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Revio™ System

Specifications

100M 360 Gb

ZMW / run HiFi yield per run

Revio" system

24 hr 15-18 kb

Sequencing time Read length

SmC 90% 2Q30

DNA methylation Base quality

E

Sequel® Ile system Revio system Increase
Higher density 8 million ZMWs 25 million ZMWs
Independent stages 1 4
Shorter run times 30 hours 24 hours

30x HiFi human

88 1,300
genomes/year
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Google Health
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The Revio system produces the same — or better — read length, quality, and variant calling performance that
have made HiFi sequencing so celebrated. Data shown is for a single Revio SMRT Cell for HG002/GM24385.5
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Revio system®brochure(ZZ5E5NM349> 00— RWVERIFETD
( https://www.pacb.com/wp-content/uploads/Revio-brochure.pdf )
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Onso™ system

FFf72Sequencing by Binding (SBB® ) ¥4filc&h
Onso system(d. CNEFTICRVEELREZEIRU.
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Onso reagents Read length Reads Output (Gh) Run time Quality score
200 cycle 2 %100 bp B
sequencing kit 1 x 200 bp 400-500 M 100 32 hours
>90% Q40
300 cycle s

sequencing kit 2x150bp 400-500 M 150 48 hours
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Sequencing coverage

Ability to drive down your limits of detection to

Q40+ enables you to find variants with
identify extremely rare variants not seen with SBS

less coverage, allowing more samples per run

INCREASED THROUGHPUT AT LOWER COST PER SAMPLE IMPROVED SENSITIVITY

# & Rare variant

Single sample

Many samples

* Analytical validation (TPS53 plasmid spike-in) of hybrid capture-based NGS genomic profiling of cell-free circulating tumor DNA
tVariant allele frequency (VAF) limit of detection (Lo D){ at 99.99% specificity for >90% of the sites
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( https://www.pacb.com/wp-content/uploads/Onso-brochure.pdf )
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MAS-Seq for 10x Single Cell 3' kit
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PacBi®

MAS-Seq for 10x Single Cell 3‘ kitl&. 10x Chromium Next GEM Single Cell 3’ kit (v3.1)
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MAS-Seq for single-cell isoform sequencing®7 U —>3> )— MIZBE5NMSHD > 0—- ROVERIFET,
( https://www.pacb.com/wp-content/uploads/Application-note-MAS-Seqg-for-single-cell-isoform-
sequencing.pdf )
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