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GENOMIC VARIANTS

Potentially Actionahle Variant Allele Fraction

CD74-ROS1 Chromosomal rearrangement

Biologically Relevant

. . -~ PBRM1 p.5941%* Stop gain - LOF 32%
https://clinicaltrials.gov/
NCT06997458 =~ TP53 p.E285K Missense variant - LOF 2.4%

ctDMNA Tumor Fraction

Hospital Pl-Hospital N ) . ) ) ) )

ctDMNA tumor fraction is a quantitative measure of circulating tumor DNA.
Hospital Universitario Virgen del Rocio, Sevilla Amparo Sanchez-Gastaldo 39
Hospital Universitario Reina Sofia, Cérdoba Isidoro Barneto-Aranda 35
Hospital Universitario de Jaén, Jaén Ana Laura Ortega-Granados 33
Hospital Universitario Puerta del Mar, Cadiz Esperanza Arriola-Arellano 31 IMMUMNOTHERAPY MARKERS
Hospital Regional Universitario de Malaga, Malaga Manuel Cobo-Dols 28
Hospital Universitario Torrecardenas, Almeria Victoria Castellon-Rubio 25 Blood Tumor Mutational Burden {bTME] Microsatellite |n5tabl|lt}f Status
Hospital Universitario Virgen de las Nieves, Granada Javier Valdivia-Bautista 20 4.3 m/MB MSI _H'gh not detected
Hospital Universitario Clinico San Cecilio, Granada Silvia Sequero-Lopez 16
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Hospital Universitario Juan Ramon Jiménez, Huelva Angel Inoriza 12 The probability of having a tissue TMB o ‘:-“'IJ if BIMbB

probability of having a tissue TMB < 10 m/Mb if bTMB is < 2€
Hospital Universitario Virgen de la Macarena, Sevilla David Vicente-Baz " o e -"-.-|l| P t b P I T

performance af xr o TME has not been determined. Tissue
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Non-small cell lung cancer

GENOMIC VARIANTS

Potentially Actionable Variant Allele Fraction
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. Splice region variant Exon 14 Deletion - GOF 1.5%
Turnaround Time (TAT)
Median (Q1-Q3) =10 (9-11)* ctDNA Tumor Fraction
*first sample m
Median depth = 4375 CtDNA tumor fraction is a quantitative measure of circulating tumor DNA.

IMMUNOTHERAPY MARKERS

Blood Tumor Mutational Burden (bTMB) Microsatellite Instability Status

4.3 m/MB MSI-High not detected
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1
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"'l:"' ormance of xF bTMB has not ﬂcfr. determined. Tissue-based testing is recommended to
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Kuilman et al. Genome Biology (2015) 16:49

DOI 10.1186/513059-015-0617-1

Genome Biology

METHOD Open Access

CopywriteR: DNA copy number detection from
off-target sequence data
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Principal component analysis (PCA)
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Data deposited in the NCBI Gene Expression Omnibus: GSE289742
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Methods based on Polymerase Chain Reaction
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Figure 5: DRAGEN algorithms distinguish methylation events from SNVs

Innovative DRAGEN algorithms leverage the complementary strand sequence to accurately discern between methylation and small
variant calls in the same read. For 5SmC converted to T, the complementary base will be G, whereas for a C-to-T genomic variant, the
complementary base will be A. Duplex UMI collapsing further enables single-molecule resolution to detect symmetric and asymmetric

methylation at CpG sites.
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Methods without Polymerase Chain Reaction
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