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Supplementary information, Fig. S18 | Structural mapping of phosphorylation
sites on select components of the IR subunit.

a, Mapping of the phosphorylation sites Ser307 and Ser675 onto Nup155. Based on
our structure, both Ser307 and Ser675 face the NE. Phosphorylation may alter their
interaction with the membrane, thus potentially affecting membrane localization of
Nupl55. b, Mapping of the phosphorylation sites Ser117, Thr368, Thr537, and
Ser655 onto Nup93. Phosphorylation of Ser117 may affect the interaction between the
extended helix a5 and Nup205 or Nup188. Phosphorylation of Thr368 or Ser655 may
alter the interface between Nup93-1 and Nup93-2. Phosphorylation of Thr537 may
change the local conformation. ¢, Mapping of phosphorylation sites onto Nup188,
Nup205, and CNT. The phosphorylated residues include
Ser794/Ser992/Ser1686/Ser1687 in Nup188, Thr328/Serd21/Thr739 in Nup205,
Thr250/Thr314/Thr444 in Nup54, and Thr433 in Nup62. Their phosphorylation likely
affects their mutual interactions or local conformations.



