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- Domain Knowledge Transferring for Pre-trained Language Model via Calibrated Activation Boundary Distillation.

Proceedings of the 60th Annual Meeting of the Association for Computational Linguistics (2022)

- Integrative reconstruction of cancer genome karyotypes using InfoGenomeR. Nature Communications (2021)

- Multiresolution correction of GC bias and application to identification of copy number alterations. Bioinformatics

(2019)

- Multitask learning approach for understanding the relationship between two sentences, Information Sciences

(2019)

- DigChem: Identification of disease-gene-chemical relationships from Medline abstracts. PLoS Computational

Biology (2019)
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