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Multi-functionalization of the NonoLuc-based HiBiT tag
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Establishing knock-in animals using genome editing technology is a
time-consuming process. Therefore, 1f a single peptide tag can be multi-functionalized, it will
accelerate research. This study aimed to multi-functionalize the HiBiT luminescent tag derived from
NanoLuc. The HiBiT tag reconstitutes NanoLuc by binding to LgBiT with high affinity. Thus, the HiBiT

tag has the potential to be used as an affinity tag. In fact, we demonstrate that the HiBiT tag can
be used for protein knockdown in combination with an F-box protein, and for visualization of
proteins within cells in combination with fluorescent proteins.
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