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Iso-Seqg on the Sequel |l System

Generate full-length transcripts of 10 kb or longer
High accuracy (>99%) for ORF prediction

NO

reference genome required

Bioinformatics tools from raw data to functional annotation
Many applications, including: 4]

Genome annotation

Novel gene and isoform discovery

Fusion gene detection

Allele-specific iIsoform expression analysis
Better reference for RNA-seq quantification
Assess genome assembly quality

Single cell analysis

Iso-Seq Express Kit 4]

- Input 60-300 ng total RNA
- Full-length cDNA
- Multiplexing support
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Sequel Il System

- 1 SMRT Cell 8M for whole transcriptome
- Up to 4 million full-length reads
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UHRR [3] 4.734.362 16.328 183.689
Ag:‘aeim]er 4.277.293 17.670 162,290
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SQANTI2 for Complex Transcript Classification
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subreads.bam

subreads.bam Collapsed unique transcripts
or ccs.bam (GFF, FASTA)

Unique transcripts
Reference genome
Annnotation (GTF)

Transcript classification
Junction classification

CAGE Peak Figures
Junction data...
SQANTI output Annotated GTF

Experimental design
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Expression
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1 DAY SQANTI2 Transcript Classification

m/Yj FSM Full Splice Match, matches reference perfectly.
VA NNVAN

ISM Incomplete Splice Matches, matches reference partially

NNV

NIC Novel In Catalog, novel isoform using known junctions

m NNC Novel Not in Catalog, novel isoforms using novel junctions.
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- collapse redundant transcripts ing - gene family finding
‘-"\z - merge multi-sample output g

. . reconstruction - evaluate assembly
- / - file format conversion

C.zl.L/')CCl o -single cell analysis &
- collapse redundant transcripts _ _
TAM A - merge multi-sample output - long read processing & annotation
TALON pipeline developed independently

G O - NMD/ORF prediction
\ - transcript filtering by ENCODE4 /

ENome - genome reconstruction
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