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INTRODUCTION RESULTS

T-cell and B-cell repertoire analysis is used in oncology
research, to understand the etiology of complex disease
phenotypes, for the identification of biomarkers predictive of
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presence as a single dominant clone with the highest
frequency. This has particularly detrimental implications for
research in disorders such as follicular lymphoma and may
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usage and CDR3 length combinations

Sample level table listing all detected clones, assigned VDJ labels, CDR3 sequence, counts, frequencies, somatic

CDR3 Nucleotide Length

CDR3 length histogram

hypermutation levels, and other computed attributes

require clonal lineage analysis for proper mitigation. - B = B CONCLUSION
& 1962 0.71% = 1502 (1530%)
- B IgAl (2.80%) 400 B IgAl (41.69%)
_ ] _ Search Go : :gg; Eg:ggm : :ggé 8.53'23’:)@) . .
To aid the downstream analytics of biomarker LineagoSummry Taie S G The Oncomine™ Immune Repertoire workflows for T-cell and B-cell receptor
H H 1 H : Summary metrics for clonal lineages detected in a sample. Clonal lineages represent groups of B cell clones that are believed to be related by descent (shared VDJ rearrangement) but have distinct VDJ sequences owing to somatic hypermutation ¢ 150 . . . - . . . .
I d e ntlfl catl o n a n d th e Stu dy Of co m p I ex d Isease y We lineages are identified as sets of IGH rearrangements having the same variable gene identity, the same CDR3 length, and CDR3 nucleotide similarity greater than the user-defined threshold (default: minimum 85% homology). The lineage ID columr Seq u e n CI n g We re d eS I g n ed to be Of h I g h utl I Ity I n d I Stl n Ct a reas Of m a I I g n a n Cy resea rCh :

developed fully automated analysis solutions that
directly compute and report several key features (clonal
lineage, amongst several others described below)
pertinent to this area of research.

KEY ANALYSIS FEATURES

summary file. Learn more...
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and we expect them to greatly simplify complex downstream analyses. The unique
capabilities of the workflows to automatically report secondary and tertiary repertoire
features such as,

(i) BCR clonal lineages for improved dominant clone detection in blood cancers,
(i) TCR clone convergence for prediction of response to immune checkpoint inhibitors
[1,2], (iii) TCR haplotype grouping for evaluation of risk factors for autoimmunity and

1 L I Ll immune-related adverse events [3], and (iv) isotype classification in BCRs for studying
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