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NetCrafter: Ontology-derived sample-specific gene network modeling

AI interprets omics data 

Consensus scoring on >30 billion associated data pairs in MetaDB

→ Reliable targets and biomarkers across lineages and subtypes

Meta DB prioritizes

reproducible targets and biomarkers

Lineage consensus of 

associations between CRISPR 

efficacy and RNA expression

→ Gene pairs with high 

consensus showed stronger 

reproducibility in independent 

shRNA screens.

Significant

correlations

in gene interaction

with anticancer

CRISPR efficacy

Lineage consensus
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Prioritizing
target-biomarker pairs

Text-to-Data mining

Availability & Collaboration

• Explore Q-omics SaaS at https://qomics.ai, AWS Cloud and via 

MCP on Claude and ChatGPT

• For collaboration, we offer partner-specific Evident Sprint, 

cloud/API integration and confidential PoC options

Bio-LDM: Novel foundation model for predicting hotspots and gene

                   -gene interactions

AI-assisted Research 
Summary

Executable Insights

Data mining 
& explanation

Connect LLMs with Q-omics 
Your AI agents for research & drug discovery pipelines

Claude answers
with real Q-omics data & insights

Predicting tumor-specific 
gene-gene interaction

Novel association of gene 
pairs with no known 

ontological relationships 
(Tw = 0)

Semantic similarity (Tw)
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Predicting anticancer 
hotspots (targets)

Gene interaction 
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Omics data mining

without bioinformatics expertise

MetaDB

Over 1 billion multi-omics data point

30 billion cross-associations reinforced by consensus scores. 

Bio-LDM (Biological Large Data Model)

A breakthrough AI model trained on NetCrafter knowledge graphs (Omics data + 

Ontology), discovers hidden gene-gene interaction and mechanisms. 

AI-assisted data analysis for target-biomarker 
discovery and mechanistic insights

https://qomics.ai

• Drug target and biomarker discovery • Tumor- antigen discovery

• Undruggable targets and new modalities

    in drug discovery

• Functional interpretation for underlying

  mechanisms and disease phenotypes

• Biomarkers in immunotherapy response

• Synthetic lethal gene pairs

Diverse applications including: 

• AI-assisted analysis of user data

OmixMind & LLMs

Text-to-Data mining automatically generating research trends,

data analysis workflows and interpretations from natural-language queries.

Lineage and sampling consensus analysis of PD-1 

expression associated with patient survival 
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