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Decreased loading bias on the Sequel System allows for a simplified Iso-Seq sample prep workflow that does
not require multiple size-selection steps

and extension by Value  Analysis Metric Value  Analysis Metric
SMARTScribe RT l l

L
o

995,533 Number of consensus reads 143,392 Number of unpolished consensus isoforms

R VAINANANNNNNAN polyA 294,535  Number of five prime reads 17,765  Number of polished high-quality isoforms
5 -::%0001 C— , ““3:" Combined SMRThbell Library 338,803 Number of three prime reads 125,467  Number of polished low-quality isoforms
v 323415  Number of poly-A reads 3,196  Mean unpolished consensus isoforms read length & I

Barcoding during the cDNA generation allows multiplexing samples in a single SMRTbell library
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Improved throughput on the Sequel instrument increases the number of full-length transcripts per SMRT Cell.
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library augmented with The Iso-Seq method is a powerful tool in the study of cancer providing full-length isoforms, alternative splicing
>4 Kb size selection Iy information, and the capability to identify fusion genes.
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ifi - ' i SMRT Sequencin : :
Amplified full-length cDNA is generated using the o Seque? Systerg - e I — Data from a single, optimally

Double-stranded cDNA ClOnteCh SMARTer PCR CDNA SyntheSiS K|t The cDNA E— 244,521 Number of full-length non-chimeric reads loaded SMRT Ce” processed

i
=]

Is converted into a SMRTDbell library with the ligation of 798,399,613 Number of fulldength non-chimeric bases in SMRT Analysis using the
hairpin adapters. An optional size selection step can be 3019 Mean fullength non-chimeric read length |Iso-Seq analysis pipeline.
iIncluded to enrich for larger transcripts. —— 2000

=
LA

I More information on full-length transcript sequencing (Iso-Seq Application) can be found on the PacBio website:
6000 ||..... 12000 14000 http://DaCb.Com/isoseq
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