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Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Information/Source Data file. The Flow cytometry data generated in this study have been deposited on flowrepository.org repository under the identifier FR-FCM-
Z6KA.

(http://flowrepository.org/id/RvFrQTWTEN1QtSMlScADYGOFAruldGnBwKBwIvQV8l3bgPuJK0HTt4J4Q0kX4l8E)

Yeast UniProt database was used for this study (https://www.uniprot.org/)

Not relevant

Not relevant

Not relevant

Not relevant

Not relevant

In each of the experiments, we analyzed 3 to 6 replicates. The sample size was determined considering that we utilized independent cultures
for each replicate and condition. Furthermore, a sample size of three independent replicates is widely accepted within the scientific
community.

One replicate of the pSILAC experiment was excluded from the analysis due to being identified as an experimental outlier. This determination
was made based on the calculated Kdil values, which fell outside the median absolute deviation (MAD) range.

All the experiments were performed using independent culture replicates as stated in the sample size section. All the replicates were
processed in parallel. All the cases the replication was successful.

As the experimental design of this study involve multiple conditions only the comparison between knockout (KO) and wild-type (WT) samples,
and not multiple conditions and groups, the use of randomization is not relevant in this context.

Since we performed a discovery-based proteomics study, the experimental design required the pre-knowledge of the treatment or condition.
Therefore, conducting a blind study may not be as critical.
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Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Clinical data

Dual use research of concern

Plants

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Eukaryotic cell lines
Policy information about cell lines and Sex and Gender in Research

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

Animals and other research organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research, and Sex and Gender in
Research

Laboratory animals

Wild animals

Reporting on sex

Field-collected samples

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Flow Cytometry

Plots

Confirm that:

The axis labels state the marker and fluorochrome used (e.g. CD4-FITC).

The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a 'group' is an analysis of identical markers).

All plots are contour plots with outliers or pseudocolor plots.

A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

The S. cerevisiae strains used were S288C isogenic yeast strains (MAT") wild-type, BY4742 (Y10000, EUROSCARF; internal
reference Arnesenlab yTA36); and the thereof modified naa10#, YHR013C-#::kanMX4 (Y10976, EUROSCARF; internal
reference Arnesenlab yTA42).

The S. cerevisiae strains used were S288C isogenic yeast strains (MAT") wild-type, BY4742 (Y10000, EUROSCARF; internal
reference Arnesenlab yTA36); and the thereof modified naa10#, YHR013C-#::kanMX4 (Y10976, EUROSCARF; internal
reference Arnesenlab yTA42).

Cell lines not tested for mycoplasma

N/A

N/A

N/A

N/A

N/A

N/A

Yeast were grown in SC medium and harvested at the same conditions as for the other analyses, before fixation and staining
with the DNA-binding dye SYTOX Green (Invitrogen™ #S7020), which has been shown to outperform propidium iodide
providing more reliable stain with improved linearity between DNA content and fluorescence.At harvest, 1 ml culture was
centrifuged at 4,000 xg for 10 min, before the cells were resuspended in 1.5 ml Milli-Q water. The cells were fixed by drop-
wise addition of 3.5 ml 100 % ethanol at 1,400 rpm vortexing and incubated on a rotating wheel (15 rpm) overnight at 4C.
The cells were washed in 1 ml Milli-Q water and incubated in 500l heat-treated RNase solution (Qiagen #19101) for 4 hrs
at 37C. The cells were pelleted, treated with 200l pepsin protease solution (Roche #10108057001) for 15 min at 37C,
before resuspension in 500 l 50 mM Tris, pH 7.5 and storage at 4C. 50l cell solution was mixed with 1 ml SYTOX Green
solution in a dark microtube and then sonicated at 20 kHz for 5x 2 sec pulses on ice. The DNA content reported by the SYTOX




