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Transcriptome Sequencing of Node Tissue of Stem Tip of Zanthoxylum bungeanum

and Gene Annotation
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Abstract ; The fruit of Zanthoxylum bungeanum is one of the most popular spices in China. However, there
are numerous short prickles on both the stems and the branches, which result high cost and low efficiency
of picking the fruit. Therefore, breeding of spine free cultivar is needed. During this process, localization
of essential genes in prickle differentiation is above all. We sequenced the node of stem where prickle dif-
ferentiation initiation by Next-generation sequencing technology. After de novo assembly, we obtained
45 057 transcripts of the node of the stem. In addition, we annotated the transcriptome against five public
database (Swiss-Prot, NR, Pfam, KEGG and KOG).

would build a solid base for non-prickle hua-jiao breeding.

The massive sequence and annotation information
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Fig.1 Sampling schematic of node of Z. bungeanum setm tip
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Jit &2 {H Quality scores across all bases (Sanger/Illumina 1.9 encoding)
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Table 2 Statistics of de novo assembly results
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