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Data collection

N/A

Data analysis

For analysis of CRAC data, Illumina sequence reads were trimmed and quality controlled using Flexbar (Dodt et al., 2012) and were
mapped to the S. cerevisiae genome using Bowtie2 (Langmead and Salzberg, 2012). For analysis of mass spectrometry data, peak lists
were extracted from the raw data using Raw2MSMS software and proteins were identifed using MASCOT 2.4 software (Matrixscience).
Details are provided in the references cited in the Online Methods section.
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Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
The CRAC datasets of Has1, Mak5, Spb4 and the wild-type yeast control are deposited in Gene Expression Omnibus (GEO) database [http://www.ncbi.nlm.nih.gov/
geo/] under the accession code GSE109216. Other data supporting the findings of this study are available from the corresponding authors upon reasonable request.
A reporting summary for this Article is available as a Supplementary Information file.
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Sample size

Not applicable

Data exclusions

No data were excluded

Replication

All experiments were performed at least three times with reproducible results

Randomization

Not applicable

Blinding

Not applicable
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n/a Involved in the study

n/a Involved in the study
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Antibodies
Details of the antibodies used in this study are listed in Supplementary Table S6

Validation

Besides the validations performed by the manufacturers, antibodies were validated in Western blots using cells expressing and
cells not expressing proteins carrying the detected tags (for antibodies that detect tags), or cells that were depleted and cells not
depleted of the detected protein (for antibodies that detect endogenous proteins).
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