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 Computational and collaborative research projects * Long read sequencing-based Epigenomics & Epitranscriptomics
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Transcriptomics

STANDARDIZED ANALYSES

 Reproducible, community supported
workflows e.g. from nf-core or from the
snakemake workflow catalog

* Available: bulk RNA-Seq data analyses using
workflows rna-seq-kallisto-sleuth and rna-seq-
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