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Cryo-EM reconstruction of the augmin complex has been deposited in the Electron Microscopy Data Bank under accession number EMD-25387. Coordinates for the
atomic model of augmin have been deposited in the Protein Data Bank under accession number 7SQK. Mass spectrometry data has been deposited in the PRIDE
Database under submission number PXD031411 [https://www.ebi.ac.uk/pride/archive/projects/PXD031411]. The source code of “rockstar.py” is available on
GitHub [https://github.com/zhuangli200/Rockstar]. Single protein predictions for HAUS1–8 are available from the AlphaFold Protein Structure Database.
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No sample-size calculation was performed. For cryo-EM, the actual sample size was increased until no further improvement in resolution was
obtained in the cryo-EM maps.

Cryo-EM particle images that fall into 2D averages or 3D classes with poor features were excluded from final reconstruction.

The crosslinking experiments were carried out as triplicates and reliably reproduced.

Randomization is not relevant for the crosslinking experiments in this study. For cryo-EM, randomization was internally used by data
processing software in initial particle assignment for 2D classifications and generation of half maps for resolution estimation.

Blinding was not relevant to this study. Blinding is not typically performed for the crosslinking and structural studies reported in this paper.




