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Table S1. Proteomics studies with a significance in the ‘One Health’ context, which were performed in animal samples, reviewed in the text of the paper. 

Pathogen Animal species Type of sample(s) Proteomics methodologies applied 1 Summary of main findings Reference 

Prion protein 

Sheep Blood serum SELDI-TOF MS Potential biomarkers Batxelli-Molina et al. 2010 

Sheep Brain tissue MALDI-TOF MS Proteins associated with pathogenesis Morel et al. 2007 

Sheep Brain tissue 2-DE, LC-MS/MS Proteins associated with pathogenesis Petrakis et al. 2009 

Hamster Brain tissue 2-DE, MALDI-TOF, LC-MS/MS Proteins associated with pathogenesis Giorgi et al. 2009 

Mouse Brain tissue SDS PAGE, LC-MS/MS Potential biomarkers Graham et al. 2011 

Rabies Virus 

Dog Brain tissue 2-DE, Q-TOF MS, MS/MS 
Proteins associated with pathogenesis 

Protein networks 

Thanomsridetchai et al. 

2011 

Dog Spinal cord tissue 2-DE, Q-TOF MS, MS/MS 
Proteins associated with pathogenesis 

Protein networks 

Thanomsridetchai et al. 

2011 

Dog Brain tissue 2-DIGE Potential biomarkers 
Kasempimolporn et al. 

2014 

Cat Brain tissue 2-DIGE Potential biomarkers 
Kasempimolporn et al. 

2014 

Mouse Neuronal tissue 2-DE, MS Potential biomarkers Mehta et al. 2016 

Influenza Virus 
Poultry Trachea 2-DIGE, MALDI-TOF MS/MS Proteins associated with pathogenesis Sun et al. 2014 

Poultry Brain tissue 2-DE, MALDI-TOF MS/MS Proteins associated with pathogenesis Zou et al. 2010 

M. avium subsp. 

paratuberculosis 

Sheep Blood serum 2-DE, MALDI-TOF MS Proteins associated with pathogenesis Hughes et al. 2008 

Sheep Intestinal tissue 2-DE, MALDI TOF MS Proteins associated with pathogenesis Hughes et al. 2007 

Sheep Blood serum SELDI-TOF MS Proteins associated with pathogenesis Zhong et al. 2011 

M. bovis 

Cattle Blood serum iTRAQ, LC MS/MS Potential biomarkers Seth et al. 2009 

Cattle Blood serum iTRAQ Potential biomarkers Lamont et al. 2014 

Cattle Blood serum RP-LC-MS/MS Proteins associated with pathogenesis Lopez et al. 2018 

B. abortus Cattle Blood serum 1-DE SDS PAGE, 2-DE 
Proteins associated with pathogenesis 

Potential biomarkers 
Pajuaba et al. 2012 

B. melitensis Sheep Blood serum LC-MS Potential biomarkers Mavromatti 2012 



 

B. mallei 
Horse Blood serum 2-DE, MALDI-TOF/TOF Potential biomarkers Dohre et al. 2017 

Horse Blood serum SDS PAGE Potential biomarkers Yazdansetad et al. 2019 

C. jejuni 

Sheep Blood serum 2-DE, MALDI-TOF 
Proteins associated with pathogenesis 

Potential biomarkers 
Wu et al. 2014 

Poultry Intestinal tissue iTRAQ, 2-DE, LC MS/MS 
Proteins associated with pathogenesis 

Potential biomarkers 
Asakura et al. 2016 

Poultry Intestinal tissue 2-DIGE, nano LC-MS/MS Proteins associated with pathogenesis O'Reilly et al. 2017 

Poultry Skin LC MS Proteins associated with pathogenesis Taniguchi et al. 2021 

S. enterica ser. 

Typhimurium 

Pig Intestinal tissue 2-DIGE Proteins associated with pathogenesis Arce et al. 2014 

Pig Lymph node 2-DIGE, MALDI TOF/TOF Proteins associated with pathogenesis Martins et al. 2012 

Pig Intestinal tissue iTRAQ, LC MS/MS Proteins associated with pathogenesis Collado-Romero et al. 2015 

Pig Intestinal tissue 2-DE, MALDI-TOF Proteins associated with pathogenesis Collado-Romero et al. 2012 

S. enterica ser. 

Enteritidis 

Poultry Blood serum TMT, LC MS/MS 
Proteins associated with pathogenesis 

Potential biomarkers 
Polansky et al. 2018 

Poultry Liver tissue TMT, LC MS/MS 
Proteins associated with pathogenesis 

Potential biomarkers 
Polansky et al. 2018 

Poultry Spleen tissue LC MS/MS Proteins associated with pathogenesis Sekelova et al. 2017 

L. copenhageni 
Rats Urine 2-DIGE, nano LC-MS/MS Potential biomarkers Nally et al. 2011 

Rats Urine 1-DE SDS PAGE, 2-DE Proteins associated with pathogenesis Monahan et al. 2008 

L interrogans Hamsters Kidney & liver tissue 2-DE, MALDI-TOF Proteins associated with pathogenesis Vieira et al. 2009 

M. haemolytica 

Sheep Blood serum 2-DE, MALDI-TOF MS Proteins associated with pathogenesis Katsafadou et al. 2019a 

Sheep Milk 2-DE, MALDI-TOF MS Proteins associated with pathogenesis Katsafadou et al. 2019a 

Sheep Milk 2-DE, MALDI-TOF MS Potential biomarkers Katsafadou et al. 2019b 

M. agalactiae Sheep Milk 2-DIGE, SDS PAGE, GeLC-MS/MS 
Proteins associated with pathogenesis 

Potential biomarkers 
Addis et al. 2011 

S. aureus 
Sheep Blood serum SDS PAGE Proteins associated with pathogenesis Le Maréchal et al. 2009 

Cattle Milk CE MS, LC MS/MS Potential biomarkers Mansor et al. 2013 

S. uberis 

Sheep Milk 2-DIGE, SDS PAGE 
Proteins associated with pathogenesis 

Potential biomarkers 
Addis et al. 2013 

Sheep Milk LC-MS/MS Proteins associated with pathogenesis Pisanu et al. 2015 

Sheep Mammary tissue LC-MS/MS Proteins associated with pathogenesis Pisanu et al. 2015 

L. infantum Dog Blood serum RP-LC-MS/MS Potential biomarkers Franco-Martinez (2020) 

T. spiralis Pig Blood serum 2-DE, MALDI-TOF 
Proteins associated with pathogenesis 

Potential biomarkers 
Gondek et al. (2020) 



 

1 1-DE SDS-PAGE: One-Dimensional Electrophoresis Sodium Dodecyl Sulphate–PolyAcrylamide Gel Electrophoresis; 2-DE: Two-Dimensional Electrophoresis; 2-DIGE: Two-Dimensional 

Difference Gel Electrophoresis; CE: Capillary Electrophoresis Mass Spectrometry; GeLC-MS/MS: Gel electrophoresis Liquid Chromatography-Mass Spectrometry/Mass Spectrometry; 

iTRAQ: isobaric Tag for Relative and Absolute Quantitation; LC-MS: Liquid Chromatography-Mass Spectrometry; LC-MS/MS: Liquid Chromatography-Mass Spectrometry/Mass 

Spectrometry; MALDI TOF: Matrix-Assisted Laser Desorption/Ionization – Time Of Flight; MALDI TOF/TOF: Matrix-Assisted Laser Desorption/Ionization – Time Of Flight/Time Of 

Flight; MS: Mass Spectrometry; Q-TOF MS: Quadrupole-Time Of Flight Mass Spectrometry; RP-LC-MS/MS: Reverse Phase-Liquid Chromatography-Mass Spectrometry/Mass 

Spectrometry; SELDI-TOF: Surface-Enhanced Laser Desorption/Ionization – Time of Flight; SDS-PAGE: Sodium Dodecyl Sulphate–PolyAcrylamide Gel Electrophoresis; TMT: Tandem 

Mass Tags. 
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Table S2. Summary of the milestones COVID-19 research by use of proteomics methodologies. 

Date Proteomics methodologies applied 1 Summary of main findings Reference 

24 Mar. 2020 

Bioinformatics methodologies 

(protein sequence alignment of the full-

length coronavirus spike proteins) 

Assembly of draft genome of the causal virus, with alignment of the spike surface glycoprotein 

receptor binding domain and final results indicating the pangolin as a missing link in the 

transmission of the virus to humans 

Zhang et al. 2020 

30 Apr. 2020 nano LC-MS/MS Interactomics study with viral proteins individually produced in host cells 
Gordon, Jang et al. 

2020 

14 May. 2020 LC-MS/MS 

Identification of two protein clusters in the blood of COVID-19 patients (first: proteins 

downregulated during infection, mainly involved in cholesterol metabolism; secong: proteins 

upregulated after infection, which included RNA-modifying proteins), which could be used 

for potential therapeutic interventions 

Bojkova et al. 2020 

27 May. 2020 nano LC-MS/MS 
Presentation of 14 peptides from the nucleoprotein, spike and membrane glycoprotein 

structural proteins for development of diagnostic techniques 
Gouveia et al. 2020 

22 Jun. 2020 nano-HPLC-MS/MS 
Development of a technique for detection of proteins of the virus from gargle solution samples 

of COVID-19 patients 
Ihling et al. 2020 

23 Jun. 2020 

Bioinformatics methodologies 

(727 unique protein sequences categorized 

by each of the 10 SARS-CoV-2 genes) 

Reporting of peptides of the causal virus for potential use in multi-epitope vaccines 
Yarmarkovich et al. 

2020 

9 Jul. 2020 LC-MS/MS 

Identification of changes in the blood serum of COVID-19 patients, showing dysregulation of 

macrophages, platelet degranulation, complement system pathways, and massive metabolic 

suppression, with protein and metabolite changes, for use in selection of potential biomarkers 

Shen et al. 2020 

17 Jul. 2020 LC-MS/MS 
Description of changes in the expression of three structural proteins and three non-structural 

proteins of the causal virus, consequently to in vitro infection of cell culture 
Grenga et al. 2020 

21 Jul. 2021 TMT-labeled LC-MS/MS 

Presence of increased IL-6 and IL-8 in PBMCs from patients with severe disease and the 

functional annotation of differentially expressed proteins, implicating pathways involved in 

neutrophil activation, T cell receptor signaling and the coagulation cascade 

Li, Guo et al. 2021 

25 Jul. 2020 
Bioiformatics methodologies 

(analysis of data from proteomic platforms) 

Presentation of novel information on the presence of intrinsic disorder at the cleavage sites of 

replicase polyprotein 1ab of SARS CoVs 
Giri et al. 2021 

27 Jul. 2020 LC-MS Identification of 27 potential biomarkers for prediction of the severity of COVID-19 Messner et al. 2020 

6 Aug. 2020 nano LC-MS/MS 

Rewiring of phosphorylation on host and viral proteins; promotion of casein kinase II (CK2) 

and p38 MAPK activation, production of diverse cytokines and shutdown of mitotic kinases 

by the causal virus, leading in cell cycle arrest; stimulation of marked induction of CK2-

containing filopodial protrusions possessing budding viral particles; identification of drugs 

and compounds for potential therapeutic use 

Bouhaddou et al. 2020 



 

14 Aug. 2020 nano HPLC-MS/MS 

Identification of dysregulation in various coagulation factors in COVID-19 patients, 

accompanied by increased levels of an-ti-fibrinolytic components, among which various serine 

protease inhibitors 

D’Alessandro et al. 

2020 

10 Sep. 2020 
Bioinformatics methodologies 

(analysis of data from proteomic platforms) 

Elucidation of the pathophysiology of the ‘cytokine storm’, with the finding of a dominant 

hyperinflammatory milieu in the circulation and vascular endothelial damage markers in 

patients 

Sims et al. 2021 

10 Sep. 2020 LC-MS/MS 

Identification of peptides significantly associated with SARS-CoV-2 infection and 

development of a multi-marker urinary peptide-based test, for enabling potential prognosis of 

outcomes in COVID-19 patients 

Wendt et al. 2020 

1 Oct. 2020 LC-MS/MS 

Identification of viral protein phosphorylation, phosphorylation-driven host cell signaling 

changes and activation of growth factor receptor (GFR) signaling and downstream pathways 

are activated; description of host cell signaling events upon infection and identification of GFR 

signaling as a central pathway essential for replication of the causal virus 

Klann et al. 2020 

15 Oct. 2020 nano LC-MS/MS 

Identification of differentially expressed proteins involved in cellular metabolism, blood 

coagulation, immune response, angiogenesis and cell microenvironment regulation, which 

outlined the molecular pathological features of the lung response during the infection 

Leng et al. 2020 

20 Oct. 2020 LC-MS/MS 

Validation of transcriptome findings from colonic samples and identification of key proteins 

(e.g., SARS-CoV-2 entry-associated protease cathepsins B and L, inflammatory response 

modulator S100A8/A9) with increased expression in patients with severe disease 

Wu et al. 2020 

24 Oct. 2020 LC-MS/MS 

Identification of 358 differentially expressed proteins in bronchoalveolar lavage fluid samples 

from patients with COVID-19, identified as biomarkers or therapeutic candidates for the 

disease 

Zeng et al. 2020 

17 Nov. 2020 LC-MS/MS 

Identification of 11 proteins as biomarkers and a set of biomarker combinations, validated by 

an independent cohort for prediction of the outcomes of the disease, all these mediating 

variouse pathophysiological pathways (e.g., immune or inflammatory responses, platelet 

degranulation and coagulation, metabolism) 

Shu et al. 2020 

2 Dec. 2020 LC-MS/MS 
Profiling of the virus-host protein-protein interactions of two hCoV nonstructural proteins 

(nsps) critical for viral replication 
Davies et al. 2020 

3 Dec. 2020 LC-MS/MS 
Development and validation of an assay for detection of nucleoprotein peptides of the virus 

nasopharyngeal and oropharyngeal swabs 
Cardozo et al. 2020 

4 Dec. 2020 LC-MS/MS 

Comparative viral-human protein-protein interaction and viral protein localization analyses 

for SARS-CoV-2, SARS-CoV-1 and MERS-CoV viruses and functional genetic screening for 

identification of host factors that functionally impinge on viral proliferation 

Gordon, Hiatt et al. 

2020 

21 Dec. 2020 LC-MS/MS 
Identification of 104 human proteins directly and specifically binding to SARS-CoV-2 RNAs in 

infected cells 
Schmidt et al. 2020 



 

29 Dec. 2020 LC-MS/MS 

Identification of 91 differentially expressed proteins in plasma, depending on the severity of 

the disease and of 76 proteins as prognostic biomarker candidates, elucidation of the role of 

neutrophil activation, complement activation, platelet function and T cell suppression 

Park et al. 2020 

9 Jan. 2021 LC-MS-MS 

Upregulation of cathepsin L1 being upregulated in lungs, identification of factors of 

dysregulation in hypoxia, angiogenesis, blood coagulation and fibrosis in multiple organs and 

presentation of evidence for testicular injuries in Covid-19 patients 

Nie et al. 2021 

26 Jan. 2021 LC-MS/MS 
Development of a mass spectrometry assay for proteomics evaluation for SARS-CoV-2 in 

nasopharyngeal swab samples using common laboratory reagents 
Saadi et al. 2021 

8 Feb. 2021 LC-MS/MS 
Identification of 13 viral proteins from nasopharyngeal swabs, indicating modulation in 

immune response, especially involving neutrophil and IL12-mediated signaling 
Tushir et al. 2021 

2 Apr. 2021 LC-MS/MS 
Identification of a large dataset of SARS-CoV-2 derived peptide MS/MS spectra, specifically of 

two datasets with 39,650 peptides 
Li et al. 2021 

12 Apr. 2021 LC-MS/MS 

Definition of the interactomes of SARS-CoV-2 and SARS-CoV viruses and their potential 

effects on the influence on the transcriptome, proteome, ubiquitinome and phosphoproteome 

of lung-derived human cell line 

Stukalov et al. 2021 

27 Apr. 2021 LC-MS/MS 

Identification of dysregulation in pathways associated with peptidase activity, regulated 

exocytosis, blood coagulation, complement activation, leucocyte activation involved in 

immune response and response to glucocorticoid biological processes in severe cases of SARS-

CoV-2 infection and identification of potential biomarkers for severity of the disease 

Suvarna et al. 2021 

3 May 2021 LC-MS 
Development of an assay for diagnosis of COVID-19, based on proteolytically digested 

proteins of the causal virus 

Van Puyvelde et al. 

2021 

4 May. 2021 LC-MS/MS 

Identification of two potential prognostic biomarkers, involved in biological processes 

associated with humoral immune response, interferon signalling, acute phase response, lipid 

metabolism and platelet degranulation 

Lee et al. 2021 

20 May. 2021 LC-MS/MS 
Evaluation of the heterogeneity of purified SARS-CoV-2 virus after culturing on cell line and 

identification of changes translated at the protein level 
Gallais et al. 2021 

1 HPLC-MS/MS: High Pressure Liquid Chromatography-Mass Spectrometry/Mass Spectrometry; LC-MS: Liquid Chromatography-Mass Spectrometry; LC-MS/MS: Liquid 

Chromatography-Mass Spectrometry/Mass Spectrometry; TMT: Tandem Mass Tags. 
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Table S3. Proteomics studies of antibiotic resistance, which were performed in animal samples, reviewed in the text of the paper. 

Bacterial pathogens Proteomics methodologies applied 1 Summary of main findings Reference 

Campylobacter jejuni LC-MS/MS 
New mechanism regarding rRNA methylation by a radical SAM super-

family enzyme, leading to resistance to chroramphenicol 
Li et al. 2017 

Salmonella enterica serovar 

Enteritidis 
2D-DIGE, MALDI-TOF MS 

Changes of specific regulators of post-translational dynamics in 

resistant lineages decreased metabolic strain on cell walls and 

enhanced the stability of the periplasmic envelop – resistance to 

ceftiofur 

Radford et al. 2018 

Salmonella enterica serovar 

Typhimurium 

1-DE SDS-PAGE, 2-DIGE, MALDI TOF/TOF 

MS 
Elucidation of mechanisms of mechansisms of response to triclosan Condell et al. 2012 

Salmonella enterica serovar 

Typhimurium 
2-DE, MALDI-TOF MS 

Detection of three proteins related to antimicrobial resistance to 

fluoroquinolones 
Correia et al. 2014 

Salmonella enterica serovar 

Typhimurium 
LC–MS/MS 

Identification of one post-translational modification, lysine acetylation,  

and of 14 differentially expressed proteins related to antimicrobial 

resistance 

Li et al. 2018 

Escherichia coli 2-DE, MALDI-TOF MS, nano HPLC-MS/MS  

Identification of differentially expressed proteins under multi drug 

resistance conditions, highlighting mechanisms involved in resistance 

(e.g., quorum sensing-mechanisms) 

Piras et al. 2012 

Escherichia coli 2-DE, MALDI-TOF MS 

Upregulation of outer membrane proteins TolC, Tsx and OstA and 

downregulation of outer membrane proteins MipA, OmpA, FadL and 

OmpW were found to be downregulated in kanamycin-resistant 

isolates of the organism 

Li et al. 2015 

Escherichia coli 2-DIGE, MALDI-TOF/TOF MS, nano LC–MS 

Differential expression of proteins linked to oxidative stress response, 

to DNA protection and to membrane permeability in enrofloxacin-

resistant isolates of the organism 

Piras et al. 2015 

Escherichia coli 2-DE, MALDI-TOF/TOF MS 
Overexpression of hydrolase L-asparaginase in a ciprofloxacin-

resistant isolate of the organism 
Ramos et al. 2016 

Mannheimia haemolytica 2-DE, LC/ESI-MS 
Administration of chlortetracycline and/or sulfamethazine decreased 

the expression of leucotoxin 
Nanduri et al. 2005 

Staphylococcus aureus 2-DE, MALDI-TOF MS 
Production of a reproducible and well-resolved reference map of the 

surface proteins of the organism 
Taverna et al. 2007 

Staphylococcus aureus 2-DE, MALDI-TOF/TOF MS 

Detection of proteins with specific functions (e.g., catalase, superoxide 

dismutase) found in resistant isolates, indicating that these proteins can 

protect intraphagocytic bacteria by potentially destroying hydrogen 

peroxide produced by the phagocyte 

Monteiro et al. 2012 



 

Staphylococcus aureus LC-MS 

Detection of 200 differentially expressed proteins in erythromycin 

and/or oxacillin-resistant isolates of the organim, which can provide 

new therapeutic approaches for mastitis. 

Liu et al. 2016 

Staphylococcus aureus 2-DE, LC-MS/MS 
Elucidation of mechanisms involved in development of resistance to 

methicillin by isolates of the organism 
Igrejas et al. 2018 

Streptococcus spp. LC-ESI MS/MS 
Identification of 134 peptides associated with resistance to 

antimicrobial agents 
Abril et al. 2020 

1 1-DE SDS-PAGE: One-Dimensional Electrophoresis Sodium Dodecyl Sulphate–PolyAcrylamide Gel Electrophoresis; 2-DE: Two-Dimensional Electrophoresis; 2-DIGE: Two-Dimensional 

Difference Gel Electrophoresis; HPLC-MS/MS: High Pressure Liquid Chromatography-Mass Spectrometry/Mass Spectrometry; LC-ESI MS/MS: Liquid Chromatography-ElectroSpray 

Ionization Mass Spectrometry/Mass Spectrometry; LC-MS: Liquid Chromatography-Mass Spectrometry; LC-MS/MS: Liquid Chromatography-Mass Spectrometry/Mass Spectrometry; 

MALDI TOF: Matrix-Assisted Laser Desorption/Ionization – Time Of Flight; MALDI TOF/TOF: Matrix-Assisted Laser Desorption/Ionization – Time Of Flight/Time Of Flight; MS: Mass 

Spectrometry. 
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Table S4. Proteomics studies, which were performed in samples of food of animal origin, reviewed in the text of the paper. 

Type of sample Proteomics methodologies applied 1 Summary of main findings Reference 

Meat samples from cattle MALDI-TOF MS 

Quick species-level identification of bacteria was achieved within 18 

to 30 h after collection of the samples, by means of identifying specific 

biomarkers 

Jadhav et al. 2018 

Muscle and adipose tissue 

samples from cattle 
LC MS 

Identification of changes in 245 proteins, associated with growth 

of muscle and related to increase in number and volume of muscular 

and adipose cells, as potential biomarkers for meat quality 

Bonnet et al. 2013 

Processed meat samples 

from cattle 
MALDI-TOF MS 

Exclusive increase of Enterococcus genus bacteria, allowing to 

distinguish the organism from other species of the genus 
Sabença et al. 2020 

Muscle samples from pigs LC-MS Increased rate of the pentose phosphate pathway in pigs Marrocco et al. 2013 

Muscle samples from pigs 2-DIGE, MS 
Detection of 16 proteins associated with differences related to two 

animal phenotypes divergent for water holding capacity 
Di Luca et al. 2013 

Central nervous system 

samples from pigs 
2-DE 

Identification of protein changes according to pre-slaughter handling 

stress of animals 
Arroyo et al. 2013 

Muscle samples from sheep 2-DE, MALDI-TOF MS 
Identification of chaperone proteins more highly expressed, due to 

increased use of energetic pathways 
Hamelin et al. 2006 

Carcass samples from hares LC-MS/MS 
Development of a technique for detection of Francicella tularensis in 

food supplies 
Witt et al. 2020 

Chicken meat products LC-MS/MS 
Development of a technique for detection and quantification of 

staphylococcal enterotoxin B 
Bao et al. 2012 

Edible aquatic products 2 2-DE, LC-MS/MS 
Proteomic profile of Vibrio parahaemolyticus from consumable aquatic 

products 
Zhu et al. 2020 

Fish 3 LC-MS/MS Development of a technique for detection of β-parvalbumin Carrera et al. 2012 

Black tiger prawns SDS-PAGE, MALDI-Q ToF MS, ESI Q ToF MS Proteomics profiling of the allergen tropomyosin Abdel Rahman et al. 2010 

Blue mussels LC-MS Identification of proteins indicative of pre-harvest contamination Tedesco et al. 2013 

Blue mussels nano-LC-ESI MS/MS, MALDI-TOF/TOF/MS 
Development of processes for depuration of shellfish contaminated 

with azaspiracid toxins 
Nzoughet et al. 2008 

Parma dry-cured ham 2-DE, LC–MS/MS 
Identification of proteins differentially abundant in pressed or 

unpressed hams 
Paredi et al. 2017 

Cow milk nano LC-MS/MS 
Detection of redox and non-redox protein modifications according to 

oxidative damage in milk products 
Clerens et al. 2013 

Cow milk LC-MS/MS 
Development of a technique for detection and quantification of ricin, 

staphylococcal enterotoxin B and Clostridium perfringens epsilon toxin 
Dupré et al. 2015 



 

Cow milk LC-MS/MS 
Development of a technique for detection of staphylococcal 

enterotoxin A and staphylococcal enterotoxin B 
Andjelkovic et al. 2016 

Cow milk, Goat milk nano LC-MS/MS. Development of a technique for detection of milk adulteration. Nardiello et al. 2018 

‘Grana Padano’ cheese LC–MS/MS 
Identification of proteins characterising the stages of ripening and the 

milk treatment 
Soggiu et al. 2013 

Feta cheese LC–MS/MS 
Identification of 489 distinct single-gene products characterizing the 

product 

Anagnostopoulos and 

Tsangaris 2018 

Eggs 2-DE, Q-TOF MS 

Identification of proteins (ovalbumin, clusterin, ovoinhibitor, 

ovotransferrin, prostaglandin D2 synthase) that showed significant 

changes in abundance during eggs storage 

Omana et al. 2011 

Royal jelly 2-DE, MALDI-TOF MS Description of the proteome of royal jelly Scarselli et al. 2005 

Seafood products 4 LC-MS/MS Development of a technique for detection of β-parvalbumin Carrera et al. 2012 

Drinking water LC-MS/MS 
Development of a technique for detection and quantification of ricin, 

staphylococcal enterotoxin B and Clostridium perfringens epsilon toxin 
Dupré et al. 2015 

1 2-DE: Two-Dimensional Electrophoresis; 2-DIGE: Two-Dimensional Difference Gel Electrophoresis; ESI Q ToF MS: ElectroSpray Quadrupole-Time Of Flight Mass Spectrometry; LC-MS: 

Liquid Chromatography-Mass Spectrometry; LC-MS/MS: Liquid Chromatography-Mass Spectrometry/Mass Spectrometry; MS: Mass Spectrometry. 
2 Aristichthys nobilis, Ctenopharyngodon idellus, Litopenaeus vannamei, Mactra veneriformis, Oratosquilla oratoria, Ostrea gigas Thunberg, Paphia undulate, Perna viridis, Placopecten magellanicus, 

Ruditapes philippinarum, Sinonovacula constricta, Solen strictus,. 
3 Angler, Austral hake, Club mackerel, Common seabream, Common sole, Deep-cape hake, Cod, Four-spot megrim, Gilthead seabream, Horse mackerel, Pink cusk-eel, Ray’s bream, 

Salmon, Swordfish, White seabream, Yellowfin tuna. 
4 Cod fillets, frozen surimi, seafood with angler, seafood with hake, seafood with sole. 
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