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Supplementary Figure 1 | Structure-based alignment of Mediator subunit sequences.
These primary sequence alignments were obtained by manual comparison of our human Mediator structure in complex with the PIC with the 
structure of the S. pombe core Mediator (Nozawa et al., Nature 2017). Secondary structure elements observed for human (top) and S. pombe 
subunits (bottom) are indicated.
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Supplementary Figure 2 | Raw unedited data of SDS-PAGE gels and western blots.
Dashed boxes represent the regions cropped and used for interpretation
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