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Abstract:  

 Recently, collectively termed super-resolution microscopy have been developed, and they have 

the ability to break the optical resolution. 3D structured illumination microscopy (3D-SIM), one 

of such new technologies, theoretically doubles the optical resolution in both lateral and axial 

directions, allowing 3D imaging with eightfold volumetric resolution improvement compared 

with conventional fluorescence light microscopy. On the other hand, methods to evaluate spatial 

protein-protein proximity at this resolution level have not been established. 

 In this JC, I’m going to introduce an article, in which several methods for quantification of 

colocalization have been attempted [1], and review the respective analysis. I’d like to use this 

opportunity to discuss evaluating colocalization in super-resolution microscopy. 
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