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BACKGROUND

The expanding therapeutic landscape of advanced solid tumors

creates a need for increasingly refined biomarker strategies.

Single-cell transcriptomics could complement molecular

profiling by resolving target expression and tumor, immune and

stromal cell states.

Yet, its clinical implementation has been limited by the difficulty of

generating robust single-cell data from routinely available FFPE

tumor samples.

OBJECTIVE

To retrospectively assess the feasibility of single-cell

transcriptomic profiling from archived FFPE tumor

samples and explore its potential added therapeutic

information in patients previously enrolled in the

ProfiLER01 precision oncology program.

INTEGRATED WORKFLOW

From routine FFPE to cell-resolved profiling

Retrospective clinical assessment

SINGLE-CELL TECHNICAL FEASIBILITY

* Archived FFPE specimens collected between

2014 and 2020

24,443 cells profiled across the cohort

Median 1,655 cells/sample, 588 genes/cell, 

1.2% mitochondrial reads
NSCLC: n=4 Colorectal: n=2

Pancreatic: n=8Ovarian: n=2

16 retrospective patients with 

advanced solid tumors *

➔Quality assessment: 13/16 = 82% high-quality samples (> 400 nuclei, > 500 median gene coverage) 

➔Cell-level resolution of tumor, fibroblast, vascular and diverse immune compartments across cancer types
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➔11/16 samples with > 1000 cells yield clean & complete OneMap profiles 

(broad tumor & TME characterization)

➔Even lower-yield samples (5/16) retained interpretable information for selected

compartments (ex: tumor profiling) despite reduced immune cell diversity

CLINICAL INTERPRETABILITY

OneMap reports integrating:

▪ Cell composition

▪ Tumor programs

▪ Therapeutic targets

▪ Immune-checkpoint modules

16/16 (100%) 
NSCLC sample, n=2662 cells

Tumor cell content: 56%

Med. Gene coverage: 662 genes/cell

Ovarian sample, n=536 cells

Tumor cell content: 34%

Med. Gene coverage: 524 genes/cell

Representative case: ovarian cancer

7/16 (44%) 
patients with new potentially clinically relevant 

therapeutic orientation after OneMap-informed reviewProfiLER01 MTB

➔Examples included HER2-directed strategies, SIRPα-CD47 bispecific trials, folate receptor- α ADCs and anti-angiogenic

therapies

➔Cell-resolved profiling characterizes both tumor composition and localizes therapeutically ADC target expression to 

tumor cells

CONCLUSIONS & PERSPECTIVES

TAKE HOME MESSAGE

Retrospective OneMap-informed review generated

robust multicellular profiles in 16/16 archived samples

and yielded complementary therapeutic hypotheses

for 7/16 patients, including tumor-cell targets and TME

features, supporting prospective evaluation in

contemporary MTB practice.

WHAT SINGLE-CELL ADDS

- Localizes target expression to tumor or

microenvironment compartments

- Resolves tumor, immune, stromal & vascular

cell states in the same biopsy

- Connects cellular biology with treatment

classes considered in MTB review

LIMITATION: Historical comparison with ProfiLER01 should be interpreted cautiously given the evolution of molecular profiling technologies, biomarker knowledge and therapeutic options over time.

NEXT STEP: Prospective SPARK cohort

16 patients with advanced solid tumors

- Primary endpoint: report returned <15 days 

for ≥75%

- Secondary endpoint: MTB discussion <20 

days for ≥75%
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