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Supplementary information, Fig. S7 

 
Supplementary information, Fig. S7 | Structural comparison of the cryo-ET 

reconstructions of the NPC.  Surface representations of cryo-ET reconstructions are 

shown to scale for X. laevis (this study), X. laevis (accession code EMD 3005-3008)1, 

Homo sapiens (EMD 3103)2, Chlamydomonas reinhardtii (EMD 4355)3 and 

Saccharomyces cerevisiae (EMD 7321)4. Three views of each reconstruction are shown: 

cross-section side view, 45°-tilt view, and top view from cytoplasmic side. The LR 

observed in this study is highlighted in marine. 
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