
Dataset identification

Cancer-specific transcriptomic

microarray datasets
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Data aggregation

Batch effect correction with 
pyComBat2
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Data harmonization

Clinical data curation

AI-powered clinical data 
homogenization and human-
reviewed quality control (QC)

Molecular data normalization

Gene names harmonization
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Tumor samples

Healthy samples

Datasets

Tumor samples from cancer patients 
and normal samples from healthy 

donors

Cohort

Differential gene 
expression analysis

inMoose3 
LogFC > 1 and FDR < 0.05
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Proteins located at the plasma 
membrane

HPA, COMPARTEMENT

Proteins with available 
expression data in healthy tissues

HPA, HPM, PDB

Antigen targets

Proteins with 

transmembrane domain

Or

Uniprot
GPI-anchored


proteins

Proteomic data filtering
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Vital tissues’ proteomic level (HPA, HPM, PDB)


Non-immune cells’ gene expression (Tabula sapiens)


Healthy tissues’ gene expression (GTEx)


LogFC from cohort (GEO)

Safety score

Publications about targeted therapies in�

� Specific cance�

� All cancers


Novelty score

Tumors’ proteomic level (HPA)


Tumors’ gene expression (TCGA)


Expression metrics from cohort (GEO)


Cell lines’ gene expression (CCLE)


Malignant cells’ gene expression (GEO)

Target found in other cancers (GEO)


Target’s somatic mutation (TCGA)


Outcome (TCGA)


Hallmarks of cancer (MSigDB)


Publications

Efficacy score

Weighted scoring system

Candidate targets


