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- Computational biology/biocinformatics
- Genomics (eg. DNA-Seq), transcriptomics
o (eg. RNA-Seq, scRNA-Seq),
immuno-genomics, multi-omics data analysis (eg. CyTOF)
- Systems biology analysis (eg. pathway analysis)
- Target ID and disease characterization
Sofina Gy
- Data science
- Machine leaming and deep learning (neural networks)
e . Multi-variate data analysis
- Familiarity with deep leaming development environment:
TensorFlow, PyTorch, Keras
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