Single Cell Isoform Sequencing (sclso-Seq) Identifies Novel
Full-length mRNAs and Cell Type-specific Expression
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Abstract sclso-Seq on Cerebral Organoids Using SQANTI2 for QC
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We generated single cell Iso-Seq (sclso-Seq)
libraries for chimp and human cerebral organoid
samples on the Dolomite Nadia platform and
sequenced each library with two SMRT Cells 8M
on the PacBio Sequel Il System. We developed a
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Is described in Cupcake [1].

[1] cDNA_Cupcake https://github.com/Magdoll/cDNA Cupcake
[2] SQANTI2 https://github.com/Magdoll/SQANTI2/

Figure 5. Alternative transcription start site (TSS) usage in chimp
and human in ZNF331.
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