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Always consult with your doctor 
for final interpretation of clonoSEQ 
results and next steps in treatment

What is clonoSEQ (clo-no-seek) testing? 
clonoSEQ is a Measurable Residual Disease (MRD) test, also known as minimal residual 
disease, that can detect the number of cancer cells that may remain in your body during 
and after therapy.

Your doctor's ability to detect these traces of disease may be important for making 
timely and informed decisions about your treatment plan.

clonoSEQ is a two-part test, which means we need to identify at least one dominant 
DNA sequence in a Clonality (ID) test before Tracking (MRD) testing can be performed.

clonoSEQ is FDA-cleared for multiple myeloma, ALL, and CLL. And, it is CLIA-validated 
for DLBCL, MCL, and other lymphoid malignancies.

Measuring MRD with clonoSEQ can help you and your doctor: 

Identify the specific DNA sequences associated with your cancer
Predict your potential long-term outcomes
Assess your response to treatment
Inform your treatment plan and potential changes in therapy
Monitor the amount of cancer in your body over time, even in the absence of treatment
Detect potential relapse before physical signs and symptoms arise
Complement other monitoring tools to maximize clinical insights

clonoSEQ MRD Testing: 
Visit clonoSEQ.com or call Adaptive clonoSEQ  
Customer Service at 1-888-552-8988 

Learn  
More

Patient Support & Financial Assistance: 
Visit Adaptive-Assist.com or call the Adaptive Assist  
Help Line at 1-855-236-9230
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clonoSEQ.com

clonoSEQ® is available as an FDA-cleared in vitro diagnosti c (IVD) test service provided by Adapti ve Biotechnologies to detect measurable residual disease (MRD) in bone marrow from pati ents 
with multi ple myeloma or B-cell acute lymphoblasti c leukemia (B-ALL) and blood or bone marrow from pati ents with chronic lymphocyti c leukemia (CLL). clonoSEQ is also available for use in other 
lymphoid cancers and specimen types as a CLIA-validated laboratory developed test (LDT). To review the FDA-cleared uses of clonoSEQ, visit clonoSEQ.com/technical-summary. 

MyChart® is a trademark of Epic Systems Corporati on.

MYCHART®

Sample clonoSEQ Clonality (ID) report for a pati ent enabled for future clonoSEQ Tracking (MRD) tests:

Sample clonoSEQ Clonality (ID) report for a pati ent who is not enabled for future clonoSEQ Tracking (MRD) testi ng.
This result means that clonoSEQ was not able to identi fy any suitable malignant cancer sequences to track. This does not mean the pati ent is MRD negati ve. 
Adapti ve will follow-up with the physician to see if another appropriate sample is available for re-testi ng.

Sample clonoSEQ report showing no evidence of residual disease in this sample tested.

Sample clonoSEQ report showing residual disease was present in the sample tested

You should consult your doctor to discuss this result in context with your disease 
state, other tests, and/or previous clonoSEQ results.

Here are some questions to consider asking your doctor: 

What other test results are important to consider in context with the my clonoSEQ results? 

How might clonoSEQ MRD results help inform and shape my treatment plan? 

Is MRD-negati vity a reasonable goal for me? 

At what ti me points during or aft er treatment should I receive clonoSEQ MRD testi ng? 

Why is ongoing clonoSEQ MRD testi ng important? 

When might blood-based clonoSEQ MRD testi ng be right for me? 

As a CLL pati ent, my initi al clonoSEQ Clonality (ID) report also included an IGHV result, how does 
IGHV mutati on status impact my treatment plan?
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ICD CODE

C91.00 Acute lymphoblastic leukemia not having achieved remission

ORDERING PHYSICIAN INSTITUTION

CLONALITY RESULT

4 Dominant Sequences Identified

Patient Enabled for MRD Tracking 

RESULTS SUMMARY

Genomic DNA was extracted from a bone marrow aspirate slide sample.

There were 4 sequences that met the criteria for a "dominant" sequence.

These dominant sequences have been tagged for tracking in other samples from this patient.

88,940 total nucleated cells were evaluated from the sample.

Based on the dominant sequences identified for this patient, the assay's analytical limit for subsequent MRD detection is 1.903 clonal cells per

sample, subject to sample quality and quantity.

The results obtained from this assay should always be used in combination with the clinical examination, patient medical history,

and other findings.

CRITERIA FOR DEFINING "DOMINANT" SEQUENCES

The sequence must comprise at least 3% of all like sequences (IGH-involved, IGK, and IGL are considered independently).

The sequence must comprise at least 0.2% of the total nucleated cells in the sample.

The sequence must be discontinuously distributed (≤5 sequences in the next decade of sequences when ranked by frequency).

The sequence must be carried by at least 40 estimated genome equivalents in the analyzed sample.

For In Vitro Diagnostic Use. Rx Only.

PATIENT NAME DATE OF BIRTH MEDICAL RECORD # GENDER REPORT DATE ORDER #

SPECIMEN TYPE / SPECIMEN SOURCE

Bone Marrow Aspirate Slides / Bone Marrow

COLLECTION DATE DATE RECEIVED SAMPLE ID

B-CELL CLONALITY (ID) REPORT

Adaptive Biotechnologies Corporation 1165 Eastlake Ave East, Suite 200, Seattle WA 98109 (888) 552-8988 adaptivebiotech.com 1 of 3
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ICD CODE

C91.00 Acute lymphoblastic leukemia not having achieved remission

ORDERING PHYSICIAN

Alexander Smith

INSTITUTION

University Cancer Hospital

CLONALITY RESULT

No Dominant Sequence Identified (Polyclonality)

Clone tracking (e.g. MRD determination) is not enabled by this sample

RESULTS SUMMARY

Genomic DNA was extracted from a bone marrow aspirate slide sample.

There were no sequences that met the criteria for a "dominant" sequence.

217,856 total nucleated cells were evaluated from the sample.

The results obtained from this assay should always be used in combination with the clinical examination, patient medical history,

and other findings.

CRITERIA FOR DEFINING "DOMINANT" SEQUENCES

The sequence must comprise at least 3% of all like sequences (IGH-involved, IGK, and IGL are considered independently).

The sequence must comprise at least 0.2% of the total nucleated cells in the sample.

The sequence must be discontinuously distributed (≤5 sequences in the next decade of sequences when ranked by frequency).

The sequence must be carried by at least 40 estimated genome equivalents in the analyzed sample.

ASSAY DESCRIPTION, METHOD AND LIMITATIONS

DESCRIPTION

The clonoSEQ® Assay is an in vitro diagnostic (IVD) that is intended to identify and quantify rearranged B-cell receptors in DNA extracted from bone marrow

samples from patients with B-cell acute lymphoblastic leukemia (ALL) or multiple myeloma (MM), and blood or bone marrow from patients with chronic

lymphocytic leukemia (CLL).

METHOD

The clonoSEQ Assay profiles the B-cell repertoire by polymerase chain reaction (PCR) and next-generation sequencing (NGS) and identifies and measures levels

of presumptive disease-associated lymphoid cells. An initial sample, obtained at the time of diagnosis of lymphoid malignancy, is first analyzed to identify

patient-specific sequences at the immunoglobulin heavy-chain locus [IGH; both complete (IGH-VDJ) and incomplete (IGH-DJ) rearrangements], the

immunoglobulin κ locus (IGK), the immunoglobulin λ locus (IGL), and IGH-BCL1/2 translocations. The same methodology is then applied in follow-up samples to

measure the residual level of the previously identified patient-specific sequence(s).

LIMITATIONS

False positive or false negative results may occur for reasons including, but not limited to: sample mix up, misidentification, and/or contamination; technical

and/or biological factors. Results may vary by sample source, type or body site/location sampled. The assay may overestimate MRD frequencies near the limit of

detection.

For In Vitro Diagnostic Use. Rx Only.

PATIENT NAME

Jane McDoe

DATE OF BIRTH

01/02/2000

MEDICAL RECORD #

123456

GENDER

Female

REPORT DATE

01/10/2018

ORDER #

D-101311

SPECIMEN TYPE / SPECIMEN SOURCE

Bone Marrow Aspirate Slides

COLLECTION DATE

12/26/2017

DATE RECEIVED

12/27/2017

SAMPLE ID

SP-101099 (18-BM-0035)

B-CELL CLONALITY (ID) REPORT

Adaptive Biotechnologies Corporation (888) 552-8988 adaptivebiotech.com 1 of 21165 Eastlake Ave E, Seattle, WA 98109
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ICD CODE

C91.01 Acute lymphoblastic leukemia, in remission

ORDERING PHYSICIAN INSTITUTION

SAMPLE-LEVEL MRD RESULT

No Residual Sequences Detected
ESTIMATED MRD VALUE:

0 residual clonal cells (Range: 0 - <1) 
Total nucleated cells evaluated from this sample: 3,500,194

The MRD range presented above represents the 95% confidence interval for the measured number of residual clonal sequences per million nucleated cells. Details for each identified
dominant sequence from this sample are provided on subsequent pages of this report.

RESULTS SUMMARY

Genomic DNA was extracted from a blood sample.

The 4 dominant sequences identified in a diagnostic sample from this patient were not detected in this current sample.

The sensitivity of this assay is directly related to the total number of cells (or cellular equivalents of genomic DNA) analyzed. There were

3,500,194 total nucleated cells evaluated from this sample.

The results obtained from this assay should always be used in combination with the clinical examination, patient medical history,

and other findings.

SAMPLE-LEVEL MRD TRACKING (shows only the sequence determining the MRD result for each time point)

The number of clonal cells may vary by sample type. As such, changes in clonal cell values over time are best compared using the same sample type, indicated by connecting lines.
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PATIENT NAME DATE OF BIRTH MEDICAL RECORD # GENDER REPORT DATE ORDER #

SPECIMEN TYPE / SPECIMEN SOURCE

Blood / Blood

COLLECTION DATE DATE RECEIVED SAMPLE ID

B-CELL TRACKING (MRD) REPORT

Adaptive Biotechnologies Corporation 1165 Eastlake Ave East, Seattle WA 98109 (888) 552-8988 adaptivebiotech.com 1 of 7
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ICD CODE

C91.01 Acute lymphoblastic leukemia, in remission

ORDERING PHYSICIAN INSTITUTION

SAMPLE-LEVEL MRD RESULT

+
Residual Sequences Detected
ESTIMATED MRD VALUE:

159 residual clonal cells per million nucleated cells (Range: 105 - 235)
Total nucleated cells evaluated from this sample: 3,444,153

The MRD range presented above represents the 95% confidence interval for the measured number of residual clonal sequences per million nucleated cells. Details for each identified
dominant sequence from this sample are provided on subsequent pages of this report.

RESULTS SUMMARY

Genomic DNA was extracted from a fresh bone marrow sample.

4 of the 4 dominant sequences identified in a diagnostic sample from this patient were still present in this current sample.

548 copies of the dominant sequence determining the MRD result (IGK Sequence F) were observed out of 3,444,153 total nucleated cells

evaluated from this sample.

The results obtained from this assay should always be used in combination with the clinical examination, patient medical history,

and other findings.

SAMPLE-LEVEL MRD TRACKING (shows only the sequence determining the MRD result for each time point)

The number of clonal cells may vary by sample type. As such, changes in clonal cell values over time are best compared using the same sample type, indicated by connecting lines.
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PATIENT NAME DATE OF BIRTH MEDICAL RECORD # GENDER REPORT DATE ORDER #

SPECIMEN TYPE / SPECIMEN SOURCE

Fresh Bone Marrow / Bone Marrow

COLLECTION DATE DATE RECEIVED SAMPLE ID

B-CELL TRACKING (MRD) REPORT

Adaptive Biotechnologies Corporation 1165 Eastlake Ave East, Seattle WA 98109 (888) 552-8988 adaptivebiotech.com 1 of 6


