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https://doi.org/10.1101/2022.06.17.496207
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https://doi.org/10.1101/659722
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https://orcid.org/0000-0002-8153-6258
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https://www.bioconductor.org/packages/bsseq
https://www.bioconductor.org/packages/CellBench
https://www.bioconductor.org/packages/DelayedMatrixStats
https://www.bioconductor.org/packages/GenomicTuples
https://www.bioconductor.org/packages/MatrixGenerics

minfi Analyze Illumina Infinium DNA Methylation Arrays.

tximeta Transcript Quantification Import with Automatic Metadata.

Software - Other

methtuple A caller for DNA methylation events that co-occur on the same DNA fragment from
high-throughput bisulfite sequencing data, such as whole-genome bisulfite-sequencing.


https://www.bioconductor.org/packages/minfi
https://www.bioconductor.org/packages/tximeta
https://pypi.python.org/pypi/methtuple/

