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Application note — Kinnex full-length RNA kit for
isoform sequencing

Application note — Kinnex single-cell RNA kit for single-
cell isoform sequencing

Webinar — The Full-L ength Transcriptomic Atlas of
Human Colorectal Cancer from Single-Cell Isoform
Sequencing(speaker: Zhongxiao Li)

Webinar — The RNA isoform landscape of cancer
(speaker: Olga Anczukow)

Webinar — Detecting cancer-related RNA dysregulation
with long-read sequencing(speaker: Arthur Dondi)

Webinar — Understanding clonal evolution using game
theory and single-cell long-read isoform analysis

(speaker: Nathan Salomonis)
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