Supplemental Fig. S1. Mass Spectrometry data workflow and protein acceptance criteria.
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Supplemental Fig. S2. GO annotation and proteins over- and under-represented in DT40 lysate.

A) Pie chart showing the GO cellular components classification of DT40
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B) Proteins under-represented in DT40 compared to the Gallus gallus
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Supplemental Fig. S3. Non-specific binding proteins associated with >2 of 4 affinity resins: FLAG, Talon, Calmodulin and 1gG sepharose. A) Pie
chart showing GO_Cellular component annotation. B) GO_Molecular function annotation and C) Kegg pathway analysis. ‘Other’ represents

proteins other categories with single protein entries. Data analysed using ProteinCenter. D) Overlap of proteins identified as top 150 abundant and
the top 150 beadome.
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Supplemental Fig. S4. PI5P4K2a and  alignment. PISP4K2a has unique swissprot (spQ5F356) and trembl (trF1INKL5) accessions, both
included in UniprotKB Gallus gallus database 2012. Highlighted in purple and blue are unique peptides to PI5SP4K2 o and 3 respectively, and
in yellow are conserved peptides identified in replicate SILAC-IPAC screenings. Green are positively charged residues where K and L
indicate ends of peptides that can be quantified.
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Supplemental Fig. S5. A. Fanconi anemia complementation group C Gallus gallus UniprotKB accessions alignment with peptides identified
in both Calmodulin and 1gG pulldowns replicate SILAC-iPAC screenings highlighted in green and 1gG only in orange.
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181 SEVHAVSLFCLPLITLPDLTPLLETLLLYHGGASKETILSSEFLEAVHNDAVLEKKISLSES 240 Qa0GMO
181 SEVHAVSLFCLPLITLPDLTPLLETLLLYHGGASKETILSSEFLEAVHNDAVLEKKISLSES 240 FINYHI

R R R R R AR A A AR AR A A A A A A AT A A A A AR AR R R R R R

241 ATFSLWHRHLPSLESATLSLLDQLTSLOTNSLEEVACVIEDSLLEPQAASHEPATFRIVHETI 300 Q5F3HO
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Supplemental Fig. S6. Expanded PIP4Kin2 STRING network (+10) to identify potential missing interactors in our lists
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Supplemental Fig. S7. All TALON interactors based on experimental evidence only. =
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Supplemental Fig. S8. All FLAG interactors based on experimental evidence only.
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Supplemental Fig. S9. Proteins interacting with FA proteins using human accessions (A), Gallus accessions specific to only Calmodulin (B)
or 1gG (C) resins
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