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Supplementary Figures and Tables
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Supplementary Figure 1. Characterization of plasma-recovered-exosomes from COVID-19
patients and flow cytometry detection of immunocaptured SARS-CoV-2-S+ exosomes.

A) Representative histogram of particle concentration and size distribution of plasma-recovered
exosomes measured by nanoparticle tracking analysis (NTA). B) Scheme of ELV immunocapturing
and subsequent staining. Latex beads were coated with anti-CD63 antibodies and incubated with
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plasma-derived ELVs. Captured ELVs were then stained with anti-CD9 and anti-SARS-CoV-2-S-
RBD antibodies and subjected to flow cytometry. C) Representative flow cytometry contour plots
showing CD9" ELVs stained with anti SARS-CoV-2-S-RBD antibodies. Images are representative of
three independent experiments. D) Representative flow cytometry analysis showing integrity of
SARS-CoV-2-S* exosomes. Exosomes were either permeabilized (red) or left untreated (blue) and
syntenin levels were assessed. The graph on the right shows syntenin positivity reported in RFI
(value vs isotype control), and confirms its detection only after permeabilization of exosomes.
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Supplementary Figure 2. ELVs derived from the plasma of MILD and SEVERE COVID-19
patients are larger than those derived from HDs.

Interferometric measurement of plasma-derived ELVs of HDs, MILD and SEVERE COVID-19
patients were obtained using the ExoView platform. CD9, CD63, CD81 and CD41a -positive ELVs
were immuno-captured on a microarray chip and imaged. Images were then analyzed to enumerate
and size the ELVs bound to each antibody spot on the chip. Vesicles were measured in a 50-200 nm
diameter range.
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Supplementary Figure 3. Labeling quantification of SARS-CoV-2-S* ELVs.

Detection of SARS-CoV-2-S in bead-captured ELVs using STED microscopy as described in main
Figure 2D. Quantification of immunolabelled anti-SARS-CoV-2-S-RBD*STAR-RED photon counts
was performed on n=45, n=53, n=51 beads from HD, MILD and SEVERE samples respectively (n=2
independent biological replicates). Results were compared to the Isotype*STAR-RED signal. Bar-
charts represent means + SEM for each sample per condition (MILD samples =197+31 photons,
SEVERE samples =82+2 photons, HD samples= 55+13 photon, unspecific isotype labelling = 32).
(Paired T-test, ****; p < 0.0001).
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Supplementary Figure 4. The protein composition of plasma derived ELVs distinguishes
between COVID-19 patients and HDs

A) Pairwise similarity matrix between replicate ELV samples based on Spearman’s correlations.
MILD: M1-4, SEVERE: S1-4 and HDs: 1,4,3. Correlation ranges from zero (no correlation; red) to
one (perfect correlation; blue). B) Volcano plots showing differentially abundant proteins between
either MILD (left panel) or SEVERE (right panel) COVID-19 patients and HD control ELVs. The
red dots represent overexpressed proteins (51 proteins for MILD and 41 for SEVERE) while the blue
dots represent downregulated proteins (51 proteins for MILD and 46 for SEVERE). Cutoffs were set
at 0.05 for p-values (dashed horizontal line) and < -0.5 or > 3 for fold changes (FCs).



Supplementary Table 1. Clinical Characteristics of COVID-19 patients.
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Sampling
day (fi SUB- Respirat
IDPATIENT | SEX | AGE ay (from |\ rss Comorbility espiratoly | peumonia Symptoms
positive CLASS support therapy
swab)
Fever, cough,
PMI-0028 F 33 T19 Mild acute none NO NO pharyngodynia,
ageusia, anosmia
PMI-0029* | F 22 16 Mild acute Asthma NO NO Fever, cough,
headache
PMI-0032% | F 29 T14 Mild acute none NO NO Fever,
pharyngodynia
PMI-0031* | M 77 T15 Mild | acute none NO NO Fevere, cough,
diarrhea
PMI-0003* M 31 T16 Mild acute none NO NO coryza
PMI-0022 M 41 T16 Mild acute none NO NO none
PMI-0002 M 27 T16 Mild acute Asthma NO NO Fever, cough
PMI-0009 M 47 T14 Mild acute none NO NO Fever, cough
PMI-0040 F 77 T16 Mild acute none NO NO coryza
PMI-0027 F 27 T18 Mild acute none NO NO none
Fever, cough,
PMI-0001 F 55 T6 Severe acute none yes yes dyspenea,
sputum
PMI-0004* F 37 T14 Severe acute GERD, obesity yes yes Fever, asthenia
Fever, dyspnea,
PMI-0005* M 60 T17 Severe acute Hypertension yes yes asthenia, loss of
smell and taste
Fever, cough,
PMI-0033* M 61 T14 Severe acute Hypertension yes yes dyspnea,
respiratory failure
Hyperthyroidism,
Budd-Chiari
PMI-0034* F 68 T14 Severe acute syndrome,v yes yes Fever, dyspnea
polycythemia
vera,
myelofibrosis
PMI-0039 M 65 T14 Severe acute Hypertension yes yes Fever, dyspnea
PMI-0052 M 72 T14 Severe acute none yes yes Fever, cough,
dyspnea
PMI-0044 M 64 T14 Severe acute Hypertension yes yes Fever, dyspnea
Hvpertension Fever, cough,
PMI-0010 F 78 T2 Severe acute yp. ! yes yes diarrhea,
diabetes ”
vomiting
Ischemic heart F h
PMI-0045 M 83 T14 Severe acute s¢ eimlc ear yes yes ever, cougn,
disease dyspnea




Supplementary Table 2. Proteomic data from plasma-derived exosome-like veiscles of healthy

donors and MILD and SEVERE COVID-19 patients.

Gene names

Protein
name

51

S_4

S_3

52

HD_3

HD_1

CLU

KNG1

Kininogen
-1

-1,02

-0,79

-0,37

-0,21

-0,24

-0,26

-0,33

-0,70

0,56

0,84

HPR

Haptoglob
in-related
protein

-0,75

0,00

-0,05

-0,42

-1,30

-0,34

-0,06

-0,86

1,00

0,43

APOA1l

Apolipopr
otein Al

-0,84

-0,61

-0,67

-0,68

-0,44

-0,25

-0,43

-0,66

1,68

1,66

CFH

Complem
ent Factor
H

-0,79

-0,59

-0,61

-0,73

-0,59

-0,37

-0,47

-0,48

1,61

1,58

A2M

Alpha-2-
Macroglo
bulin

-0,73

-0,52

-0,52

-0,55

-0,66

-0,55

-0,55

-0,57

1,75

APCS

Serum
amyloid P-
componen

t

-0,51

-0,42

-0,57

-0,64

-0,44

-0,46

-0,43

-0,44

1,79

ZC4H2

Zinc finger
C4H2
domain-
containing
protein

-0,63

-0,58

-0,45

-0,87

-0,66

-0,44

-0,45

-1,08

0,98

IGHG2

Immunogl
obulin
Heavy

Constant

Gamma 2

-0,99

-0,84

-0,62

-0,94

-0,36

0,24

-0,31

-0,53

1,62

1,60

IGHA1

Ig alpha-1
chain
Immunogl
obulin
Heavy
Constant
Alpha 1C
region

-0,56

-0,24

-0,26

-0,38

-0,74

-0,98

-0,56

-0,81

1,70

c3

Complem
ent C3

-0,40

-0,20

-0,33

-0,24

-0,89

-0,78

-0,76

-0,89

1,79

1,47

APOA2

Apolipopr
otein A-1l

-0,39

-0,20

-0,29

-0,45

-0,97

-0,73

-0,26

-1,12

1,67

1,62

SERPINA1

Serpin
Family A
Member 1

-0,32

-0,05

-0,03

-0,26

0,78

-0,84

-0,87

-1,13

1,86

1,41

IGLC6;1GLC7

Immunogl
obulin
Lambda
Constant
6;7

-0,93

-0,87

-0,26

0,22

-0,15

-0,79

-0,02

-1,02

1,76

1,68

ITIH4

Inter-
alpha-
trypsin

inhibitor
heavy
chain 4

-0,85

-0,66

-0,49

-0,53

-0,36

-0,52

-0,41

-0,49

1,91

0,50

cp

Ceruloplas
min

-0,55

-0,49

-0,82

-0,64

-0,41

-0,63

-0,33

-0,44

1,98

1,83

0,48
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Inter-
Alpha-
ITIH2 Tryesin | 505 | 082 | 087 | -068 | 028 | -033 | 010 | -011 | 18 | 183 | o044 1
Inhibitor
Heavy
Chain 2
Plasma
SERPING1 p’°éelase 08 | 064 | 081 | -093 | 057 | 021 | -050 | 043 | 1,79 1,36 | 056 1
inhibitor
HP Hapti:gbb .08 | 038 | -022 | -048 | -098 | -031 | -0,53 | -059 | 1,94 1,76 | 0,62 1
Complem
9 ent 039 | 002 | 095 | 028 | -08 | -071 | -048 | -050 | 1,97 1,73 | 047 1
componen
tco
Complem
CFB entfactor | 082 | 073 | 067 | 08 | 046 | 016 | 018 | 029 | 1,15 | 239 | 057 1
B
IGHV3OR16- Immunogl
9;IGHV3- obulin
72 1GHV3- Heavy 064 | 136 | -1,16 | -088 | -036 | -047 | -046 | -015 | 096 | 097 | 1,23 1
73;IGHV3-15 Variable
IGKV3D- Immunogl
11;1GKV3D- obu"ng
15;1GKV30R2 - 1,01 | -059 | -069 | -062 | -069 | -048 | 029 | -039 | 152 | o065 | 2,02 1
-268;1GKV3D- PP
Variable
7
Inter-
alpha-
ITIH1 trypsin 067 | -051 | -074 | -045 | -020 | -019 | -013 | -024 | 279 | 071 | -036 1
inhibitor
heavy
chain H1
Immunogl|
JCHAIN;IG! obulin) | -1,16 | -069 | -074 | -057 | -012 | -063 | 011 | 017 | 201 135 | 0,14 1
chain
APOH As::;:°H’” 1,41 | 098 | -1,07 | -1,08 | 021 | 055 | 018 | 020 | 145 1,36 | 0,60 2
Immunogl
obulin
IGKC Kapps 1,38 | 09 | -1,05 | 098 | 015 | 040 | 044 | 012 | 1,69 1,31 | 0,30 2
Constant
IGKV2-
40;1GKV2D- Immunogl
28;IGKV obulin
ALB1GKV2D- Kopp 139 | 092 | 112 | 1,22 | 008 | 047 | 045 | 029 | 145 1,08 | 0,83 2
26;IGKV2D- Variable
30;1GKV2D-29




L1TD1

LINE-1
type
transposa
se
domain-
containing
protein 1

-1,35

-1,21

-1,08

-1,22

0,41

0,71

0,62

0,34

0,47

TF

Serotransf
errin

-1,28

-1,06

-1,03

-1,13

0,14

0,18

0,24

0,15

IGHM

Immunogl
obulin
Heavy

Constant

Mu

-1,60

-0,78

-0,97

-0,99

0,19

0,61

0,69

0,31

1,87

0,67

-0,01

LIMS1

LIM Zinc
Finger
Domain
Containin
gl

-1,30

-0,97

-1,18

-1,22

0,07

0,40

1,07

0,12

1,32

0,88

0,81

AZGP1

Zinc-
alpha-2-
glycoprote
in

-1,49

-1,74

-1,26

-1,47

0,13

0,94

0,45

0,40

0,84

TTR

Transthyr
etin

-1,20

-0,97

-0,92

-0,81

0,26

0,11

0,60

-0,54

1,45

IGHG1

lg gamma-
1 chain C
region

-1,35

-0,98

-0,95

-0,79

0,46

-0,56

0,38

-0,02

1,67

HNRNPK

Heterogen
eous
nuclear
ribonucle
oprotein K

0,81

0,67

0,67

0,52

-1,52

-0,44

-0,61

-1,29

0,71

0,50

OPTN

Optineuri
n

0,36

0,87

0,63

0,75

-1,24

-1,11

-1,22

-1,13

-0,17

AGT

Angiotensi
nogen

0,62

0,41

0,63

0,84

-1,25

-0,93

-1,19

-1,30

-0,19

APOM

Apolipopr
otein M

0,72

0,87

0,63

0,52

-1,42

-1,25

-0,81

-1,43

1,05

0,41

CLU

Clusterin

0,16

0,60

0,43

0,23

-1,07

-1,20

-1,02

-1,32

1,44

0,44

APOB

Apolipopr
otein B

0,50

0,70

0,65

0,62

-1,38

-1,16

-1,09

-1,30

0,83

0,45

C4B;C4A

Complem
ent C4-B;
C4-A

0,22

0,53

0,54

-1,17

-0,99

-1,32

-1,36

0,70

CHMP4A

Charged
Multivesic
ular Body
Protein 4A

0,66

0,37

0,40

0,18

-1,34

-1,57

-1,26

-1,39

1,13

0,50

0,93

APOC1

Apolipopr
otein C-I

0,18

0,57

0,37

-0,80

-0,87

-1,01

-1,84

0,64

SERPINA3

Serpin
Family A
Member 3

0,15

0,71

0,08

-1,12

-1,40

-0,77

-1,11

0,66

APOA4

Apolipopr
otein A-IV

-0,01

0,22

0,19

0,13

-1,11

-0,99

-1,10

-1,20

APOD

Apolipopr
otein D

-0,01

0,22

0,20

-0,15

-1,26

-0,84

-0,75

-1,32
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Serum
paraoxon
ase/aryles
terase 1

PON1 0,07 0,40 0,17 0,25 -1,43 -1,03 -0,68 -1,19 0,65 1,86 0,93 3

Apolipopr

ApOL1 otein L1

-0,22 0,61 -0,26 0,12 -1,06 -0,83 -0,34 -1,29 1,25 2,08 -0,07 3

Complem
ent
Compone
C4BPA nt4 -0,92 0,22 0,28 0,67 -0,85 -1,09 -0,52 -1,29 1,71 0,54 1,24 3
Binding
Protein
Alpha

Prenylcyst
PCYOX1 eine -0,07 -0,49 -0,07 -0,01 -0,42 -0,35 -0,59 -0,34 0,69 0,72 0,39 3
oxidase 1

Apolipopr

ApOC3 otein C-lll

0,35 0,45 0,52 0,37 0,09 093 | -037 | -0,79 0,69 0,84 0,50 3

von
VWF Willebran 1,14 1,35 1,20 1,24 0,71 055 | -050 | -045 | -0,59 | -096 | -1,17 4
d factor

FCN2 Ficolin-2 0,87 1,61 0,44 1,44 -0,26 -0,13 -0,51 -0,94 -0,30 -0,57 -1,65 4

Serum
SAA2- amyloid
SAA4;SAA4 A-4
protein

0,97 1,13 1,15 1,00 035 | -023 | -069 | -025 | -027 | -2,14 | -0,33 4

Sorting

SNX25 nexin-25

0,35 1,09 1,58 0,86 -1,15 | -0,73 | -1,40 | -1,23 0,14 0,32 0,17 4

Formin-
FNBP4 binding 0,92 1,14 1,09 1,01 -1,26 -0,94 -1,14 -1,24 0,17 0,51 -0,24 4
protein 4

Apolipopr
APOC4- otein C-
APOC2;APOC | Il;Proapoli | 1,02 1,39 1,34 1,05 -0,85 -0,75 -0,98 -1,21 -0,23 0,14 | -0,63 4
2 poprotein
C-ll

Apolipopr

APOE otein E

1,15 1,41 1,27 1,08 08 | -08 | -072 | -097 | -028 | -036 | -0,88 4

Lipopolysa
LBP ccharfde' 1,04 1,25 1,20 1,20 -0,91 -1,10 -1,03 -1,11 -0,01 -0,17 -0,36 4

binding
protein

Lipoprotei

LPA n(A)

1,28 1,22 1,15 1,12 079 | -1,34 | -08 | -08 | -014 | -030 | -0,42 4

Serum
amyloid
A-1; A-2
protein

SAA1;SAA2 1,06 1,03 1,02 1,02 -1,14 | -1,14 | -1,13 | -1,14 | -049 | -0,63 | -0,72 4

Helicase
HELZ Wf'it:g::'c 038 | 011 1,83 1,43 | 099 | -133 | 099 | 066 | 028 | 042 | -0,07 4

domain

CcDb9 CI?9 -0,22 0,04 -0,11 -0,06 0,90 1,10 1,21 1,10 -1,19 -1,40 -1,37 5
antigen

Platelet

PF4;PF4V1 Factor 4

0,19 | -0,07 0,06 -0,05 0,98 1,21 1,18 0,86 41,30 | -1,12 | -1,57 5

10




Junctional

F1IR adhesion | .0 | 050 | 014 | -028 | 1,02 1,03 1,14 | 1,00 | -1,19 | -1,3¢ | -1,49 5
molecule
A
Beta-
PARVB parvin 015 | 022 | 019 | 026 | 09 1,09 | 1,05 | 098 | -1,20 | -1,24 | -163 5
Platelet
PPBP basic 042 | 04 | 032 | -037 | 099 1,03 1,25 1,01 | -1,30 | -1,44 | -1,37 5
protein
ITGA6 L’:L‘:‘ga”z 046 | 023 | 025 | 026 | o060 | 1,18 | 1,37 121 | -1,08 | -1,18 | -1,40 5
Synaptoso
SNAP23 mal- 022 | 017 | 019 | 023 | 067 | o8 | 073 1,39 | -145 | -1,78 | -161 5
associated
protein 23
CD36
CD36 ! 035 | 049 | -054 | 029 | 1,29 1,13 1,11 1,03 | -1,13 | -120 | -1,15 5
antigen
Platelet
endotheli
PECAM1 al cell 034 | 013 | 032 | -021 | 072 | o066 | 1,31 112 | -1,34 | -153 | -1,72 5
adhesion
molecule
1433
YWHAG protein | 021 | -008 | -016 | -0,11 | 096 | 054 | 1,17 1,09 | -148 | -1,72 | -1,60 5
gamma
ITGB1 eer | 005 | 017 | 017 | 004 | 115 | 039 | 120 | 120 | 209 | 129 | 166 | 5
GNAI2;GNAS;
GNAT2; ;
G Protein
%’L’:ﬂll’.GNAL Subunit 011 | 003 | 003 | 003 | 104 | 044 | 127 1,20 | 095 | -141 | -166 5
GNAI1;GNAT Alpha
3;GNAI3
G Protein
GNB4;GNB3; !
GNB2.GNE1 subunit | -0,13 | 002 | -003 | -007 | 1,21 | 055 1,61 147 | -101 | -1,22 | -1,20 5
Beta
Ras
RSU1 suppresso -0,03 0,14 0,05 0,08 0,81 0,88 0,91 0,70 -1,74 -1,76 -1,79 5
r protein 1
Tropomyo
TPM1 sinalpha- | 007 | 009 | 009 | 004 | 075 | 094 | 098 | 075 | -164 | -1,83 | -1,73 5
1 chain
Glycoprot
einlb
GP1BA Platelet 007 | 015 | 015 | 011 | 072 | o076 | 081 | 08 | -160 | -1,99 | -1,79 5
Subunit
Alpha
HLA class |
histocomp
HLA-B;HLA- atibility |00 | 004 | 044 | 021 | 104 | 009 | 1,14 | 105 | -126 | -1.47 | -156 5
C;HLA-A antigen,
B-7 alpha
chain

11
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Fructose-

ALDOA b's”;::”h 011 | -013 | 028 | 031 | 039 | 08 | 09% | 08 | -18 | -1,78 | -L,70 | 5
aldolase A
Platelet

GP1BB glycoprote | o | 530 | 022 | 028 | 080 | 085 | 095 | 091 | -142 | -147 | -158 5
in Ib beta
chain

VCL Vinculin 0,18 0,26 0,16 0,23 0,82 1,00 0,94 0,84 -1,51 -1,35 -1,57 5
Fermitin

FERMT3 family 0,11 0,23 0,26 0,30 0,89 0,69 0,99 0,98 -1,42 -1,53 -1,50 5
member 3
Platelet

GP9 glycoprote 0,16 0,38 0,24 0,14 0,80 0,38 0,93 0,92 -1,41 -1,64 -1,40 5
inIX
Peptidyl-
prolyl

PPIA . 0,21 0,32 0,30 0,29 0,79 0,88 0,90 0,82 -1,41 -1,56 -1,55 5
isomerase
A

ACTB;ACTG1 Actin Beta 0,16 0,31 0,24 0,24 0,79 0,92 0,93 0,88 -1,34 -1,53 -1,59 5
14-3-3

YWHAZ protein 0,18 0,37 0,30 0,29 0,79 0,84 0,91 0,81 -1,35 -1,42 -1,73 5
zeta/delta

FLNA Filamin-A 0,18 0,43 0,26 0,29 0,81 0,84 0,88 0,81 -1,40 -1,33 -1,76 5

PFN1 Profilin-1 0,26 0,36 0,38 0,35 0,81 0,82 0,86 0,72 -1,37 -1,47 -1,71 5

TUBA1A;TUB aIT”::'i:'

A1B;TUBAIC; p ’ 0,32 0,45 0,02 0,32 0,81 0,80 0,93 0,85 -1,47 -1,55 -1,47 5
1B; 1C; 3E

TUBA3E Rk
chain

ITGA2B Integrin | 505 | 015 | 015 | 013 | 092 | 09 | 102 | 094 | -130 | -143 | -1,58 5
alpha-lib
Integrin

ITGB3 Subunit 0,10 0,16 0,19 0,13 0,96 0,90 0,99 0,91 -1,45 -1,38 -1,54 5
Beta 3

RAB1B;RAB1

A; Member

RAB15;RABSB RAS 0,05 0,10 0,13 0,10 0,85 1,02 1,05 0,96 -1,16 -1,48 -1,63 5

;RABI1C; Oncogene

RAB13;RAB8 Family

A
Member

RAP18;RAP1 RAS 007 | 020 | 015 | 017 | 095 | 085 | 1,04 | 092 | -1,27 | -1,46 | -1,62 5

A Oncogene
Family
Serum
deprivatio

SDPR n- 0,32 0,03 0,28 -0,09 1,02 1,13 0,45 0,36 -1,62 -1,88 -1,75 5
response
protein

CFL1 Cofilin-1 0,26 0,32 0,31 0,29 0,76 0,75 0,83 0,87 -2,06 -0,97 -1,36 5
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F13A1

Coagulati
on factor
XA
chain

0,22

0,04

0,42

0,42

0,48

1,37

0,56

-1,36

-1,46

-1,57

FCN3

Ficolin-3

0,46

0,56

0,56

0,52

0,65

0,61

0,63

-1,51

-1,47

-1,68

B2M

Beta-2-
microglob
ulin

0,42

0,42

0,37

0,36

0,44

0,52

0,85

-1,44

-1,37

-1,71

TLN1

Talin-1

0,22

0,17

0,25

0,12

0,76

0,81

1,07

0,98

-1,35

-1,35

-1,69

MSN

Moesin

-0,13

-0,04

-0,12

-0,10

0,78

0,63

0,64

1,48

-2,01

-1,13

-1,57

PKM

Pyruvate
Kinase
M1/2

-0,63

0,03

0,72

0,77

0,52

0,57

1,39

0,68

-1,39

-1,40

-1,26

YWHAH

14-3-3
protein
eta

0,26

-0,07

0,31

0,37

0,36

0,39

1,00

0,85

-1,11

-2,34

-1,73

FCER1G

High
affinity
immunogl
obulin
epsilon
receptor
subunit
gamma

-0,13

-0,22

-0,30

-0,33

2,23

0,92

0,01

0,87

-0,90

-1,00

-1,17

HSPA7;HSPA6

Putative
heat
shock 70
kDa
protein 7

0,05

0,15

0,10

0,50

0,53

0,66

-1,38

-1,61

-1,09

CALM2;CALM
1;CALM3;
CALML3

Calmoduli
n-like
protein 3

-0,34

0,26

-0,32

0,08

0,43

0,73

0,49

-1,44

-1,44

-1,63

YWHAE

14-3-3
protein
epsilon

-0,14

0,19

-0,22

-0,03

0,23

0,79

0,88

0,73

-2,00

-2,43

-2,22

CORO1A

Coronin-
1A

0,02

0,21

0,20

0,02

0,43

0,48

0,64

0,60

-2,80

-2,59

-3,00

CORO1C

Coronin-
1C

-0,41

-0,03

0,19

-0,22

0,63

0,99

0,72

0,50

-2,50

-2,37

-2,43

ENO1

Enolase

-0,46

-0,31

-0,48

-0,27

0,77

0,97

0,99

0,83

-2,00

-2,00

-2,05

YWHAQ

14-3-3
protein
theta

-0,33

-0,23

-0,38

-0,38

0,40

0,56

1,76

0,53

-1,92

-2,00

-1,80

HSPA8;HSPA2

Heat
shock
cognate
71 kDa
protein

-0,22

-0,07

-0,05

-0,19

0,55

0,93

1,00

1,40

-2,27

-0,37

-0,71

FYB

FYN-
binding
protein 1

-0,68

-0,68

-0,74

-0,75

0,28

1,30

1,28

-1,00

-1,00

-1,13

CD47

Leukocyte
surface
antigen

CD47

-0,83

-0,61

-0,65

-0,27

1,41

0,57

1,17

-1,50

-1,00

-1,25
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Supplementary Material

Regulator
of G-
RGS10 protein -0,48 -0,31 -0,35 -0,57 0,95 0,95 0,31 0,12 -0,46 -0,75 -1,04 5
signaling
10

Chloride
cLic1 intracellul | o0 | 164 | 004 | 012 | 1,13 | os0 | 045 | 128 | -138 | -138 | -138 5
ar channel

protein 1

Fibrinogen

FGB beta chain

0,76 0,87 0,86 0,78 0,36 0,32 0,33 0,28 41,55 | -1,55 | -1,46 6

Fibrinogen
FGG gamma 0,73 0,81 0,79 0,74 0,36 0,39 0,41 0,37 -1,51 -1,50 -1,59 6
chain

Fibrinogen
FGA alpha 0,74 0,80 0,78 0,75 0,42 0,37 0,35 0,39 -1,45 -1,56 -1,59 6
chain

Complem

CIR ent Clr

0,75 0,80 1,09 0,67 0,56 0,24 0,26 -0,02 -1,32 -1,05 -1,97 6

Valosin
VCP Containin 0,78 0,92 1,03 1,28 0,10 0,20 -0,21 0,03 -1,34 -1,57 -1,22 6
g Protein

Coagulati
F5 on factor 0,70 1,05 1,03 1,00 0,00 0,21 0,13 0,17 -1,18 -1,43 -1,68 6
\'

Galectin-
LGALS3BP 3-binding 0,60 0,82 0,90 0,79 -0,45 -0,43 0,97 0,83 -1,18 -1,28 -1,57 6
protein

Major
Histocom
HLA-G patibility -1,20 -0,53 -1,08 -0,84 -0,14 0,75 1,63 0,75 1,01 0,47 0,68 7
Complex,
Class |1, G

DCD Dermcidin -1,43 -1,17 -1,49 -1,63 0,17 1,18 1,18 1,17 0,15 0,13 0,60 7

Zinc
Finger
Protein

585B

ZNF5858 -0,79 0,12 0,85 | -2,09 | -031 1,40 1,19 0,70 0,34 0,40 0,11 7

Hemoglob
HBA1 in subunit -1,02 -1,02 -1,00 -1,18 0,87 1,06 1,01 1,60 0,05 -0,11 -0,25 7
alpha

Hemoglob
HBB;HBD '";‘:::‘"'t 2,00 | 09 | -111 | -1,38 | 079 | 1,26 | 1,10 | 1,31 | 029 | 003 | -0,58 7

delta

Regulator
of G-
RGS12 protein -0,94 -0,48 -0,69 -0,84 1,06 1,66 1,02 1,25 0,05 -0,61 -1,27 7
signaling
12

PRSS3 Serine 1,05 | 052 | -1,03 | -1,59 | 099 | 146 | 098 | 001 | 015 | -025 | -0,05 7
Protease 3
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