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Summary

Long Read RNA-Sequencing enables a large number of applications. Here we present an overview of projects at the Genome Institute of Singapore
aimed at generating data resources and methods to facilitate long read Nanopore RNA-Seq analysis.
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The Singapore Nanopore Expression Project (SG-NEXx) is We have developed standardised pipelines in nextflow to simplify processing and
a resource for systematically generated long read analysis of Nanopore RNA-Seq data. The nanoseq pipeline enables processing and
RNA-Sequencing data. The resource comprises 5 cell alighment of raw data. The nanorna pipeline facilitates downstream analysis
lines which were sequenced using direct RNA-Seq, (transcript discovery, quantification and differential expression analysis).
direct cDNA-Seq, and cDNA-PCR Sequencing. Each cell

The nanoseq pipeline is developed by @csawye0l, @drpatelh, @Ilwratten,
@alneberg, @FranBonath and @AnnaSyme as part of the open source project

line was sequenced with more than 30 million reads.
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Transcript Discovery and Quantification of Differential RNA
Quantification Modifications from Direct RNA-Seq
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