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No sample-size calculations were performed. For quantitative measurement of Ty1 mobility, sample size was chosen based on 30 years of
experience using the Ty1his3-AI retromobility assay, originally developed by the Garfinkel lab (citation 44). The application of appropriate
statistical tests and methods detailed in publications from the Garfinkel lab (refer to citations 6, 10, 26, 28, 45, 53, and 64) validate the choice
of sample size. Importantly, over 100,000 transposition events are sampled in each independent liquid culture expressing wild type Ty1his3-
AI. This robust sensitivity, ranging over four logs, also permits quantitative reproducible detection of less frequent transposition events, such
as those generated in the presence of the p18m restriction factor or by Gag mutants. Overall, the design described here is sufficient to detect
meaningful biological differences with significant reproducibility.

No data were excluded. All trials were successful.

Overall, data is representative of at least three biological replicates. For quantitative retromobility assays, data represents at least four
independent galactose-inductions repeated three times. All replicates were successful.

Randomization is built into all of our experiments in budding yeast in vivo as colonies are chosen randomly for analysis.

Due to the nature of the experimental setup, blinding was not practical because the same investigator was doing group allocation during data
collection and analysis. The corresponding authors also validated primary data collection and analysis.

Antibodies used from commercial sources:

• mouse monoclonal anti-Pgk1 antibody clone 22C5D8 (Thermo Fisher Scientific Cat# 459250, RRID:AB_2532235; lot TA2506432)

• rabbit monoclonal anti-hexa-histidine antibody clone RM146 (Thermo Fisher Scientific Cat# MA5-33032, RRID:AB_2810125; lot
VG3038162)

Previously generated custom antibodies used and references:

• mouse monoclonal anti-TY tag antibody clone BB2 (Bastin et al., 1996, PMID: 8813669)

• rabbit polyclonal anti-p18 antisera (Saha et al., 2015, PMID: 25609815)

Antibodies were validated by immunoblotting isogenic control yeast strains that lack the epitope:

The Pgk1 antibody is commercially available and validated by the manufacturer for use in Western blotting and
immunocytochemistry in S. cerevisiae.




