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Structure of the cytoplasmic ring of the Xenopus laevis nuclear pore complex by cryo-electron
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Biophysical Journal, 2008, 95, 4289-4299. :

A structure of human Scap bound to Insig-2 suggests how their interaction is regulated by sterols.
Science, 2021, 371, .

Structure of the cytoplasmic ring of the <i>Xenopus laevis</[i> nuclear pore complex. Science, 2022,

376, . 12.6 44
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