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Figure S2. Growth curve assays to assess complementation of two-subunit yeast complexes.

Human cDNAs were integrated using CRISPR/Cas9 in the genomic location of the corresponding

yeast gene. Yeast strains were grown in media +/- chemical at the indicated concentrations and each

represented curve is the average of 3 replicates per media condition. For each panel, x-axis represents

time in hours, while y-axis represents OD600 readings. Quantification of strain fitness is shown in

Figure 2.


