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DeeP4med: deep learning for P4 BMC Bioinformatics 3.169
medicine to predict normal and cancer
transcriptome in multiple human tissues
Single-cell transcriptional signature-based BMC Cancer 3.8
drug repurposing and in vitro evaluation
in colorectal cancer
In silico identification and in vitro Cancer Reports 1.7
evaluation of MRPS30-DT IncRNA and
MRPS30 gene expression in breast cancer
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Introduction of MYBL2 as a common
regulator between AHR and NF-kB

and Inc-HOTTIP in glioblastoma
multiforme

pathways: its relationship with Inc-UCC

Gene Reports 1.3
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Leveraging Bioinformatics and Machine Learning to | 2024 | Scientific Reports
Identify Potential Targets for Preventing Cancer
Progression via GREM1 Inflammatory Pathways

The role of artificial intelligence in|2024 |JIMS

pharmaceutical sciences (Journal of Isfahan Medical

School)
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