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The Full — Length Transcriptome Sequencing and Identification of Related Genes
Involved in Secondary Metabolism Biosynthesis for Monochasma savatieri

YANG Wanling BAI Zhiyi ZOU Mingzhu WANG Xinru XIE Jiankun ZHANG Fantao
( College of Life Sciences Jiangxi Normal University Nanchang Jiangxi 330022 China)

Abstract: To obtain the fulldength transcriptome sequence database and mine the genes of enzymes related to the
secondary metabolic compounds” biosynthetic pathway in Monochasma savatieri based on Single Molecule Real
Time ( SMRT) technology the fulldength transcriptome is sequenced using Pacbio high-throughput sequencing plat—
form. A total of 48 005 high—quality transcripts are obtained. 45 362 transcripts are successfully annotated by BLAST
search against NR SwissProt GO KEGG and other four public sequence databases with an annotation rate of
94.50% . Among them 389 transcripts are annotated to the 10 standard secondary metabolic biosynthetic pathways
of KEGG. Further analysis reveals that a total of 194 transcripts are involved in phenylpropanoid biosynthesis 115
transcripts are related to alkaloid biosynthesis 23 transcripts might participate in flavonoid biosynthesis and 57 tran—
scripts are involved in other secondary metabolites. Additionally 204 transcripts relate to secondary metabolic oxida—
tion and glycosylation post-modifications. The obtained data of this study greatly enriches the genetic information of
Monochasma savatieri and preliminarily reveals the genes involved in the synthesis of secondary metabolites which
lays a foundation for further studies on function and regulatory mechanisms of key genes involved in thesynthesis of
secondary metabolites in Monochasma savatieri.

Key words: Monochasma savatieri Franch. ex Maxim; fulldength transcriptome; secondary metabolism; biosynthesis;

genelic resource



