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Computational Biology, 2021, 17, e1008647.
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Machine learning uncovers independently regulated modules in the Bacillus subtilis transcriptome.
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Adaptive laboratory evolution of Escherichia coli under acid stress. Microbiology (United Kingdom),

2020, 166, 141-148.
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data. PLoS Computational Biology, 2019, 15, e1006971.

The y-ome defines the 35% of<i>Escherichia coli</i>genes that lack experimental evidence of function. 145 117
Nucleic Acids Research, 2019, 47, 2446-2454. )
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