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In this study, we used super-resolution confocal live imaging microscopy
(SCLIM) to investigate the localization of endogenous proteins, and we identified domains abundant
in transmembrane complexes (TANGO1/cTAGE5/Secl2) juxtaposed to Secl6. Interestingly, this domain can
be distinguished from the inner and the outer coats of Copll proteins within each mammalian ER exit
site.
Moreover, we identified that Casein Kinase ldelta (CKldelta) directly phosphorylates TANGO1 and
reduces the interaction between TANGO1 and Secl6 leading to disassembly of ER exit sites.
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