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Figure S2. Predicted structures and expression of Tafl4 orthologs in Saccharomyces
cerevisiae tafl4A cells. (a) AlphaFold3-predicted structures of Tafl4 orthologs. Colour
legend indicates the value of a per-atom confidence estimate (pLDDT). (b) Whole-cell
protein extracts were prepared from S. cerevisiae tafl4A strains expressing N-terminally
3xFLAG-tagged full-length Taf14 orthologs. Proteins were analysed by 15 % SDS-PAGE and
immunoblotting using an anti-FLAG antibody to detect Tafl4 variants. Coomassie Brilliant
Blue (CB)-stained gels following semi-dry transfer are shown as loading controls.



