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Kombinationstherapien

Variant Allele Frequency (VAF)

Newsletter - neue Inhalte 
bei FoundationOne® Berichten 

1, 2

Nicht ausgewiesen werden zugelassene Kombinationen von zielgerichteten  
Therapien mit Chemotherapien.

PPAATIENTTIENT

DISEASE  

NAME  

DATE OF BIRTH  

SEX 

MEDICAL RECORD # 

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN
MEDICAL FACILITY 

ADDITIONAL RECIPIENT 

MEDICAL FACILITY ID 

PATHOLOGIST 

SPESPECIMENCIMEN

SPECIMEN SITE 

SPECIMEN ID 

SPECIMEN TYPE 

DATE OF COLLECTION  

SPECIMEN RECEIVED 
88 TTherherapies with Capies with Clinical Benefitlinical Benefit

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1818 CClinical Tlinical Trialsrials

Sensitivity for the detection of copy number alterations is
reduced due to sample quality.

Biomarker Findings
MicrMicrosatosatellitellite statuse status -- MS-Stable
TTumor Mutational Burumor Mutational Burdenden -- 1 Muts/Mb

Genomic Findings
For a complete list of the genes assayed, please refer to the Appendix.

BRAFBRAF V600EV600E
METMET F634LF634L
SETD2SETD2 E348fE348fs*5s*5
SMAD4SMAD4 P356SP356S
TET2TET2 splicsplice site site 3409+1G>Ae 3409+1G>A
TP53TP53 Q331*Q331*

ABOUT THE TESABOUT THE TESTT FoundationOne®CDx is a next-generation sequencing (NGS) based
assay that identifies genomic findings within hundreds of cancer-related genes.

BIOMARKER FINDINGSBIOMARKER FINDINGS

Microsatellite status - MS-Stable No therNo therapies or clinical trials.apies or clinical trials. see Biomarker Findings section

Tumor Mutational Burden - 1 Muts/Mb No therNo therapies or clinical trials.apies or clinical trials. see Biomarker Findings section

GENOMIC FINDINGSGENOMIC FINDINGS

BRAF - V600E

10 T10 Trialsrials see psee p.. 1313

Dabrafenib
+ Trametinib 2A Vemurafenib 2A

Dabrafenib
Encorafenib +
Binimetinib
Regorafenib

Selumetinib

Trametinib
Vemurafenib +
Cobimetinib

MET - F634L

10 T10 Trialsrials see psee p.. 1515

none none

AACTIONABILITYCTIONABILITY

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN P(IN PAATIENT'S TUTIENT'S TUMOR TYPE)MOR TYPE)

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

PATIENT REPORT DATETUMOR TYPE

Lung adenocarcinoma
COUNTRY CODE ORDERED TEST #
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SAMPLE

Die VAF lässt nicht auf den somatischen oder Keimbahn-Ursprung der Alterationen 
schließen und wird weder für die Interpretation des Berichtes noch für die Angabe  
der Therapie- und Studienoptionen verwendet.

PPAATIENTTIENT

DISEASE Breast invasive ductal carcinoma (IDC) 

NAME 

DATE OF BIRTH  

SEX     

MEDICAL RECORD #  

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN     

MEDICAL FACILITY    

ADDITIONAL RECIPIENT   

MEDICAL FACILITY ID   

PATHOLOGIST  

SPESPECIMENCIMEN

SPECIMEN ID  

SPECIMEN TYPE    

DATE OF COLLECTION    

SPECIMEN RECEIVED  

44 TTherherapies Apprapies Approovved in the EUed in the EU

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1919 CClinical Tlinical Trialsrials

Genomic Signatures
Blood TBlood Tumor Mutational Burumor Mutational Burdenden -- 23 Muts/Mb
MicrMicrosatosatellitellite statuse status -- Cannot Be Determined
TTumor Fumor Frractionaction -- 22%

Gene Alterations
For a complete list of the genes assayed, please refer to the Appendix.

BRBRCCA1A1 ccompleomplex rx rearrearrangangement, E1660fement, E1660fs*17s*17
CHEK2CHEK2 splicsplice site site 320-e 320-18_323del218_323del222
CDH1CDH1 D2D221H21H
TP53TP53 W91*W91*

ABOUT THE TESABOUT THE TESTT FoundationOne®Liquid CDx is a next generation sequencing (NGS)
assay that identifies clinically relevant genomic alterations in circulating cell-free
DNA.

GENOMIC SIGNAGENOMIC SIGNATURESTURES

Blood Tumor Mutational Burden - 23
Muts/Mb

10 T10 Trialsrials see psee p.. 1010

None None

Microsatellite status - Cannot Be
Determined

Unable to determine Microsatellite status due to insufficient evidence of genomic
instability.

Tumor Fraction - 22% Tumor fraction is an estimate of the percentage of circulating-tumor DNA (ctDNA)
present in a cell-free DNA (cfDNA) sample based on observed aneuploid instability.

GENE ALGENE ALTERATERATIONSTIONS VVAF %AF %

BRCA1 - complex rearrangement 19.4%

E1660fs*17 20.2%

10 T10 Trialsrials see psee p.. 1212

Olaparib 1

Talazoparib 1

Niraparib

Rucaparib

CHEK2 - splice site 320-18_323del22 14.9%

10 T10 Trialsrials see psee p.. 1414

None None

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

PATIENT TUMOR TYPE

Breast invasive ductal carcinoma
(IDC)

REPORT DATE

COUNTRY CODE

LT
ORDERED TEST #

Electronically signed by Douglas Lin, M.D. | 
Julia Elvin, M.D., Ph.D., Laboratory Director CLIA: 22D2027531
Shakti Ramkissoon, M.D., Ph.D., M.M. Sc, Laboratory Director CLIA: 34D2044309 
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Zugelassene Kombinationen von zielgerichteten Therapien in Verbindung mit genomischen  
Alterationen oder Biomarkern werden aufgeführt.

Der prozentuelle Anteil mutierter Allele kurzer Varianten (Basensubstitutionen und Indels)  
wird abgebildet.
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ESMO: European Society for Medical Oncology; PMWG: Precision Medicine Working Group.

Keimbahntestung

Resistenzen

Von allen im FoundationOne Genpanel enthaltenen Genen können 34 in Verbindung  
mit einer Keimbahnmutation stehen. Diese sind im FoundationOne Bericht  
separat aufgelistet.
Weisen detektierte Alterationen in diesen 34 Genen eine Allel-Frequenz von > 10 %
bei FoundationOne® CDx und FoundationOne® Heme, oder > 30 % bei FoundationOne®
Liquid CDx aus, wird dieser Banner aufgezeigt.

Die Evidenz einer möglichen Resistenz auf eine bestimmte Therapie wird nun in  
zwei Klassen unterschieden:      unklare Evidenzlage       starke Evidenzlage

Potenzielle pathogene Keimbahnvarianten in ausgewählten tumorrelevanten Genen werden in 
einem neuen Banner auf den Berichten zur Verbesserung des Bewusstseins und der Überwei-
sung zur genetischen Beratung und Berücksichtigung von Keimbahntests hervorgehoben.

Die ESMO PMWG hat 22 dieser 34 Gene wie folgt beschrieben: Werden hier Alterationen im  
Rahmen einer Tumorsequenzierung identifiziert, besteht eine Wahrscheinlichkeit von  
über 10 %, dass es sich um eine Keimbahnmutation handelt.

PPAATIENTTIENT

DISEASE Pancreas ductal adenocarcinoma 

NAME 

DATE OF BIRTH 

SEX 

MEDICAL RECORD # 

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN 

MEDICAL FACILITY 

ADDITIONAL RECIPIENT 

MEDICAL FACILITY ID 

PATHOLOGIST 

SPESPECIMENCIMEN

SPECIMEN ID  

SPECIMEN TYPE 

DATE OF COLLECTION  

SPECIMEN RECEIVED 

44 TTherherapies with Capies with Clinical Benefitlinical Benefit

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1010 CClinical Tlinical Trialsrials

Biomarker Findings
Blood TBlood Tumor Mutational Burumor Mutational Burdenden -- 0 Muts/Mb
MicrMicrosatosatellitellite statuse status -- MSI-High Not Detected
TTumor Fumor Frractionaction -- Cannot Be Determined

Genomic Findings
For a complete list of the genes assayed, please refer to the Appendix.

BRBRCCA2A2 S198S1982f2fs*2s*222

ABOUT THE TESABOUT THE TESTT FoundationOne®Liquid CDx is a next generation sequencing (NGS)
assay that identifies clinically relevant genomic alterations in circulating cell-free
DNA.

BIOMARKER FINDINGSBIOMARKER FINDINGS

Blood Tumor Mutational Burden - 0
Muts/Mb

No therNo therapies or clinical trials.apies or clinical trials. See Biomarker Findings section

Microsatellite status - MSI-High Not
Detected

MSI-High not detected. No evidence of microsatellite instability in this sample (see
Appendix section).

Tumor Fraction - Cannot Be Determined Tumor fraction is an estimate of the percentage of circulating-tumor DNA (ctDNA)
present in a cell-free DNA (cfDNA) sample based on observed aneuploid instability.

GENOMIC FINDINGSGENOMIC FINDINGS VVAF %AF %

BRCA2 - S1982fs*22 49.5%

10 T10 Trialsrials see psee p.. 99

Olaparib 2A Niraparib

Rucaparib

Talazoparib

VVARIANTARIANTS TS TO CO CONSIDER FONSIDER FOR FOR FOLLOLLOOWW-UP GERMLINE TES-UP GERMLINE TESTING IN SELETING IN SELECT CANCER SUSCT CANCER SUSCEPTIBILITY GENESCEPTIBILITY GENES

Findings below have been previously reported as pathogenic germline in the ClinVar genomic data and were detected at an allele frequency of >30%.
See appendix for details.

This report does not indicate whether variants listed above are germline or somatic in this patient. In the appropriate clinical context, follow-up germline testing would be needed
to determine whether a finding is germline or somatic.

NONOTETE Genomic alterations detected may be associated with activity of certain approved therapies; however, the therapies listed in this report may have varied clinical evidence in the patient’s tumor type. Therapies and the

THERAPTHERAPY AND CLINICAL TRIAL IMPLICAY AND CLINICAL TRIAL IMPLICATIONSTIONS

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

BRCA2 - S1982fs*22 p. 5

PATIENT REPORT DATETUMOR TYPE

Pancreas ductal adenocarcinoma
COUNTRY CODE ORDERED TEST #

© 2021 Foundation Medicine, Inc. All rights reserved.

Electronically signed by Daniel Duncan, M.D. | 
Julia Elvin, M.D., Ph.D., Laboratory Director CLIA: 22D2027531
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SAMPLE

Genliste der ESMO PMWG

BAP1 BRCA1 BRCA2 BRIP1 FH FLCN MLH1 MSH2 MSH6 MUTYH PALB2

PMS2 POLE RAD51C RAD51D RET SDHA SDHB SDHC SDHD TSC2 VHL
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LoH SCORE ≥ 16 % MUTANT
BRCA1/2

HRD
STATUS

Yes Yes HRD+

Yes No HRD+

No Yes HRD+

No No HRD-

Cannot be determined Yes HRD+

Cannot be determined No HRD-

PPAATIENTTIENT

DISEASE Ovary high grade serous carcinoma
NAME
DATE OF BIRTH
SEX
MEDICAL RECORD #

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN
MEDICAL FACILITY

ADDITIONAL RECIPIENT
MEDICAL FACILITY ID
PATHOLOGIST

SPESPECIMENCIMEN
SPECIMEN SITE
SPECIMEN ID
SPECIMEN TYPE
DATE OF COLLECTION
SPECIMEN RECEIVED

SensitivitSensitivity fy for the detor the detection oection of cf copopy number alty number altereraations is rtions is reduceduced due ted due to so sample qualitample qualityy..

Genomic Signatures
LLososs of Hets of Hetereroozyzyggositosity scy scororee -- 27.0 %
MicrMicrosatosatellitellite statuse status -- MS-Stable
TTumor Mutational Burumor Mutational Burdenden -- 4 Muts/Mb

Gene Alterations
For a complete list of the genes assayed, please refer to the Appendix.

BRBRCCA1A1 S28S282f2fs*15s*15
TP53TP53 R2R273H73H

11 Disease rDisease releelevvant gant genes with no renes with no reporeportable alttable altererations:ations: BRBRCCA2A2

44 TTherherapies apprapies approovved in the EUed in the EU

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1313 CClinical Tlinical Trialsrials

ABOUT THE TESABOUT THE TESTT FoundationOne®CDx is a next-generation sequencing (NGS) based
assay that identifies genomic findings within hundreds of cancer-related genes.

GENOMIC SIGNAGENOMIC SIGNATURESTURES

Loss of Heterozygosity score - 27.0 %

10 T10 Trialsrials see psee p.. 1010

Niraparib 2A

Olaparib 2A

Rucaparib 2A

Talazoparib

Microsatellite status - MS-Stable

Tumor Mutational Burden - 4 Muts/Mb

GENE ALGENE ALTERATERATIONSTIONS

BRCA1 - S282fs*15

10 T10 Trialsrials see psee p.. 1313

Olaparib 1

Niraparib 2A

Rucaparib 2A

Talazoparib

TP53 - R273H

1 T1 Trialrial see psee p.. 1616

none none

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT'S TUTIENT'S TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT'S TUTIENT'S TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category
(resistance may not be
reflected in NCCN
category)

No therNo therapies or clinical trials.apies or clinical trials. see Genomic Signatures section

No therNo therapies or clinical trials.apies or clinical trials. see Genomic Signatures section

PATIENT TUMOR TYPE

Ovary high grade serous carcinoma
REPORT DATE

COUNTRY CODE

RO
PRF#

Electronically signed by Richard Huang, M.D. | Julia Elvin, M.D., Ph.D., Laboratory Director  Foundation 
Medicine, Inc. | Roche Customer Care: +49 7624 14 2098 or
europe.foundationmedicine@roche.com

Sample PSample Prrepareparaation:tion: FMI Germany GmbH, Nonnenwald 2, 82377 Penzberg, Germany
Sample AnalySample Analysis:sis: FMI Germany GmbH, Nonnenwald 2, 82377 Penzberg, Germany
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Studien haben gezeigt, dass ein hoher TF-Prozentsatz mit einer schlechten  
Prognose einhergeht. 3 –9

Der im Gewebe bestimmte TMB ist nicht gleichzusetzen mit dem bTMB, da sich die  
Bestimmung im Blut von jener im Gewebe unterscheidet. Daher können sich die  
Angaben von Therapieoptionen und klinischen Studien in den Berichten von  
FoundationOne CDx und FoundationOne Liquid CDx bezogen auf die Tumormutations-
last, selbst bei gleicher Tumorart unterscheiden.

PPAATIENTTIENT

DISEASE Breast invasive ductal carcinoma (IDC) 

NAME 

DATE OF BIRTH  

SEX     

MEDICAL RECORD #  

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN     

MEDICAL FACILITY    

ADDITIONAL RECIPIENT   

MEDICAL FACILITY ID   

PATHOLOGIST  

SPESPECIMENCIMEN

SPECIMEN ID  

SPECIMEN TYPE    

DATE OF COLLECTION    

SPECIMEN RECEIVED  

44 TTherherapies Apprapies Approovved in the EUed in the EU

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1919 CClinical Tlinical Trialsrials

Genomic Signatures
Blood TBlood Tumor Mutational Burumor Mutational Burdenden -- 23 Muts/Mb
MicrMicrosatosatellitellite statuse status -- Cannot Be Determined
TTumor Fumor Frractionaction -- 22%

Gene Alterations
For a complete list of the genes assayed, please refer to the Appendix.

BRBRCCA1A1 ccompleomplex rx rearrearrangangement, E1660fement, E1660fs*17s*17
CHEK2CHEK2 splicsplice site site 320-e 320-18_323del218_323del222
CDH1CDH1 D2D221H21H
TP53TP53 W91*W91*

ABOUT THE TESABOUT THE TESTT FoundationOne®Liquid CDx is a next generation sequencing (NGS)
assay that identifies clinically relevant genomic alterations in circulating cell-free
DNA.

GENOMIC SIGNAGENOMIC SIGNATURESTURES

Blood Tumor Mutational Burden - 23
Muts/Mb

10 T10 Trialsrials see psee p.. 1010

None None

Microsatellite status - Cannot Be
Determined

Unable to determine Microsatellite status due to insufficient evidence of genomic
instability.

Tumor Fraction - 22% Tumor fraction is an estimate of the percentage of circulating-tumor DNA (ctDNA)
present in a cell-free DNA (cfDNA) sample based on observed aneuploid instability.

GENE ALGENE ALTERATERATIONSTIONS VVAF %AF %

BRCA1 - complex rearrangement 19.4%

E1660fs*17 20.2%

10 T10 Trialsrials see psee p.. 1212

Olaparib 1

Talazoparib 1

Niraparib

Rucaparib

CHEK2 - splice site 320-18_323del22 14.9%

10 T10 Trialsrials see psee p.. 1414

None None

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

PATIENT TUMOR TYPE

Breast invasive ductal carcinoma
(IDC)

REPORT DATE

COUNTRY CODE

LT
ORDERED TEST #

Electronically signed by Douglas Lin, M.D. | 
Julia Elvin, M.D., Ph.D., Laboratory Director CLIA: 22D2027531
Shakti Ramkissoon, M.D., Ph.D., M.M. Sc, Laboratory Director CLIA: 34D2044309 
Foundation Medicine, Inc. · 1.888.988.3639
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Loss of heterozygosity (LoH)

Tumorfraktion

Tumormutationslast im Blut (bTMB)

Bei Ovarialkarzinomen wird nun zusätzlich der LoH Score (< oder ≥ 16 %) abgebildet.

Die Tumorfraktion gibt den prozentuellen Anteil von zirkulierender Tumor-DNA (ctDNA)  
in zellfreier DNA (cfDNA) an. 

Die Tumormutationslast kann nun mittels Liquid Biopsy (aus einer Blutprobe) nachgewiesen 
werden. Die Bestimmung umfasst die Gesamtheit der Single Nucleotide Variants (SNV)  
und Indels, die in der ctDNA vorhanden sind.

PPAATIENTTIENT

DISEASE Lung adenocarcinoma 

NAME     

DATE OF BIRTH   

SEX   

MEDICAL RECORD #  

PHYPHYSICIANSICIAN

ORDERING PHYSICIAN  

MEDICAL FACILITY  

ADDITIONAL RECIPIENT    

MEDICAL FACILITY ID    

PATHOLOGIST  

SPESPECIMENCIMEN

SPECIMEN ID    

SPECIMEN TYPE    

DATE OF COLLECTION    

SPECIMEN RECEIVED  

99 TTherherapies Apprapies Approovved in the EUed in the EU

00 TTherherapies with Lack of Rapies with Lack of Responseesponse

1818 CClinical Tlinical Trialsrials

Genomic Signatures
Blood TBlood Tumor Mutational Burumor Mutational Burdenden -- 6 Muts/Mb
MicrMicrosatosatellitellite statuse status -- Cannot Be Determined
TTumor Fumor Frractionaction -- Cannot Be Determined

Gene Alterations
For a complete list of the genes assayed, please refer to the Appendix.

NF1NF1 S89S892f2fs*10s*10
RROOS1S1 CD7CD74-R4-ROOS1 fusionS1 fusion
TP53TP53 I332fI332fs*2s*244

ABOUT THE TESABOUT THE TESTT FoundationOne®Liquid CDx is a next generation sequencing (NGS)
assay that identifies clinically relevant genomic alterations in circulating cell-free
DNA.

GENOMIC SIGNAGENOMIC SIGNATURESTURES

Blood Tumor Mutational Burden - 6
Muts/Mb

No therNo therapies or clinical trials.apies or clinical trials. See Genomic Signatures section

Microsatellite status - Cannot Be
Determined

Unable to determine Microsatellite status due to insufficient evidence of genomic
instability.

Tumor Fraction - Cannot Be Determined Tumor fraction is an estimate of the percentage of circulating-tumor DNA (ctDNA)
present in a cell-free DNA (cfDNA) sample based on observed aneuploid instability.

GENE ALGENE ALTERATERATIONSTIONS VVAF %AF %

ROS1 - CD74-ROS1 fusion 0.38%

10 T10 Trialsrials see psee p.. 1414

Ceritinib 2A

Crizotinib 2A

Entrectinib 2A

Lorlatinib 2A

Brigatinib

Cabozantinib

NF1 - S892fs*10 0.99%

10 T10 Trialsrials see psee p.. 1212

Trametinib Binimetinib

Cobimetinib

THERAPTHERAPY AND CLINICAL TRIAL IMPLICAY AND CLINICAL TRIAL IMPLICATIONSTIONS

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES APPRTHERAPIES APPROOVED IN THE EUVED IN THE EU
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

PATIENT TUMOR TYPE

Lung adenocarcinoma
REPORT DATE

COUNTRY CODE

IT
ORDERED TEST #

Electronically signed by Mirna Lechpammer, M.D., Ph.D. |  Julia Elvin, M.D., 
Ph.D., Laboratory Director CLIA: 22D2027531
Shakti Ramkissoon, M.D., Ph.D., M.M. Sc, Laboratory Director CLIA: 34D2044309 
Foundation Medicine, Inc. · 1.888.988.3639

Sample PSample Prrepareparaation:tion: 150 Second St., 1st Floor, Cambridge, MA 02141 ·· CLIA: 22D2027531
Sample AnalySample Analysis:sis: 150 Second St., 1st Floor, Cambridge, MA 02141 ·· CLIA: 22D2027531

PPoosstt-Sequencing Analy-Sequencing Analysis:sis: 150 Second St., 1st Floor. Cambridge, MA 02141 ·· CLIA: 22D2027531
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Laut einer FMI-Studie zu MSI (67.000 Proben) wurde folgendes ermittelt:
Die Inzidenz für einen MSI-High-Status tritt bei einigen Krebsarten häufiger vor:
Gebärmutterschleimhautkrebs (16,5 %), Dünndarm (4,6 %), CRC (4,5 %),
Blinddarm (4 %), Magen (3,4 %), Uterus (3,2 %), Prostata (2,7 %), Gebärmutterhals (1,9 %) 
und CUP (1,9 %) 10–13

Mikrosatelliteninstabilität (MSI)

Die Bezeichnung hat sich von MSI cannot be determined zu MSI-High not detected geändert.

PPAATIENTTIENT

DISEASE Pancreas ductal adenocarcinoma 
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44 TTherherapies with Capies with Clinical Benefitlinical Benefit
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Biomarker Findings
Blood TBlood Tumor Mutational Burumor Mutational Burdenden -- 0 Muts/Mb
MicrMicrosatosatellitellite statuse status -- MSI-High Not Detected
TTumor Fumor Frractionaction -- Cannot Be Determined

Genomic Findings
For a complete list of the genes assayed, please refer to the Appendix.
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ABOUT THE TESABOUT THE TESTT FoundationOne®Liquid CDx is a next generation sequencing (NGS)
assay that identifies clinically relevant genomic alterations in circulating cell-free
DNA.

BIOMARKER FINDINGSBIOMARKER FINDINGS

Blood Tumor Mutational Burden - 0
Muts/Mb

No therNo therapies or clinical trials.apies or clinical trials. See Biomarker Findings section

Microsatellite status - MSI-High Not
Detected

MSI-High not detected. No evidence of microsatellite instability in this sample (see
Appendix section).

Tumor Fraction - Cannot Be Determined Tumor fraction is an estimate of the percentage of circulating-tumor DNA (ctDNA)
present in a cell-free DNA (cfDNA) sample based on observed aneuploid instability.

GENOMIC FINDINGSGENOMIC FINDINGS VVAF %AF %

BRCA2 - S1982fs*22 49.5%

10 T10 Trialsrials see psee p.. 99

Olaparib 2A Niraparib

Rucaparib

Talazoparib

VVARIANTARIANTS TS TO CO CONSIDER FONSIDER FOR FOR FOLLOLLOOWW-UP GERMLINE TES-UP GERMLINE TESTING IN SELETING IN SELECT CANCER SUSCT CANCER SUSCEPTIBILITY GENESCEPTIBILITY GENES

Findings below have been previously reported as pathogenic germline in the ClinVar genomic data and were detected at an allele frequency of >30%.
See appendix for details.

This report does not indicate whether variants listed above are germline or somatic in this patient. In the appropriate clinical context, follow-up germline testing would be needed
to determine whether a finding is germline or somatic.

NONOTETE Genomic alterations detected may be associated with activity of certain approved therapies; however, the therapies listed in this report may have varied clinical evidence in the patient’s tumor type. Therapies and the

THERAPTHERAPY AND CLINICAL TRIAL IMPLICAY AND CLINICAL TRIAL IMPLICATIONSTIONS

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN P(IN PAATIENT’TIENT’S TUS TUMOR TYPE)MOR TYPE)

THERAPIES WITH CLINICAL BENEFITTHERAPIES WITH CLINICAL BENEFIT
(IN O(IN OTHER TUTHER TUMOR TYPE)MOR TYPE)

NCCN category

BRCA2 - S1982fs*22 p. 5

PATIENT REPORT DATETUMOR TYPE

Pancreas ductal adenocarcinoma
COUNTRY CODE ORDERED TEST #
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