
Ascent assesses chromosome arm-level and focal losses and gains 
via low-pass whole genome sequencing (LP-WGS) of tumor-derived 
nucleic acid in CSF to help inform the diagnosis and management of 
confirmed or suspected primary and secondary CNS malignancies.

Belay Ascent

A highly sensitive approach 
to evaluating chromosome 
arm-level and focal losses 
and gains in CSF-derived  
nucleic acid

Biologic and Technical Basis: Arm-Level Alterations in CNS Malignancies

Proprietary Sequencing for Aneuploidy 
in CSF

  Primary and metastatic CNS 
cancers can be detected 
by interrogating CSF for 
chromosome arm-level 
and focal losses and gains, 
which occur in most CNS 
cancers.1,2

  CSF-based methods 
for detection of these 
alterations use low input 
nucleic acid and have 
shown superior sensitivity 
to the gold-standard of CSF 
cytology.2

Reaching New Heights in CNS Testing

™

     WHY CHOOSE BELAY ASCENT?
1	 Ascent is highly sensitive, using low amounts of input 

nucleic acid. 
2	 Ascent employs proprietary technology exclusively 

licensed for use in CSF by Belay Diagnostics to detect 
chromosome arm-level and focal losses and gains in 
confirmed or suspected CNS cancers.

3	 Pairing Ascent with Summit™ 2.0 can provide 
critical information for informing the diagnosis and 
management of CNS cancers using a single CSF 
specimen.*

*See Sample Requirements on page 2 for more details

ASCENT™ IN CSF IS HIGHLY 
CONCORDANT TO TISSUE
% Concordance of events: Ascent™ in CSF to Tissue Profiling (n=32)

Positive Percent
Agreement

ASCENT™ DEMONSTRATES EXCEPTIONAL 
EQUIVALENCE TO STANDARD METHODS
% Concordance of events: Ascent™ to CMA/NGS, Tissue (n=48)

Aneuploidy 100%

97%Gene Level CNVs
Negative Percent 

Agreement 

Positive Percent
Agreement

Negative for Aneuploidy or CNVs 100%

Negative Percent 
Agreement 100%No Aneuploidy or Gene CNVs (n=7)

Gene Level CNVs (Tissue IHC, n=4) 100%Gene Level CNVs (Tissue IHC, n=4)

100%Gene Level CNVs (Tissue FISH, n=3)

Gene Level CNVs (Tissue NGS, n=15) 87%

Only Aneuploidy (CMA, NGS, n=2) 78%
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	 Some primary CNS cancers can be identified by characteristic conserved        	
patterns of arm-level losses or gains:

–	Glioblastomas are characterized by Chr. 7p,q gains and Chr. 10 p,q losses1,2

–	IDH-mutant oligodendrogliomas canonically exhibit co-deletion of 
Chr. 1p and Chr. 19q2

–	Meningiomas are risk-stratified by arm losses3

–	Medulloblastomas are characterized by chromosome arm loss and 
gain rather than mutations in specific genes4

	 GBM and CNS lymphoma can appear similar in imaging but have drastically 
different patterns of chromosomal loss and gain. Accurate characterization 
is critical; these cancers have significantly different treatment2

	 Cancer of the breast, lung, and melanoma are most likely 
to metastasize to the CNS; each has shown chromosome 
arm-level loss and gain detectable in CSF-tDNA1,2

	 Identifying chromosomal alterations can aid in distinguishing 
neoplasia versus non-neoplastic disease when other tools 
yield non-diagnostic or negative results2 

Tumor-Specific Chromosomal Signatures and Clinical Differentiation

Assay Specifications

Clinical  
Performance

Whole arm-level and focal losses and gains on all chromosomes  
(only q arms for acrocentric chromosomes 13, 14, 15, 21, and 22)

Sample  
Requirements

≥ 6 mL of CSF*. A sample of < 6ml of CSF will be processed and results reported  
provided the sample meets established reporting thresholds

Shipping and  
Transport  
Temperature

Standard CSF collection tube. Must be shipped in Belay Diagnostics specimen shipping kit 
within 24 hours of CSF collection and received at Belay Diagnostics within 48 hours. Maintain 
specimen at room temperature. Do not freeze or refrigerate unless instructed to do so.

Methodology Low-pass whole genome sequencing

Orders and 
Results

Include test requisition in shipping kit or fax form to 800-501-9246.  
Test results available via fax, encrypted email, or Belay portal.

Turnaround 
Time

Average 7-10 days from receipt of specimen

Proprietary Sequencing for Aneuploidy in CSF
Belay Ascent™


