LiquidHALLMARK® Targets List

(*Add-on
option)

ABL1 CCND2 # FBXW?7 *# IDH1

AKT1 CDH1 FGFR1 IDH2

ALK * CDK6 *# FGFR2 JAKT

APC CDKN2A * FGFR3 JAK2

AR CREBBP FLT3 JAK3

ARAF CTNNB1 GATA3 KEAPT'

ATM EGFR ™ GNAT11 KIT #

BRAF ERBB2 *# GNAQ KRAS #

(HER2)

BRCA1 # ERCC2 GNAS MAP2K1
(MEK1)

BRCA2 #2 ESR1 HNF1A MAP2K2
(MEK2)

CCND1# EZH2 HRAS MAPK1
(ERK2)

A gﬁl/’iézﬁl'i)ﬂnt AXL-MBIP BRAF

EGFR ERBB4 ERG ESR1

FLIT MET include exon 14 skipping MYB-NFIB

PAX8-PPARG RSPO2

TFE3 THADA

BAT25 BAT26 NR21

MED12 PDGFRA # RIT1
MET # PIK3CA # ROS1
MLH1 PIK3R1 SF3B1
MTOR PPP2R1A SMAD4 "~
MYC *# PTEN # SMO
NF1 PTPN11 SPOP
NFE2L2 RAF1 STK11
NOTCH1 RB1 TERT
Promoter
NRAS # RET TP53 "
NTRKT RHEB U2AFT
NTRK3 RHOA VHL
D
CLIP1-LTK CTNNB1-PLAG1T DNAJB1-PRKACA
ETV1/4/5 FGFR1
NRG1 PAX3-FOXO1
RSPO3 SLC45A3 SSX1 SSX2
NR24 NR27 MONO27

*Targeted regions selected to maximize detection of known hotspot mutations. #: Includes detection of gene copy number changes. *Includes sequencing of EGFR kinase and

extracellular domain mutations. ~Full coverage. 1: >99% coverage. 2: >98.4% coverage of coding exons.
CtRNA. ctRNA currently investigational — provided for informational, non-diagnostic purposes only.

Test Specifications

Methodology

Targets

Accuracy

Analytical limit
of detection

(LOD)

Sample Required

Turnaround Time

Lab Operating Hours

Amplicon-based next generation
sequencing

Single nucleotide variants (SNVs,
including cis-trans), insertions and
deletions (indels), copy number
variations (CNVs), microsatellite
instability (MSI) and fusions

>99%

01% for SNVs and indels
0.5% for ctDNA fusions
10 copies for ctRNA fusions

2 x 9mL Streck Tubes of Blood (18mL)

7 working days

Monday to Friday: 7:30 - 19:00
Saturday: 9:00 - 13:00
Sunday: Closed

Information for US medical professionals only

are analyzed using both ctDNA and

Performance Specifications 2¢

LOD Sensitivity  Specificity
\S,;';Ig;f]t':“(glﬁsz')de 01% MAF  >91%  >99%
Insertions / 01%MAF  >90%  >99%
Deletions (Indels)
Fusions (ctDNA) 0.5 % MAF > 91 % > 99 %
Fusions (ctRNA) 10 copies > 99 % > 99 %

«  Results presented for Horizon Discovery™ cell-free DNA (cfDNA) standard and reference
genomic DNA standards tested at specified Mutant Allele Frequencies (MAF), or using
Seracare RNA Fusion standards at known fusion copy numbers

-« Sensitivity reported for true variants in the Horizon Discovery™ cfDNA standards and
Seracare RNA fusions standards.

- Specificity reported is the per-base specificity across the LiquidHALLMARK® panel
(detection of true negatives) for ctDNA, and panel-wide specificity for ctRNA (number of
false positives detected)

+  Clinical performance data in Lung, Breast, Hematological cancers presented in 2020
American Society of Clinical Oncology (ASCO) Virtual Scientific Program and 2020
American Association for Cancer Research (AACR) Advances in Liquid Biopsies. *68
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