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Figure S1. Flowchart of the current protocol to analyze and visualize 3D immunofluorescence signal using 

IMARIS and MeshLab. IMARIS 8 (v8.1, Bitplane) was utilized to render the 3D model with the specified 

parameters. IMARIS generated. vrml2.0 as the output format and converted it to.wrl in order to be 



 

 

compatible with MeshLab (v2021.07), which was used to perform subsequent simplification procedures. The 

simplification procedure may generate non-manifold edges and vertices, hindering the capability to quantify 

the 3D model. Consequently, some protocols were put into place to obtain a simplified 3D model devoid of 

these features. An X-ray shader was applied to facilitate the visualization of immunofluorescence signal col-

ocalization. 

 


