutea, and these data will provide a novel insight into the expressed genes and valuable theoretical basis to understand

the molecular mechanisms.
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Table 1 Summary of transcriptome sequencing and assembly results after Illumina sequencing.

Total raw Total clean Unigene Total Total Mean length  N50  GC percentage
reads (Mb)  reads (Mb) number length (bp) (bp) (bp) (%)

56.67 44.57 45453 37389176 822 1324 41.64

58.29 45.35 53742 38828973 722 1126  41.98
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