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Introduction Multi-intron splicing order is defined in human cells
* Newly synthesized pre-mRNAs undergo several processing steps on chromatin * Multi-intron splicing orders are computed based on the frequencies of different intermediate
prior to nuclear export. These include: isoforms (partially spliced reads) for groups of 3-4 proximal introns
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Poly(A) tails are dynamic across and within subcellular compartments Conclusions
* Subcellular direct RNA nanopore sequencing reveals the
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