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Maveropepimut-S (MVP-S) - Novel T Cell Activating Therapy

§ MVP-S combines DPXTM, a lipid-based delivery platform with immunogenic T cell epitopes derived from the tumor associated-

antigen survivin

§ Elicits a robust immune response against survivin expressing tumors

§ Unique mechanism of action facilitates active and sustained uptake of target peptides by Antigen Presenting Cells (APCs) at the

injection site which then primes a de novo survivin-specific T cell response capable of trafficking to the tumor bed
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Materials & Methods

Subjects with advanced, recurrent ovarian cancer were enrolled in the DeCidE1-phase 2 study
evaluating the safety and efficacy of MVP-S + intermittent low-dose CPA (N=22).

Tumor biopsies were subjected to multiplex immuno-fluorescence (mIF, Akoya Biosciences) and
immunogenomics (RNAseq + WES; Personalis Inc.) analyses. RNAseq was performed using Illumina
NovaSeq NGS platform with 300X mean coverage (>20k genes).
Data analyses performed by IMV Inc. and bPrescient Inc.
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Figure 1A) Heatmap showing the rank-
distribution of mIF features by on-treatment 
tumor regression status. Features are ranked 
from lowest (1) to highest with ties averaged.

Figure 1B) Box-plots representing 
significantly higher levels of pre-treatment 
CD8+ tumor infiltration in tumors of patients 
demonstrating >10% reduction in their target 
tumor lesion. 

*Mann-Whitney U test (p≤.0.05)

Higher pre-treatment T and B Cell Infiltration is Associated with Anti-tumor 
Clinical Activity of MVP-S + Intermittent Low-Dose CPA Treatment
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Higher pre-treatment T and B Cell Infiltration is Associated with Anti-tumor 
Clinical Activity of MVP-S + Intermittent Low-Dose CPA Treatment

Figure 2A): Differential gene expression analyses 
identified 119 significantly upregulated genes in 
patients demonstrating >10% on-treatment tumor 
regression. Gene Ontology (GO) pathway 
enrichment analysis further indicated significant up-
regulation of immune-related pathways highlighted in 
the figure
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Higher pre-treatment T and B Cell Infiltration is Associated with Anti-tumor 
Clinical Activity of MVP-S + Intermittent Low-Dose CPA Treatment

Box-plots representing significantly higher pre-
treatment levels of representative B cell activation 
pathway genes (2B) as well as CD20+ staining 
(2C, mIF) in tumors of patients demonstrating > 
10% reduction in their target lesion. *Mann-Whitney 
U test (p ≤.0.05).
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MVP-S Induced Increased T and B Cell Infiltration in the On-treatment Tumor of a 
Patient with Clinical Response

Figure 3) Multiplex immuno-fluorescence (mIF) analysis of paired tumor biopsies available for one patient with clinical response 
(PR) demonstrating marked increase in T cell and B cell infiltration on-treatment. Left panel: representative mIF images 
demonstrating multiple immune cell markers in the tumor and non-tumor regions.

Pre-treatment On-treatment
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Upregulation of Immuno-suppressive Genes/ Pathways Associated with 
Unfavorable Outcome

Figure 4A) Volcano plot representing the 
log2 fold-change of the mean expression of 
genes in the tumor of patients with >10% on-
treatment tumor regression vs. those with 
≤10% tumor regression. The –log10 
probability (p) is calculated using Mann-
Whitney U test. 
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Figure 4B) Box-plots representing significantly higher pre-treatment levels of known immuno-suppressive genes (CD276, 
Arg2) in the tumor of patients with negligible anti-tumor activity (≤10% tumor regression).

Upregulation of Immuno-suppressive Genes/ Pathways Associated with 
Unfavorable Outcome
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Box-plots representing significantly higher pre-
treatment levels of known signaling pathway 
(Figure 4C, representative WNT-β-Catenin 
signaling intermediates) in the tumor of patients 
with negligible anti-tumor activity (≤10% tumor 
regression).

Upregulation of Immuno-suppressive Genes/ Pathways Associated with 
Unfavorable Outcome
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• Potential biomarkers for MVP-S response in ovarian cancer were identified by 
comprehensive integrated analysis
• Higher levels of T and B cell tumor infiltration was associated with anti-tumor activity,
• MVP-S treatment induced strong increase in T and B cell tumor infiltration compared to the 

pre-treatment levels in a patient with durable clinical benefit underscoring the importance of 
these biologies,

• Differential gene expression analysis of pre-treatment tumors also identified genes and 
pathways enriched in non-responding patients
• Immunosuppressive genes are overexpressed in non-responders as compared to responders,
• Known mechanisms of primary resistance to immunotherapies such as WNT- β - Catenin 

signaling is also enriched in non-responders,

• These findings suggests that immunogenic/ inflamed tumors are more susceptible to the 
MVP-S treatment.

Conclusion
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