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Study for heavy metal tolerance in bryophytes based on high-throughput
sequencing and multi-omics approaches
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We estimated the genome size of Scopelophila cataractae by flow cytometry
with propidium iodide staining of nuclear DNA using the cultured protonema. As a result, the genome
size was calculated to be 110 to 130 million bp. The genomic DNA sequences were generated by using
PacBio RSII sequencer and we constructed the draft genome sequence set of S. cataractae. The
assembly size was approximately 140 million bp.

Subsequently, we performed gene region prediction using the constructed draft genome sequence set
and the RNA-seq data from RNA samples obtained from S. cataractae under various growth conditions,
and predicted approximately 25, 000 transcripts in approximately 19, 000 gene regions.
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