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<i>iFeatureOmega:</i>an integrative platform for engineering, visualization and analysis of features
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6.5 24

15
PERISCOPE-Opt: Machine learning-based prediction of optimal fermentation conditions and yields of
recombinant periplasmic protein expressed in Escherichia coli. Computational and Structural
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Bioinformatics, 2021, 22, . 3.2 9
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Computational prediction and interpretation of both general and specific types of promoters in
<i>Escherichia coli</i> by exploiting a stacked ensemble-learning framework. Briefings in
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27 DeepTorrent: a deep learning-based approach for predicting DNA N4-methylcytosine sites. Briefings in
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29 BastionHub: a universal platform for integrating and analyzing substrates secreted by Gram-negative
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protein sequence analysis, prediction and visualization. Nucleic Acids Research, 2021, 49, e60-e60. 6.5 124
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33 ReCGBM: a gradient boosting-based method for predicting human dicer cleavage sites. BMC
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63 Procleave: Predicting Protease-specific Substrate Cleavage Sites by Combining Sequence and
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