
From frozen tissue to barcoded isoforms

Frozen brain Isolated nuclei Barcoded cDNA

10x oligo(dT) capture + reverse transcription

Spliced + barcode

Intronic + barcode

No barcode

Linear/asymmetric
polymerase chain

reaction (LAP)
Splice-junction
capture + PCR

Adapter ligation
→ PromethION

SnISOr-Seq2: 3,630 target genes · ONT SQK-LSK110

Processing: diagnose, correct, resume

· eight launches/resumes

1 Diagnose repeated timeouts

Tasks stop at 4.03 h.

2 Reset outdated cached tasks

117 removed after reference and ID changes.

3 Correct timeout selectors

4 h → 48 h

4 Resume the remaining tasks

Gene and transcript matrices: 12/12 donors.
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c Short-read companion: ours versus authors d Short-read agreement across donors

e Internal agreement: our long-read versus our short-read data

https://nf-co.re/scnanoseq/

