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Figure 1S: Gene Ontology (GO) analysis of the 15 datasets with the most variable
expression of BTN1. Most enriched pathways involve DNA metabolism, repair, or
protein modifications and degradation and transport. The X-axis displays the -log10

values of the False Discovery Rate (FDR) for the pathways.
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Figure 2S. 5’ RACE products with rapamycin treatment and amino acid starvation.
The cells from strains DBY746 (wt) and AAY002 (-uORFs) were treated as described in
Materials and Methods. The poly-A RNA was used to perform 5° RACE using the
traditional method, as described in Materials and Methods. The products were amplified
with Qi primers, at 99 for BTN1 and 217 for BIT61. The products were separated on a

4% polyacrylamide gel and stained with ethidium bromide.



Figure 3S. Formation of cytoplasmic petite mutations due to amino acid

starvation. The cells, DMY940 (BTN1A), were starved for 48 hours at 30°C in the
absence of the amino acids arginine, histidine, leucine, lysine, methionine, and
tryptophan. A preculture of the cells was grown overnight in YPRaf medium at 30°C. In
the morning, they were washed three times with water and then transferred to starvation
medium at a concentration of approximately 500 cells/ml. The starvation media
contained uracil, adenine, 0.2% glucose, and 0.67% yeast nitrogen base with

ammonium sulfate.



Table 1S: Pathways enriched in each of the 15 studies where BTN1 expression varies
the most. The header row displays the author, publication year, and GEO ID (if available),
along with relevant references. The index column lists selected GO terms that were found
to be enriched and are discussed in the manuscript. The total count indicates the number
of datasets in which a specific biological process (GO term) is either enriched (Y) or not
enriched (N).
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