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Figure 2. Genomic Alterations and Molecular-Based Recommended Therapies for Per-Protocol Set of Patients Actionable 7z %5@3\: =8
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Figure 3. Frequency of Druggable Cancer Genomic Alterations
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Figure 4. Summary of Patient Flow After Receipt of Comprehensive Genomic Profiling (CGP) Test Reports
and Biological Targets of Molecular-Based Recommended Therapy (MBRT) in Tumor-Agnostic Setting
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Figure 4. Summary of Patient Flow After Receipt of Comprehensive Genomic Profiling (CGP) Test Reports
and Biological Targets of Molecular-Based Recommended Therapy (MBRT) in Tumor-Agnostic Setting
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Table. Summary of Patients Who Recelved MBRT

—— Evidence  Genomic
Patlent  Cancer type Histologic ozealls  Type Asnotation MERT level aiterations? Access
012 Stomach Adenocarcinoma MSI-high Others Immune checkpeint A Yes Chnical trial
017 Uterus Adenocarcinoma ERBE2 Arplification Trastuzumab 4 Yes Climical trial
025 Stomach Adenocarcinoma ERBE2 Amplification Anti-HER2 agents A Yes Approved
026 Lung Small cell carcmoma nm;ighm) Others Immune checkpoint A Yes Approved
028 Breast Adenocarcinema BRCAL Others PARD mAdtee A Yes Chimical trial
030 Stomach Adenocarcinoma ERBE2 Amplification Trastuzumab, T-DXd A Yes Approved
031 Stomach Adenocarcinema ERBE2 Amplificaticn Anti-HER2 agents A Yes Mooroved
032 Ovry Adenocarcinema ERBE2 Arplificaticn Anti-HER2 agents 4 Yes Chrveal trial
038 Lung Adenocarcinema ALK fusion Fusion ALK inhibitor A Yes Aoproved
045 Lung Adenocarcinoma EGFRL85ER Missense mutation  EGFR-TKI A Yes Approwed
047 Pancreas Adenocarcinoma ERBE2 Arplification Anti-HER2 agents C Yes Chinvical trial
059 Colon Adenocarcinoma BRAF VE0O0E Missense mutation m +encorafenibt A Yes Approwved
062 Ovary Adenocarcinoma LOH score-high Others PARP mhwibitor A No Approved
067 Coon Others RANBP2-ALK fusion Fusion ALK inhibitor £ Yes Climical trial
074 Skinmelanoma  Others BRAF V600E Missense mutation  Dabeafenib + trametevd, A Yes Aoproved

s
075 Coien Others BRAF VE00E Missense mutation  Cetusimab + encorafenib s A Yes Moprowed
e
087 Lung Adenocarcinema TMB-high (35 Mderccxcinoms  Immune checipeint A Yes fooroved
o /lt) T

083 Breast Adenocarcinoma BRCAL Truncation PARP mhbitor A Yes Approved
056 Biliary tract Adenocarcinoma ERBE2 Amplification Anti-HER2 agents C Yes Cimical trial
108 Colon Adenocarcinoma  BRAF VE0OE Missense mutation  Cetusimab + encorafenibt A Yes Approved
112 Stomach Adenccarcinema ER2E2 Arplificsticn Anti-HER2 agents A Yes tooroved
118 Colon Adenocarcinoma BRAF VE0OE Missense mutation  Cetuximab 4 encorafenibt A Yes Approved

CDK12 £659* Truncation Platinum, PARP inhibitor € No Meproved
BV Colon Small cell carcimoma  ERBE2 5310Y Missense mutation  pan-HER TKI, T-DXd c No Clrveal trial
125 Ovary Adenocarcinema LOH Score-high ~ Others PAR? mhiditce C No Aooroved
134 Lung Adenacarcinema EML4-ALK fusion  Fusion ALK inhibitor A Yes footoved
135 Stomach Adenocarcinoma MSI-high Others Immune checkpeoint A Yes Clinical trial
145 Biliary tract Adenocarcinoma TMB-high (20 Others Immune checkpoint A Yes Approved

7 mutaticns/Mb) inhibitor
155 Skinmelsncma  Others BRAF VEOOR Missense mutation  Dubeafenib + trametnd, B No Climical trial
s
165 Biliary tract Adenocarcinoma :‘q-:f-mxses Fusion FGFR inhibitcr A Yes feotoed
166 Stomach Adenocarcinoma MSI-high Others Immune checkpoint A Yes Approwved
167 Brexst Adenocarcinoma ERBE2 Amplification Anti-HER2 agents A Yes Aoproved
179 Lung Adenocarcinoma TME-high (10 Others Immune checkpoint A Yes Approved
S /b) rer

181 Stomach Adenocarcinoma MSI-high Others Immune checkpoint A Yes Approved
183 Stomach Adenocarcinoma MSI-high Others Immune checkpornt A Yes Clmical trial

inztabiity. PARP, poly(adenosine dphosphate-riboze) polymeraze: TME, tumor

mutational burden.

* Alteratiors included in the companion diagnostics list in the tumer-agnostic setting.



