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* Shallow models have limited predictive power for inter-species tasks * Building more robust predictive models by adding additional and multi-modal data
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 Custom CNN + Attention model predicts intra- and cross-species gene expression based on epigenetic
modifications signal profiles

* We confirm conservation of some epigenetic mechanisms across species

* Limitations in predictive capacity may be due to underlying biological constraints or limited data availability.

* Modular gene expression through understanding and predictive modeling of regulatory epigenetic modification
rules is possible through machine learning and can support countermeasures for fungal pathogens.
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