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• 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: [1]

• Genome annotation

• Novel gene and isoform discovery

• Fusion gene detection

• Allele-specific isoform expression analysis

• Better reference for RNA-seq quantification

• Assess genome assembly quality

• Single cell analysis

Iso-Seq on the Sequel II System SQANTI2 for Complex Transcript Classification

Iso-Seq Express Kit [2]

- Input 60-300 ng total RNA

- Full-length cDNA

- Multiplexing support

Sequel II System

- 1 SMRT Cell 8M for whole transcriptome

- Up to 4 million full-length reads

FL Reads Unique Genes
Unique 

Transcripts

UHRR [3] 4,734,362 16,328 183,689

Alzheimer 

Brain [4] 4,277,293 17,670 162,290
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Supporting Bioinformatics Tools

SQANTI2 classifies 

isoforms from an 

Alzheimer brain 

Iso-Seq dataset at 

a complex locus.

Novel isoforms 

(NIC) and 

readthrough 

transcripts of 

multiple genes 

identified.

Full Splice Match, matches reference perfectly.

Incomplete Splice Matches, matches reference partially

Novel In Catalog, novel isoform using known junctions

Novel Not in Catalog, novel isoforms using novel junctions.

SQANTI2 Transcript Classification

Main Bioinformatics Tools
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