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C  Short-read companion: ours versus authors
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Processing: diagnose, correct, resume

nf-core/ £

scnanoseq - €ight launches/resumes

Diagnose repeated timeouts
Tasks stop at 4.03 h.

Reset outdated cached tasks

117 removed after reference and ID changes.

Correct timeout selectors
4h—48h

Resume the remaining tasks

Gene and transcript matrices: 12/12 donors.

d  Short-read agreement across donors
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e Internal agreement: our long-read versus our short-read data
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Our short-read cells (x103)
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Our short-read
logo(count + 1)

Our long-read
logo(count + 1)

Cell pairs
n =99,948

Gene—donor pairs
n = 349,140

Our short-read
log1o(count + 1)
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