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Data analysis
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Sample size

We used the following software or web interface for data analysis:

The Galaxy web interface (https://usegalaxy.org)

TrimGalore! (0.6.4)

HISAT2 (2.1.0)

SAMtools (1.9)

featureCounts (part of the sub read version 1.6.2 package)

edgeR (3.26.8)

Gene Ontology Term Finder (https://www.yeastgenome.org/goTermFinder) (vesion 0.86)

MaxQaunt (1.6.5.0)

Proteome Discoverer (2.2.0.388)

BWA(0.7.17.4)

DeepTools bamCoverage (3.1.2.0.0)

DeepTools bamCompare (3.1.2.0.0)

DeepTools computeMatrix (3.1.2.0.0)

DeepTools plotHeatmap (3.1.2.0.1)

Integrated Genome Browser (2.4.16)

The images of blots and gels were obtained and analysed in Image Lab (5.2.1, Bio-Rad). Mean and standard deviations (SDs) from numerical
data was calculated and tabulated using Microsoft Excel 2019 (version 16.54).

All raw-data files for ChIP-seq and RNA-seq data were uploaded to ArrayExpress under accession numbers: E-MTAB-9787 (https://www.ebi.ac.uk/arrayexpress/
experiments/E-MTAB-9787/) and E-MTAB-11013 (https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-11013/).

The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with the dataset identifier
PXD028798 (https://www.ebi.ac.uk/pride/archive/projects/PXD028798). Source data are provided with this paper.

Publicly available datasets used in this study are:

GSM3452517 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM3452517) (Swi3 ChEC-seq),

GSM3177770 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM3177770) (MNase-seq, +Snf2),

GSM3177771 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM3177771) (MNase-seq, -Snf2),

GSM3452556 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM3452556) (TBP ChIP-seq, +Snf2),

GSM3452557 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM3452557) (TBP ChIP-seq, -Snf2),

SRX648019 (https://www.ncbi.nlm.nih.gov/sra/SRX648019[accn]) (MNase-seq, WT),

SRX648516 (https://www.ncbi.nlm.nih.gov/sra/SRX648516[accn]) (MNase-seq, rtt106 deletion mutant),

SRX648532 (https://www.ncbi.nlm.nih.gov/sra/SRX648532[accn]) (Yta7 ChIP-seq),

GSM1565066 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1565066) (TSS-seq),

Saccharomyces cerevisiae genome (sacCer3, April 2011) (https://hgdownload.soe.ucsc.edu/goldenPath/sacCer3/chromosomes/),

Saccharomyces cerevisiae protein database (UP000002311_559292) (https://www.uniprot.org/proteomes/UP000002311).

All relevant sample sizes are described in the legend to each figure and/or in the Methods section. No calculations were performed to
determine sample size. Statistical tests were not used to predetermine sample size. Sample size was determined based on standards for
experimental biology studies, attempting to have a minimum of n = 3 biological replicates with sufficient reproducibility. Sample sizes for ChIP-
seq and RNA-seq were determined based on ENCODE Experiment Guidelines (https://www.encodeproject.org/data-standards/). We
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Data exclusions

Replication

Randomization

Blinding
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Methods
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ChIP-seq
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Antibodies
Antibodies used

Validation

performed two replicates per condition for each ChIP-seq experiment, and three replicates per condition for each RNA-seq experiment. Mass
spectrometry analysis for isolated minichromosomes was performed once, and therefore only proteins quantified by at least 5 ratio counts
were presented, allowing reliable quantification of proteins in the sample analysed. Subsequently, binding of SWI/SNF (identified by mass
spectrometry analysis of minichromosome isolation) to the PDR5 promoter was confirmed by ChIP-qPCR with three biological replicates.

No data were excluded from analysis.

We performed three replicates per condition for each RNA-seq experiment (and observed similar results) and two replicates per condition for
each ChIP-seq experiment. Two ChIP-seq data show high correlation coefficient analysed by the plotCorrelation tool in the Galaxy web
interface.

For Northern blot and GST pull-down analyses and testing protein level of Pdr5 (Fig. 4b), each experiment was repeated three times
independently with similar results

The experiments for confirming expression of a series of epitope-tagged Pdr3 (supplementary figures 3b and 3c) were performed once with at
least 2 different isolates (which showed similar results).

Minichromosome isolation and purification of the SWI/SNF complex followed by SYPRO Ruby staining (supplementary figures 6a and 6b) were
repeated three times independently with similar results.

Enrichment of the SWI/SNF complex by immunopurification was performed three times and assessed by comparing the band pattern on the
gel with that in published data (n = 3 biological replicates, with similar results).

Biological samples were allocated into groups based on the conditions used.

All experiments did not employ blinding since readouts were quantitative and not prone to subjective judgment of investigators.

Western blot primary antibodies:

mouse monoclonal anti-HA antibody (1:5000, Covance or Biolegend, HA.11, clone 16B12)

mouse monoclonal anti-FLAG M2 antibody (1:5000, Sigma or Merck, F1804, clone M2)

mouse monoclonal anti-FLAG M2-HRP (1:5000, Merck, A8592, clone M2)

rabbit polyclonal anti-myc antibody (1:50,000, abcam, ab9106)

mouse monoclonal anti-His antibody (1:5000, Biolegend, 652502, clone J099B12)

Western blot secondary antibodies:

goat anti-mouse IgG (H+L) antibody conjugated with horseradish peroxidase (HRP) (1:15,000, Bio-Rad, 1706516)

goat anti-rabbit IgG (H+L) antibody conjugated with horseradish peroxidase (HRP) (1:15,000, Bio-Rad, 1706515)

Antibodies used for ChIP and immunoprecipitation:

mouse monoclonal anti-HA antibody (5 micrograms per ChIP sample, Covance or Biolegend, HA.11, clone 16B12)

mouse monoclonal anti-myc antibody (5 micrograms per ChIP sample, MBL, M047-3, clone PL14)

mouse monoclonal anti-FLAG M2 antibody (30 micrograms per immunopurification sample, Sigma or Merck, F1804, clone M2)

mouse monoclonal anti-HA antibody (Covance or Biolegend, HA.11, clone 16B12): one of the most commonly used antibodies against
HA epitope tag, e.g., in Gali VK, Dickerson D, Katou Y, Fujiki K, Shirahige K, et al. (2018) Identification of Elg1 interaction partners and
effects on post-replication chromatin re-formation. PLOS Genetics 14(11): e1007783

mouse monoclonal anti-FLAG antibody (Sigma or Merck, F1804, clone M2): one of the most commonly used antibodies against FLAG
epitope tag, e.g.,Gali VK, Dickerson D, Katou Y, Fujiki K, Shirahige K, et al. (2018) Identification of Elg1 interaction partners and effects
on post-replication chromatin re-formation. PLOS Genetics 14(11): e1007783

mouse monoclonal anti-Myc antibody (MBL, M047-3, clone PL14): one of the commonly used antibodies against Myc epitope tag,




