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Accurate inference of gene regulatory interactions from spatial gene expression with deep
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ImPLoc: a multi-instance deep learning model for the prediction of protein subcellular localization

based on immunohistochemistry images. Bioinformatics, 2020, 36, 2244-2250. 41 35

FlyIT: Drosophila Embryogenesis Image Annotation based on Image Tiling and Convolutional Neural
Networks. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2019, 18, 1-1.
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