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Use of de novo transcriptome data to identify novel genes encoding functional
secretory proteins in barnacle, Megabalanus rosa
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De novo transcriptome assembly of Illumina next-generation sequencing reads by Trinity offers the comprehensive transcript sequences in
non-model organisms without building their genomes. Further gene ontology studies of annotated genes in combination with their expression
profiling have enormously extended our knowledge of the molecular biological processes in non-model organisms. However, there are a huge
number of non-annotated genes, so-called novel genes in certain transcriptomes termed dark transcriptome, which is usually ignored and cannot
be accounted for in normal analysis. Barnacles express many functional secretory proteins to undergo larval cementation, adult cementation,
juvenile shell formation, and adult shell formation, each of which is a building block of the unique barnacle lifestyle. These unique structures
should be constructed by many unique novel proteins. Here, using the larval cement of Megabalanus rosa, Akafujituboas a model, we have

established a simple procedure to extract the genes responsible for encoding functional secretory proteins for life-specific events of barnacles.
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