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The MS proteomics data have been provided in Supplementary Data 1–12 and deposited to the ProteomeXchange Consortium via the jPOST partner res

pository with the dataset identifiers PXD028754 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028754] (three enrichment methods using
AirID-CRBN-expressing MM1.S cells), PXD028755 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028755] (neo-substrate selectivity of IMiDs
using AirID-CRBN-expressing MM1.S cells), PXD028756 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028756] (LC-MS/MS analysis of
IMiDs-dependent biotinylated peptides using AirID-CRBN-expressing HEK293T cells), PXD028757 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?
ID=PXD028757] (LC-MS/MS analysis of IMiDs-dependent biotinylated peptides using AirID-CRBN-expressing HuH7 cells), PXD028758 [http://
proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028758] (LC-MS/MS analysis of IMiDs-dependent biotinylated peptides using AirID-CRBN-expressing
IMR32 cells), PXD028760 [http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028760] (LC-MS/MS analysis of IMiDs-dependent biotinylated
peptides using AirID-CRBN-expressing THP-1 cells), PXD028761[http://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028761] (Validation of AirID
and TurboID using AirID-CRBN- or TurboID-CRBN-expressing IMR32 cells), PXD028762[http://proteomecentral.proteomexchange.org/cgi/GetDataset?
ID=PXD028762] (LC-MS/MS analysis of Indisulam-dependent biotinylated peptides using AirID-DCAF15-expressing HCT116 cells) and PXD028763 [http://
proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD028763] (LC-MS/MS analysis of PROTACs-dependent biotinylated peptides using AirID-CRBN-
expressing MM1.S cells). All data supporting the findings of this study are provided in the main text and supplementary information.

For proteasomal degradation assays and streptavidin pull-down assays, we have chosen more than two independent experiments as sample
sizes based on our previous papers in same research field (Yamanaka et al., EMBO J. 2021;40(4):e105375, Furihata et al., Nat. Commun.
2020;11(1):457 and Kido et al., eLife 2020;9:e54983) and traditional experimental approach in biochemical and cellular experiments. For
quantitative experiments, such as LC-MS/MS and qPCR, samples were prepared in at least triplicates.

No data were excluded from the analyses.

Proteasomal degradation assays were performed three times independently with similar results. Streptavidin pull-down assays were
performed at least twice independently with similar results. In the other experiments including mass spectrometry experiments, replication
was performed as indicated in the methods section or figure legend.

Randomization was not relevant because there is no allocation of samples/organisms/participants involved in this study.

Blinding was not necessary because there is no group allocation involved in this study.




