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Establishment of genome analyses methods for non-model organisms
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Genome and transcriptome sequencing, assembly, and annotation methods and
expression profile analysis methods were developed to facilitate identification of genes responsible for
complex adaptive traits in non-model organisms. Long mate-pair library construction enabled over Mb
scaffolds and assembly utilizing long reads with single molecule real-time sequencing technology by
Pacificbiosciences enabled over 100-kb contigs in multiple species. A novel robust normalization method
for digital gene expression analyses were implemented and distributed in the R package TCC.
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