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Supplementary figure legends 

Figure S1. Distribution of Jaccard indexes comparing protein identifications from 

replica and non-replica samples. 

Figure S2. Increase in the number of proteins (black bars) and protein encoding genes 

(grey bars) identified as sample size increase. 

Figure S3. Principal component analysis using spectral count values from all abundant 

proteins. A) Annotated based on patients’ lung cancer status as indicated in the legend. 

Black symbols indicate patients who died within the two years of follow-up. B) 

Annotated based on patients’ lung cancer staging. Black symbols indicate patients who 

died within the two years of follow-up. C) Annotated based on patients’ gender. D) 

Annotated based on patients’ smoking status. 

Figure S4. Comparison of ratios obtained from VEMS and MaxQuant analysis for 

biomarkers found significant regulated for non-lung cancer versus lung cancer by both 

software. 

Figure S5. Heatmap of significant regulated proteins based on iBAQ values obtained 

from VEMS and MaxQuant. Left bar depicts lung cancer cases (red) versus non lung 

cancer controls (green). 

 

Figure S6. Boxplot of iBAQ expression values for all significant regulated proteins 

between cases and controls in the consensus list. Barplot titles includes gene name, P 

value correct for multiple testing, M log2 fold ratio and N the sample size. 

Figure S7. Boxplot of iBAQ expression values for all significant regulated proteins 

between cases and controls factored on histology groups. Barplot titles includes gene 

name, P value correct for multiple testing, M log2 fold ratio and N sample size. The 

indicated P values results from comparing cases and controls. 

Figure S8. Heatmap of protein biomarkers identified exclusively in lung cancer 

samples. The ten most significantly functional enriched KEGG pathways are indicated 

in the top of the heatmap where a black bars depicts which functional categories the 

protein belong. 

Figure S9. Heatmap of peptide mziXIC values for most abundant peptides. "Yes" and 

"No" indicates the patients status with respect to lung cancer. Two sub clusters are 

highlighted with only lung cancer (light red) and non-lung cancer (light green). 

Figure S10. Significantly enriched GO terms within the cellular component category 

(CC) for all identified proteins across all patient samples. The heatmap depicts the log2 

number of proteins identified in different cellular component categories across patient 

samples. 



Figure S11. Significantly enriched GO terms within the cellular component (CC) 

category for proteins in the consensus list across all patient samples. The heatmap 

depicts the log2 number of proteins in consensus list and in different cellular component 

categories across patient samples. 

Figure S12. Significantly enriched GO terms within the molecular function (MF) 

category for all identified proteins across all patient samples. The heatmap depicts the 

log2 number of proteins identified in different molecular function categories across 

patient samples. 

Figure S13. Significantly enriched GO terms within the molecular function (MF) 

category for proteins in the consensus list across all patient samples. The heatmap 

depicts the log2 number of proteins in consensus list and in different functional 

molecular function categories across patient samples. 

Figure S14. Significantly enriched GO terms within the biological process (BP) 

category for all identified proteins across all patient samples. The heatmap depicts the 

log2 number of proteins identified in different biological process categories across 

patient samples. 

Figure S15. Significantly enriched GO terms within the biological process category 

(BP) for proteins in the consensus list across all patient samples. The heatmap depicts 

the log2 number of proteins in consensus list and in different biological process 

categories across patient samples. 

Figure S16. Boxplot factored on lung cancer versus non-lung cancer cases of total 

spectral counts for all identified proteins annotated as “extracellular vesicular 

exosome”. 

Figure S17. Venn diagram comparing identified proteins in five major cellular 

component categories. 

Figure S18. Barplot of mean log2(iBAQ+1) for proteins specific for one of the major 

cellular component category in Figure S15. The numbers of the bars indicates the 

number of specific proteins for each of the major cellular component categories that 

were utilized for the calculation of mean log2(iBAQ+1) values. 

Figure S19. GO enrichment analysis (biological process) of all identified proteins (A) 

and significant regulated proteins between cases and controls (B). The y-axis indicates 

the number of proteins in each biological process category for all identified proteins and 

for the significantly regulated proteins. The numbers on top of the columns indicates the 

number of proteins in each category in total. 

 

Figure S20. Reproducibility of VEMS/MaxQuant consensus lung cancer biomarkers in 

other OMICs lung cancer studies published in the literature. The proposed genes are 



order with the genes reproduced most times in the top. The heatmap depicts down-

regulated in green, up-regulated in red and non-significant or not detected in blue. 

 

Figure S21. Boxplot comparing iBAQ expression of CD molecules from human 

leucocyte in non-lung cancer versus lung cancer (http://www.hcdm.org). The iBAQ 

expression values were compared by a Wilcox test. N indicates the number of markers 

that were identified by MS for the specific Leucocyte. 
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Phosphatidylcholine−sterol acyltransferase
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Dual specificity mitogen−activated protein kinase kinase 1
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Ubiquitin−like modifier−activating enzyme ATG7
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Isovaleryl−CoA dehydrogenase, mitochondrial
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Isoleucine−−tRNA ligase, cytoplasmic
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Serine/threonine−protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform
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ADC

Car
cin

oid LCLC
C No

NSCL
SCC

SCC+A
DC

SCLC

SCLC
+N

SCL

●0
2

4
6

8
12

Splicing factor 3B subunit 2
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Dynein light chain 1, axonemal
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LYPD2, P= 0.0352, M= 2.15, N= 83
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ITIH4 protein

ITIH4, P= 0.0417, M= 1.15, N= 83
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26S protease regulatory subunit 10B 
PSMC6, P= 0.0438, M= 1.11, N= 83
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Serum amyloid A−2 protein
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Protein FAM111B
FAM111B, P= 0.0487, M= 1.23, N= 83

ADC

Car
cin

oid LCLC
C No

NSCL
SCC

SCC+A
DC

SCLC

SCLC
+N

SCL

●

●

●
●

●

●

8
10

14
18

Epididymal secretory protein E1 
NPC2, P= 0.000528, M= −2.77, N= 83
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Dipeptidyl peptidase 1 
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Isocitrate dehydrogenase [NADP] cytoplasmic 
IDH1, P= 0.00277, M= −2.34, N= 83
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Rho GDP−dissociation inhibitor 1
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Tryptophan−−tRNA ligase, cytoplasmic 

WARS, P= 0.00277, M= −2.29, N= 83
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Beta−microseminoprotein
MSMB, P= 0.00651, M= −2.95, N= 83
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HLA−DRA, P= 0.00867, M= −1.73, N= 83

ADC

Car
cin

oid LCLC
C No

NSCL
SCC

SCC+A
DC

SCLC

SCLC
+N

SCL

●

●

8
10

14
18

Actin−related protein 3
ACTR3, P= 0.0095, M= −2.41, N= 83
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Cathepsin S
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HNRNPD, P= 0.0134, M= −1.78, N= 83
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BPI fold−containing family B member 1
BPIFB1, P= 0.0192, M= −1.03, N= 83
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Protein S100−A11
S100A11, P= 0.0207, M= −2.12, N= 83
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Liver carboxylesterase 1 
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MYL6, P= 0.0254, M= −1.51, N= 83
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Annexin
ANXA5, P= 0.0256, M= −1.47, N= 83
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Zymogen granule protein 16 homolog B
ZG16B, P= 0.0262, M= −1.86, N= 83
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Cathepsin D 
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Small ubiquitin−related modifier 3
SUMO3, P= 0.0267, M= −1.87, N= 83
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Actin−related protein 2/3 complex subunit 5
ARPC5, P= 0.0302, M= −1.78, N= 83
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Synaptic vesicle membrane protein VAT−1 homolog 
VAT1, P= 0.0349, M= −1.7, N= 83
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Erythrocyte band 7 integral membrane protein
STOM, P= 0.0349, M= −1.53, N= 83
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Ras−related C3 botulinum toxin substrate 2 
RAC2, P= 0.0349, M= −1.19, N= 83
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Macrophage−capping protein 
CAPG, P= 0.0349, M= −2.04, N= 83
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Leukocyte elastase inhibitor
SERPINB1, P= 0.0362, M= −1.07, N= 83
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Aldehyde dehydrogenase, dimeric NADP−preferring 
ALDH3A1, P= 0.0372, M= −1.57, N= 83
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Ras−related protein Rab−5C
RAB5C, P= 0.0427, M= −1.28, N= 83
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ANXA3, P= 0.0479, M= −1.15, N= 83
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iBAQ for proteins specific for a subcellular localization 
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Enriched biological process for all identifications 
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