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« The motor protein thus feeds the RNA strand to the pore from 3’ to 5’
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- ~ « Oxford Nanopore Technology's direct RNA sequencing offers a promising way to
. Avoltage across the membrane is applied 2 uncover important insights into post-transcriptional regulation biology.
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« To fill a gap in our understanding, we aim to study how the location of m6A

* High resolution landscape of N6-methyladenosine (m6A) methylation affects other post-transcriptional regulations.

» Crosstalk of N6-methyladenosine (m6A) with other post-transcriptional regulations Read lengths




