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Deng, Yixian Huang, et al. (2024). ACP-CapsPred: an explainable computational
framework for identification and functional prediction of anticancer peptides
based on capsule network, Briefings in Bioinformatics, Volume 25, Issue 5,
bbae460. (JCR QI, [F(2023)=9.5)
Lantian Yao, Jiahui Guan, Peilin Xie, Chia-Ru Chung, Junyang Deng, Yixian
Huang, et al. (2024). AMPActiPred: A three-stage framework for predicting
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(2024). CapsEnhancer: An Effective Computational Framework for Identifying
Enhancers Based on Chaos Game Representation and Capsule Network. Journal
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soil. International Journal of Systematic and Evolutionary Microbiology,
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21. Yixian Huang, et al. (2025). ToxFM: a foundation model fused with L1000 gene
expression and molecular architectures for high-throughput drug toxicity
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