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7 -mathematical methods > -compute algorithms -software implementation >
-Same mathematical models -more efficient compute -Enterprise strength software implementation
as the Broad Institute algorithms
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*Server specs: 32 core 2.4 GHz Intel Xenon server, 64 GB memory
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Sentieon Genomics Toolsld. [ICGC-TCGA Dream Mutation Calling Challenge] [precisionFDA Consistency Challenge [precision-
FDA Truth Challenge] D3 2NDIAL T AMIEW T BEMERT — 2D —REP EEMOFTMET. My TORBEND TVET,

precisionFDA Consistency Challenge Accuracy

F1-score(%) to NIST truth set
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precisionFDA Consistency Challenge Reproducibility
F1-score(%) between runs and between samples

S|00 | SOIWOUSL) UoslUsS @

Sentieon by UNM* 100 134633 315831 95.07 Sentieon by UNM* 99.39 99.86 95.85 98.97 99.73 92.94
Sentieon (dual mapping) 0 0 100 107302 295568 95.53 Sentieon (dual mapping) 99.47 99.88 96.37 99.06 99.77 93.46
ISAAC** 0 0 100 112255 266952 95.32 ISAAC** 97.29 98.57 86.66 96.34 97.99 82.10
Genalice** 3621 3673 99.92 286306 433504 92.08 Genalice** 98.04 99.20 89.10 97.25 98.83 84.66
Edico Dragen** 3147 3216 99.93 161213 315611 94.87 Edico Dragen** 99.25 99.74 95.49 98.85 99.62 92.74

* Sentieon standard pipeline results from Jeremy Edwards (University of New Mexico) submission
** Edico, Genalice (MAP 2.2.0) and Isaac (aligner v01.14.07.14 & variant caller v2.0.13) run results from Changhoon Kim's (Macrogen Clinical
Laboratory) submission
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Whole Genome Sequencing Whole Exome Sequencing Gene Panel Sequencing
Tier 1 120 1,000 24,000
Tier 2 600 5,000 120,000
Tier 3 2,400 20,000 Not appropriate

System Requirements

+ 16 GB+ of RAM (32 GB for Servers)
+ 8+ CPU Cores

*+ 64-bit Windows 7 or later, Mac OS X 10.9 or later, Linux Ubuntu 14.04 or later (64-bit only), RHEL 6 or later (64-bit only), or

equivalently CentOS 6 or later (64-bit only)

e 1R84S D E1EE A B RIS HEOT# HEEE A BRI MEE HEOT#
Tier 1 BEVWEDE ST-T1-AF BRVWEDYE ST-T1-AFM
Sentieon Genomics Tools Tier 2 BREVWEDE ST-T2-AF BREVWEDYE ST-T2-AFM
Tier 3 BEVWEHE ST-T3-AF BRVWEDYE ST-T3-AFM
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