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crucial for clinical management and guiding therapeutic intervention. Over 20 B-ALL
subtypes are defined by molecular signatures based on genetic variants and gene
expression profiles. Upregulation of CRLF2 expression has been reported as a key
molecular indicator associated with poor prognosis in Ph-like ALL patients. Upregulation

fusion partner of KMT2A in AML and recently reported to be
observed in pediatric T-ALL, KANKT (potential tumor suppressor) has
been shown to be fused with PDGFRB leading to myeloproliferative

. neoplasm, and CDKNZ2A has been reported to be mutated in
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requiring higher input material and multiple workflows leading to higher cost and
longer processing time. We report a single tube NGS panel that uses total nucleic acid
as input for simultaneous screening of DNA and RNA, providing a comprehensive
genetic profile for diagnosis, and therapeutic guidance of Ph-like ALL patients.
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We demonstrate the use of a single tube multimodal NGS assay for comprehensive survival rates as well as higher median WBC count.

genomics profiling that simultaneously screens DNA and RNA for expression and

variants. It is a powerful and cost-effective tool to help classify ALL samples for clinical A. CRLF2 expression was tested across sample type, B. The most common molecular drivers in non-Ph patients. C. Molecular findings in non Ph patients show that about a

gender and clinical diagnosis to assure uniformity of In 9 cases no data was available for expression or third of the patients show both CNV and SNV variation,

assay performance in a pilot cohort. fusion detection, so these were excluded from the but while CNV tend to overlap within samples SNV
differential expression analysis. show a patient specific pattern.
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management and guiding therapeutic intervention.
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