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

Sample size

previously published DIA-MS septic AKI dataset is available with the PRIDE accession code PXD038394. The COVID-19 dataset is available with the PRIDE accession
code PXD025752. The Olink dataset is available from: https://doi.org/10.6084/m9.figshare.20260998.v1. The previously unpublished DIA-MS septic AKI dataset has
been deposited to the ProteomeXchange Consortium via the PRIDE partner repository with the identifier PXD044264. The Reactome Pathway Database was
downloaded from: https://reactome.org/download-data in July 2022.

Analyses based on sex and/or gender was not included in this study.

Patient demographics, medical history, severity scores, length of stay, physiologic data and hospital mortality were collected
from the Finnish Intensive Care Consortium prospective database (Tieto Ltd, Helsinki, Finland) with a study-specific case
report form. From original study (Meri Poukkanen et al. 2013 Hemodynamic variables and progression of acute kidney injury
in critically ill patients with severe sepsis: data from the prospective observational FINNAKI study).

AKI status was screened at admission and during the first 5 days of ICU stay.

The AKI samples were processed in accordance with the Helsinki Declaration. The Ethics Committee of the Department of
Surgery, Helsinki and Uusimaa Hospital District, approved the study protocol and each participant or their proxy gave written
informed consent. The Ethics Committee of the Department of Surgery, Helsinki and Uusimaa Hospital District, also approved
the inclusion of participants for all centers involved as well as the use of deferred consent (Reference Number
18/13/03/02/2010). Patient demographics, medical history, severity scores, length of stay, physiologic data and hospital
mortality were collected from the Finnish Intensive Care Consortium prospective database (Tieto Ltd, Helsinki, Finland) with a
study-specific case report form.

Sample sizes of previously published data were determined in previous studies as the datasets were downloaded from existing repositories.

For the septic AKI data, Scott et al. reports the following: "Overall, 141 samples were chosen for up to 5 time points from 23 acute kidney
injury patients. The patients were from two distinct subphenotypes that were previously defined using a panel of clinical markers and latent
class analysis. No power analysis was performed, the 23 patients were selected on the basis of culture-positive sepsis."

Aaron M. Scott et al. Generalized pre-

cursor prediction boosts identification rates and accuracy in mass spectrometry

based proteomics. Communications Biology, 6(1), June 2023

For the COVID-19 samples from the Charité hosptial: all samples reported in Demichev et al. were retrieved from the observational study Pa-
COVID-19. No samples were excluded and no power calculation was performed to determine dataset size.

For the COVID-19 samples from the Innsbruck hosptial: all 99 samples were gathered in Demichev et al. and included based on criteria
included in Demichev et al.

Demichev V. et al. A time-resolved proteomic and prognostic map of COVID-19.

Cell Systems, 12(8):780–794.e7, 2021

Kurth, F. et al. (2020). Studying the pathophysiology of coronavirus disease 2019: a protocol for the Berlin prospective COVID-19 patient
cohort (Pa-COVID-19). Infection, 48(4), 619–626

For the olink-data: Batra et al. report no statistical methods used to predetermine sample size. Dataset size was therefore based on
availability.

Richa Batra et al. Urine-based multi-omic comparative analysis of COVID-19

and bacterial sepsis-induced ARDS. Molecular Medicine, 29(1), January 2023




