


Supplemental Material
Supplementary Table 1: Preferred Reporting Items for Systematic reviews and Meta-Analyses extension for Scoping Reviews (PRISMA-ScR) Checklist.
	SECTION
	ITEM
	PRISMA-ScR CHECKLIST ITEM
	REPORTED ON PAGE #

	TITLE

	Title
	1
	Identify the report as a scoping review.
	1
	ABSTRACT

	Structured summary
	2
	Provide a structured summary that includes (as applicable): background, objectives, eligibility criteria, sources of evidence, charting methods, results, and conclusions that relate to the review questions and objectives.
	2-3
	INTRODUCTION

	Rationale
	3
	Describe the rationale for the review in the context of what is already known. Explain why the review questions/objectives lend themselves to a scoping review approach.
	7
	Objectives
	4
	Provide an explicit statement of the questions and objectives being addressed with reference to their key elements (e.g., population or participants, concepts, and context) or other relevant key elements used to conceptualize the review questions and/or objectives.
	7-8
	METHODS

	Protocol and registration
	5
	Indicate whether a review protocol exists; state if and where it can be accessed (e.g., a Web address); and if available, provide registration information, including the registration number.
	8
	Eligibility criteria
	6
	Specify characteristics of the sources of evidence used as eligibility criteria (e.g., years considered, language, and publication status), and provide a rationale.
	8
Table 1
	Information sources*
	7
	Describe all information sources in the search (e.g., databases with dates of coverage and contact with authors to identify additional sources), as well as the date the most recent search was executed.
	9
	Search
	8
	Present the full electronic search strategy for at least 1 database, including any limits used, such that it could be repeated.
	Supplementary Table 2
	Selection of sources of evidence†
	9
	State the process for selecting sources of evidence (i.e., screening and eligibility) included in the scoping review.
	9
	Data charting process‡
	10
	Describe the methods of charting data from the included sources of evidence (e.g., calibrated forms or forms that have been tested by the team before their use, and whether data charting was done independently or in duplicate) and any processes for obtaining and confirming data from investigators.
	10
	Data items
	11
	List and define all variables for which data were sought and any assumptions and simplifications made.
	10
Supplementary Tables 3-4
	Critical appraisal of individual sources of evidence§
	12
	If done, provide a rationale for conducting a critical appraisal of included sources of evidence; describe the methods used and how this information was used in any data synthesis (if appropriate).
	NA
	Synthesis of results
	13
	Describe the methods of handling and summarizing the data that were charted.
	10
	RESULTS

	Selection of sources of evidence
	14
	Give numbers of sources of evidence screened, assessed for eligibility, and included in the review, with reasons for exclusions at each stage, ideally using a flow diagram.
	Figure 2
	Characteristics of sources of evidence
	15
	For each source of evidence, present characteristics for which data were charted and provide the citations.
	Tables 2-4
Supplementary Tables 3-4
	Critical appraisal within sources of evidence
	16
	If done, present data on critical appraisal of included sources of evidence (see item 12).
	NA
	Results of individual sources of evidence
	17
	For each included source of evidence, present the relevant data that were charted that relate to the review questions and objectives.
	Tables 2-4
Supplementary Table 5
	Synthesis of results
	18
	Summarize and/or present the charting results as they relate to the review questions and objectives.
	11-25
Fig 1B-D
	DISCUSSION

	Summary of evidence
	19
	Summarize the main results (including an overview of concepts, themes, and types of evidence available), link to the review questions and objectives, and consider the relevance to key groups.
	25-26
	Limitations
	20
	Discuss the limitations of the scoping review process.
	29
	Conclusions
	21
	Provide a general interpretation of the results with respect to the review questions and objectives, as well as potential implications and/or next steps.
	30-31
	FUNDING

	Funding
	22
	Describe sources of funding for the included sources of evidence, as well as sources of funding for the scoping review. Describe the role of the funders of the scoping review.
	32
Supplementary Table 6


Supplementary Table 2: Database search strategy.
	Database
	Search strategy


	
Medline/EMBASE
	
	Search number
	Search terms

	1
	Proteomics/

	2
	proteom*.mp.

	3
	1 or 2

	4
	Mass Spectrometry/

	5
	mass spectrometry.mp.

	6
	4 or 5

	7
	Dried Blood Spot Testing/

	8
	dried blood spot*.mp.

	9
	dry blood spot*.mp.

	10
	volumetric absorptive microsampl*.mp.

	11
	neonatal blood spot*.mp.

	12
	newborn blood spot*.mp.

	13
	microsampl*.mp.

	14
	finger prick*.mp.

	15
	7 or 8 or 9 or 10 or 11 or 12 or 13 or 14

	16
	3 and 6 and 15





	
SCOPUS

	
TITLE-ABS-KEY ( proteom* AND "dried blood spot*" OR "dry blood spot*" OR "volumetric absorptive microsampl*" OR "neonatal blood spot*" OR "newborn blood spot*" OR "microsampl*" OR "finger prick*" )





Supplementary Table 3: Data extraction variables for proof-of-concept research.
Abbreviations: DBS = dried blood spots, DOI = digital object identifier, Hct = hematocrit, IT = ion trap analyzer, LLOQ = lower limit of quantification, LOD = limit of detection, MALDI = matrix-assisted laser desorption/ionization, MRM = multiple reaction monitoring, NBS = newborn blood spots, Orbi = Orbitrap analyzer, Q = Quadrupole analyzer, q = quadrupole isolation, SRM = single reaction monitoring, TIMS = thermal ionization mass spectrometry, TOF = time-of-flight analyzer.
	Variable
	Description

	Paper
	PubMed identifier or DOI

	Year of Publication
	

	First Author
	Last name of first author

	Sample Number
	Number of individual samples. Specify if blood samples were from individuals or from pooled blood. If multiple experiments were conducted, report the number of blood samples for each experiment

	Sample Type
	Describe the sample types used in the study

	Volume of Blood Sampled
	Volume of blood per blood spot/microsample (µL)

	DBS/NBS Punches
	Number and size of DBS/NBS punches

	Sample Collection Device
	Microsampling collection device (manufacturer in parentheses)

	Sample Type - Details
	Provide additional details about the sample type if necessary to understand the study

	Microsample Collection
	Describe the sample collection method(s) used for microsamples

	Notable Sample Preparation Features
	Mention if any type of enrichment, fractionation, depletion, etc. was performed. Any sample preparation step outside of typical extraction-reduction-alkylation-digestion

	Brief Acquisition Method
	Mass spectrometry acquisition method

	Acquisition Scheme
	Specify the acquisition scheme (Q-q-Orbi, Q-q-Q, Q-q-TOF, Orbi-q-Orbi, Q-q-IT, TIMS-TOF, MALDI-TOF)

	Mass Spectrometer
	Mass spectrometer(s) used for data acquisition (manufacturer in parentheses)

	Effective Gradient
	Length of effective gradient for peptide elution (2-5% organic solvent to 20-45% organic solvent)

	Acquisition Method - Details
	List additional details if important for understanding the study, identify specific proteins of interest if these were specified

	Hct Normalization
	Describe any kind of Hct normalization performed

	Quantification
	Quantification strategy

	Technical Parameters
	List the technical parameters assessed, including relevant results (for example stability, technical variance, biological variance, precision)

	Throughput
	Total number of proteins/peptides detected. If both the # of proteins + # of peptides is reported, report both. If multiple experiments were conducted, report the experiment with the highest throughput. Report only results based on microsamples

	Analytical Sensitivity
	For SRM/MRM, if stated in the article, provide the LOD/LLOQ and remember to specify units and which measure was used. LLOQ is preferred if both are available. If the measure was calculated for multiple proteins, provide the lowest LOD/LLOQ measured and the protein/peptide for which it was measured

	Key Findings
	Describe in bullet form the key findings of the article

	Other
	Any other relevant information



Supplementary Table 4: Data extraction variables for clinical research.
Abbreviations: DBS = dried blood spots, DOI = digital object identifier, Hct = hematocrit, IT = ion trap analyzer, LLOQ = lower limit of quantification, LOD = limit of detection, MALDI = matrix-assisted laser desorption/ionization, MRM = multiple reaction monitoring, NBS = newborn blood spots, Orbi = Orbitrap analyzer, Q = Quadrupole analyzer, q = quadrupole isolation, SRM = single reaction monitoring, TIMS = thermal ionization mass spectrometry, TOF = time-of-flight analyzer.
	Variable
	Description

	Paper ID
	PubMed identifier or DOI

	Year of Publication
	

	First Author
	Last name of first author

	Disease or Experimental Group
	Describe the disease group(s) studied

	Disease/Experimental - Number of Patients
	Number of patients analyzed in the disease group (if the number of samples analyzed is different from the number of patients, list the number of samples as well) (do not report the number of patients recruited/included, only report the number of patients for which results were obtained)

	Control Group
	Describe the control group(s) studied

	Control - Number of Patients
	Number of patients in the control group (if the number of samples analyzed is different from the number of patients, list the number of samples as well)

	Additional Cohort Information
	If necessary for understanding or otherwise important to the study, provide additional information about the cohort(s) used, including disease subtypes, if the number of samples is different from the number of patients, describe why

	Sample Type
	Describe the sample types used in the study

	Volume of Blood Sampled
	Volume of blood per blood spot/microsample (µL)

	DBS/NBS Punches
	Number and size of DBS/NBS punches

	Sample Collection Device
	Microsampling collection device (manufacturer in parentheses)

	Sample Type - Details
	Provide additional details about the sample type if necessary to understand the study

	Microsample Collection
	Describe the sample collection method(s) used for microsamples

	Notable Sample Preparation Features
	Mention if any type of enrichment, fractionation, depletion, etc. was performed. Any sample preparation step outside of typical extraction-reduction-alkylation-digestion

	Brief Acquisition Method
	Mass spectrometry acquisition method

	Acquisition Scheme
	Specify the acquisition scheme (Q-q-Orbi, Q-q-Q, Q-q-TOF, Orbi-q-Orbi, Q-q-IT, TIMS-TOF, MALDI-TOF)

	Mass Spectrometer
	Mass spectrometer(s) used for data acquisition (manufacturer in parentheses)

	Effective Gradient
	Length of effective gradient for peptide elution (2-5% organic solvent to 20-45% organic solvent)

	Acquisition Method - Details
	List additional details if important for understanding the study, identify specific proteins of interest if these were specified

	Hct Normalization
	Describe any kind of Hct normalization performed

	Quantification
	Quantification strategy

	Validation
	Details concerning the validation cohort if applicable; how many subjects? Was the cohort independent? Etc.

	Throughput
	Total number of proteins/peptides detected. If both the # of proteins + # of peptides is reported, report both. If multiple experiments were conducted, report the experiment with the highest throughput. Report only results based on microsamples

	Analytical Sensitivity
	For SRM/MRM, if stated in the article, provide the LOD/LLOQ and remember to specify units and which measure was used. LLOQ is preferred if both are available. If the measure was calculated for multiple proteins, provide the lowest LOD/LLOQ measured and the protein/peptide for which it was measured

	Outcome
	Describe the outcome studied

	Aim
	One sentence describing the aim of the study

	Key Findings
	Describe in bullet form the key findings of the article

	Other
	Any other relevant information



Supplementary Table 5: Overview and key findings of 59 studies included in the review. 
Abbreviations: Apo = apolipoprotein, ATP7B = Copper-transporting ATPase 2, AUC = area under the curve, CD = cluster of differentiation, CV = coefficient of variation, DBS = dried blood spot, DIA = data-independent acquisition, ELISA = enzyme-linked immunosorbent assay, FDA = Food and Drug Administration, FOR = functional overreach, HAE = hereditary angioedema, HDL = high-density lipoprotein, hr = hour, IADL = Instrumental Activities of Daily Living, IMER = immobilized-enzyme reactor, LC-MS/MS = liquid chromatography tandem mass spectrometry, LiCl = lithium chloride, LLOQ = lower limit of quantification, MALDI-TOF = matrix-assisted laser desorption/ionization – time-of-flight analyzer, MDD = major depressive disorder, min = minutes, MRM = multiple reaction monitoring, MS = mass spectrometry, NBS = newborn blood spot, NSCLC = non-small cell lung cancer, PAR = peak area ratio, PCA = principal component analysis, PIDD = primary immunodeficiency diseases, PRM = parallel reaction monitoring, ROC = receiver operating characteristic, RT = room temperature, SRM = single reaction monitoring, VAMS = volumetric absorptive microsampling, WB = whole blood, WD = Wilson disease.
	First author

Year
	Category
	Overall acquisition strategy
	Key findings
	Funding sources

	Daniel (1)

2007
	Clinical
	Targeted
	δ:β peptide ratios function as a surrogate biomarker for HbA2, using either WB or DBS samples

Assay results between WB and DBS samples were comparable for up to 29 days stored at RT
	Y.A.D. is the recipient of a Benefaction Grant from the Guy’s and St. Thomas’ Charity. R.N.D. is the recipient of a WellChild Trust endowment.

	deWilde (2)

2008
	Clinical
	Targeted
	Quantifying low levels of ceruloplasmin via LC-MS/MS was possible in DBS samples from WD patients

Intra-assay mean CV was ≤10.7%, inter-assay mean CV was ≤8.9%
	Not provided

	Chambers (3)

2013a
	Proof-of-concept
	Untargeted
	Similar numbers of peptides/proteins were identified when comparing liquid sample types to their dried counterparts

High repeatability of peptides/proteins between replicates of the same sample type

High overlap (70  - 88%) between fluid samples and their dry counterparts
	The authors thank Genome Canada, Genome BC, and the Western Economic Diversification program for funding the Science and Technology Innovation Centre in Proteomics.

	Chambers (4)

2013b
	Proof-of-concept
	Targeted
	Assay detected 37 proteins with a concentration range >4 orders of magnitude and a high precision

Most peptide quantifications were stable for 10 days at varying temperatures

Peptide quantifications were similar in WB and DBS samples
	We thank Genome Canada, Genome BC, and the Western Economic Diversification program for funding the Science and Technology Innovation Centre in Proteomics.

	Martin (5)

2013
	Proof-of-concept
	Untargeted
	A simple, automated sample preparation protocol including liquid extraction surface analysis led to the identification of up to 120 proteins in DBS samples

Identified proteins included hemoglobin and classical plasma proteins as well as known disease biomarkers
	N.J.M. received an EPSRC CASE studentship in association with Advion Biosciences. The Advion Triversa Nanomate, Dionex LC, and Thermo Fisher Orbitrap Velos mass spectrometer used in this research were funded through the Birmingham Science City Translational Medicine: Experimental Medicine Network of Excellence Project, with support from Advantage West Midlands (AWM).

	Chambers (6)

2015
	Proof-of-concept
	Targeted
	MRM assay spanned nearly five orders of magnitude

>97% of peptide targets demonstrated intra-assay CV <20% while 83-91% of peptide targets demonstrated inter-assay CV <20%

Peptides were stable after >150 days at various storage temperatures

WB and DBS target peptide concentrations were overall similar
	This work was supported by the Genome Canada and Genome BC who funded the Science and Technology Innovation Centre in Proteomics, the Western Economic Diversification program for instrumentation support, and the Partnership for Clean Competition for supporting DBS method development.

	Geyer (7)

2016
	Proof-of-concept
	Untargeted
	Shotgun analysis with 20 min run time quantified 285 proteins across 10 samples, including clinically relevant proteins such as apolipoproteins and acute phase proteins

Inter-individual variation was higher than intra-individual variation, indicating that plasma proteome profiles are largely unique identifiers for individuals

Pre-fractionation and longer gradients allowed identification of 1040 proteins
	Nils Kulak and Garwin Pichler received an m4 award from the BioM Munich Biotech Cluster funded by the Bavarian government. The work carried out in this study was partially supported by the Max Planck Society for the Advancement of Science and by the Novo Nordisk Foundation (grant NNF15CC0001).

	Razavi (8)

2016
	Clinical
	Targeted
	A individualized normalization strategy facilitated investigation of protein expression over time in serial measurements

Normalization allowed standardization of protein expression to a subject's own baseline values, and average CV in subject baseline samples was 13.6%

Inflammatory events such as colds and infections could be clearly identified based on acute phase proteins
	The authors are owners and employees of SISCAPA Assay Technologies Ltd., a company commercializing proprietary protein measurement technology using peptide affinity enrichment coupled with mass spectrometry. The authors have no other relevant affiliations or financial involvement with any organization or entity with a financial interest in or financial conflict with the subject matter or materials discussed in the manuscript apart from those disclosed.

	Cooper (9)

2017
	Clinical
	Targeted
	Reproducible quantification in 892 NBS samples collected from 1975-85 with a median CV of 10.8

Of 14 proteins associated with schizophrenia in adult serum samples, 3 were also significantly regulated in the same direction in the NBS samples

Protein expression profiles were also found to differ depending on whether birth environments were urban or rural
	This study was supported by the Stanley Medical Research Institute (SMRI) and the Swedish Research Council. We also thank Agilent Technologies, especially Anthony Sullivan and Richard Blankley, for their support and ongoing collaborations.

	Cox (10)

2017a
	Proof-of-concept
	Targeted
	Measurement of CD proteins allowed counting of blood cells as well as calculation of the percentage of immature reticulocytes, an indicator of blood doping

Cell counts calculated with the DBS assay correlated well with Sysmex and flow cytometry cell counts
	This work was supported by the Partnership for Clean Competition and the University of Utah Flow Cytometry Facility in addition to the National Cancer Institute through award number 5P30CA042014-24. The authors would like to thank Dr. Larry Bowers for his critical insight and support of the project.

	Cox (11)

2017b
	Clinical
	Targeted
	A protein ratio (CD71/Band3) was able to estimate the percentage of immature reticulocytes and could successfully detect autologous blood transfusion

Compared to cell counting, the CD71/Band3 ratio showed a large decrease upon blood transfusion and could detect 7/10 transfusions, whereas cell counting could detect 3/10
	This work was supported by a grant from the Partnership for Clean Competition.

	Henderson (12)

2017
	Proof-of-concept
	Targeted
	Although Apo-A-1, ApoB and HbA1c were quantified with high precision, the assay did not meet the precision goal for a clinical assay based on biological variation

Overall correlations between immunoassay measurements and PRM as well as among different sample types was high, although variation around the regression line was observed

Plasma PRM demonstrated better correlation to immunoassays compared to DBS samples
	This study was supported by NIH grants T32HL007028, P30DK035816, and R01HL111375. The University of Washington receives grant support from Waters, Inc., a manufacturer of mass spectrometers.

	Jung (13)

2017
	Clinical
	Targeted
	Detection of ATP7B was precise with a low limit of detection and could readily distinguish WD patients from controls

All WD cases except 1 were at or below the limit of quantification, and the singular case where ATP7B was detected was determined a presumptive carrier

An small test in DBS samples stored for 15 years demonstrated that the protein was stable for many years
	S.J. and S.H. were funded by NIH R21HD069890-01A1, and J.R.W, L.Z., and A.G.P were  supported by the National Cancer Institute of the National Institutes of Health (NIH) Clinical Proteomics Tumor Analysis Consortium Initiative (U24CA160034).

	Moat (14)

2017
	Clinical
	Targeted
	Over 100,400 newborns were screened over 3 years leading to the identification of 10 true-positive and 6 false-positive SCD cases

The assay involved the calculation of hemoglobin peptide ratios and was successful at detecting disease states only, without detecting carriers

Assay was validated on two different instruments
	The author(s) received no financial support for the research, authorship, and/or publication of this article.

	Ozcan (15)

2017
	Proof-of-concept
	Targeted
	Multiplexed MRM assay could measure concentrations of 82 medium to high abundant proteins in DBS and serum with high precision

Peptide abundances in DBS and serum were highly correlated with a few protein-specific exceptions
	This study was supported by the Stanley Medical Research Institute (SMRI). We thank Agilent Technologies, especially Anthony Sullivan and Richard Blankley, for their support and ongoing collaborations.

	van den Broek (16)

2017
	Proof-of-concept
	Both
	SRM assay demonstrated efficient recovery of target proteins independent of hematocrit with high assay reproducibility (total reproducibility  3.4 - 12.6% CV, within-operator precision 4.2 - 9.3% CV)

DIA demonstrated comparable reproducibility between plasma and VAMS and good correlation between shared proteins (R = 0.8383), except hemoglobin
	Jennifer E. van Eyk is supported by funding from the National Institutes of Health (Grant 1R01HL111362-01A1).

	Wouters (17)

2017
	Proof-of-concept
	Untargeted
	IMER reduced protein throughput from 156 proteins with in-solution digestion to 142 proteins with IMER digestion, but sped up digestion from 16.3 hr to 5.6 min

This digestion process was also successful for the complex DBS matrix
	Support of this work by grants of the Netherlands Organization for Scientific Research (NWO) in the framework of the Programmatic Technology Area PTA-COAST3 of the Fund New Chemical Innovations (project C.2322.0291), and the European Union Seventh Framework Programme (FP7/2007-2013) under grant agreement no 607930 is gratefully acknowledged.

	Yu (18)

2017
	Clinical
	Targeted
	Calculation of α:β globin ratios could be used to successfully identify β-thalassemia cases with high precision and accuracy, but α-thalassemia cases could not be identified
	Financial support from the National Natural Science Foundation of China (21305165, 81373444, and 81571042), Chongqing Scientific and Technology Committee (Cstc2015shmszx120012) and the Key Project Foundation of Health Ministry, Chongqing (2012-1-049).

	Collins (19)

2018
	Clinical
	Targeted
	The assay performed well with high precision (median CV of 11%) and results were stable for up to 3 days at room temperature

After determining cutoff values for the PIDD diagnoses, analysis at two separate laboratories provided high concordance in diagnosis and were mostly in agreement with previously determined genetic diagnoses

Analysis of NBS revealed differing median levels of protein expression in aged newborn samples and adult controls
	This work is supported by the National Institute of Allergy and Infectious Diseases R01AI123135-02 and the National Cancer Institute (U01CA214114 and R50CA211499). IC is supported by the National Institutes of Health T32GM007454 and the Shire/ACMG Foundation Next Generation Medical Biochemical Genetics Fellowship Award. GS and HO are supported by the Jeffrey Modell Foundation. HO has support from the DeJoria Wiskott-Aldrich Research Fund. The content is solely the responsibility of the authors and does not necessarily represent the official views of the NIH.

	Forchelet (20)

2018
	Proof-of-concept
	Untargeted
	The custom microfluidic chip allowed passive separation of cells and supernatant of capillary blood, where the volume of the resulting supernatant was restricted to 2 µL

Comparison of chip-separated samples and plasma/serum via flow cytometry revealed that chip-separated samples had lower particle concentrations and higher repeatability
	This work was scientifically evaluated by the SNSF, financed by the Swiss Confederation and funded by Nano- Tera.ch. The authors would like to thank the Centre for Micro fabrication of the Swiss Institute of Technology in Lausanne (CMI EPFL) for their support. This work was performed in part at the MCN and Biointerface (Swinburne) Node of the Australian National Fabrication Facility (ANFF). A company established under the National Collaborative Research Infrastructure Strategy to provide nano- and micro-fabrication facilities for Australia’s researchers. T.S. was supported by the Swiss National Science Foundation 26 (grant # SNSF; 31003A_130530 to R.A).

	Nieman (21)

2018
	Clinical
	Untargeted
	60/593 proteins increased post-exercise on day 1, half of the proteins were involved in immune function. 15 proteins were increased on all three exercise days compared to rest

13 proteins were associated with FOR and again most were involved in immune function
	This research received no external funding.

	Rosting (22)

2018
	Proof-of-concept
	Untargeted
	High field asymmetric waveform ion mobility device increased protein throughput in DBS samples by circa 50%

Liquid extraction surface analysis provided comparable results compared to traditional 'punch and elute'
	C.R. is a visiting researcher at the University of Birmingham, financed through a travel grant from the Norwegian PhD School of Pharmacy. H.J.C. is an EPSRC Established Career Fellow (EP/L023490/1). The authors thank Michael Belford and Susan Abbatiello of Thermo Scientific for supply of the prototype FAIMS electrodes. The Advion Triversa Nanomate and Thermo Fisher Orbitrap Elite mass spectrometer used in this research were funded through Birmingham Science City Translational Medicine, Experimental Medicine Network of Excellence Project with support from Advantage West Midlands.

	Samenuk (23)

2019
	Proof-of-concept
	Untargeted
	Protein detection in NBS samples stored for two years at RT via MALDI-TOF was possible
	Financial support was provided by the National Institute on Minority Health and Health Disparities (G12MD007591) from the National Institutes of Health, the National Science Foundation under CHE-1126708, and the I-DISCOVER Program Grant no. 2014-38422-22078/project accession no. 1003637 from the USDA National Institute of Food and Agriculture. Work was also supported through the Semmes Foundation (Kelley and Perry).

	Vidova (24)

2019
	Proof-of-concept
	Targeted
	Precise measurement of acute phase proteins in DBS samples

Correlation between SRM DBS assay and immunonephelometry was high but required protein-specific correction factors for direct comparison
	This work was performed thanks to funds provided by the Grant Agency of the Czech Republic (Project No. 17-24592Y), the RECETOX research infrastructure (Ministry of Education, Youth and Sports−MEYS, LM2015051); CETOCOEN PLUS (MEYS, CZ.02.1.01/0.0/0.0/15_003/0000469) and Ministry of Health, Czech Republic−conceptual research organization development (FNBr, 65269705).

	Collins (25)

2020
	Clinical
	Targeted
	Assay could identify PIDD cases confirmed by molecular/clinical diagnosis and assay results were in agreement when samples were analyzed by two different laboratories

A high throughput NBS-suitable method with only 2.5 min run time and intra-assay CV <20% for 8 peptides also provided the same diagnostic results
	This work was supported (in part) by the following: CC, FY, RD, JW, AP, and SH are supported by National Institute of Allergy and Infectious disease (R01AI123135). AF and HS are supported (in part) by the Intramural Research Program of the National Institute of Allergy and Infectious Diseases, NIH. HO was supported by the Jeffery Modell Foundation and the DeJoria Wiskott-Aldrich Research Fund. AP and JW are supported (in part) by the National Cancer Institute, NIH (U01CA214114, R50CA211499). The content is solely the responsibility of the authors and does not necessarily represent the official views of the NIH.

	Eshgi (26)

2020
	Proof-of-concept
	Targeted
	At the LLOQ, total CVs ranged from 3 - 20% for 298 assays corresponding to 244 proteins

190/245 proteins were stable at room temperature for 2 months

Most proteins had a higher concentration in DBS than WB samples, which could indicate increased digestion efficiency
	The University of Victoria-Genome BC Proteomics Center is grateful to Genome Canada and Genome British Columbia for financial support (project codes 204PRO for operations, and 214PRO for technology development), for Genomics Technology Platforms (GTP) funding for operations and technology development: 264PRO, and for Disruptive Innovation in Genomics (DIG) funding (234DMP). C.H.B. is grateful for support from the Leading Edge Endowment Fund (University of Victoria) and for support from the Segal McGill Chair in Molecular Oncology at McGill University (Montreal, Quebec, Canada). C.H.B. is also grateful for support from the Warren Y. Soper Charitable Trust and the Alvin Segal Family Foundation to the Jewish General Hospital (Montreal, Quebec, Canada).

	Han (27)

2020
	Clinical
	Targeted
	Diagnostic prediction models developed to distinguish current MDD patients from low mood controls were also applied to differentiate new current MDD patients or non-current MDD patients from the same controls, with test AUCs of 0.80 or 0.79, respectively

Prediction model incorporated clinical data from a digital mental health assessment and proteomics data, including immune and inflammatory response proteins
	This study was supported by the Stanley Medical Research Institute (SMRI; grant number 07R-1888).

	Kaiser (28)

2020
	Clinical
	Targeted
	Novel blood collection device could remove whole blood components such as erythrocytes and thus reduce the intensity of hemoglobin

Protein expression was stable up to 10 days

MRM peptide ratios demonstrated high correlation between plasma and samples from the blood collection device
	This research was funded by Biodesix Inc. and did not receive any external funding from agencies in the public, commercial, or not-for-profit sectors.

	Knab (29)

2020
	Clinical
	Targeted
	Longitudinal data revealed that 7/12 proteins were upregulated during training, these proteins were commonly related to the acute phase response of the immune system
	Internal funds were used to cover the costs associated with this study.

	Nakajima (30)

2020
	Proof-of-concept
	Untargeted
	Sodium carbonate precipitation reduced hemoglobin levels by >99% indicating that high-abundant soluble proteins were reduced

Reproducibility was high, with Pearson's R ≥0.94 among 6 replicates

DIA combined with gas-phase fractionation resulted in the highest throughput
	Not provided

	Nieman (31)

2020
	Clinical
	Untargeted
	Longitudinal sampling allowed an elite endurance athlete to serve as their own control

31 proteins were found to be upregulated and 35 were downregulated when comparing a state of high training distress to low training distress

Most proteins were immune-related proteins including functions within complement activation, platelet function, leukocyte function, etc.
	This research was funded by Standard Process.

	Norris Bradley (32)

2020
	Clinical
	Targeted
	The SRM assay could be used to infer ApoL1 genotype based on variant-specific peptides and was in complete agreement with Sanger sequencing results

Both liquid and dry plasma could be analyzed using the same PAR cutoff thresholds to determine genotype
	All authors declare they are employed by and/or own stock in Laboratory Corporation of America Holdings.

	van den Broek (33)

2020
	Proof-of-concept
	Targeted
	Development of a data analysis and review protocol to exclude biased results and allow the removal of outliers without manual review, thus allowing more standardized analysis

This process identified 8% of samples as outliers
	The analyzed samples were collected for the Early Prediction of Major Adverse Cardiovascular Events Using Remote Monitoring study funded by The California State Government (California Initiative to Advance Precision Medicine, San Francisco, California), The Barbra Streisand Women’s Cardiovascular Research and Education Program (Cedars- Sinai Medical Center, Los Angeles, California), and funding from NIH Grant R01HL111362.

	Collins (34)

2021
	Clinical
	Targeted
	The assay directly measured two ATP7B peptides, and the cutoff threshold for WD was set at 2.5 standard deviations below the control sample mean

The assay successfully identified WD patients in 92.1% of cases (199/216) while 12/48 carriers were identified as false positives

The AUC for the ROC curve was calculated to be 0.98 in this same population with both high sensitivity and specificity
	This study was supported by the grants from NIH-R21HD097558, and R01HD098180 and Wilson Disease Association.

	Costa (35)

2021
	Clinical
	Untargeted
	Out of 245 proteins quantified in NBS samples, 27 were associated with the fetal inflammatory response, overlapping with 6 transcripts from gene expression data

Many of the upregulated genes and proteins were involved in the innate immune response

Here archived NBS samples were used for secondary research purposes in groups otherwise difficult to sample
	This work was supported by the Spanish MINECO/ FEDER (TIN2015-71079-P). The CRG/UPF Proteomics Unit is part of the Spanish Infrastructure for Omics Technologies (ICTS Omics Tech) and is a member of Proteored, PRB3, which is supported by grant PT17/0019 of the PE I + D+i 2013-2016, funded by ISCIII and ERDF. We acknowledge support from the Spanish Ministry of Economy and Competitiveness, ‘Centro de Excelencia Severo Ochoa 2013-2017’ (SEV- 2012-0208), ‘Unidad de Excelencia Marıa de Maeztu’ (CEX2018-000792-M), and ‘Secretaria d’Universitats i Recerca del Departament d’Economia i Coneixement de la Generalitat de Catalunya’ (SGR17-595; SGR17-1020), and the Spanish National Bioinformatics Institute-ISCIII (PT17/0009/0014).

	Cox (36)

2021
	Proof-of-concept
	Targeted
	The assay could successfully and precisely quantify relevant proteins allowing a calculation of the concentration of immature reticulocytes

Two capillary blood collection devices correlated well with measurements from venous blood without increased variation but with some blood collection failures
	The Partnership for Clean Competition. United States Anti-Doping Agency (USADA) provided TAP devices; TASSO provided capillary blood collection devices.

	Kashirina (37)

2021
	Clinical
	Untargeted
	A total of 24 proteins were identified as differentially abundant over several days of dry immersion to simulate microgravity effects

The blood proteome changes were related to lipoproteins and metabolic processes
	This work was supported by the by Russian Science Foundation, grant # 21-74-20173.

	Lai (38)

2021
	Clinical
	Targeted
	The developed assay was highly precise and hematocrit levels of 25 - 60% did not greatly impact quantification and samples could be stored at 4 °C for one week

For C1-inhibitor and C4, expression levels were generally lower in HAE patients compared to controls

Correlation between DBS MS and ELISA was high for C4, with Pearson R2 = 0.8199
	Not provided

	Bassini (39)

2022
	Clinical
	Targeted
	Expression of several inflammatory proteins was correlated, and sport-specific protein correlations were also identified 

Protein-protein interaction analysis revealed that many of the targets interacted with other immune-related proteins
	IJ was supported in part by funding from Natural Sciences. Research Council (NSERC #203475), Canada Foundation for Innovation (CFI #225404, #30865), Ontario Research Fund (RDI #34876), IBM and Ian Lawson van Toch Fund. The funders had no role in study design, data collection and analysis, decision to publish, or preparation of the manuscript.

	Lima (40)

2022
	Clinical
	Untargeted
	High correlation was observed between routine analysis of HbA1c levels and analysis with DIA and a calibration curve, however CVs were higher than the routine assay and HbA1c levels were not stable in VAMS devices stored at room temp

Using a variant database and a WB experimental and predicted spectral library allowed detection of hemoglobin variants in DIA data, and 23/36 hemoglobinopathies showed agreement between DIA and routine analysis 
	This study was supported by the Fleury Group and partially supported by the Coordenação de Aperfeiçoamento de Pessoal de Niv́ el SuperiorBrazil (CAPES)Finance Code 001 (D.A.L. is a graduate student, and V.M.C. is a thesis advisor at the Graduate Program in Pathophysiology and Toxicology, University of São Paulo).

	Mc Ardle (41)

2022
	Proof-of-concept
	Untargeted
	Development of a mid- and high-throughput workflow depending on the goal of the experiment for depleted and naive plasma or dried blood

Dried blood provided the highest protein throughput (365 proteins) using the mid-throughput workflow

Precision of dried blood was higher than naive plasma but less than depleted plasma
	This work is supported by the Erika J. Glazer COVID-19 Fund to J.E. Van Eyk and S. Cheng, National Institute of Health grant U01 NS115658-01 to J.E. Van Eyk the Advanced Clinical Biosystems Research Institute to J.E. Van Eyk, Barbra Streisand Women’s Heart Centre to J.E. Van Eyk and the Smidt Heart Institute to J.E. Van Eyk and S. Cheng.

	Molloy (42)

2022
	Clinical
	Both
	Washing procedure with LiCl pulse centrifugation reduced high abundant proteins and increased proteome coverage

VAMS devices identified circa 200 proteins more compared to DBS samples and could be used to quantify proteins in whole blood cell pellets, even after freezing and long-term storage

In stage III NSCLC samples, 19 differentially abundant proteins were detected compared to healthy controls
	MPM acknowledges funding support from Bowel Cancer Research Foundation Australia and the NORTH Foundation.

	Nimer (43)

2022
	Clinical
	Targeted
	The assay displayed an inter-day variability of <15% and an inter-day accuracy between 80-120%, and levels of dystrophin were lower in the patient group for both peptides
	This project has been funded internally through the Department of Clinical Genomics, Center for Genomic Medicine at the King Faisal Specialist Hospital and Research Center.

	Schneider (44)

2022
	Proof-of-concept
	Untargeted
	Determining the time since deposition of a bloodstain could be possible using a ratio of peptide pairs from the same protein and machine learning to select ratios with linear instability over time

PCA could successfully cluster samples according to their age in DBS samples aged outside, whereas clustering was less clear in a controlled environment

Peptide ratios differed among storage conditions
	This work has been supported by the Swiss National Science Foundation (SNSF grant no. 310030L_175854).

	Zhang (45)

2022
	Clinical
	Targeted
	The SRM assay for second-tier screening was specific for identifying affected patients, but not carriers, which were identified as false positives in first-tier screening

The original NBS sample could be used, therefore resampling was not necessary

The assay had a faster turnaround time compared to molecular diagnostics
	The study for Pompe disease was partly supported by the grant from Sanofi Genzyme (GZ-2017-11768). Mike Gelb is supported by NIH grant (R01 DK067859). Sihoun Hahn and Mike Gelb are supported by NIH grant (R01 HD098180).

	Iuraşcu (46)

2023
	Clinical
	Targeted
	The plasma-based immunoassay and DBS-based MRM assay demonstrated good agreement for diagnosis of several subtypes of HAE based on C1 inhibitor and C4 levels

Genetic subtyping of DBS could also be used as second tier to confirm the MRM assay results
	Not provided

	Kashirina (47)

2023
	Clinical
	Untargeted
	Hypomagnetic conditions do not have a pronounced short-term effect on the proteome, with only three proteins changing expression relative to the background samples, but not relative to placebo samples
	The study was carried out within the basic theme of the Russian Academy of Sciences 65.3. The work on the proteomic analysis of samples of dried blood spots was partially supported by the Megagrant of the Ministry of Science and Higher Education of the Russian Federation (Agreement with the Skolkovo Institute of Science and Technology, no. 075-10-2022-090 (075-10-2019-083)).

	Nieman (48)

2023
	Clinical
	Untargeted
	39 proteins were differentially abundant when comparing unhealthy lifestyle  to healthy lifestyle

Proteins were involved in the innate immune system and lipoprotein assembly
	Funding for this study was supplied by Prosper DNA, Inc. (Calabasas, CA).

	Pastuhkova (49)

2023
	Clinical
	Untargeted
	After 12 months exposed to Artic conditions, 180 proteins were upregulated and 1 protein was downregulated, 75 of which were also increased after 4 months

Proteins were involved in energy metabolism, including carbohydrate metabolism and protein catabolism
	The work was carried out within the basic topics of the State Scientific Center of the Russian Federation, Institute of Biomedical Problems, Russian Academy of Sciences, topics 64.1, 65.3.

	Ren (50)

2023
	Clinical
	Both
	Ratios of hemoglobin subunits could successfully classify α-thalassemia subtypes

The MRM assay had high precision (inter-assay CVs <15%) and hemoglobin recovery

A multiclass model based on a neural network attained an ROC AUC of 0.9290 in the validation cohort
	This work was supported by research funding from the National Key Research and Development Program of China (X.X., grants 2018YFA0507800 and 2018YFA0507803; L.L., 2017YFC0906702 and 2017YFC0906703), the National Natural Science Foundation of China (X.X., grant U20A20353), the Shanghai Municipal Science and Technology Major Project (X.X., grant 2017SHZDZX01), and the Science and Technology Innovation Commission of Shenzhen.

	Smith (51)

2023
	Clinical
	Untargeted
	42 proteins uniquely identified in a snake envenomation sample were part of systemic inflammatory cascades, including neutrophil regulation

Downregulated proteins in envenomation were involved in lipoprotein metabolism, while upregulated proteins were associated with immune responses, would healing, apoptosis, etc.
	The authors would also like to acknowledge the Fulbright Research Program for providing funding that supports this research.

	Vialaret (52)

2023
	Clinical
	Targeted
	Most proteins were correlated between plasma and DBS samples

Four proteins, among them apolipoproteins D and E, were correlated with IADL status in both plasma and DBS

Noninvasive method of monitoring proteins indicating inflammatory, nutritional, metabolic status etc. in elderly patients
	This research was funded by an internal grant of the CHU of Montpellier UF 9114 AOI DM 2012 DBSage and by a grant from the French National Agency for Research (BuVAMASS-ANR-15-CE18-0011-01).

	Whelan (53)

2023
	Proof-of-concept
	Both
	Expression of the 60 health surveillance panel proteins was relatively unique among individuals and similar across sample types

The DIA analysis was able to identify most of the proteins from the targeted analysis, with 122 FDA-approved biomarkers detected in total
	The authors would like to thank Cedars-Sinai for the support of Precision Biomarkers Laboratories (PBL).

	Brockbals (54)

2024
	Proof-of-concept
	Targeted
	Two of the eight peptide ratios showed time-dependent increases when kept at RT for 3 months

Area ratio values could be used as a cutoff to indicate that a sample was >4 weeks old, which could be applied to sports doping to detect when a sample was produced
	The authors acknowledge support from the Federal Ministry of the Interior, Community and Building of the Federal Republic of Germany (Berlin, Germany), and the Manfred Donike Institute for Doping Analysis (Cologne, Germany). Open Access funding enabled and organized by Projekt DEAL.

	Guedes (55)

2024
	Clinical
	Untargeted
	Many different PTMs were observed, and 46% of proteins had peptides with more than one PTM

42 modified peptides were identified as differentially abundant between samples from CAD patients and controls
	This work was financed by national funds through FCT—Fundação para a Ciência e Tecnologia, I.P., within the scope of the Cardiovascular R&D Center (UIDB/00051/2020 and UIDP/00051/2020) and RISE (LA/P/0053/2020), for funding Institute of Biomedicine (iBiMED) (UIDB/04501/2020, POCI-01-0145-FEDER-007628), by an individual scholarship from T.L. (SFRH/ 725BD/136904/2018). All authors have read the journal’s authorship agreement and policy on disclosure of potential conflicts of interest. This study was also supported by the project “New targets in diastolic heart failure: from comorbidities to personalized medicine–NETDIAMOND,” financed by the European Structural and Investment Funds (ESIF), through the Programa Operacional Regional Lisboa 2020 (POCI-01-0145- FEDER-016385), national funds by FCT (SAICTPAC/0047/2015. Fábio Trindade is a recipient of a post-doctoral research grant by UnIC (UIDP/00051/2020). LP and LM is supported by a doctoral fellowship by FCT (BD/10080/2022, SFRH/BD/145216/2019). COST CA21153-AtheroNET.

	Kashirina (56)

2024
	Clinical
	[bookmark: _GoBack]Untargeted
	Expression levels of 17 proteins were associated with the tilt test, 11 were upregulated and 6 were downregulated

Downregulated proteins included HDL proteins while upregulated proteins included focal adhesion proteins
	The work was supported by the Russian Science Foundation (project No. 22-74-00069, https://rscf.ru/project/22-74-00069/).

	Richard (57)

2024
	Proof-of-concept
	Targeted
	The assay was relatively specific for each individual with some sex-based similarities and little individual variation over time, suggesting that long-term monitoring with the assay could be used to detect blood doping
	This study was supported by a grant from the Partnership for Clean Competition (https://cleancompetition.org/). C.H.B. is also grateful to Genome Canada for financial support through the Genomics Technology Platform (GTP) (264PRO) and for support from the Segal McGill Chair in Molecular Oncology at McGill University (Montreal, Quebec, Canada). C.H.B. is also grateful for support from the Warren Y. Soper Charitable Trust, and the Alvin Segal Family Foundation of the Jewish General Hospital (Montreal, Quebec, Canada). G.M. thanks the McGill Faculty of Medicine for student funding through the Ruth and Alex Dworkin Fellowship.

	Shen (58)

2024
	Proof-of-concept
	Untargeted
	Proteins were more stable than metabolites or lipids, median CV for proteins was 0.397

Multi-omics profiling could provide insight into how diet, exercise, circadian rhythms affect omics expression, including markers of inflammation/metabolism

Longitudinal sampling could provide valuable information regarding variation in protein expression levels over time
	M.P.S. discloses support for the research described in this study from the National Institute of Health (grant numbers 5RM1HG00773508 and 5R01AT01023204).

	Shibata (59)

2024
	Clinical
	Untargeted
	Of the 2912 proteins detected, 124 were listed as causative proteins for inborn errors of immunity in the Online Mendelian Inheritance of Man database, and many of these proteins were quantified at lower levels in samples from patients with inborn errors of immunity (IEI) compared to healthy samples

Proteins differentially expressed between healthy samples and IEI samples were identified as well
	This work was supported by JSPS KAKENHI under Grant Numbers 19K17328 and 21K07795; by AMED under Grant Number
JP24ek0109586; and by the “Research on Measures for Intractable Diseases” project from the Japanese Ministry of Health, Labor, and
Welfare under Grant Numbers 23809798 and 23809849.

	Sun (60)

2024
	Proof-of-concept
	Untargeted
	Different sample types were associated with unique protein expression, and DBS samples had altered expression of cytoplasmic proteins compared to WB samples

Circa 4% of proteins exhibited time-dependent changes in abundance over a 6 month period
	This work was supported by the National Key Research and Development Program of China (grant number 2022YFC3302004), the Science and Technology Commission of Shanghai Municipality (grant number 23DZ2202300), and the Ministry of Finance of China (grant number GY2021G-2).

	Klippel (61)

2025
	Clinical
	Targeted
	The immuno-SRM assay was sensitive and stable, with little interference and sufficient precision

The pilot cohort was used to establish cutoff values, which were then validated in a larger cohort of >30,000 NBS samples, resulting in the detection of 1 true positive and 3 false positives for Wilson Disease, 5 false positives for Wiskott-Aldrich syndrome due to premature/low birth weight
	This project was partially supported by the NIH grant RO1HD0111410 (S.H.H.).

	McMahon (62)

2025
	Clinical
	Untargeted
	Protein expression in blood samples from non-small cell lung cancer (NSCLC) patients was compared to healthy controls using a variety of platforms (immunoassay, flow cytometry, LC-MS/MS) to discover putative NSCLC biomarkers

Regarding LC-MS/MS, 508 differentially expressed proteins were identified, and 13 of these proteins could be used to identify NSCLC patients with an AUC of 0.864
	This study and all required funding by authors was funded in full by Sangui Bio Pty Ltd.

	Monteagudo-Vilavedra (63)

2025
	Clinical
	Untargeted
	Glycosaminoglycan analysis of urine samples and analysis of enzymatic activity was performed for 3 mucolipidosis type II patients

Untargeted SWATH-MS analysis was also performed to identify altered molecular pathways, including dermatan and heparin sulfate degradation
	J.V.A.: Sara Borrell contract (CD22/00160), “Instituto de Salud Carlos III” (Plan Estatal de I+D+I 2023–2025 and European Development Regional Fund) of the Spanish Ministry of Economy and Competitiveness. The C012 Metabolic Diseases research group acknowledges the Kertor Foundation and funding from MPS Lisosomales.

	Vegesna (64)

2025
	Proof-of-concept
	Untargeted
	A software tool for assessment of mass spectrometry proteomics data quality was benchmarked, allowing users to identify technical issues automatically

The authors demonstrated that the tool can account for differing quality metrics between different sample types, for example whole blood and plasma samples, where the number of proteins quantified per sample is higher for whole blood
	The authors would like to acknowledge Erika Glazer for hergenerous support for the Erika J. Glazer Endowed Chair in Women’s Heart Health; funds from the Barbra Streisand
Women’s Heart Center, the Smidt Heart Institute at Cedars-Sinai Medical Center; as well as grants from Answer ALS Foundation, National Institute of Health (5R01HL155346-
01A1, R01HL111362, U01DK124019-01, and
1U54CA260591-01).



Supplementary Table 6: Details regarding disease and experimental groups from 38 clinical research studies. The aim of the study was described as well as the experimental and control groups, including the number of participants in each group (n). Only experiments which used microsamples were reported.
	First author

Year

	Aim
	Study Groups

n=number of participants

	Daniel (1)

2007
	Disease screening for β-thalassemia
	Increased HbA2
  n=11

δ-chain variants
  n=2

Normal HbA2
  n=13


	deWilde (2)

2008
	Disease screening for Wilson disease
	Wilson disease
  n=7

Wilson disease carrier
  n=1


	Razavi (8)

2016

	Monitor inflammatory events using longitudinal sampling
	Individuals experiencing inflammatory events
  n=14
  784 samples

	Cooper (9)

2017
	Identify proteins associated with schizophrenia
	Schizophrenia
  n=75

Psychosis
  n=172

Controls matched for sex, birth year, and birth hospital
  n=644


	Cox (11)

2017b
	Estimate the percentage of immature reticulocytes for detection of blood doping
	Individuals receiving autologous blood transfusion
  n=15

Individuals receiving saline transfusion
  n=11


	Jung (13)

2017
	Disease screening for Wilson disease
	Wilson disease
  n=13

Healthy controls
  n=12


	Moat (14)

2017
	Disease screening for sickle cell disorder
	Sickle cell disorder, newborns
  n=10

Controls, newborns
  n=100,446


	Yu (18)

2017
	Disease screening for thalassemia
	α-thalassemia
n=404

β-thalassemia
  n=335

α-β-thalassemia
  n=26

Sickle cell disorder
  n=16

Healthy controls
  n=300


	Collins (19)

2018
	Disease screening for primary immunodeficiency disorders
	Primary immunodeficiency disorders
  n=42

Healthy controls
  n=40, adults
  n=62, newborns


	Nieman (21)

2018
	Identify proteins associated with functional overreach
	Athletes with functional overreach
  n=10

Athletes at rest
  n=10

Same individuals for both groups, temporally separated


	Collins (25)

2020
	Disease screening for primary immunodeficiency disorders
	Primary immunodeficiency disorders
  n=28

Healthy controls
  n=175


	Han (27)

2020
	Diagnosis of major depressive disorder
	Current major depressive disorder
  n=53

New current major depressive disorder
  n=40

Non-current major depressive disorder
  n=72

Low mood controls
  n=130


	Kaiser (28)

2020
	Describe a novel blood collection device that removes whole blood components and proteome profiling of lung cancer
	Patients with non-small-cell lung cancer
  n=112

Patients with lung nodules


	Knab (29)

2020

	Investigate the role of the immune system during competitive training
	Athletes during competitive training
  n=32

Baseline samples used as control


	Nieman (31)

2020
	Proteome profiling during a long-term endurance trek 
	Athlete
  n=1
  28 samples

Baseline samples used as control


	Norris Bradley (32)

2020
	Determine apolipoprotein L1 variants
	G0/G0
  n=78

G0/G1
  n=62

G0/G2
  n=36

G1/G1
  n=10

G1/G2
  n=10

G2/G2
  n=4


	Collins (34)

2021
	Disease screening for Wilson disease
	Wilson disease
  n=216

Wilson disease carriers
  n=48

Healthy controls
  n=150


	Costa (35)

2021
	Omics profiling of the fetal inflammatory response
	Fetal inflammatory response-affected extremely low gestational age newborns
  n=10

Unaffected extremely low gestational age newborns
  n=11


	Kashirina (37)

2021
	Proteome profiling of simulated microgravity
	Healthy women exposed to 3-day dry immersion
  n=6
  30 samples

Baseline samples used as control


	Lai (38)

2021
	Diagnosis of hereditary angioedema
	Hereditary angioedema
  n=24

Healthy controls
  n=103


	Bassini (39)

2022

	Proteome profiling of inflammatory proteins in athletes
	Olympic athletes
  n=97
  687 samples

Baseline samples used as control


	Lima (40)

2022
	Measurement of HbA1c and identification of hemoglobin variants
	HbA1c
  n=95

Hemoglobinopathies
  n=36


	Molloy (42)

2022
	Demonstrate pulse centrifugation for removal of high abundant proteins and proteome profiling of lung cancer
	Non-small-cell lung cancer stage III
  n=5

Age, sex-matched healthy controls
  n=5


	Nimer (43)

2022
	Diagnosis of Duchenne muscular dystrophy
	Duchenne muscular dystrophy
  n=7

Age, sex-matched healthy controls
  n=17


	Zhang (45)

2022
	Disease screening for Pompe disease and mucopolysaccharidosis type I
	Pompe disease and mucopolysaccharidosis type I and carriers
  n=48

Healthy controls
  n=22


	Iuraşcu (46)

2023
	Disease screening for hereditary angioedema
	Hereditary angioedema
  n=86

Healthy controls
  n=3


	Kashirina (47)

2023
	Proteome profiling of hypomagnetic conditions
	Healthy controls subject to hypomagnetic conditions
  n=8

Healthy controls
  n=8

Same individuals for both groups, temporally separated


	Nieman (48)

2023
	Proteome profiling of unhealthy lifestyle
	Unhealthy lifestyle
  n=52

Healthy lifestyle
  n=52


	Pastuhkova (49)

2023
	Proteome profiling during Artic conditions
	Healthy men exposed to Artic conditions
  n=8

Baseline samples used as control


	Ren (50)

2023
	Disease screening for α-thalassemia
	α-thalassemia, discovery
  n=44

Healthy controls, discovery
  n=6

α-thalassemia, validation
  n=249

Healthy controls, validation
  n=213


	Smith (51)

2023
	Proteome profiling of snake envenomation
	Snake bite victim
  n=1

Healthy control
  n=1


	Vialeret (52)

2023

	Prediction of instrumental activities of daily living score
	Elderly patients (65 – 99 years)
  n=46

	Guedes (55)

2024
	Proteome profiling of post-translational modifications in DBS and coronary artery disease 
	Coronary artery disease
  n=5

Healthy controls
  n=5


	Kashirina (56)

2024
	Proteomics profiling of passive tilt after head-down bed rest
	Passive tilt after head-down bed rest
  n=6

Baseline samples used as control


	Shibata (59)

2024
	Disease screening for inborn errors of immunity
	Inborn errors of immunity
  n = 43

Healthy controls
  n = 8, adults
  n = 40, newborns


	Klippel

2025
	Disease screening for Wilson Disease, X-linked agammaglobulinemia, Wiskott-Aldrich syndrome, and adenosine deaminase deficiency
	Disease group, pilot
  n = 49

Healthy controls, pilot
  n = 3,294

Validation study
  n = 30,024


	McMahon (62)

2025
	Identify putative biomarkers for non-small cell lung cancer
	Non-small cell lung cancer
  n = 16

Healthy controls
  n = 18


	Monteagudo-Vilavedra (63)

2025

	Identify putative biomarkers for mucolipidosis type II
	Mucolipidosis type II
  n = 3
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