


2

n
atu

re
research

|
rep

o
rtin

g
su

m
m

ary
A

p
ril2020

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.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

No statistical methods were used to predetermine sample size. X-ray diffraction data were collected until completeness of the data set.

Acetyltransferase assays and ribosome-spin down assays were repeated with n of at least, 3 to allow calculation of SD. Replicates represent
individual experiments using the same biological sample. The sample size was adequate, since the differences between experimental groups
was reproducible.

No data were excluded.

The experimental findings were reproduced in multiple independent experiments. The number of independent experiments and biological
replicates in each data panel is indicated in the figure legends.

Randomization was not formerly performed in this study as it did not involve animals and/or human research participants. Covariates, like
buffer compositions, assay temperature and protein preparations were controlled, as all experiments were performed under identical
conditions for all experimental groups for both the acetlytransferase assays, as well as the ribosome spin-down assay.

Blinding is not relevant for protein structure determination since the results are not subjective. Investigators were not blinded during the
functional assays, since kinetic Michaelis-Menten parameters are not subjective.

Primary antibodies: mouse !-FLAG M2 (Sigma-Aldrich, F3165) and rabbit !-uL30/!-RPL7, (Abcam, ab72550).

Secondary antibodies: goat IgG !-Mouse IgG (H+L)-HRPO, MinX none (Dianova GmbH, 115-035-003) and goat IgG !-Rabbit IgG (H+L)-
HRPO, MinX none (Dianova GmbH, 111-035-003)

The !-FLAG M2 antibody (Sigma-Aldrich, F3165) was already tested in many peer-reviewed studies, for example Han et al. 2019
(https://www.nature.com/articles/s41467-019-11618-7). Additionally, the antibody was validated in this study using recombinantly
purified, N-terminally FLAG-tagged S.cerevisiae NatC protein. A single chemoluminescence band was present at the expected
molecular weight (85.5 kDa) for the recombinant fusion protein. No additional band(s) were visible on the western blot.

The !-uL30/!-RPL7 antibody (Abcam, ab72550) was validated using purified S. cerevisiae ribosomes. A single chemoluminescence
band was present at the expected molecular weight (27.6 kDa) for yeast RPL7A (Uniprot ID: P05737). No additional band(s) were
visible on the western blot.




