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source_name: epatocellular carcinoma A gene knockout (KO), also known as a gene deletion, involves completely eliminating the expression of a target gene by replacing it with a non-functional version, usually
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antibody: anti p53 mouse monoclonal (DO-1) Sigma
condition: pAPO

Meanwhile, a gene knockdown (KD), also known as RNA interference (RNAI), involves reducing the expression of a target gene without completely eliminating it. KD is
achieved by introducing small RNA molecules, siRNA or shRNA, that specifically bind to and degrade the messenger RNA (mRNA) of the target gene.
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Note that some samples are cells differentiated from a
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