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Table S1- Proteins identified in Conventional (CON) and Inflammatory (INF) exosomes. 
 

Pro
tein 

CON 
Spec
tral 
Cou
nts 

CON 
Disti
nct 
Pepti
des 

CON 
Unsh
ared 
Pepti
des 

CON 
Protei
n 
Cover
age % 

INF 
Spec
tral 
Cou
nts 

INF 
Disti
nct 
Pepti
des 

INF 
Unsh
ared 
Pepti
des 

INF 
Protei
n 
Cove
rage 
% 

Spe
ctra
l 
Co
unt
s 

Dist
inct 
Pep
tide
s 

Uns
hare
d 
Pept
ides 

Pro
tein 
FD
R 
% 

Prot
ein 
Cov
erag
e % Description 

A0
A0
75
B6
D5 2 2 2 29.57 0 0 0   2 2 2 3.3 

29.5
7 Protein Igkv19-93 

A0
A0
87
W
R5
0 841 76 76 46.52 1055 96 96 53.81 

189
6 102 102 0 

55.0
3 Fibronectin 

A0
A0
A6
YY
E5 11 2 2 28.57 8 2 2 28.57 19 2 2 3.3 

28.5
7 Protein Igkv4-78 

A2
A5
13 51 11 3 20.14 92 12 4 27.27 143 15 4 

0.6
6 

27.2
7 

Keratin, type I 
cytoskeletal 10 

A2
AF
Q2 11 5 5 38.75 24 5 5 39.48 35 6 6 

0.4
7 

47.9
7 

3-hydroxyacyl-CoA 
dehydrogenase type-2 

A2
AG
H6 1 1 1 0.68 3 2 2 1.19 4 2 2 3.3 1.19 

Mediator of RNA 
polymerase II 
transcription subunit 12 

A2
AI
V8 6 2 2 5.41 5 2 2 7.65 11 3 3 

1.1
9 9.51 

Caspase recruitment 
domain-containing 
protein 9 

A2
AJ
W4  3 1 1 6.09 2 2 2 11.47 5 2 2 3.3 

11.4
7 

Protein phosphatase 1 
regulatory subunit 

A2
AK
G8  0 0 0   2 2 2 2.06 2 2 2 3.3 2.06 Focadhesin 
A2
AN
08 5 3 3 1.35 2 2 2 0.83 7 5 5 

0.4
7 2.18 

E3 ubiquitin-protein 
ligase UBR4 

A2
AQ
07 38 9 6 29.05 71 14 10 44.35 109 14 10 0 

44.3
5 Tubulin beta-1 chain 

A2
AQ
A9  3 2 2 0.49 0 0 0   3 2 2 3.3 0.49 Protein Neb 
A2
AS
S6 4 3 3 0.12 1 1 1 0.05 5 4 4 

0.6
6 0.17 Titin 

A2
RT
H5 4 1 1 5.42 4 2 2 9.04 8 2 2 3.3 9.04 

Leucine carboxyl 
methyltransferase 1 

A6
ZI4
4 464 23 23 61.96 632 34 34 68.9 

109
6 35 35 0 

71.5
3 

Fructose-bisphosphate 
aldolase 

B1
AT
Y1 1425 40 1 86.27 1618 48 2 84.31 

304
3 53 3 

1.1
9 

95.4
2 Actin, cytoplasmic 2 

B1
AU
Y2 24 6 6 11.23 26 6 6 10.91 50 8 8 0 

13.9
8 Protein Arhgap4 
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B1
AY
13 2 2 2 1.15 0 0 0   2 2 2 3.3 1.15 

Ubiquitin carboxyl-
terminal hydrolase 24 

B2
RP
V6 0 0 0   8 4 4 4.88 8 4 4 

0.6
6 4.88 Multimerin-1 

B2
RQ
C6 21 5 5 3.37 14 6 6 4.22 35 7 7 0 4.81 CAD protein 
B2
RU
P2 1 1 1 2.03 7 2 2 4.33 8 2 2 3.3 4.33 

Protein unc-13 homolog 
D 

B2
RV
77 66 5 5 53.61 53 5 5 53.61 119 6 6 

0.4
7 

53.6
1 

MCG130182, isoform 
CRA_a 

B2
RX
R6 27 6 6 7.85 16 4 4 6.14 43 7 7 0 9.47 

Serine/threonine-protein 
phosphatase 6 
regulatory ankyrin 
repeat subunit B 

B5
TH
E2 11 2 2 1.59 60 11 11 7.83 71 11 11 0 7.83 Maltase-glucoamylase 
B9
EJ5
4 3 2 2 1.59 7 4 4 3.04 10 5 5 

0.4
7 3.59 

MCG21756, isoform 
CRA_b 

D3
Y
W4
8 199 16 14 42.32 199 21 12 75.52 398 23 14 0 

75.5
2 

Calpain small subunit 1 
(Fragment) 

D3
Z6
Q9 24 5 5 14.93 47 5 5 17.18 71 6 6 

0.4
7 

17.1
8 Bridging integrator 2 

D4
AF
X7 21 9 9 6.98 13 9 9 6.98 34 13 13 0 9.96 Protein Dnajc13 
E0
CX
C2 2 2 2 3.76 0 0 0   2 2 2 3.3 3.76 Protein Gm28043 

E0
CY
M8 1 1 1 4.29 4 2 2 9.94 5 3 3 

1.1
9 9.94 

Tyrosine-protein 
phosphatase non-
receptor type substrate 
1 

E9
PV
24 86 12 12 24.33 98 14 14 29.4 184 14 14 0 29.4 Fibrinogen alpha chain 
E9
PV
60 4 3 3 1.62 4 2 2 1.16 8 4 4 

0.6
6 2.35 Protein Wdfy4 

E9
PV
A8  3 2 2 1.61 6 4 4 2.62 9 5 5 

0.4
7 3.14 Protein Gcn1l1 

E9
PY
K3  9 3 3 2.34 0 0 0   9 3 3 

1.1
9 2.34 Protein Parp4 

E9
PZ
F0  52 8 3 43.82 118 12 5 52.81 170 12 5 

0.4
7 

52.8
1 

Nucleoside diphosphate 
kinase 

E9
Q0
70 36 6 6 30.28 26 7 7 38.17 62 9 9 0 

39.1
2 Uncharacterized protein 

E9
Q0
F0  1 1 1 1.12 8 2 2 1.31 9 2 2 3.3 1.31 Protein Krt78 
E9
Q1
Z6  1 1 1 2.5 4 2 2 4.41 5 2 2 3.3 4.41 Protein Gm14548 
E9
Q3
97 217 42 41 28.5 179 51 51 34.77 396 59 58 0 

39.7
8 

Spectrin beta chain, 
erythrocytic 
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E9
Q3
X0 465 32 32 59.43 334 35 35 65.29 799 38 38 0 

67.5
9 Major vault protein 

E9
Q5
K8  291 26 26 33.33 375 39 39 46.36 666 40 40 0 

47.4
7 Integrin alpha-M 

F8
VP
N2 8 1 1 0.36 10 2 2 0.97 18 2 2 3.3 0.97 Protein Tex15 
F8
VP
N4 8 3 3 2.02 5 2 2 2.28 13 4 4 

0.6
6 3.52 Protein Agl 

F8
WI
35 1202 22 1 59.26 1306 27 2 60 

250
8 27 2 3.3 60 Histone H3 

G3
X8
U3 0 0 0   3 2 2 10.36 3 2 2 3.3 

10.3
6 MCG6895 

G3
X9
72 11 3 3 4.38 28 5 5 9.12 39 6 6 

0.4
7 

10.4
9 Protein Sec24c 

G3
X9
G4  48 9 9 22.07 79 15 15 30 127 15 15 0 30 Dynamin-2 
G5
E8
R2 30 5 2 14.52 37 9 5 35.89 67 10 6 

0.4
7 

40.7
3 

Tropomyosin 1, alpha, 
isoform CRA_k 

O0
855
3 10 2 2 7.52 25 5 5 18.01 35 5 5 

0.4
7 

18.0
1 

Dihydropyrimidinase-
related protein 2 

O0
858
2 3 2 2 5.24 9 3 3 8.08 12 4 4 

0.6
6 

10.1
8 GTP-binding protein 1 

O0
858
3 9 4 4 27.45 30 4 4 21.96 39 5 5 

0.4
7 

27.8
4 THO complex subunit 4 

O0
858
5 34 3 3 20 25 4 4 16.6 59 5 5 

0.4
7 

24.2
6 Clathrin light chain A 

O0
866
3 10 2 2 7.74 7 2 2 7.95 17 3 3 

1.1
9 7.95 

Methionine 
aminopeptidase 2 

O0
869
1 6 2 2 8.76 0 0 0   6 2 2 3.3 8.76 

Arginase-2, 
mitochondrial 

O0
869
2 401 17 17 69.46 586 25 25 71.86 987 25 25 0 

71.8
6 

Neutrophilic granule 
protein 

O0
870
9 57 11 11 66.52 102 12 12 69.64 159 12 12 0 

69.6
4 Peroxiredoxin-6 

O0
873
8 2 1 1 3.99 16 3 3 13.41 18 3 3 

1.1
9 

13.4
1 Caspase-6 

O0
873
9 38 10 10 21.15 66 12 12 26.37 104 14 14 0 

31.3
3 AMP deaminase 3 

O0
874
0 15 2 2 38.46 6 1 1 25.64 21 2 2 3.3 

38.4
6 

DNA-directed RNA 
polymerase II subunit 
RPB11 

O0
874
2 0 0 0   7 3 3 12.87 7 3 3 

1.1
9 

12.8
7 Platelet glycoprotein V 

O0
874
9 22 6 6 23.97 79 6 6 23.97 101 6 6 

0.4
7 

23.9
7 

Dihydrolipoyl 
dehydrogenase, 
mitochondrial 

O0
875
9 0 0 0   2 2 2 3.79 2 2 2 3.3 3.79 

Ubiquitin-protein ligase 
E3A 
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O0
878
8 16 8 8 8.59 7 2 2 2.26 23 8 8 0 8.59 Dynactin subunit 1 
O0
879
5 0 0 0   3 2 2 4.22 3 2 2 3.3 4.22 

Glucosidase 2 subunit 
beta 

O0
879
7 14 2 2 8.82 6 1 1 3.74 20 2 2 3.3 8.82 Protein Serpinb9 
O0
880
8 25 8 8 11.79 51 8 8 12.19 76 9 9 0 

13.3
9 

Protein diaphanous 
homolog 1 

O0
881
0 139 16 16 26.57 98 19 19 31.82 237 22 22 0 

36.9
7 

116 kDa U5 small 
nuclear 
ribonucleoprotein 
component 

O0
899
2 66 8 8 58.53 117 9 9 58.53 183 9 9 0 

58.5
3 Syntenin-1 

O0
904
3 2 2 2 7.4 7 1 1 5.25 9 2 2 3.3 7.4 Napsin-A 
O0
906
1 144 9 9 54.58 176 13 13 58.75 320 13 13 0 

58.7
5 

Proteasome subunit 
beta type-1 

O0
910
6 37 6 6 21.99 58 8 8 25.31 95 9 9 0 

28.8
4 Histone deacetylase 1 

O0
915
9 14 6 6 10.46 77 14 14 25.27 91 14 14 0 

25.2
7 

Lysosomal alpha-
mannosidase 

O0
917
2 10 2 2 11.31 12 2 2 11.31 22 2 2 3.3 

11.3
1 

Glutamate--cysteine 
ligase regulatory 
subunit 

O3
512
9 0 0 0   4 2 2 10.37 4 2 2 3.3 

10.3
7 Prohibitin-2 

O3
522
6 4 3 3 11.97 0 0 0   4 3 3 

1.1
9 

11.9
7 

26S proteasome non-
ATPase regulatory 
subunit 4 

O3
528
6 32 9 9 15.85 42 7 7 13.08 74 10 10 0 

17.1
1 

Pre-mRNA-splicing 
factor ATP-dependent 
RNA helicase DHX15 

O3
529
5 2 2 2 16.05 7 3 3 15.74 9 4 4 

0.6
6 

22.2
2 

Transcriptional 
activator protein Pur-
beta 

O3
534
3 11 3 3 9.98 21 4 4 15.55 32 4 4 

0.6
6 

15.5
5 

Importin subunit alpha-
3 

O3
535
0 42 10 10 15.99 75 15 15 24.26 117 15 15 0 

24.2
6 

Calpain-1 catalytic 
subunit 

O3
559
3 61 6 6 41.29 64 8 8 48.39 125 8 8 0 

48.3
9 

26S proteasome non-
ATPase regulatory 
subunit 14 

O3
563
8 13 8 8 11.45 12 3 3 3.74 25 8 8 0 

11.4
5 Cohesin subunit SA-2 

O3
563
9 102 14 14 47.99 117 21 21 63.16 219 21 21 0 

63.1
6 Annexin A3 

O3
564
3 123 16 9 28.21 115 19 10 34.57 238 21 11 0 

35.9
5 

AP-1 complex subunit 
beta-1 

O3
574
4 246 16 11 56.78 166 18 13 62.31 412 19 14 0 

62.3
1 Chitinase-like protein 3 
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O3
584
1 13 4 4 15.08 48 4 4 15.08 61 4 4 

0.6
6 

15.0
8 Apoptosis inhibitor 5 

O3
586
4 5 4 4 25.15 11 5 5 21.86 16 7 7 0 

36.8
3 

COP9 signalosome 
complex subunit 5 

O3
593
0 26 3 3 9.13 26 3 3 9.13 52 3 3 

1.1
9 9.13 

Platelet glycoprotein Ib 
alpha chain 

O3
595
5 27 3 3 18.68 22 2 2 14.65 49 3 3 

1.1
9 

18.6
8 

Proteasome subunit 
beta type-10 

O5
477
4 11 4 4 5.84 6 3 3 4.09 17 5 5 

0.4
7 7.17 

AP-3 complex subunit 
delta-1 

O5
482
4 7 4 4 5.14 21 3 3 4.01 28 4 4 

0.6
6 5.14 Pro-interleukin-16 

O5
487
9 11 2 1 6 31 5 4 19.5 42 5 4 

0.6
6 19.5 

High mobility group 
protein B3 

O5
489
0 1 1 1 1.78 10 3 3 6.1 11 3 3 

1.1
9 6.1 Integrin beta-3 

O5
496
2 227 4 4 42.7 77 4 4 42.7 304 4 4 

0.6
6 42.7 

Barrier-to-
autointegration factor 

O5
501
3 0 0 0   4 2 2 15 4 2 2 3.3 15 

Trafficking protein 
particle complex 
subunit 3 

O5
502
9 50 10 10 16.8 28 8 8 14.14 78 11 11 0 

18.2
3 Coatomer subunit beta' 

O5
509
8 2 2 2 3.31 7 2 2 4.14 9 4 4 

0.6
6 7.45 

Serine/threonine-protein 
kinase 10 

O5
510
6 14 3 3 6.28 14 1 1 2.82 28 3 3 

1.1
9 6.28 Striatin 

O5
513
1 8 3 3 11.24 20 4 4 15.14 28 4 4 

0.6
6 

15.1
4 Septin-7 

O5
522
2 46 5 5 16.15 37 8 8 25 83 8 8 0 25 

Integrin-linked protein 
kinase 

O5
523
4 22 4 4 21.97 37 9 9 44.32 59 9 9 0 

44.3
2 

Proteasome subunit 
beta type-5 

O7
013
3 54 14 14 14.2 57 15 15 16.45 111 18 18 0 

19.0
6 

ATP-dependent RNA 
helicase A 

O7
013
8 66 11 11 26.88 108 18 18 39.78 174 19 19 0 

43.2
3 Neutrophil collagenase 

O7
014
5 132 13 13 34.1 134 16 16 37.33 266 19 19 0 40 

Neutrophil cytosol 
factor 2 

O7
019
4 14 6 6 16.79 28 8 8 25.91 42 9 9 0 

26.0
9 

Eukaryotic translation 
initiation factor 3 
subunit D 

O7
025
1 14 2 2 12.44 20 3 3 26.67 34 3 3 

1.1
9 

26.6
7 Elongation factor 1-beta 

O7
031
0 10 4 4 15.93 22 4 4 15.93 32 4 4 

0.6
6 

15.9
3 

Glycylpeptide N-
tetradecanoyltransferase 
1 

O7
032
5 4 1 1 7.11 2 2 2 13.2 6 2 2 3.3 13.2 

Phospholipid 
hydroperoxide 
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glutathione peroxidase, 
mitochondrial 

O7
043
5 90 7 7 27.84 71 7 7 28.63 161 8 8 0 

33.3
3 

Proteasome subunit 
alpha type-3 

O7
049
7 1 1 1 8.92 5 2 2 15.61 6 2 2 3.3 

15.6
1 Ficolin-2 

O7
056
6 0 0 0   3 2 2 3.46 3 2 2 3.3 3.46 

Protein diaphanous 
homolog 2 

O7
059
1 4 2 2 16.88 17 2 2 16.88 21 2 2 3.3 

16.8
8 Prefoldin subunit 2 

O8
830
7 29 10 10 6.55 141 17 17 11.29 170 17 17 0 

11.2
9 Sortilin-related receptor 

O8
834
2 98 15 15 48.35 200 21 21 61.72 298 22 22 0 

61.7
2 

WD repeat-containing 
protein 1 

O8
845
6 247 20 18 38.66 255 27 18 68.03 502 29 20 0 

68.0
3 Calpain small subunit 1 

O8
848
7 14 3 3 12.09 25 3 3 10.62 39 4 4 

0.6
6 

16.0
1 

Cytoplasmic dynein 1 
intermediate chain 2 

O8
854
3 10 2 2 7.33 11 2 2 7.33 21 2 2 3.3 7.33 

COP9 signalosome 
complex subunit 3 

O8
854
4 26 8 8 31.28 44 8 8 31.28 70 8 8 0 

31.2
8 

COP9 signalosome 
complex subunit 4 

O8
854
5 2 2 2 12.65 8 4 4 26.23 10 6 6 

0.4
7 

38.8
9 

COP9 signalosome 
complex subunit 6 

O8
856
9 89 9 9 31.44 121 15 13 44.76 210 18 16 0 

56.3
7 

Heterogeneous nuclear 
ribonucleoproteins 
A2/B1 

O8
859
3 54 6 6 46.15 140 8 8 50 194 8 8 0 50 

Peptidoglycan 
recognition protein 1 

O8
868
5 109 14 14 45.48 77 11 11 40.05 186 16 16 0 

47.7
4 

26S protease regulatory 
subunit 6A 

O8
869
6 3 2 2 12.13 4 2 2 12.13 7 2 2 3.3 

12.1
3 

ATP-dependent Clp 
protease proteolytic 
subunit, mitochondrial 

O8
871
2 1 1 1 4.54 3 2 2 6.35 4 3 3 

1.1
9 

10.8
8 

C-terminal-binding 
protein 1 

O8
878
3 1 1 1 0.46 14 4 4 2.61 15 4 4 

0.6
6 2.61 Coagulation factor V 

O8
884
2 3 2 2 5.46 4 2 2 5.46 7 2 2 3.3 5.46 

FYVE, RhoGEF and 
PH domain-containing 
protein 3 

O8
884
4 55 10 10 32.85 111 16 15 50.24 166 16 15 0 

50.2
4 

Isocitrate 
dehydrogenase [NADP] 
cytoplasmic 

O8
887
9 0 0 0   8 2 2 2.32 8 2 2 3.3 2.32 

Apoptotic protease-
activating factor 1 

O8
895
8 12 4 4 18.69 9 2 2 8.3 21 4 4 

0.6
6 

18.6
9 

Glucosamine-6-
phosphate isomerase 1 

O8
896
8 7 1 1 3.49 28 5 5 25.81 35 5 5 

0.4
7 

25.8
1 Transcobalamin-2 
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O8
905
1 0 0 0   8 2 2 8.65 8 2 2 3.3 8.65 

Integral membrane 
protein 2B 

O8
905
3 375 22 22 47.94 376 30 30 49.67 751 31 31 0 

49.6
7 Coronin-1A 

O8
907
9 18 5 5 23.7 13 4 4 19.81 31 6 6 

0.4
7 

24.0
3 

Coatomer subunit 
epsilon 

O8
908
6 39 2 2 32.68 26 2 2 32.68 65 2 2 3.3 

32.6
8 RNA-binding protein 3 

P0
049
3 20 3 3 16.51 28 6 6 41.28 48 6 6 

0.4
7 

41.2
8 

Hypoxanthine-guanine 
phosphoribosyltransfera
se 

P0
092
0 10 2 2 11.15 34 5 5 30 44 5 5 

0.4
7 30 Carbonic anhydrase 2 

P0
102
7 315 44 44 40.23 819 76 75 63.68 

113
4 76 75 0 

63.6
8 Complement C3 

P0
132
5 27 3 3 17.59 46 5 5 25.93 73 5 5 

0.4
7 

25.9
3 Insulin-1 

P0
164
3 6 2 2 31.48 0 0 0   6 2 2 3.3 

31.4
8 

Ig kappa chain V-V 
region MOPC 173 

P0
178
7 16 4 4 42.28 3 1 1 13.01 19 4 4 

0.6
6 

42.2
8 

Ig heavy chain V 
regions TEPC 
15/S107/HPCM1/HPC
M2/HPCM3 

P0
183
7 20 4 4 63.21 19 2 2 50 39 4 4 

0.6
6 

63.2
1 Ig kappa chain C region 

P0
187
2 94 10 10 35.24 94 13 13 39.43 188 13 13 0 

39.4
3 Ig mu chain C region 

P0
188
7 0 0 0   9 2 2 22.69 9 2 2 3.3 

22.6
9 Beta-2-microglobulin 

P0
190
0 1 1 1 3.56 5 3 3 10.68 6 3 3 

1.1
9 

10.6
8 

H-2 class I 
histocompatibility 
antigen, D-D alpha 
chain 

P0
194
2 974 17 17 83.8 488 33 33 83.8 

146
2 34 34 0 83.8 

Hemoglobin subunit 
alpha 

P0
208
8 812 27 15 95.24 545 35 20 95.24 

135
7 36 21 0 

95.2
4 

Hemoglobin subunit 
beta-1 

P0
208
9 423 19 7 85.71 305 26 11 91.16 728 26 11 0 

91.1
6 

Hemoglobin subunit 
beta-2 

P0
253
5 111 15 7 19.82 147 14 6 26.84 258 18 7 0 

26.8
4 

Keratin, type I 
cytoskeletal 10 

P0
395
8 0 0 0   3 2 2 8.52 3 2 2 3.3 8.52 Adenosine deaminase 
P0
410
4 19 2 1 3.77 22 3 2 13.19 41 3 2 3.3 

13.1
9 

Keratin, type II 
cytoskeletal 1 

P0
420
2 0 0 0   16 2 2 8.21 16 2 2 3.3 8.21 

Transforming growth 
factor beta-1 

P0
424
7 10 2 2 12.99 20 2 2 12.99 30 2 2 3.3 

12.9
9 Myoglobin 
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P0
491
9 148 14 14 23.57 154 17 17 25.62 302 19 19 0 

27.0
2 

Band 3 anion transport 
protein 

P0
520
1 23 5 5 23.24 25 5 5 23.24 48 5 5 

0.4
7 

23.2
4 

Aspartate 
aminotransferase, 
cytoplasmic 

P0
520
2 37 4 4 14.88 49 8 8 30 86 8 8 0 30 

Aspartate 
aminotransferase, 
mitochondrial 

P0
578
4 2 1 1 4.96 2 2 2 7.33 4 2 2 3.3 7.33 

Keratin, type I 
cytoskeletal 18 

P0
615
1 451 21 20 58.43 368 29 28 69.88 819 30 29 0 

70.7
8 

L-lactate 
dehydrogenase A chain 

P0
674
5 702 29 29 61.47 703 39 39 69.71 

140
5 39 39 0 

69.7
1 

Glucose-6-phosphate 
isomerase 

P0
680
0 32 4 4 4.57 44 6 6 8.21 76 6 6 

0.4
7 8.21 

Receptor-type tyrosine-
protein phosphatase C 

P0
690
9 0 0 0   5 3 3 3.81 5 3 3 

1.1
9 3.81 Complement factor H 

P0
735
6 230 14 14 56.05 144 19 19 59.88 374 19 19 0 

59.8
8 Annexin A2 

P0
772
4 162 16 16 32.24 153 19 19 41.45 315 21 21 0 

42.7
6 Serum albumin 

P0
774
2 23 4 4 9.85 51 8 8 19.95 74 8 8 0 

19.9
5 

Ribonucleoside-
diphosphate reductase 
large subunit 

P0
775
9 29 4 4 17.7 15 5 5 23.68 44 6 6 

0.4
7 

27.5
1 

Serine protease 
inhibitor A3K 

P0
790
1 127 25 17 42.97 225 30 22 48.29 352 32 23 0 

50.0
7 

Heat shock protein HSP 
90-alpha 

P0
800
3 10 6 6 14.11 109 17 17 36.05 119 17 17 0 

36.0
5 

Protein disulfide-
isomerase A4 

P0
803
0 86 8 8 61.11 83 10 10 61.11 169 10 10 0 

61.1
1 

Adenine 
phosphoribosyltransfera
se 

P0
803
2 392 54 53 35.53 421 82 81 49.23 813 87 86 0 

52.5
5 

Spectrin alpha chain, 
erythrocytic 1 

P0
807
1 2113 54 54 64.07 2321 90 90 75.53 

443
4 93 93 0 76.1 Lactotransferrin 

P0
810
3 3 3 2 8.02 16 6 5 19.66 19 7 6 

0.4
7 

23.2
8 

Tyrosine-protein kinase 
HCK 

P0
811
3 11 5 4 8.85 72 13 11 21.07 83 14 12 0 

23.0
7 Endoplasmin 

P0
822
6 19 5 5 32.15 39 6 6 38.26 58 6 6 

0.4
7 

38.2
6 Apolipoprotein E 

P0
822
8 2 2 2 15.58 30 4 4 32.47 32 4 4 

0.6
6 

32.4
7 

Superoxide dismutase 
[Cu-Zn] 

P0
824
9 43 6 6 25.74 70 8 8 35.8 113 9 9 0 

39.3
5 

Malate dehydrogenase, 
mitochondrial 

P0
860
7 6 3 3 8.74 12 5 5 13.22 18 5 5 

0.4
7 

13.2
2 C4b-binding protein 



 

10 
 

P0
875
2 26 6 6 20.56 50 9 9 30.42 76 9 9 0 

30.4
2 

Guanine nucleotide-
binding protein G(i) 
subunit alpha-2 

P0
877
5 8 5 5 4.67 2 1 1 1.07 10 5 5 

0.4
7 4.67 

DNA-directed RNA 
polymerase II subunit 
RPB1 

P0
890
5 40 3 3 33.11 36 5 5 37.84 76 5 5 

0.4
7 

37.8
4 Lysozyme C-2 

P0
910
3 84 13 13 38.9 210 21 21 48.92 294 21 21 0 

48.9
2 

Protein disulfide-
isomerase 

P0
940
5 108 14 14 23.06 152 16 16 22.63 260 17 17 0 

25.4
6 Nucleolin 

P0
941
1 151 16 16 49.4 219 21 21 53.48 370 22 22 0 55.4 

Phosphoglycerate 
kinase 1 

P0
952
8 62 11 11 66.48 168 15 15 68.68 230 15 15 0 

68.6
8 Ferritin heavy chain 

P0
954
2 23 1 1 7.84 27 3 3 12.25 50 3 3 

1.1
9 

12.2
5 Myosin light chain 3 

P0
958
1 0 0 0   3 2 2 3.68 3 2 2 3.3 3.68 

Macrophage colony-
stimulating factor 1 
receptor 

P0
960
2 38 3 3 30 111 9 9 52.22 149 9 9 0 

52.2
2 

Non-histone 
chromosomal protein 
HMG-17 

P0
C0
S6 1844 22 19 56.25 1807 29 25 58.59 

365
1 29 25 0 

58.5
9 Histone H2A.Z 

P0
CG
50 175 8 8 8.99 273 18 18 10.49 448 18 18 0 

10.4
9 Polyubiquitin-C 

P1
010
7 687 24 24 61.56 368 31 31 64.45 

105
5 31 31 0 

64.4
5 Annexin A1 

P1
012
6 466 19 19 48.05 308 27 27 49.57 774 27 27 0 

49.5
7 

Elongation factor 1-
alpha 1 

P1
051
8 69 9 9 43.64 76 7 7 38.48 145 9 9 0 

43.6
4 

Delta-aminolevulinic 
acid dehydratase 

P1
063
9 0 0 0   21 3 3 31.43 21 3 3 

1.1
9 

31.4
3 Thioredoxin 

P1
064
9 73 8 8 40.37 78 8 8 37.61 151 11 11 0 

51.3
8 

Glutathione S-
transferase Mu 1 

P1
071
1 4 2 2 13.62 15 2 2 13.62 19 2 2 3.3 

13.6
2 

Transcription 
elongation factor A 
protein 1 

P1
081
0 13 3 3 13.39 9 3 3 13.39 22 3 3 

1.1
9 

13.3
9 

Monocyte 
differentiation antigen 
CD14 

P1
085
2 1 1 1 3.23 14 4 4 17.87 15 4 4 

0.6
6 

17.8
7 

4F2 cell-surface antigen 
heavy chain 

P1
085
4 1932 27 8 65.87 1525 31 7 65.87 

345
7 33 8 0 

65.8
7 Histone H2B type 1-M 

P1
103
1 18 4 4 19.69 62 5 5 37.8 80 6 6 

0.4
7 37.8 

Activated RNA 
polymerase II 
transcriptional 
coactivator p15 
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P1
124
7 383 28 28 41.92 521 47 47 52.09 904 47 47 0 

52.0
9 Myeloperoxidase 

P1
135
2 55 9 9 56.72 92 9 9 53.73 147 10 10 0 

61.1
9 

Glutathione peroxidase 
1 

P1
149
9 91 21 12 45.03 243 28 18 50.41 334 29 18 0 

52.0
7 

Heat shock protein HSP 
90-beta 

P1
167
2 64 8 8 51 155 7 7 51 219 8 8 0 51 

Neutrophil gelatinase-
associated lipocalin 

P1
183
5 62 11 11 21.79 156 19 19 35.02 218 19 19 0 

35.0
2 Integrin beta-2 

P1
198
3 83 11 10 29.32 91 16 15 44.06 174 17 16 0 

46.0
4 

T-complex protein 1 
subunit alpha 

P1
224
6 3 1 1 8.93 12 2 2 14.29 15 2 2 3.3 

14.2
9 

Serum amyloid P-
component 

P1
226
5 0 0 0   23 8 8 20.22 23 8 8 0 

20.2
2 Beta-glucuronidase 

P1
238
2 8 3 2 6.92 13 5 4 9.36 21 6 5 

0.4
7 

11.5
4 

ATP-dependent 6-
phosphofructokinase, 
liver type 

P1
278
7 13 2 2 30.82 30 5 5 51.37 43 5 5 

0.4
7 

51.3
7 

Cytochrome c oxidase 
subunit 5A, 
mitochondrial 

P1
281
5 4 1 1 15.71 22 7 7 56.54 26 7 7 0 

56.5
4 

Programmed cell death 
protein 6 

P1
302
0 121 20 20 45 242 25 25 47.95 363 28 28 0 

53.4
6 Gelsolin 

P1
343
9 3 1 1 2.91 6 2 2 6.44 9 2 2 3.3 6.44 

Uridine 5'-
monophosphate 
synthase 

P1
360
9 0 0 0   6 2 2 18.42 6 2 2 3.3 

18.4
2 Serglycin 

P1
386
4 3 2 2 2.35 3 3 3 3.77 6 4 4 

0.6
6 4.88 

DNA (cytosine-5)-
methyltransferase 1 

P1
406
9 712 13 13 67.42 691 20 20 80.9 

140
3 20 20 0 80.9 Protein S100-A6 

P1
413
1 48 6 6 30.82 16 4 4 30.14 64 6 6 

0.4
7 

30.8
2 

40S ribosomal protein 
S16 

P1
414
8 11 2 2 11.48 3 2 2 11.11 14 3 3 

1.1
9 

15.5
6 

60S ribosomal protein 
L7 

P1
415
2 18 6 6 23.35 36 6 6 26.35 54 7 7 0 

27.8
4 

Malate dehydrogenase, 
cytoplasmic 

P1
420
6 62 8 8 45.08 63 11 11 52.2 125 12 12 0 

58.6
4 

40S ribosomal protein 
SA 

P1
421
1 33 8 8 39.42 95 13 13 46.15 128 13 13 0 

46.1
5 Calreticulin 

P1
423
4 17 6 5 18.76 20 5 4 17.99 37 7 6 

0.4
7 

25.1
5 

Tyrosine-protein kinase 
Fgr 

P1
468
5 43 9 9 31.89 62 11 11 36.23 105 11 11 0 

36.2
3 

26S proteasome non-
ATPase regulatory 
subunit 3 
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P1
473
3 70 10 10 27.55 89 12 12 31.12 159 12 12 0 

31.1
2 Lamin-B1 

P1
482
4 4 2 2 4.61 33 10 10 22.29 37 10 10 0 

22.2
9 Annexin A6 

P1
510
5 3 2 2 9.65 0 0 0   3 2 2 3.3 9.65 Glutamine synthetase 
P1
553
2 48 6 1 57.89 97 10 3 73.68 145 10 3 

1.1
9 

73.6
8 

Nucleoside diphosphate 
kinase A 

P1
586
4 566 18 3 44.34 421 25 10 46.23 987 27 10 0 

50.4
7 Histone H1.2 

P1
611
0 70 8 8 39.39 97 10 10 40.91 167 10 10 0 

40.9
1 Galectin-3 

P1
612
5 26 4 3 17.07 12 5 4 17.96 38 5 4 

0.6
6 

17.9
6 

L-lactate 
dehydrogenase B chain 

P1
654
6 238 56 55 35.56 330 51 50 34.83 568 70 69 0 

43.8
9 

Spectrin alpha chain, 
non-erythrocytic 1 

P1
685
8 1273 33 31 65.17 800 39 37 66.97 

207
3 42 40 0 

66.9
7 

Glyceraldehyde-3-
phosphate 
dehydrogenase 

P1
687
9 9 2 2 4.26 10 3 3 6.08 19 3 3 

1.1
9 6.08 

Tyrosine-protein kinase 
Fes/Fps 

P1
709
5 1 1 1 14.95 15 4 4 23.36 16 4 4 

0.6
6 

23.3
6 

High mobility group 
protein HMG-I/HMG-Y 

P1
718
2 920 26 19 66.36 659 47 35 70.05 

157
9 48 35 0 

70.0
5 Alpha-enolase 

P1
722
5 34 5 5 21.06 81 11 10 38.9 115 11 10 0 38.9 

Polypyrimidine tract-
binding protein 1 

P1
742
6 24 6 3 9.62 36 9 6 15.15 60 10 6 

0.4
7 

16.1
7 

AP-2 complex subunit 
alpha-1 

P1
742
7 58 13 10 24.95 56 17 14 30.38 114 21 17 0 

36.2
5 

AP-2 complex subunit 
alpha-2 

P1
743
3 24 1 1 3.68 15 2 2 8.46 39 2 2 3.3 8.46 

Transcription factor 
PU.1 

P1
771
0 16 5 3 7.49 18 7 5 9.45 34 7 5 

0.4
7 9.45 Hexokinase-1 

P1
774
2 176 11 11 66.46 186 14 14 70.73 362 14 14 0 

70.7
3 

Peptidyl-prolyl cis-trans 
isomerase A 

P1
775
1 38 7 7 39.46 104 10 10 48.16 142 10 10 0 

48.1
6 

Triosephosphate 
isomerase 

P1
787
9 96 6 1 12.46 97 8 2 14.95 193 9 2 3.3 

17.2
9 

Heat shock 70 kDa 
protein 1B 

P1
791
8 0 0 0   6 2 2 10.34 6 2 2 3.3 

10.3
4 

Proliferating cell 
nuclear antigen 

P1
824
2 4 3 3 11.46 45 6 6 23.17 49 7 7 0 

25.6
1 Cathepsin D 

P1
865
3 32 9 7 18.09 18 5 3 9.39 50 9 7 0 

18.0
9 

Ribosomal protein S6 
kinase alpha-1 
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P1
865
4 14 4 2 8.24 10 3 1 5.54 24 4 2 3.3 8.24 

Ribosomal protein S6 
kinase alpha-3 

P1
876
0 82 9 8 50.6 132 20 18 62.65 214 20 18 0 

62.6
5 Cofilin-1 

P1
909
6 141 35 35 22.48 154 30 30 21.17 295 43 43 0 

27.5
2 Fatty acid synthase 

P1
915
7 3 1 1 7.62 5 3 3 20.48 8 3 3 

1.1
9 

20.4
8 

Glutathione S-
transferase P 1 

P1
997
3 47 6 6 31.21 52 8 8 39.39 99 9 9 0 

39.3
9 

Lymphocyte-specific 
protein 1 

P2
002
9 189 22 19 40.76 286 32 28 52.52 475 32 28 0 

52.5
2 

78 kDa glucose-
regulated protein 

P2
006
0 5 1 1 1.87 24 5 5 17.72 29 5 5 

0.4
7 

17.7
2 

Beta-hexosaminidase 
subunit beta 

P2
006
5 3 1 1 26 17 2 2 38 20 2 2 3.3 38 Thymosin beta-4 
P2
010
8 1 1 1 5.84 2 2 2 8.95 3 3 3 

1.1
9 

14.7
9 

Thioredoxin-dependent 
peroxide reductase, 
mitochondrial 

P2
015
2 126 20 20 50.43 191 26 26 54.08 317 27 27 0 

56.4
4 Vimentin 

P2
110
7 73 8 2 21.4 81 9 2 25.96 154 9 2 3.3 

25.9
6 

Tropomyosin alpha-3 
chain 

P2
110
7-2 113 12 6 34.68 136 14 7 41.13 249 14 7 0 

41.1
3 

Isoform 2 of 
Tropomyosin alpha-3 
chain 

P2
155
0 162 8 1 24.19 128 14 2 27.65 290 15 2 3.3 

29.2
6 Beta-enolase 

P2
268
2 0 0 0   3 2 2 2.96 3 2 2 3.3 2.96 

E3 ubiquitin-protein 
ligase CBL 

P2
275
2 7123 57 1 70.77 5961 67 2 73.08 

130
84 70 2 3.3 

73.0
8 Histone H2A type 1 

P2
289
2 37 9 9 19.1 78 11 11 21.29 115 11 11 0 

21.2
9 

AP-1 complex subunit 
gamma-1 

P2
311
6 94 22 22 23.51 95 18 18 20.31 189 24 24 0 

25.2
2 

Eukaryotic translation 
initiation factor 3 
subunit A 

P2
324
9 1 1 1 1.59 5 3 3 5.38 6 3 3 

1.1
9 5.38 

Putative helicase MOV-
10 

P2
349
2 59 6 6 30.45 76 10 10 53.63 135 11 11 0 

57.4
4 

Purine nucleoside 
phosphorylase 

P2
406
3 10 4 4 5.76 31 12 12 16.6 41 12 12 0 16.6 Integrin alpha-L 
P2
427
0 176 16 16 41.37 218 20 20 40.8 394 21 21 0 46.3 Catalase 
P2
436
9 29 8 8 37.5 52 8 8 38.89 81 9 9 0 

38.8
9 

Peptidyl-prolyl cis-trans 
isomerase B 

P2
452
7 87 12 12 31.26 111 16 16 34.53 198 17 17 0 

36.1
7 

Leukotriene A-4 
hydrolase 
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P2
454
7 22 6 6 21.6 9 5 5 17.12 31 7 7 0 

24.5
1 

Inosine-5'-
monophosphate 
dehydrogenase 2 

P2
520
6 23 4 4 9.24 12 6 6 14.04 35 6 6 

0.4
7 

14.0
4 

DNA replication 
licensing factor MCM3 

P2
544
4 8 4 4 16.04 6 2 2 8.87 14 5 5 

0.4
7 

21.1
6 

40S ribosomal protein 
S2 

P2
591
1-2 50 9 8 24.64 78 15 14 44.4 128 16 15 0 

47.2
5 

Isoform 2 of Tyrosine-
protein kinase Lyn 

P2
597
6 0 0 0   3 2 2 3.92 3 2 2 3.3 3.92 

Nucleolar transcription 
factor 1 

P2
603
9 838 74 74 45.93 812 80 80 50.26 

165
0 87 87 0 

52.5
8 Talin-1 

P2
604
0 133 14 6 29.69 204 19 8 32.42 337 20 8 0 

33.7
9 Ezrin 

P2
604
1 421 29 21 55.81 558 42 29 61.53 979 43 29 0 

62.9
1 Moesin 

P2
604
3 99 13 5 27.1 176 22 9 37.74 275 23 9 0 

39.1
1 Radixin 

P2
636
9 32 5 5 17.89 59 7 7 25.05 91 7 7 0 

25.0
5 

Splicing factor U2AF 
65 kDa subunit 

P2
644
3 93 16 16 42.83 157 19 19 45.7 250 19 19 0 45.7 

Glutamate 
dehydrogenase 1, 
mitochondrial 

P2
645
0 5 3 3 7.6 8 5 4 12.85 13 5 4 

0.6
6 

12.8
5 

Phosphatidylinositol 3-
kinase regulatory 
subunit alpha 

P2
651
6 68 10 10 59.5 68 8 8 52.96 136 10 10 0 59.5 

26S proteasome non-
ATPase regulatory 
subunit 7 

P2
663
8 9 5 5 19.14 11 4 4 13.67 20 5 5 

0.4
7 

19.1
4 

Serine--tRNA ligase, 
cytoplasmic 

P2
700
5 2356 29 29 94.38 2551 52 52 94.38 

490
7 52 52 0 

94.3
8 Protein S100-A8 

P2
704
8 28 2 2 9.96 31 3 3 12.55 59 3 3 

1.1
9 

12.5
5 

Small nuclear 
ribonucleoprotein-
associated protein B 

P2
761
2 8 4 4 8.06 19 6 6 13.73 27 8 8 0 

17.3
8 

Phospholipase A-2-
activating protein 

P2
766
1 7393 68 14 60.14 6150 77 15 67.13 

135
43 82 17 0 

68.5
3 Histone H2AX 

P2
777
3 164 23 23 48.51 362 30 30 57.23 526 31 31 0 

59.4
1 

Protein disulfide-
isomerase A3 

P2
787
0 39 10 10 17.04 47 10 10 17.63 86 13 13 0 

20.7
1 Proto-oncogene vav 

P2
806
3 72 9 9 40.94 84 9 9 40.94 156 9 9 0 

40.9
4 

Proteasome subunit 
beta type-8 

P2
807
6 32 5 5 32.88 50 4 4 24.66 82 6 6 

0.4
7 

37.4
4 

Proteasome subunit 
beta type-9 

P2
827
1 2 2 2 3.37 1 1 1 2.14 3 3 3 

1.1
9 5.51 

Cytoplasmic aconitate 
hydratase 
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P2
829
3 73 7 7 29.89 119 13 13 58.62 192 13 13 0 

58.6
2 Cathepsin G 

P2
835
2 20 5 5 31.55 27 5 5 33.12 47 7 7 0 

43.5
3 

DNA-(apurinic or 
apyrimidinic site) lyase 

P2
865
0 77 8 8 24.73 62 8 8 25.82 139 10 10 0 

31.2
9 

Adenylosuccinate 
synthetase isozyme 1 

P2
865
6 14 4 4 14.58 32 6 6 14.58 46 6 6 

0.4
7 

14.5
8 

Nucleosome assembly 
protein 1-like 1 

P2
865
8 1 1 1 2.32 10 3 3 8 11 3 3 

1.1
9 8 Ataxin-10 

P2
866
5 1 1 1 0.88 12 4 3 5.56 13 5 4 

0.6
6 6.44 Murinoglobulin-1 

P2
886
7 6 2 2 4.15 9 5 5 14.09 15 6 6 

0.4
7 

16.4
7 

Protein kinase C delta 
type 

P2
934
1 18 8 8 16.67 66 10 10 21.7 84 12 12 0 

23.4
3 

Polyadenylate-binding 
protein 1 

P2
935
1 109 14 14 33.45 167 21 21 47.06 276 22 22 0 48.4 

Tyrosine-protein 
phosphatase non-
receptor type 6 

P2
939
1 126 10 10 53.01 154 10 10 53.01 280 10 10 0 

53.0
1 Ferritin light chain 1 

P2
941
6 0 0 0   6 4 4 11.36 6 4 4 

0.6
6 

11.3
6 

Beta-hexosaminidase 
subunit alpha 

P2
969
9 3 1 1 8.41 2 2 2 15.36 5 2 2 3.3 

15.3
6 

Alpha-2-HS-
glycoprotein 

P2
975
8 3 3 3 14.58 9 4 4 24.15 12 5 5 

0.4
7 

27.5
6 

Ornithine 
aminotransferase, 
mitochondrial 

P3
041
6 0 0 0   13 4 4 13.97 13 4 4 

0.6
6 

13.9
7 

Peptidyl-prolyl cis-trans 
isomerase FKBP4 

P3
068
1 174 13 10 46.67 171 13 9 37.14 345 17 12 0 

50.9
5 

High mobility group 
protein B2 

P3
123
0 10 3 3 16.45 22 4 4 21.94 32 4 4 

0.6
6 

21.9
4 

Aminoacyl tRNA 
synthase complex-
interacting 
multifunctional protein 
1 

P3
132
4 5 3 3 9.38 6 1 1 4.09 11 3 3 

1.1
9 9.38 

cAMP-dependent 
protein kinase type II-
beta regulatory subunit 

P3
172
5 5666 37 37 83.19 5233 61 61 83.19 

108
99 61 61 0 

83.1
9 Protein S100-A9 

P3
193
8 7 4 4 18.83 25 5 5 26.46 32 7 7 0 

33.0
8 

Dual specificity 
mitogen-activated 
protein kinase kinase 1 

P3
206
7 12 3 3 9.88 17 4 4 12.77 29 5 5 

0.4
7 15.9 

Lupus La protein 
homolog 

P3
292
1 11 3 3 10.81 14 3 3 11.02 25 4 4 

0.6
6 

11.6
4 

Tryptophan--tRNA 
ligase, cytoplasmic 

P3
488
4 39 3 3 35.65 34 3 3 35.65 73 3 3 

1.1
9 

35.6
5 

Macrophage migration 
inhibitory factor 
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P3
517
4 38 5 5 40.78 30 4 4 38.83 68 5 5 

0.4
7 

40.7
8 Stefin-2 

P3
527
8 11 3 2 20.37 11 5 3 31.94 22 5 3 

1.1
9 

31.9
4 

Ras-related protein 
Rab-5C 

P3
544
1 223 29 29 29.23 293 32 32 31.79 516 33 33 0 

31.7
9 Thrombospondin-1 

P3
550
5 16 4 4 15.99 36 9 9 35.56 52 9 9 0 

35.5
6 Fumarylacetoacetase 

P3
556
4 9 2 2 4.4 16 3 3 6.43 25 3 3 

1.1
9 6.43 Calnexin 

P3
558
5 25 6 6 22.93 33 6 6 21.75 58 7 7 0 

26.9
5 

AP-1 complex subunit 
mu-1 

P3
570
0 37 5 5 28.14 47 9 9 50.75 84 9 9 0 

50.7
5 Peroxiredoxin-1 

P3
582
1 0 0 0   6 2 2 5.56 6 2 2 3.3 5.56 

Tyrosine-protein 
phosphatase non-
receptor type 1 

P3
597
9 14 2 2 18.79 4 2 2 18.79 18 2 2 3.3 

18.7
9 

60S ribosomal protein 
L12 

P3
598
0 8 2 2 12.77 16 3 3 19.68 24 3 3 

1.1
9 

19.6
8 

60S ribosomal protein 
L18 

P3
599
1 3 2 2 4.4 10 3 3 6.53 13 3 3 

1.1
9 6.53 

Tyrosine-protein kinase 
BTK 

P3
699
3 0 0 0   10 2 2 7.69 10 2 2 3.3 7.69 Protein phosphatase 1B 
P3
806
0 9 3 3 19.69 10 4 4 24 19 4 4 

0.6
6 24 

Hydroxymethylglutaryl
-CoA lyase, 
mitochondrial 

P3
864
7 24 9 8 19.29 14 5 5 10.46 38 10 9 0 

21.0
6 

Stress-70 protein, 
mitochondrial 

P3
965
5 14 4 4 10.56 26 5 5 12.97 40 6 6 

0.4
7 

14.6
3 

Arachidonate 12-
lipoxygenase, 12S-type 

P4
012
4 876 26 26 59.28 662 27 27 57.81 

153
8 31 31 0 

61.8
1 

Adenylyl cyclase-
associated protein 1 

P4
014
2 821 36 36 62.44 883 57 57 70.47 

170
4 60 60 0 

70.4
7 Transketolase 

P4
023
7 0 0 0   3 2 2 8.65 3 2 2 3.3 8.65 CD82 antigen 
P4
033
6 11 4 3 16.82 7 3 2 12.84 18 4 3 

1.1
9 

16.8
2 

Vacuolar protein 
sorting-associated 
protein 26A 

P4
124
1 21 6 6 17.11 10 3 3 9.78 31 6 6 

0.4
7 

17.1
1 

Tyrosine-protein kinase 
CSK 

P4
124
5 274 21 21 39.04 310 32 32 54.66 584 32 32 0 

54.6
6 

Matrix 
metalloproteinase-9 

P4
222
5 16 6 6 10.55 38 7 7 14.29 54 8 8 0 

15.6
2 

Signal transducer and 
activator of 
transcription 1 

P4
222
7 37 6 6 15.71 56 8 8 20.91 93 9 9 0 

23.2
5 

Signal transducer and 
activator of 
transcription 3 
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P4
222
8 6 2 2 3.2 0 0 0   6 2 2 3.3 3.2 

Signal transducer and 
activator of 
transcription 4 

P4
266
9 129 7 7 36.14 132 10 10 37.38 261 11 11 0 

37.3
8 

Transcriptional 
activator protein Pur-
alpha 

P4
293
2 12 4 4 9.12 26 11 11 25.91 38 12 12 0 

28.8
3 

T-complex protein 1 
subunit theta 

P4
327
4 510 18 6 37.9 397 19 6 33.79 907 20 6 

0.4
7 37.9 Histone H1.4 

P4
327
5 226 11 8 30.52 170 16 11 30.99 396 16 11 0 

30.9
9 Histone H1.1 

P4
327
6 185 14 10 30.94 224 16 12 30.94 409 16 12 0 

30.9
4 Histone H1.5 

P4
327
7 565 18 2 41.63 403 20 4 37.56 968 22 4 

0.6
6 

41.6
3 Histone H1.3 

P4
343
0 0 0 0   20 3 3 9.72 20 3 3 

1.1
9 9.72 Mast cell protease 8 

P4
537
6 3 1 1 4.43 4 2 2 13.92 7 2 2 3.3 

13.9
2 Aldose reductase 

P4
559
1 9 2 1 16.87 34 4 2 16.87 43 4 2 3.3 

16.8
7 Cofilin-2 

P4
595
2 18 3 3 14.01 10 2 2 10.45 28 3 3 

1.1
9 

14.0
1 

Medium-chain specific 
acyl-CoA 
dehydrogenase, 
mitochondrial 

P4
606
1 4 2 2 2.04 3 2 2 2.04 7 2 2 3.3 2.04 

Ran GTPase-activating 
protein 1 

P4
606
2 0 0 0   6 2 2 3.47 6 2 2 3.3 3.47 

Signal-induced 
proliferation-associated 
protein 1 

P4
646
0 13 2 2 3.49 3 1 1 1.88 16 2 2 3.3 3.49 Vesicle-fusing ATPase 
P4
646
7 25 8 8 28.6 56 8 8 30.86 81 9 9 0 

33.5
6 

Vacuolar protein 
sorting-associated 
protein 4B 

P4
647
1 51 11 11 32.56 50 8 8 22.17 101 13 13 0 

35.5
7 

26S protease regulatory 
subunit 7 

P4
663
8 5 2 2 9.63 5 2 2 9.63 10 2 2 3.3 9.63 

Ras-related protein 
Rab-11B 

P4
666
4 3 2 2 4.82 6 3 3 10.96 9 4 4 

0.6
6 

13.3
8 

Adenylosuccinate 
synthetase isozyme 2 

P4
773
8 394 25 25 64.74 302 28 28 73.99 696 32 32 0 

74.9
5 

Aldehyde 
dehydrogenase, 
mitochondrial 

P4
775
4 46 6 4 33.22 66 7 5 42.31 112 7 5 

0.4
7 

42.3
1 

F-actin-capping protein 
subunit alpha-2 

P4
775
7-2 79 11 11 56.99 121 14 14 67.65 200 14 14 0 

67.6
5 

Isoform 2 of F-actin-
capping protein subunit 
beta 

P4
779
1 121 12 12 45.8 224 18 18 57.6 345 18 18 0 57.6 

Glutathione reductase, 
mitochondrial 
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P4
780
9 0 0 0   5 2 2 8.56 5 2 2 3.3 8.56 

Dual specificity 
mitogen-activated 
protein kinase kinase 4 

P4
781
1 10 2 2 12.22 30 5 5 21.67 40 5 5 

0.4
7 

21.6
7 

Mitogen-activated 
protein kinase 14 

P4
785
6 3 2 2 4.45 5 2 2 4.3 8 3 3 

1.1
9 6.46 

Glutamine--fructose-6-
phosphate 
aminotransferase 
[isomerizing] 1 

P4
791
1 40 6 6 20.95 38 5 5 16.55 78 7 7 0 

20.9
5 

60S ribosomal protein 
L6 

P4
794
1 3 2 2 9.57 5 2 2 13.2 8 4 4 

0.6
6 

22.7
7 Crk-like protein 

P4
795
5 31 1 1 14.04 17 2 2 35.09 48 2 2 3.3 

35.0
9 

60S acidic ribosomal 
protein P1 

P4
796
2 6 3 3 15.15 31 7 7 29.29 37 7 7 0 

29.2
9 

60S ribosomal protein 
L5 

P4
796
8 3 1 1 5.61 13 2 2 10.89 16 2 2 3.3 

10.8
9 

Ribose-5-phosphate 
isomerase 

P4
802
5 92 14 14 38.16 93 17 17 48.01 185 20 20 0 

53.7
4 

Tyrosine-protein kinase 
SYK 

P4
803
6 46 6 6 22.26 36 8 8 32.92 82 9 9 0 

37.9
3 Annexin A5 

P4
819
3 8 2 2 5.01 9 2 2 3.96 17 3 3 

1.1
9 6.88 Protein 4.1 

P4
931
2 47 6 5 27.5 95 11 8 35.94 142 11 8 0 

35.9
4 

Heterogeneous nuclear 
ribonucleoprotein A1 

P4
971
7 13 5 5 9.63 10 3 3 4.52 23 6 6 

0.4
7 

10.4
4 

DNA replication 
licensing factor MCM4 

P4
971
8 3 2 2 3.68 1 1 1 2.05 4 2 2 3.3 3.68 

DNA replication 
licensing factor MCM5 

P4
972
2 208 9 9 38.89 198 11 11 60.26 406 12 12 0 

60.2
6 

Proteasome subunit 
alpha type-2 

P4
996
2 0 0 0   2 2 2 25.58 2 2 2 3.3 

25.5
8 

Signal recognition 
particle 9 kDa protein 

P5
024
7 45 7 7 25.69 51 8 8 30.32 96 9 9 0 

32.8
7 

Adenosylhomocysteina
se 

P5
039
6 42 10 6 38.93 87 11 7 34 129 12 8 0 

39.3
7 

Rab GDP dissociation 
inhibitor alpha 

P5
043
1 9 2 1 5.44 13 3 2 9.83 22 4 3 

1.1
9 

12.3
4 

Serine 
hydroxymethyltransfera
se, cytosolic 

P5
051
6 89 10 10 26.9 113 17 17 44.89 202 18 18 0 

47.6
5 

V-type proton ATPase 
catalytic subunit A 

P5
051
8 31 3 3 20.8 31 3 3 20.8 62 3 3 

1.1
9 20.8 

V-type proton ATPase 
subunit E 1 

P5
054
3 23 3 3 27.55 32 4 4 27.55 55 4 4 

0.6
6 

27.5
5 Protein S100-A11 
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P5
054
4 0 0 0   2 2 2 4.88 2 2 2 3.3 4.88 

Very long-chain 
specific acyl-CoA 
dehydrogenase, 
mitochondrial 

P5
058
0 53 10 10 32.99 111 19 19 47.97 164 19 19 0 

47.9
7 

Proliferation-associated 
protein 2G4 

P5
112
5 4 2 2 4.95 10 3 3 9.14 14 4 4 

0.6
6 

11.9
3 Calpastatin 

P5
115
0 10 2 2 12.08 9 2 2 12.08 19 2 2 3.3 

12.0
8 

Ras-related protein 
Rab-7a 

P5
117
4 53 10 10 24.65 117 13 13 33.95 170 14 14 0 

33.9
5 

Long-chain specific 
acyl-CoA 
dehydrogenase, 
mitochondrial 

P5
143
7 55 3 3 19.65 51 3 3 19.65 106 3 3 

1.1
9 

19.6
5 

Cathelin-related 
antimicrobial peptide 

P5
166
0 1 1 1 3.13 2 2 2 4.9 3 2 2 3.3 4.9 

Peroxisomal 
multifunctional enzyme 
type 2 

P5
185
9 3 1 1 6.75 10 2 2 7.17 13 2 2 3.3 7.17 

Hepatoma-derived 
growth factor 

P5
186
3 0 0 0   10 2 2 11.4 10 2 2 3.3 11.4 

V-type proton ATPase 
subunit d 1 

P5
219
6 0 0 0   4 2 2 10.44 4 2 2 3.3 

10.4
4 

Thiosulfate 
sulfurtransferase 

P5
248
0 1639 43 43 65.35 749 57 57 69.3 

238
8 60 60 0 69.3 Pyruvate kinase PKM 

P5
262
4 1 1 1 7.07 34 8 8 46.3 35 8 8 0 46.3 

Uridine phosphorylase 
1 

P5
302
6 14 5 5 18.89 29 5 5 22.58 43 6 6 

0.4
7 

22.5
8 

60S ribosomal protein 
L10a 

P5
407
1 30 6 6 19.69 51 10 9 29.42 81 10 9 0 

29.4
2 

Isocitrate 
dehydrogenase 
[NADP], mitochondrial 

P5
477
5 87 12 12 44.5 90 12 12 45.69 177 14 14 0 

47.8
5 

26S protease regulatory 
subunit 6B 

P5
482
2 4 1 1 1.86 9 2 2 6.82 13 2 2 3.3 6.82 Adenylosuccinate lyase 
P5
482
3 36 8 8 24.43 75 14 14 43.48 111 15 15 0 

47.6
2 

Probable ATP-
dependent RNA 
helicase DDX6 

P5
492
3 8 2 2 13.26 8 2 2 12.71 16 3 3 

1.1
9 

18.7
8 

[Protein ADP-
ribosylarginine] 
hydrolase 

P5
498
7 1 1 1 6.35 10 2 2 10.45 11 2 2 3.3 

10.4
5 

Cis-aconitate 
decarboxylase 

P5
525
8 7 3 2 17.87 19 3 2 17.87 26 3 2 3.3 

17.8
7 

Ras-related protein 
Rab-8A 

P5
526
4 0 0 0   5 3 3 13.02 5 3 3 

1.1
9 

13.0
2 Adenosine kinase 

P5
639
9 27 9 9 20.16 27 6 6 13.4 54 10 10 0 

22.3
8 

Ubiquitin carboxyl-
terminal hydrolase 5 
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P5
648
0 40 10 10 37.43 87 16 16 52.36 127 16 16 0 

52.3
6 

ATP synthase subunit 
beta, mitochondrial 

P5
695
9 23 6 6 13.32 17 2 2 8.88 40 6 6 

0.4
7 

13.3
2 

RNA-binding protein 
FUS 

P5
775
9 0 0 0   4 3 3 18.7 4 3 3 

1.1
9 18.7 

Endoplasmic reticulum 
resident protein 29 

P5
777
6 22 3 3 17.08 23 5 5 21.71 45 5 5 

0.4
7 

21.7
1 

Elongation factor 1-
delta 

P5
778
0 491 37 20 55.7 576 43 26 62.94 

106
7 47 28 0 

65.6
8 Alpha-actinin-4 

P5
778
4 44 5 5 37.25 62 6 6 38.43 106 7 7 0 

43.9
2 

U2 small nuclear 
ribonucleoprotein A' 

P5
805
8 30 6 6 19.36 33 7 7 19.59 63 7 7 0 

19.5
9 NAD kinase 

P5
825
2 325 30 30 47.44 401 35 35 52.1 726 37 37 0 

54.7
8 Elongation factor 2 

P5
838
9 2 1 1 8.98 13 3 3 23.22 15 3 3 

1.1
9 

23.2
2 

Serine/threonine-protein 
phosphatase 2A 
activator 

P5
877
4-2 17 3 0 5.28 23 6 2 26.06 40 6 2 3.3 

26.0
6 

Isoform 2 of 
Tropomyosin beta chain 

P5
932
5 3 1 1 3.5 9 3 3 5.59 12 3 3 

1.1
9 5.59 

Eukaryotic translation 
initiation factor 5 

P5
999
9 94 9 9 65.48 128 12 12 67.86 222 12 12 0 

67.8
6 

Actin-related protein 
2/3 complex subunit 4 

P6
012
2 76 12 12 41.67 33 7 7 21.49 109 14 14 0 

44.7
4 RuvB-like 1 

P6
022
9 72 10 10 31.24 100 14 14 39.33 172 14 14 0 

39.3
3 

Eukaryotic translation 
initiation factor 3 
subunit E 

P6
033
5 25 4 2 18.82 42 4 2 17.13 67 5 3 

1.1
9 23.6 

Poly(rC)-binding 
protein 1 

P6
071
0 7224 105 30 91.73 6124 152 48 97.07 

133
48 158 49 0 

97.0
7 Actin, cytoplasmic 1 

P6
076
6 52 4 4 31.94 84 10 9 68.59 136 10 9 0 

68.5
9 

Cell division control 
protein 42 homolog 

P6
084
3 161 16 15 51.72 221 22 21 63.55 382 24 23 0 

66.7
5 

Eukaryotic initiation 
factor 4A-I 

P6
086
7 22 3 3 22.69 20 2 2 19.33 42 3 3 

1.1
9 

22.6
9 

40S ribosomal protein 
S20 

P6
102
1 6 1 0 5.12 7 4 2 25.58 13 4 2 3.3 

25.5
8 

Ras-related protein 
Rab-5B 

P6
102
7 3 2 1 11 10 3 2 18.5 13 3 2 3.3 18.5 

Ras-related protein 
Rab-10 

P6
108
9 3 2 2 16.45 6 1 1 9.87 9 2 2 3.3 

16.4
5 

Ubiquitin-conjugating 
enzyme E2 N 

P6
116
1 285 17 17 48.73 446 20 20 48.73 731 20 20 0 

48.7
3 Actin-related protein 2 
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P6
116
4 35 9 5 38.83 35 7 3 35.11 70 10 6 

0.4
7 

43.6
2 Alpha-centractin 

P6
120
2 14 7 7 24.15 16 5 5 14.45 30 8 8 0 

26.4
1 

COP9 signalosome 
complex subunit 2 

P6
122
2 1 1 1 2.67 12 5 5 13.19 13 6 6 

0.4
7 

15.8
6 

ATP-binding cassette 
sub-family E member 1 

P6
129
0 5 2 2 9.45 11 3 3 14.17 16 3 3 

1.1
9 

14.1
7 

Proteasome activator 
complex subunit 3 

P6
132
7 4 2 2 20.55 3 1 1 13.7 7 2 2 3.3 

20.5
5 

Protein mago nashi 
homolog 

P6
135
8 6 1 1 5.88 4 2 2 15.44 10 3 3 

1.1
9 

21.3
2 

60S ribosomal protein 
L27 

P6
175
9 5 3 3 22.45 9 2 2 22.45 14 3 3 

1.1
9 

22.4
5 Prefoldin subunit 3 

P6
196
7 8 3 3 20.25 16 3 3 20.25 24 3 3 

1.1
9 

20.2
5 

AP-1 complex subunit 
sigma-1A 

P6
197
9 50 9 9 30.02 71 11 11 27.65 121 13 13 0 

34.1
3 

Heterogeneous nuclear 
ribonucleoprotein K 

P6
198
2 43 6 4 28.34 84 9 6 50.61 127 10 7 0 

50.6
1 14-3-3 protein gamma 

P6
208
2 42 6 6 38.66 20 4 4 32.99 62 6 6 

0.4
7 

38.6
6 

40S ribosomal protein 
S7 

P6
213
7 70 7 3 24.55 64 10 4 32.42 134 10 4 

0.6
6 

32.4
2 

Serine/threonine-protein 
phosphatase PP1-alpha 
catalytic subunit 

P6
214
1 64 6 2 19.57 60 9 3 27.22 124 9 3 

1.1
9 

27.2
2 

Serine/threonine-protein 
phosphatase PP1-beta 
catalytic subunit 

P6
219
2 57 7 7 23.18 22 8 8 25.68 79 9 9 0 

30.6
8 

26S protease regulatory 
subunit 4 

P6
219
6 37 8 8 28.82 37 5 5 19.95 74 9 9 0 

32.0
2 

26S protease regulatory 
subunit 8 

P6
224
2 28 3 3 18.75 13 4 4 24.04 41 4 4 

0.6
6 

24.0
4 

40S ribosomal protein 
S8 

P6
224
5 0 0 0   12 2 2 16.92 12 2 2 3.3 

16.9
2 

40S ribosomal protein 
S15a 

P6
225
9 99 8 6 35.29 118 12 10 57.65 217 13 11 0 

62.7
5 14-3-3 protein epsilon 

P6
226
4 13 2 2 16.56 4 1 1 8.61 17 2 2 3.3 

16.5
6 

40S ribosomal protein 
S14 

P6
227
0 23 6 6 32.89 14 4 4 24.34 37 7 7 0 

38.8
2 

40S ribosomal protein 
S18 

P6
230
5 11 2 2 25 25 3 3 25 36 3 3 

1.1
9 25 

Small nuclear 
ribonucleoprotein E 

P6
230
7 7 2 2 55.81 35 4 4 72.09 42 4 4 

0.6
6 

72.0
9 

Small nuclear 
ribonucleoprotein F 

P6
230
9 11 2 2 17.11 29 3 3 26.32 40 3 3 

1.1
9 

26.3
2 

Small nuclear 
ribonucleoprotein G 
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P6
231
5 54 4 4 45.38 65 5 5 54.62 119 5 5 

0.4
7 

54.6
2 

Small nuclear 
ribonucleoprotein Sm 
D1 

P6
231
7 16 4 4 31.36 51 6 6 47.46 67 6 6 

0.4
7 

47.4
6 

Small nuclear 
ribonucleoprotein Sm 
D2 

P6
232
0 26 3 3 31.75 35 3 3 31.75 61 3 3 

1.1
9 

31.7
5 

Small nuclear 
ribonucleoprotein Sm 
D3 

P6
233
4 50 7 7 28.79 43 5 5 18.25 93 7 7 0 

28.7
9 

26S protease regulatory 
subunit 10B 

P6
248
2 21 6 6 31.61 27 4 4 22.89 48 6 6 

0.4
7 

31.6
1 

Voltage-gated 
potassium channel 
subunit beta-2 

P6
270
2 34 7 7 27 18 3 3 15.21 52 7 7 0 27 

40S ribosomal protein 
S4, X isoform 

P6
274
6 29 3 1 20.92 27 6 3 47.96 56 7 3 

1.1
9 

47.9
6 

Rho-related GTP-
binding protein RhoB 

P6
274
8 6 3 3 18.65 10 2 2 13.47 16 3 3 

1.1
9 

18.6
5 

Hippocalcin-like 
protein 1 

P6
275
4 25 2 2 10.84 7 1 1 6.02 32 2 2 3.3 

10.8
4 

40S ribosomal protein 
S6 

P6
280
6 5901 34 34 60.19 4521 44 44 62.14 

104
22 44 44 0 

62.1
4 Histone H4 

P6
281
4 86 10 10 37.57 150 17 17 50.49 236 17 17 0 

50.4
9 

V-type proton ATPase 
subunit B, brain 
isoform 

P6
282
1 4 2 1 13.66 12 4 3 30.73 16 4 3 

1.1
9 

30.7
3 

Ras-related protein 
Rab-1A 

P6
282
7 89 10 10 53.7 117 15 15 59.26 206 15 15 0 

59.2
6 

GTP-binding nuclear 
protein Ran 

P6
283
0 5 3 3 33.57 10 2 2 25 15 3 3 

1.1
9 

33.5
7 

60S ribosomal protein 
L23 

P6
284
3 34 3 3 28.28 12 3 3 28.28 46 3 3 

1.1
9 

28.2
8 

40S ribosomal protein 
S15 

P6
285
5 2 1 1 7.83 4 2 2 20.87 6 2 2 3.3 

20.8
7 

40S ribosomal protein 
S26 

P6
288
0 13 2 2 10 18 4 4 18.82 31 4 4 

0.6
6 

18.8
2 

Guanine nucleotide-
binding protein 
G(I)/G(S)/G(T) subunit 
beta-2 

P6
288
9 2 2 2 24.35 7 2 2 24.35 9 2 2 3.3 

24.3
5 

60S ribosomal protein 
L30 

P6
289
7 7 2 2 11.43 31 4 4 26.67 38 4 4 

0.6
6 

26.6
7 Cytochrome c, somatic 

P6
290
8 61 7 7 31.69 44 5 5 26.34 105 7 7 0 

31.6
9 

40S ribosomal protein 
S3 

P6
296
0 14 5 5 28.26 23 5 5 31.37 37 7 7 0 41.3 

Nuclease-sensitive 
element-binding protein 
1 

P6
296
2 54 5 5 45.71 61 8 8 65 115 8 8 0 65 Profilin-1 
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P6
299
6 11 2 2 10.42 20 3 3 12.85 31 3 3 

1.1
9 

12.8
5 

Transformer-2 protein 
homolog beta 

P6
300
1 38 5 1 25.52 48 8 2 36.46 86 8 2 3.3 

36.4
6 

Ras-related C3 
botulinum toxin 
substrate 1 

P6
300
5 26 8 8 26.59 60 11 11 28.54 86 12 12 0 

32.4
4 

Platelet-activating 
factor acetylhydrolase 
IB subunit alpha 

P6
301
7 419 30 25 59.91 533 47 39 73.37 952 47 39 0 

73.3
7 

Heat shock cognate 71 
kDa protein 

P6
302
8 1 1 1 27.33 9 2 2 35.47 10 2 2 3.3 

35.4
7 

Translationally-
controlled tumor 
protein 

P6
308
5 18 4 2 20.39 40 8 5 27.37 58 10 7 0 

37.7
1 

Mitogen-activated 
protein kinase 1 

P6
310
1 183 11 9 52.24 152 16 13 62.45 335 16 13 0 

62.4
5 

14-3-3 protein 
zeta/delta 

P6
315
8 100 9 6 31.63 176 13 9 40 276 14 9 0 

44.1
9 

High mobility group 
protein B1 

P6
324
2 39 6 6 55.84 109 7 7 70.78 148 8 8 0 

71.4
3 

Eukaryotic translation 
initiation factor 5A-1 

P6
327
6 14 2 2 32.59 5 2 2 32.59 19 2 2 3.3 

32.5
9 

40S ribosomal protein 
S17 

P6
328
0 1 1 1 8.23 3 2 2 27.85 4 2 2 3.3 

27.8
5 

SUMO-conjugating 
enzyme UBC9 

P6
332
5 20 3 3 20 4 1 1 5.45 24 3 3 

1.1
9 20 

40S ribosomal protein 
S10 

P6
332
8 11 3 2 9.21 10 3 2 11.32 21 5 4 

0.6
6 

18.6
2 

Serine/threonine-protein 
phosphatase 2B 
catalytic subunit alpha 
isoform 

P6
333
0 24 6 6 39.16 40 6 6 31.72 64 7 7 0 

43.6
9 

Serine/threonine-protein 
phosphatase 2A 
catalytic subunit alpha 
isoform 

P6
777
8 7 2 2 13.24 21 5 5 28.68 28 5 5 

0.4
7 

28.6
8 Prohibitin 

P6
787
1 5 2 2 15.81 12 2 2 15.81 17 2 2 3.3 

15.8
1 

Casein kinase II subunit 
beta 

P6
803
3 3336 53 12 65.52 2701 82 22 74.27 

603
7 84 22 0 

74.2
7 

Actin, alpha cardiac 
muscle 1 

P6
803
7 7 3 3 40.26 32 3 3 40.26 39 3 3 

1.1
9 

40.2
6 

Ubiquitin-conjugating 
enzyme E2 L3 

P6
804
0 47 7 7 35.96 71 10 10 45.74 118 11 11 0 

50.7
9 

Guanine nucleotide-
binding protein subunit 
beta-2-like 1 

P6
825
4 57 10 8 38.78 98 12 9 46.94 155 13 10 0 

46.9
4 14-3-3 protein theta 

P6
836
8 176 14 6 51.79 176 19 7 59.82 352 20 7 0 

63.6
2 Tubulin alpha-4A chain 

P6
836
9 170 14 6 51.44 194 21 9 59.42 364 22 9 0 

63.1
9 Tubulin alpha-1A chain 
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P6
843
3 1556 23 2 66.91 1760 32 6 67.65 

331
6 32 6 

0.4
7 

67.6
5 Histone H3.1 

P6
851
0 31 5 3 26.83 40 6 4 27.24 71 7 5 

0.4
7 

32.9
3 14-3-3 protein eta 

P7
016
8 114 17 17 29.11 179 26 26 43.15 293 27 27 0 

44.1
8 Importin subunit beta-1 

P7
019
5 57 7 7 28.16 104 15 15 58.48 161 15 15 0 

58.4
8 

Proteasome subunit 
beta type-7 

P7
026
8 10 2 2 5.29 16 4 4 7.29 26 4 4 

0.6
6 7.29 

Serine/threonine-protein 
kinase N1 

P7
029
0 2 2 2 8.58 12 6 6 13.73 14 6 6 

0.4
7 

13.7
3 

55 kDa erythrocyte 
membrane protein 

P7
029
6 3 1 1 13.9 6 2 2 20.86 9 2 2 3.3 

20.8
6 

Phosphatidylethanolami
ne-binding protein 1 

P7
031
5 3 3 3 10 1 1 1 5.77 4 4 4 

0.6
6 

15.7
7 

Wiskott-Aldrich 
syndrome protein 
homolog 

P7
033
3 24 4 3 13.36 18 3 2 9.58 42 4 3 

1.1
9 

13.3
6 

Heterogeneous nuclear 
ribonucleoprotein H2 

P7
037
2 17 4 4 16.26 11 3 3 12.88 28 4 4 

0.6
6 

16.2
6 ELAV-like protein 1 

P7
039
8 35 10 10 6.49 20 7 7 4.73 55 13 13 0 9.14 

Probable ubiquitin 
carboxyl-terminal 
hydrolase FAF-X 

P7
040
4 2 1 1 7.89 5 2 2 13.74 7 2 2 3.3 

13.7
4 

Isocitrate 
dehydrogenase [NAD] 
subunit gamma 1, 
mitochondrial 

P7
044
1 4 2 2 7.04 10 2 2 7.04 14 3 3 

1.1
9 

10.1
4 

Na(+)/H(+) exchange 
regulatory cofactor 
NHE-RF1 

P7
046
0 50 7 7 25.6 57 9 9 35.2 107 10 10 0 

37.8
7 

Vasodilator-stimulated 
phosphoprotein 

P7
067
0 21 4 4 1.92 46 4 4 1.92 67 4 4 

0.6
6 1.92 

Nascent polypeptide-
associated complex 
subunit alpha, muscle-
specific form 

P7
067
7 5 2 2 9.03 8 2 2 12.64 13 4 4 

0.6
6 

21.6
6 Caspase-3 

P7
069
8 3 2 2 5.41 9 4 4 11.51 12 4 4 

0.6
6 

11.5
1 CTP synthase 1 

P8
031
3 22 7 7 20.4 27 7 7 23.35 49 9 9 0 

27.7
6 

T-complex protein 1 
subunit eta 

P8
031
4 103 12 12 40.19 95 10 10 34.58 198 12 12 0 

40.1
9 

T-complex protein 1 
subunit beta 

P8
031
5 56 9 8 27.83 54 8 7 25.05 110 10 9 0 

30.9
8 

T-complex protein 1 
subunit delta 

P8
031
6 72 7 7 27.36 61 7 7 27.54 133 9 9 0 

34.9
4 

T-complex protein 1 
subunit epsilon 

P8
031
7 31 5 5 15.63 34 6 6 21.47 65 8 8 0 

23.5
4 

T-complex protein 1 
subunit zeta 
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P8
031
8 98 16 16 35.6 94 17 17 42.57 192 20 20 0 

44.7
7 

T-complex protein 1 
subunit gamma 

P8
219
8 119 14 14 39.24 320 24 24 58.27 439 25 25 0 

59.5
9 

Transforming growth 
factor-beta-induced 
protein ig-h3 

P8
394
0 5 2 2 28.57 13 1 1 17.86 18 2 2 3.3 

28.5
7 

Transcription 
elongation factor B 
polypeptide 1 

P8
407
8 49 7 2 46.96 66 8 3 49.72 115 8 3 

1.1
9 

49.7
2 

ADP-ribosylation factor 
1 

P8
408
4 27 5 0 34.44 58 9 4 60.56 85 9 4 

0.6
6 

60.5
6 

ADP-ribosylation factor 
5 

P8
408
9 0 0 0   6 2 2 40.38 6 2 2 3.3 

40.3
8 

Enhancer of 
rudimentary homolog 

P8
409
1 16 5 5 20.69 37 7 7 27.59 53 9 9 0 

33.7
9 

AP-2 complex subunit 
mu 

P8
409
6 29 2 2 18.85 33 7 6 36.65 62 7 6 

0.4
7 

36.6
5 

Rho-related GTP-
binding protein RhoG 

P8
422
8 2587 37 13 67.65 3258 49 18 68.38 

584
5 50 19 0 

68.3
8 Histone H3.2 

P8
424
4 1851 29 6 59.56 2078 37 8 60.29 

392
9 37 8 0 

60.2
9 Histone H3.3 

P9
731
0 3 2 2 4.31 15 5 5 8.41 18 5 5 

0.4
7 8.41 

DNA replication 
licensing factor MCM2 

P9
731
1 8 3 3 4.87 9 1 1 1.46 17 3 3 

1.1
9 4.87 

DNA replication 
licensing factor MCM6 

P9
731
3 9 1 1 0.46 28 2 2 0.68 37 2 2 3.3 0.68 

DNA-dependent protein 
kinase catalytic subunit 

P9
735
2 26 4 4 41.84 14 3 3 33.67 40 4 4 

0.6
6 

41.8
4 Protein S100-A13 

P9
736
9 156 16 16 52.51 134 18 18 45.13 290 21 21 0 

54.8
7 

Neutrophil cytosol 
factor 4 

P9
737
1 6 1 1 7.63 31 3 3 18.07 37 3 3 

1.1
9 

18.0
7 

Proteasome activator 
complex subunit 1 

P9
737
2 11 4 4 26.78 32 3 3 20.92 43 4 4 

0.6
6 

26.7
8 

Proteasome activator 
complex subunit 2 

P9
738
4 121 11 11 25.25 172 16 16 31.41 293 16 16 0 

31.4
1 Annexin A11 

P9
742
5 1 1 1 12.18 9 2 2 19.87 10 2 2 3.3 

19.8
7 

Eosinophil cationic 
protein 2 

P9
745
0 3 1 1 17.59 5 3 3 34.26 8 3 3 

1.1
9 

34.2
6 

ATP synthase-coupling 
factor 6, mitochondrial 

P9
749
6 12 3 2 4.17 4 1 1 1.72 16 3 2 3.3 4.17 

SWI/SNF complex 
subunit SMARCC1 

P9
780
7 25 7 7 24.06 47 7 7 26.43 72 9 9 0 

32.1
5 

Fumarate hydratase, 
mitochondrial 

P9
781
4 7 2 2 7.95 6 2 2 7.95 13 2 2 3.3 7.95 

Proline-serine-threonine 
phosphatase-interacting 
protein 1 
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P9
782
2 4 2 2 12.69 2 1 1 5.38 6 2 2 3.3 

12.6
9 

Acidic leucine-rich 
nuclear phosphoprotein 
32 family member E 

P9
782
3 13 2 2 10.43 10 2 2 10.43 23 2 2 3.3 

10.4
3 

Acyl-protein 
thioesterase 1 

P9
902
4 232 21 4 65.32 277 28 5 69.37 509 28 5 

0.4
7 

69.3
7 Tubulin beta-5 chain 

P9
902
6 136 6 6 41.67 138 10 10 55.68 274 10 10 0 

55.6
8 

Proteasome subunit 
beta type-4 

P9
902
7 95 8 8 85.22 75 5 5 69.57 170 8 8 0 

85.2
2 

60S acidic ribosomal 
protein P2 

P9
902
9 41 8 8 48.57 51 8 8 49.05 92 9 9 0 

49.0
5 

Peroxiredoxin-5, 
mitochondrial 

Q0
051
9 268 23 23 25.84 254 29 29 34.46 522 29 29 0 

34.4
6 

Xanthine 
dehydrogenase/oxidase 

Q0
061
2 416 28 28 63.11 474 45 45 74.37 890 46 46 0 

74.3
7 

Glucose-6-phosphate 1-
dehydrogenase X 

Q0
0PI
9 1 1 1 2.28 5 2 2 5.37 6 3 3 

1.1
9 7.65 

Heterogeneous nuclear 
ribonucleoprotein U-
like protein 2 

Q0
132
0 1 1 1 0.98 5 4 3 3.66 6 4 3 

1.1
9 3.66 

DNA topoisomerase 2-
alpha 

Q0
140
5 16 7 5 17.25 12 5 4 12.68 28 8 6 

0.4
7 

18.9
5 

Protein transport 
protein Sec23A 

Q0
173
0 15 4 4 27.08 34 4 4 30.69 49 5 5 

0.4
7 

33.2
1 

Ras suppressor protein 
1 

Q0
185
3 774 43 43 62.28 806 54 54 71.96 

158
0 54 54 0 

71.9
6 

Transitional 
endoplasmic reticulum 
ATPase 

Q0
205
3 286 32 32 43.1 395 47 47 54.44 681 48 48 0 

54.4
4 

Ubiquitin-like modifier-
activating enzyme 1 

Q0
235
7 20 10 10 9.56 49 16 16 14.23 69 18 18 0 

16.3
3 Ankyrin-1 

Q0
326
5 24 6 6 15.01 25 10 10 27.49 49 11 11 0 

29.2
9 

ATP synthase subunit 
alpha, mitochondrial 

Q0
475
0 62 14 14 20.34 194 25 25 32.07 256 25 25 0 

32.0
7 DNA topoisomerase 1 

Q0
514
4 95 11 7 41.67 111 13 7 53.12 206 15 9 0 

55.7
3 

Ras-related C3 
botulinum toxin 
substrate 2 

Q0
613
8 0 0 0   6 2 2 7.04 6 2 2 3.3 7.04 

Calcium-binding 
protein 39 

Q0
707
6 37 5 5 15.98 80 8 8 23.33 117 8 8 0 

23.3
3 Annexin A7 

Q0
741
7 10 2 2 10.44 5 2 2 10.44 15 2 2 3.3 

10.4
4 

Short-chain specific 
acyl-CoA 
dehydrogenase, 
mitochondrial 

Q0
779
7 4 1 1 3.12 16 4 4 13.17 20 4 4 

0.6
6 

13.1
7 

Galectin-3-binding 
protein 
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Q0
894
3 3 2 2 3.67 0 0 0   3 2 2 3.3 3.67 

FACT complex subunit 
SSRP1 

Q0
901
4 71 16 16 48.72 98 17 17 52.82 169 21 21 0 

59.7
4 

Neutrophil cytosol 
factor 1 

Q0
9P
K2  97 8 8 48.67 118 9 9 58.11 215 9 9 0 

58.1
1 

Retroviral-like aspartic 
protease 1 

Q1
101
1 80 20 20 31.63 138 25 25 40.33 218 27 27 0 

41.5
2 

Puromycin-sensitive 
aminopeptidase 

Q1
4C
H1 0 0 0   2 2 2 4.87 2 2 2 3.3 4.87 

Molybdenum cofactor 
sulfurase 

Q3
TB
D2 21 7 7 12.99 26 8 8 14.07 47 10 10 0 

17.9
2 

Minor 
histocompatibility 
protein HA-1 

Q3
TE
A8
-2 71 14 14 32.53 33 9 9 24.03 104 16 16 0 

36.4
1 

Isoform 2 of 
Heterochromatin 
protein 1-binding 
protein 3 

Q3
TH
E2 114 12 3 79.65 144 14 3 79.65 258 14 3 

1.1
9 

79.6
5 

Myosin regulatory light 
chain 12B 

Q3
TH
K7  7 2 2 5.63 12 2 2 5.34 19 3 3 

1.1
9 8.23 

GMP synthase 
[glutamine-
hydrolyzing] 

Q3
TR
M8 193 20 18 34.27 262 26 24 40.46 455 27 25 0 

42.5
2 Hexokinase-3 

Q3
T
W9
6 11 3 3 7.89 12 4 4 11.44 23 4 4 

0.6
6 

11.4
4 

UDP-N-
acetylhexosamine 
pyrophosphorylase-like 
protein 1 

Q3
T
W
W8  0 0 0   2 2 2 5.31 2 2 2 3.3 5.31 

Serine/arginine-rich 
splicing factor 6 

Q3
TX
S7 127 20 20 34.1 125 17 17 32.21 252 24 24 0 

40.2
9 

26S proteasome non-
ATPase regulatory 
subunit 1 

Q3
U0
V1 8 3 3 6.02 6 2 2 3.61 14 3 3 

1.1
9 6.02 

Far upstream element-
binding protein 2 

Q3
U1
J4 25 7 7 11.84 28 7 7 10.09 53 11 11 0 

17.2
8 

DNA damage-binding 
protein 1 

Q3
U2
G2  55 11 11 20.78 90 18 18 34.32 145 21 21 0 38.6 

Heat shock 70 kDa 
protein 4 

Q3
U3
90 2 2 2 6.14 1 1 1 3.58 3 2 2 3.3 6.14 Protein Sirpb1b 
Q3
U7
R1 9 2 2 2.47 32 6 6 10.35 41 6 6 

0.4
7 

10.3
5 

Extended 
synaptotagmin-1 

Q3
U8
98 11 1 1 35.09 12 2 2 71.93 23 2 2 3.3 

71.9
3 

Myeloma-
overexpressed gene 2 
protein homolog 

Q3
UA
06 0 0 0   3 2 2 6.02 3 2 2 3.3 6.02 

Pachytene checkpoint 
protein 2 homolog 

Q3
UD
E2 3 1 1 1.56 2 2 2 3.6 5 2 2 3.3 3.6 

Tubulin--tyrosine 
ligase-like protein 12 

Q3
UH
H2 0 0 0   2 2 2 4.21 2 2 2 3.3 4.21 

Solute carrier family 22 
member 23 
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Q3
UJ
B0 9 6 6 10.59 16 3 3 3.87 25 7 7 0 

11.3
9 Protein Sf3b2 

Q3
UK
J7 0 0 0   3 2 2 4.87 3 2 2 3.3 4.87 

WD40 repeat-
containing protein 
SMU1 

Q3
UK
W2  263 8 8 60.41 254 13 13 63.96 517 14 14 0 

64.9
7 Calmodulin 

Q3
U
M4
5 5 3 3 10.8 8 2 2 10.53 13 4 4 

0.6
6 

16.3
4 

Protein phosphatase 1 
regulatory subunit 7 

Q3
U
M
W7  3 1 1 4.95 17 3 3 14.32 20 3 3 

1.1
9 

14.3
2 

MAP kinase-activated 
protein kinase 3 

Q3
UN
D0 25 9 9 41.06 30 7 7 24.86 55 11 11 0 51.4 

Src kinase-associated 
phosphoprotein 2 

Q3
UP
87 48 6 6 35.85 120 12 12 43.4 168 14 14 0 

55.0
9 Neutrophil elastase 

Q3
UP
L0  0 0 0   12 4 4 5.69 12 4 4 

0.6
6 5.69 

Protein transport 
protein Sec31A 

Q3
UQ
44 41 6 4 5.27 15 5 4 4.57 56 7 5 

0.4
7 6.22 

Ras GTPase-activating-
like protein IQGAP2 

Q3
U
W5
3 19 6 6 11.34 57 8 8 16.63 76 10 10 0 

19.0
1 Protein Niban 

Q3
UY
V9 15 6 6 10.76 24 8 8 14.3 39 9 9 0 

15.1
9 

Nuclear cap-binding 
protein subunit 1 

Q3
UZ
39 6 5 5 10.29 26 6 6 13.31 32 9 9 0 

14.8
1 

Leucine-rich repeat 
flightless-interacting 
protein 1 

Q3
UZ
A1  2 2 2 11.17 0 0 0   2 2 2 3.3 

11.1
7 

CapZ-interacting 
protein 

Q3
UZ
Z4  91 12 12 28.32 95 10 10 25.74 186 14 14 0 

31.8
8 Olfactomedin-4 

Q3
V1
G4  12 1 1 2.55 21 4 4 8.45 33 4 4 

0.6
6 8.45 

Olfactomedin-like 
protein 2B 

Q3
V1
L4  61 11 11 30.54 94 10 10 28.39 155 12 12 0 

32.3
2 

Cytosolic purine 5'-
nucleotidase 

Q3
V3
R1 7 3 3 4.71 9 3 3 4.61 16 4 4 

0.6
6 6.14 

Monofunctional C1-
tetrahydrofolate 
synthase, mitochondrial 

Q4
97J
0 12 3 3 37.11 10 2 2 24.74 22 3 3 

1.1
9 

37.1
1 

MCG130175, isoform 
CRA_b 

Q4
LD
D4 2 2 2 2.07 8 3 3 4.55 10 4 4 

0.6
6 5.58 

Arf-GAP with Rho-
GAP domain, ANK 
repeat and PH domain-
containing protein 1 

Q4
QR
L3  7 4 4 4.93 7 5 5 4.73 14 7 7 0 7.56 

Coiled-coil domain-
containing protein 88B 

Q4
VA
A7  0 0 0   4 2 2 4.53 4 2 2 3.3 4.53 Sorting nexin-33 
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Q5
01J
6 26 5 1 9.08 36 7 3 13.23 62 7 3 

1.1
9 

13.2
3 

Probable ATP-
dependent RNA 
helicase DDX17 

Q5
2K
I8  6 2 2 5.07 5 1 1 2.96 11 2 2 3.3 5.07 

Serine/arginine 
repetitive matrix protein 
1 

Q5
71
E4 2 1 1 2.31 22 3 3 10.19 24 3 3 

1.1
9 

10.1
9 

N-acetylgalactosamine-
6-sulfatase 

Q5
71I
9 76 7 7 12.84 59 8 8 14.46 135 8 8 0 

14.4
6 

Aldehyde 
dehydrogenase family 
16 member A1 

Q5
FW
K3  4 2 2 8.2 12 2 2 10.02 16 3 3 

1.1
9 

14.1
2 

Rho GTPase-activating 
protein 1 

Q5
RK
N9 97 12 10 61.89 115 11 9 61.54 212 13 11 0 

61.8
9 

Capping protein (Actin 
filament) muscle Z-line, 
alpha 1 

Q5
SQ
X6 29 10 4 11.01 21 6 3 6.07 50 12 6 

0.4
7 

13.1
7 

Cytoplasmic FMR1-
interacting protein 2 

Q5
SS
L4  2 2 2 4.66 15 4 4 8.73 17 4 4 

0.6
6 8.73 

Active breakpoint 
cluster region-related 
protein 

Q5
SS
W2  9 2 2 2.17 7 2 2 2.17 16 2 2 3.3 2.17 

Proteasome activator 
complex subunit 4 

Q5
SU
A5  3 2 2 2.15 3 1 1 1.07 6 2 2 3.3 2.15 

Unconventional 
myosin-Ig 

Q5
SU
R0 36 10 10 14.66 47 11 11 16.01 83 15 15 0 

21.0
2 

Phosphoribosylformylgl
ycinamidine synthase 

Q5
XG
71 0 0 0   2 2 2 1 2 2 2 3.3 1 

Small subunit 
processome component 
20 homolog 

Q5
XJ
Y5 4 2 2 4.5 3 1 1 2.15 7 2 2 3.3 4.5 Coatomer subunit delta 
Q6
059
7 0 0 0   4 3 3 7.14 4 3 3 

1.1
9 7.14 

2-oxoglutarate 
dehydrogenase, 
mitochondrial 

Q6
060
5-2 195 10 10 76.16 184 14 14 76.82 379 14 14 0 

76.8
2 

Isoform Smooth muscle 
of Myosin light 
polypeptide 6 

Q6
063
1 8 2 2 18.89 33 3 3 22.12 41 3 3 

1.1
9 

22.1
2 

Growth factor receptor-
bound protein 2 

Q6
066
8 66 8 8 25.63 60 8 8 25.92 126 10 10 0 

25.9
2 

Heterogeneous nuclear 
ribonucleoprotein D0 

Q6
067
5 0 0 0   2 2 2 1.03 2 2 2 3.3 1.03 

Laminin subunit alpha-
2 

Q6
069
2 57 4 4 34.45 96 9 9 65.55 153 9 9 0 

65.5
5 

Proteasome subunit 
beta type-6 

Q6
071
0 197 20 20 47.53 234 27 27 53.11 431 27 27 0 

53.1
1 

Deoxynucleoside 
triphosphate 
triphosphohydrolase 
SAMHD1 

Q6
073
7 36 7 7 29.41 27 6 6 26.34 63 7 7 0 

29.4
1 

Casein kinase II subunit 
alpha 

Q6
074
9 4 2 2 7.67 11 2 2 7.67 15 2 2 3.3 7.67 

KH domain-containing, 
RNA-binding, signal 
transduction-associated 
protein 1 
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Q6
086
4 15 4 4 10.68 46 7 7 19.15 61 7 7 0 

19.1
5 

Stress-induced-
phosphoprotein 1 

Q6
086
5 3 1 1 1.7 21 4 4 13.15 24 4 4 

0.6
6 

13.1
5 Caprin-1 

Q6
096
3 16 5 5 20.91 68 10 10 37.73 84 11 11 0 

37.7
3 

Platelet-activating 
factor acetylhydrolase 

Q6
096
7 0 0 0   2 2 2 4.81 2 2 2 3.3 4.81 

Bifunctional 3'-
phosphoadenosine 5'-
phosphosulfate synthase 
1 

Q6
097
2 39 8 5 34.82 47 7 3 25.65 86 9 5 

0.4
7 

36.7
1 

Histone-binding protein 
RBBP4 

Q6
097
3 14 5 2 15.76 21 5 1 14.82 35 6 2 3.3 

17.6
5 

Histone-binding protein 
RBBP7 

Q6
102
4 7 2 2 4.1 26 5 5 12.12 33 5 5 

0.4
7 

12.1
2 

Asparagine synthetase 
[glutamine-
hydrolyzing] 

Q6
103
3 16 5 5 9.52 32 9 9 20.78 48 11 11 0 

22.9
4 

Lamina-associated 
polypeptide 2, isoforms 
alpha/zeta 

Q6
103
5 33 9 9 29.27 107 14 14 39.49 140 14 14 0 

39.4
9 

Histidine--tRNA ligase, 
cytoplasmic 

Q6
108
1 10 1 1 5.54 14 2 2 10.03 24 2 2 3.3 

10.0
3 

Hsp90 co-chaperone 
Cdc37 

Q6
109
3 0 0 0   3 2 2 8.6 3 2 2 3.3 8.6 

Cytochrome b-245 
heavy chain 

Q6
109
6 49 8 8 31.5 101 9 9 31.5 150 9 9 0 31.5 Myeloblastin 
Q6
114
7 0 0 0   32 10 10 16.31 32 10 10 0 

16.3
1 Ceruloplasmin 

Q6
116
6 12 4 4 29.1 14 4 4 27.61 26 6 6 

0.4
7 

42.1
6 

Microtubule-associated 
protein RP/EB family 
member 1 

Q6
117
1 35 5 5 26.77 39 8 8 61.11 74 8 8 0 

61.1
1 Peroxiredoxin-2 

Q6
118
7 0 0 0   9 2 2 11.76 9 2 2 3.3 

11.7
6 

Tumor susceptibility 
gene 101 protein 

Q6
120
6 0 0 0   4 2 2 18.78 4 2 2 3.3 

18.7
8 

Platelet-activating 
factor acetylhydrolase 
IB subunit beta 

Q6
120
7 2 1 1 2.69 5 2 2 4.67 7 2 2 3.3 4.67 Prosaposin 
Q6
121
0-5 52 14 14 23.39 52 9 9 15.53 104 16 16 0 

26.4
6 

Isoform 5 of Rho 
guanine nucleotide 
exchange factor 1 

Q6
123
3 771 41 41 79.27 784 52 52 84.37 

155
5 54 54 0 

84.3
7 Plastin-2 

Q6
136
2 27 5 5 19.02 64 7 7 30.59 91 7 7 0 

30.5
9 

Chitinase-3-like protein 
1 

Q6
140
0 0 0 0   8 2 2 19.62 8 2 2 3.3 

19.6
2 

Carcinoembryonic 
antigen-related cell 
adhesion molecule 10 
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Q6
141
9 5 2 2 6.41 4 1 1 3.99 9 2 2 3.3 6.41 

Cytidine 
monophosphate-N-
acetylneuraminic acid 
hydroxylase 

Q6
154
5 9 2 2 4.43 17 3 3 7.18 26 3 3 

1.1
9 7.18 

RNA-binding protein 
EWS 

Q6
155
0 2 2 2 6.77 0 0 0   2 2 2 3.3 6.77 

Double-strand-break 
repair protein rad21 
homolog 

Q6
159
8 146 20 16 53.71 225 26 22 62.25 371 26 22 0 

62.2
5 

Rab GDP dissociation 
inhibitor beta 

Q6
159
9 61 6 6 48.5 109 9 9 53 170 10 10 0 53 

Rho GDP-dissociation 
inhibitor 2 

Q6
163
5 0 0 0   6 4 4 13.33 6 4 4 

0.6
6 

13.3
3 GTP-binding protein 

Q6
164
6 176 12 12 42.65 239 17 17 56.77 415 17 17 0 

56.7
7 Haptoglobin 

Q6
165
5 0 0 0   5 2 2 7.74 5 2 2 3.3 7.74 

ATP-dependent RNA 
helicase DDX19A 

Q6
165
6 33 6 2 11.89 35 7 3 15.15 68 7 3 

1.1
9 

15.1
5 

Probable ATP-
dependent RNA 
helicase DDX5 

Q6
168
6 2 2 2 13.61 2 1 1 6.81 4 3 3 

1.1
9 

20.4
2 

Chromobox protein 
homolog 5 

Q6
175
3 8 2 2 3.94 33 6 6 14.63 41 6 6 

0.4
7 

14.6
3 

D-3-phosphoglycerate 
dehydrogenase 

Q6
176
8 10 3 3 4.36 11 3 3 4.47 21 4 4 

0.6
6 5.82 Kinesin-1 heavy chain 

Q6
179
2 3 2 2 10.65 6 2 2 10.65 9 2 2 3.3 

10.6
5 

LIM and SH3 domain 
protein 1 

Q6
180
5 2 2 2 9.77 13 3 3 12.06 15 3 3 

1.1
9 

12.0
6 

Lipopolysaccharide-
binding protein 

Q6
183
8 3 1 1 1.07 77 25 24 27.49 80 25 24 0 

27.4
9 Alpha-2-macroglobulin 

Q6
188
1 16 4 4 8.48 10 4 4 8.9 26 6 6 

0.4
7 

13.3
5 

DNA replication 
licensing factor MCM7 

Q6
193
7 112 6 6 26.03 116 7 7 26.03 228 7 7 0 

26.0
3 Nucleophosmin 

Q6
199
0 30 3 1 12.15 36 4 2 16.57 66 4 2 3.3 

16.5
7 

Poly(rC)-binding 
protein 2 

Q6
209
3 9 2 2 11.31 27 2 2 11.31 36 2 2 3.3 

11.3
1 

Serine/arginine-rich 
splicing factor 2 

Q6
216
7 31 6 5 12.08 26 7 6 14.65 57 8 7 0 

16.4
7 

ATP-dependent RNA 
helicase DDX3X 

Q6
217
8 0 0 0   6 2 2 5.13 6 2 2 3.3 5.13 Semaphorin-4A 
Q6
220
3 4 2 2 8.84 0 0 0   4 2 2 3.3 8.84 

Splicing factor 3A 
subunit 2 
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Q6
226
1 128 32 31 22.77 145 26 26 17.77 273 38 37 0 

26.6
6 

Spectrin beta chain, 
non-erythrocytic 1 

Q6
231
8 13 5 5 10.67 9 3 3 6.35 22 6 6 

0.4
7 

12.8
3 

Transcription 
intermediary factor 1-
beta 

Q6
234
8 14 3 3 22.37 18 3 3 22.37 32 3 3 

1.1
9 

22.3
7 Translin 

Q6
237
6 13 5 5 17.41 30 6 6 16.74 43 8 8 0 

21.8
8 

U1 small nuclear 
ribonucleoprotein 70 
kDa 

Q6
238
3 0 0 0   3 3 3 3.59 3 3 3 

1.1
9 3.59 

Transcription 
elongation factor SPT6 

Q6
239
3 6 2 2 22.32 11 3 3 22.32 17 3 3 

1.1
9 

22.3
2 Tumor protein D52 

Q6
241
8 24 6 6 22.94 22 6 6 22.02 46 7 7 0 

25.2
3 Drebrin-like protein 

Q6
242
2 19 4 4 29.77 59 7 7 37.21 78 7 7 0 

37.2
1 

Osteoclast-stimulating 
factor 1 

Q6
243
1 0 0 0   7 2 2 4.66 7 2 2 3.3 4.66 

AT-rich interactive 
domain-containing 
protein 3A 

Q6
246
5 17 7 7 23.4 35 8 8 24.63 52 10 10 0 

26.8
5 

Synaptic vesicle 
membrane protein 
VAT-1 homolog 

Q6
252
3 5 2 2 4.96 13 5 5 13.83 18 5 5 

0.4
7 

13.8
3 Zyxin 

Q6
381
0 1 1 1 17.06 17 5 5 52.35 18 5 5 

0.4
7 

52.3
5 

Calcineurin subunit B 
type 1 

Q6
382
9 9 2 2 16.92 9 1 1 10.77 18 2 2 3.3 

16.9
2 

COMM domain-
containing protein 3 

Q6
384
4 48 9 7 34.47 72 9 6 33.68 120 10 7 0 

36.5
8 

Mitogen-activated 
protein kinase 3 

Q6
391
8 0 0 0   3 2 2 5.98 3 2 2 3.3 5.98 

Serum deprivation-
response protein 

Q6
401
2 8 2 2 9.94 16 3 3 13.78 24 3 3 

1.1
9 

13.7
8 

RNA-binding protein 
Raly 

Q6
415
2 5 3 3 33.82 25 4 4 33.82 30 4 4 

0.6
6 

33.8
2 

Transcription factor 
BTF3 

Q6
427
7 0 0 0   5 2 2 7.07 5 2 2 3.3 7.07 

ADP-ribosyl 
cyclase/cyclic ADP-
ribose hydrolase 2 

Q6
432
4 17 5 5 11.8 45 6 6 15.51 62 7 7 0 

18.2
1 

Syntaxin-binding 
protein 2 

Q6
443
3 0 0 0   2 2 2 21.57 2 2 2 3.3 

21.5
7 

10 kDa heat shock 
protein, mitochondrial 

Q6
444
2 2 1 1 4.48 9 2 2 9.24 11 2 2 3.3 9.24 Sorbitol dehydrogenase 
Q6
445
5 0 0 0   2 2 2 2.67 2 2 2 3.3 2.67 

Receptor-type tyrosine-
protein phosphatase eta 

Q6
451
1 12 5 5 3.35 20 6 5 4.34 32 8 7 0 5.46 

DNA topoisomerase 2-
beta 
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Q6
451
4 21 6 6 8.95 52 16 16 19.18 73 17 17 0 

19.9
7 Tripeptidyl-peptidase 2 

Q6
467
4 2 1 1 4.3 9 4 4 18.21 11 5 5 

0.4
7 

18.2
1 Spermidine synthase 

Q6
472
7 231 31 31 43.43 359 37 37 47.75 590 38 38 0 

48.7
8 Vinculin 

Q6
473
7 2 2 2 4.36 8 3 3 5.64 10 4 4 

0.6
6 8.12 

Trifunctional purine 
biosynthetic protein 
adenosine-3 

Q6
8F
D5 539 51 51 44.06 459 59 59 50.15 998 63 63 0 51.7 Clathrin heavy chain 1 

Q6
9Z
K0  4 3 3 4.12 6 2 2 2.55 10 5 5 

0.4
7 6.67 

Phosphatidylinositol 
3,4,5-trisphosphate-
dependent Rac 
exchanger 1 protein 

Q6
A0
26 5 3 3 4.73 3 1 1 1.05 8 3 3 

1.1
9 4.73 

Sister chromatid 
cohesion protein PDS5 
homolog A 

Q6
A0
68 4 3 3 6.11 0 0 0   4 3 3 

1.1
9 6.11 

Cell division cycle 5-
like protein 

Q6
A4
J8 36 10 10 15.59 56 14 14 19.49 92 17 17 0 

23.7
5 

Ubiquitin carboxyl-
terminal hydrolase 7 

Q6
BC
L1  2 2 2 4.3 1 1 1 1.93 3 3 3 

1.1
9 6.22 

PML-RARA-regulated 
adapter molecule 1 

Q6
DT
Y7 7 4 4 10.45 11 3 3 7.25 18 4 4 

0.6
6 

10.4
5 

6-phosphofructo-2-
kinase/fructose-2,6-
bisphosphatase 4 

Q6
GS
S7 7241 50 16 70.77 5950 60 22 73.08 

131
91 63 22 0 

73.0
8 Histone H2A type 2-A 

Q6
IR
U2 8 3 3 13.31 35 9 8 40.32 43 9 8 0 

40.3
2 

Tropomyosin alpha-4 
chain 

Q6
NS
R8 1 1 1 5.15 4 3 3 8.97 5 4 4 

0.6
6 

14.1
2 

Probable 
aminopeptidase 
NPEPL1 

Q6
NX
H9 15 1 0 2.23 22 3 2 6.49 37 3 2 3.3 6.49 

Keratin, type II 
cytoskeletal 73 

Q6
P0
69 33 6 6 33.84 94 11 10 48.48 127 12 11 0 

48.4
8 Sorcin 

Q6
P1
B1 5 3 3 9.63 21 4 4 13.96 26 5 5 

0.4
7 

15.4
1 

Xaa-Pro 
aminopeptidase 1 

Q6
P2
B1 9 5 5 9.86 22 6 6 15.93 31 8 8 0 

18.9
6 Transportin-3 

Q6
P4
T2  136 28 28 20.08 108 23 23 17.09 244 33 33 0 

23.7
8 

U5 small nuclear 
ribonucleoprotein 200 
kDa helicase 

Q6
P5
E4 97 19 19 23.28 200 31 31 33.66 297 32 32 0 

34.6
2 

UDP-
glucose:glycoprotein 
glucosyltransferase 1 

Q6
P5
F9  63 14 14 20.07 144 19 19 27.64 207 20 20 0 

28.7
6 Exportin-1 

Q6
P8
K8  0 0 0   3 2 2 5.24 3 2 2 3.3 5.24 Carboxypeptidase A4 
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Q6
PA
V2 1 1 1 2.18 4 2 2 3.5 5 2 2 3.3 3.5 

Probable E3 ubiquitin-
protein ligase HERC4 

Q6
PD
03 19 7 7 17.9 43 9 9 25.72 62 11 11 0 

30.4
5 

Serine/threonine-protein 
phosphatase 2A 56 kDa 
regulatory subunit alpha 
isoform 

Q6
PD
G5  17 2 1 2.72 5 2 2 3.3 22 3 2 3.3 4.29 

SWI/SNF complex 
subunit SMARCC2 

Q6
PD
I5  12 4 4 4.51 16 6 6 6.96 28 8 8 0 9.02 

Proteasome-associated 
protein ECM29 
homolog 

Q6
PD
M2 15 4 4 23.79 24 4 4 23.79 39 4 4 

0.6
6 

23.7
9 

Serine/arginine-rich 
splicing factor 1 

Q6
PD
Q2 24 10 10 8.83 39 7 7 7 63 11 11 0 

10.0
8 

Chromodomain-
helicase-DNA-binding 
protein 4 

Q6
PE
01 4 2 2 10.89 4 1 1 3.07 8 2 2 3.3 

10.8
9 

U5 small nuclear 
ribonucleoprotein 40 
kDa protein 

Q6
PE
B6 5 2 2 23.11 4 2 2 23.11 9 2 2 3.3 

23.1
1 

MOB-like protein 
phocein 

Q6
PH
U5 0 0 0   5 2 2 2.91 5 2 2 3.3 2.91 Sortilin 
Q6
Q8
99 3 2 2 5.08 7 3 3 6.26 10 4 4 

0.6
6 8.42 

Probable ATP-
dependent RNA 
helicase DDX58 

Q6
QI
06 1 1 1 0.47 2 2 2 0.53 3 2 2 3.3 0.53 

Rapamycin-insensitive 
companion of mTOR 

Q6
UR
W6  40 6 2 3.6 47 8 2 4.05 87 8 2 3.3 4.05 Myosin-14 
Q6
W
VG
3 41 5 5 20.8 44 6 6 24.16 85 7 7 0 

30.5
8 

BTB/POZ domain-
containing protein 
KCTD12 

Q6
ZQ
38 65 11 11 15.04 51 9 9 13.17 116 12 12 0 

16.5
9 

Cullin-associated 
NEDD8-dissociated 
protein 1 

Q6
ZQ
A0  40 10 10 5.87 31 9 9 6.13 71 13 13 0 8.28 

Neurobeachin-like 
protein 2 

Q6
ZQ
K5  10 3 3 6.49 7 4 4 8.83 17 5 5 

0.4
7 11.3 

Arf-GAP with coiled-
coil, ANK repeat and 
PH domain-containing 
protein 2 

Q6
Z
W
M4 2 1 1 16.67 12 2 2 41.67 14 2 2 3.3 

41.6
7 

U6 snRNA-associated 
Sm-like protein LSm8 

Q6
Z
W
N5 12 3 3 12.37 4 1 1 4.12 16 3 3 

1.1
9 

12.3
7 

40S ribosomal protein 
S9 

Q6
Z
W
Q0 2 2 2 0.42 2 1 1 0.25 4 3 3 

1.1
9 0.67 Nesprin-2 

Q6
Z
W
Q9 100 11 3 63.95 136 14 4 79.65 236 15 5 

0.4
7 

79.6
5 MCG5400 

Q6
Z 100 36 36 6.81 56 19 19 3.47 156 42 42 0 7.83 Nesprin-1 
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W
R6 

Q6
Z
W
X6 8 1 1 3.81 12 4 4 19.37 20 4 4 

0.6
6 

19.3
7 

Eukaryotic translation 
initiation factor 2 
subunit 1 

Q7
6M
Z3  145 15 13 38.71 153 18 16 44.82 298 20 17 0 

48.5
6 

Serine/threonine-protein 
phosphatase 2A 65 kDa 
regulatory subunit A 
alpha isoform 

Q7
8P
Y7 23 8 8 17.03 52 13 13 22.53 75 15 15 0 

23.9
6 

Staphylococcal 
nuclease domain-
containing protein 1 

Q7
8Z
A7  19 4 4 15.2 26 4 4 15.2 45 4 4 

0.6
6 15.2 

Nucleosome assembly 
protein 1-like 4 

Q7
92
Z1  17 2 2 18.7 16 3 3 23.17 33 3 3 

1.1
9 

23.1
7 MCG140784 

Q7
M6
Y3 3 1 1 3.03 6 3 3 6.82 9 3 3 

1.1
9 6.82 

Phosphatidylinositol-
binding clathrin 
assembly protein 

Q7
TM
B8 26 8 2 7.58 18 5 2 4.79 44 8 2 3.3 7.58 

Cytoplasmic FMR1-
interacting protein 1 

Q7
TM
K9  7 3 3 6.74 6 2 2 4.65 13 3 3 

1.1
9 6.74 

Heterogeneous nuclear 
ribonucleoprotein Q 

Q7
TM
M9 188 16 1 48.31 234 23 2 58.43 422 23 2 3.3 

58.4
3 Tubulin beta-2A chain 

Q7
TN
G5  11 3 3 8.17 18 4 4 11.25 29 4 4 

0.6
6 

11.2
5 

Echinoderm 
microtubule-associated 
protein-like 2 

Q7
TN
P2 40 3 1 8.49 30 4 2 11.98 70 5 2 3.3 

13.9
8 

Serine/threonine-protein 
phosphatase 2A 65 kDa 
regulatory subunit A 
beta isoform 

Q7
TN
V0 24 5 5 16.32 39 5 5 16.32 63 5 5 

0.4
7 

16.3
2 Protein DEK 

Q7
TP
D0 4 2 2 4.13 1 1 1 1.63 5 2 2 3.3 4.13 

Integrator complex 
subunit 3 

Q7
TP
R4 572 43 26 59.42 654 55 38 76.01 

122
6 57 38 0 

76.0
1 Alpha-actinin-1 

Q7
TP
V4 3 2 2 2.98 19 6 6 6.92 22 7 7 0 8.41 

Myb-binding protein 
1A 

Q7
TQ
I3  16 2 2 11.07 17 5 5 19.56 33 5 5 

0.4
7 

19.5
6 

Ubiquitin thioesterase 
OTUB1 

Q7
TSI
3 7 5 4 12.5 8 5 4 12.97 15 6 5 

0.4
7 

15.6
5 

Serine/threonine-protein 
phosphatase 6 
regulatory subunit 1 

Q7
TS
V4 5 1 1 2.9 11 2 2 4.84 16 2 2 3.3 4.84 Phosphoglucomutase-2 
Q8
0U
G5  10 4 4 8.4 1 1 1 3.09 11 4 4 

0.6
6 8.4 Septin-9 

Q8
0U
M3 14 1 1 3.24 14 3 3 7.4 28 3 3 

1.1
9 7.4 

N-alpha-
acetyltransferase 15, 
NatA auxiliary subunit 

Q8
0U
R4 0 0 0   25 3 3 12.89 25 3 3 

1.1
9 

12.8
9 Mast cell protease-11 
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Q8
0W
S3 2 1 1 3.5 5 2 2 7.01 7 2 2 3.3 7.01 

rRNA/tRNA 2'-O-
methyltransferase 
fibrillarin-like protein 1 

Q8
0X
41 12 5 5 17.05 33 6 6 19.09 45 6 6 

0.4
7 

19.0
9 

Serine/threonine-protein 
kinase VRK1 

Q8
0X
90 39 6 4 3.61 16 4 2 2.34 55 7 5 

0.4
7 4.38 Filamin-B 

Q8
10
B6 14 5 5 7.53 6 2 2 4.45 20 6 6 

0.4
7 

10.0
9 Rabankyrin-5 

Q8
BF
Q4 4 2 2 10.22 10 2 2 10.86 14 3 3 

1.1
9 14.7 

WD repeat-containing 
protein 82 

Q8
BF
Y6 5 1 1 11.27 34 4 4 24.73 39 4 4 

0.6
6 

24.7
3 Peflin 

Q8
BF
Y9 5 3 3 3.9 22 8 8 14.03 27 10 10 0 

16.4
8 Transportin-1 

Q8
BF
Z3  2606 47 7 53.72 2125 73 12 63.03 

473
1 75 12 0 

63.0
3 Beta-actin-like protein 2 

Q8
BG
05 59 8 7 26.39 61 10 8 28.5 120 11 9 0 

29.8
2 

Heterogeneous nuclear 
ribonucleoprotein A3 

Q8
BG
32 47 9 9 30.57 55 9 9 32.94 102 10 10 0 

35.7
8 

26S proteasome non-
ATPase regulatory 
subunit 11 

Q8
BG
48 2 2 2 7.8 0 0 0   2 2 2 3.3 7.8 

Serine/threonine-protein 
kinase 17B 

Q8
BG
A3  2 2 2 3.5 0 0 0   2 2 2 3.3 3.5 

Leucine-rich repeat 
transmembrane 
neuronal protein 2 

Q8
BG
Q7 18 6 6 11.98 34 9 9 17.46 52 10 10 0 

19.2
1 

Alanine--tRNA ligase, 
cytoplasmic 

Q8
BH
43 9 2 2 6.44 3 1 1 3.82 12 2 2 3.3 6.44 

Wiskott-Aldrich 
syndrome protein 
family member 2 

Q8
BH
59 0 0 0   2 2 2 7.24 2 2 2 3.3 7.24 

Calcium-binding 
mitochondrial carrier 
protein Aralar1 

Q8
BH
61 81 13 13 25 35 9 9 19.54 116 13 13 0 25 

Coagulation factor XIII 
A chain 

Q8
BH
69 5 2 2 11.22 8 3 3 17.09 13 4 4 

0.6
6 

22.9
6 

Selenide, water dikinase 
1 

Q8
BH
D7 39 6 6 30.02 32 3 2 12.43 71 7 6 

0.4
7 

31.5
5 

Polypyrimidine tract-
binding protein 3 

Q8
BH
G1  18 9 9 12.92 40 9 9 14.9 58 12 12 0 

17.3
1 Nardilysin 

Q8
BH
N3 39 9 9 16.84 65 19 19 28.39 104 21 21 0 

33.5
8 

Neutral alpha-
glucosidase AB 

Q8
BI
Q5 2 2 2 7.07 0 0 0   2 2 2 3.3 7.07 

Cleavage stimulation 
factor subunit 2 

Q8
BJ
S4 8 4 4 7.25 25 5 5 8.48 33 6 6 

0.4
7 10.4 

SUN domain-
containing protein 2 

Q8
BJ
Y1 25 9 9 32.54 26 5 5 13.89 51 10 10 0 

33.3
3 

26S proteasome non-
ATPase regulatory 
subunit 5 
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Q8
BK
67 8 2 2 9.62 28 6 6 17.88 36 7 7 0 

23.8
5 Protein RCC2 

Q8
BK
C5 91 18 18 25.71 160 25 25 34.37 251 27 27 0 

38.0
1 Importin-5 

Q8
BL
97 18 3 3 11.24 38 4 4 15.73 56 4 4 

0.6
6 

15.7
3 

Serine/arginine-rich 
splicing factor 7 

Q8
B
MJ
2 11 3 3 4.07 9 3 3 4.41 20 4 4 

0.6
6 5.18 

Leucine--tRNA ligase, 
cytoplasmic 

Q8
B
M
K4  2 2 2 6.26 0 0 0   2 2 2 3.3 6.26 

Cytoskeleton-associated 
protein 4 

Q8
B
ML
9 6 3 3 7.61 4 3 3 7.1 10 4 4 

0.6
6 9.16 

Glutaminyl-tRNA 
synthetase 

Q8
B
MS
1 3 3 3 8.78 5 4 4 11.27 8 5 5 

0.4
7 13.5 

Trifunctional enzyme 
subunit alpha, 
mitochondrial 

Q8
BN
D5 2 2 2 3.61 56 6 6 11.63 58 6 6 

0.4
7 

11.6
3 Sulfhydryl oxidase 1 

Q8
BP
47 33 8 8 18.07 62 10 10 24.69 95 10 10 0 

24.6
9 

Asparagine--tRNA 
ligase, cytoplasmic 

Q8
BP
U7 47 11 11 30.67 34 6 6 22.7 81 11 11 0 

30.6
7 

Engulfment and cell 
motility protein 1 

Q8
BR
F7  0 0 0   4 3 3 8.92 4 3 3 

1.1
9 8.92 

Sec1 family domain-
containing protein 1 

Q8
BT
60 10 3 3 7.32 45 10 9 25.52 55 10 9 0 

25.5
2 Copine-3 

Q8
BT
M8 876 77 75 45.26 885 101 99 51.91 

176
1 105 103 0 53 Filamin-A 

Q8
BT
Z7  10 5 5 21.11 18 3 3 12.22 28 5 5 

0.4
7 

21.1
1 

Mannose-1-phosphate 
guanyltransferase beta 

Q8
BU
30 15 7 7 9.83 12 3 3 4.04 27 7 7 0 9.83 

Isoleucine--tRNA 
ligase, cytoplasmic 

Q8
BU
V3 3 1 1 2.21 4 3 3 9.62 7 3 3 

1.1
9 9.62 Gephyrin 

Q8
BV
13 9 1 1 6.82 8 2 2 11.74 17 2 2 3.3 

11.7
4 

COP9 signalosome 
complex subunit 7b 

Q8
BV
E3 11 3 3 12.42 10 4 4 15.32 21 5 5 

0.4
7 

19.6
7 

V-type proton ATPase 
subunit H 

Q8
BV
G4  7 3 3 6.15 9 4 4 7.08 16 4 4 

0.6
6 7.08 Dipeptidyl peptidase 9 

Q8
B
W
T1  24 8 8 40.55 49 8 8 38.79 73 9 9 0 

43.8
3 

3-ketoacyl-CoA 
thiolase, mitochondrial 

Q8
B
W
U5 0 0 0   5 2 2 11.34 5 2 2 3.3 

11.3
4 

Probable tRNA N6-
adenosine 
threonylcarbamoyltrans
ferase 
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Q8
B
W
Y3 4 1 1 2.75 13 5 5 17.39 17 5 5 

0.4
7 

17.3
9 

Eukaryotic peptide 
chain release factor 
subunit 1 

Q8
BY
71 1 1 1 4.33 11 3 3 11.78 12 3 3 

1.1
9 

11.7
8 

Histone 
acetyltransferase type B 
catalytic subunit 

Q8
BY
A0  2 1 1 1.84 2 2 2 3.6 4 3 3 

1.1
9 5.43 

Tubulin-specific 
chaperone D 

Q8
BY
C6 1 1 1 0.89 3 3 3 3.56 4 3 3 

1.1
9 3.56 

Serine/threonine-protein 
kinase TAO3 

Q8
BZ
05 2 2 2 1.23 5 1 1 0.59 7 2 2 3.3 1.23 

Arf-GAP with Rho-
GAP domain, ANK 
repeat and PH domain-
containing protein 2 

Q8
C0
C7 11 2 2 8.66 18 3 3 9.45 29 4 4 

0.6
6 

15.3
5 

Phenylalanine--tRNA 
ligase alpha subunit 

Q8
C0
E2 21 7 6 30.65 40 8 7 29.46 61 10 9 0 

39.5
8 

Vacuolar protein 
sorting-associated 
protein 26B 

Q8
C0I
1 0 0 0   5 2 2 5.27 5 2 2 3.3 5.27 

Alkyldihydroxyacetone
phosphate synthase, 
peroxisomal 

Q8
C0
L9  5 3 3 8 0 0 0   5 3 3 

1.1
9 8 

Glycerophosphocholine 
phosphodiesterase 
GPCPD1 

Q8
C0
P5 2 2 2 4.2 2 1 1 2.1 4 2 2 3.3 4.2 Coronin-2A 
Q8
C1
47 28 11 11 8.57 37 11 11 8.95 65 15 15 0 

12.2
9 

Dedicator of cytokinesis 
protein 8 

Q8
C1
66 6 2 2 5.41 20 4 3 8.77 26 4 3 

1.1
9 8.77 Copine-1 

Q8
C1
A5  3 2 2 5.09 5 2 2 6.4 8 3 3 

1.1
9 9.17 Thimet oligopeptidase 

Q8
C1
B7 7 3 1 8.58 16 4 2 13.23 23 5 2 3.3 

15.5
5 Septin-11 

Q8
C2
K1  9 2 2 4.92 1 1 1 1.75 10 2 2 3.3 4.92 

Differentially expressed 
in FDCP 6 

Q8
C3
J5 27 11 11 7.49 16 8 8 7.88 43 15 15 0 

12.5
3 

Dedicator of cytokinesis 
protein 2 

Q8
C7
R4 1 1 1 1.42 2 2 2 2.75 3 2 2 3.3 2.75 

Ubiquitin-like modifier-
activating enzyme 6 

Q8
CA
Q8 0 0 0   6 2 2 5.15 6 2 2 3.3 5.15 

MICOS complex 
subunit Mic60 

Q8
CC
86 8 2 2 7.62 31 6 6 20.45 39 6 6 

0.4
7 

20.4
5 

Nicotinate 
phosphoribosyltransfera
se 

Q8
CC
K0  167 7 3 14.78 168 14 6 14.78 335 14 6 

0.4
7 

14.7
8 

Core histone macro-
H2A.2 

Q8
CD
N6 21 4 4 19.38 15 3 3 20.76 36 5 5 

0.4
7 

27.3
4 

Thioredoxin-like 
protein 1 

Q8
CF
I7  6 3 3 4 0 0 0   6 3 3 

1.1
9 4 

DNA-directed RNA 
polymerase II subunit 
RPB2 
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Q8
CF
Q3 3 2 2 2.43 1 1 1 1.28 4 2 2 3.3 2.43 

Intron-binding protein 
aquarius 

Q8
CG
29 53 7 7 10.38 46 10 10 15.94 99 10 10 0 

15.9
4 Myosin IF 

Q8
CG
47 1 1 1 1.32 4 2 2 2.18 5 3 3 

1.1
9 3.5 

Structural maintenance 
of chromosomes protein 
4 

Q8
CG
C7 38 13 13 14.22 50 13 13 14.48 88 16 16 0 

18.0
6 

Bifunctional 
glutamate/proline--
tRNA ligase 

Q8
CG
K3  11 3 3 8.64 6 4 4 8.75 17 4 4 

0.6
6 8.75 

Lon protease homolog, 
mitochondrial 

Q8
CG
P0 1700 21 2 56.35 1434 27 3 56.35 

313
4 28 3 

1.1
9 

56.3
5 Histone H2B type 3-B 

Q8
CG
P4 2635 21 1 56.59 1931 29 5 60.47 

456
6 32 5 

0.4
7 

60.4
7 Histone H2A 

Q8
CG
Y8 1 1 1 1.91 4 2 2 2.87 5 2 2 3.3 2.87 

UDP-N-
acetylglucosamine--
peptide N-
acetylglucosaminyltrans
ferase 110 kDa subunit 

Q8
CH
P8 2 2 2 9.66 6 2 2 9.66 8 2 2 3.3 9.66 

Phosphoglycolate 
phosphatase 

Q8
CI9
4 53 10 5 14.47 85 16 8 18.74 138 16 8 0 

18.7
4 

Glycogen 
phosphorylase, brain 
form 

Q8
CI
E6 65 15 15 19.85 26 9 9 12.5 91 15 15 0 

19.8
5 Coatomer subunit alpha 

Q8
CI
H5 114 21 21 26.8 157 29 28 33.91 271 30 29 0 

34.6
2 

1-phosphatidylinositol 
4,5-bisphosphate 
phosphodiesterase 
gamma-2 

Q8
CI
N4 18 5 5 20.23 28 5 5 15.65 46 8 8 0 

27.2
9 

Serine/threonine-protein 
kinase PAK 2 

Q8
CI
Z8  27 10 10 6.15 95 18 18 10.81 122 18 18 0 

10.8
1 von Willebrand factor 

Q8
CJ
G0  7 4 4 6.4 11 4 4 7.09 18 6 6 

0.4
7 

10.1
2 Protein argonaute-2 

Q8
JZ
Q9 78 15 15 28.39 57 12 12 26.53 135 18 18 0 

36.3
6 

Eukaryotic translation 
initiation factor 3 
subunit B 

Q8
JZ
V7 6 2 2 6.85 0 0 0   6 2 2 3.3 6.85 

Putative N-
acetylglucosamine-6-
phosphate deacetylase 

Q8
K0
E8 74 8 8 24.74 139 13 13 35.14 213 13 13 0 

35.1
4 Fibrinogen beta chain 

Q8
K1
B8 140 23 23 47.67 167 28 28 56.54 307 30 30 0 58.2 

Fermitin family 
homolog 3 

Q8
K1
M6 5 4 4 10.51 19 4 4 10.11 24 5 5 

0.4
7 12.8 Dynamin-1-like protein 

Q8
K1
X4 42 8 8 13.49 29 4 4 8.38 71 8 8 0 

13.4
9 

NCK associated protein 
1 like 

Q8
K2
H4 2 2 2 4.05 0 0 0   2 2 2 3.3 4.05 

Arf-GAP with coiled-
coil, ANK repeat and 
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PH domain-containing 
protein 1 

Q8
K2
J0 3 1 1 4.33 2 2 2 5.73 5 2 2 3.3 5.73 

1-phosphatidylinositol 
4,5-bisphosphate 
phosphodiesterase 
delta-3 

Q8
K2
Q0 11 2 2 16.67 4 2 2 16.67 15 2 2 3.3 

16.6
7 

COMM domain-
containing protein 9 

Q8
K2
T1  0 0 0   4 2 2 7.77 4 2 2 3.3 7.77 

NmrA-like family 
domain-containing 
protein 1 

Q8
K2
Z4  9 3 3 4.31 12 4 4 5.82 21 5 5 

0.4
7 7.26 

Condensin complex 
subunit 1 

Q8
K4
11 6 2 2 3.57 7 2 2 3.57 13 2 2 3.3 3.57 

Presequence protease, 
mitochondrial 

Q8
K4
26 32 3 3 31.62 39 5 5 32.48 71 5 5 

0.4
7 

32.4
8 

Myeloid cysteine-rich 
protein 

Q8
K4
82 21 5 5 7.91 95 13 13 18.25 116 13 13 0 

18.2
5 EMILIN-2 

Q8
K4
I3  3 2 2 5.58 2 1 1 1.43 5 3 3 

1.1
9 7 

Rho guanine nucleotide 
exchange factor 6 

Q8
K4
Z5  21 4 4 8.6 5 2 2 3.54 26 4 4 

0.6
6 8.6 

Splicing factor 3A 
subunit 1 

Q8
QZ
W8  20 3 3 10.36 6 2 2 7.4 26 3 3 

1.1
9 

10.3
6 Protein Arhgap9 

Q8
QZ
Y1 63 12 12 31.74 84 17 17 40.78 147 17 17 0 

40.7
8 

Eukaryotic translation 
initiation factor 3 
subunit L 

Q8
QZ
Y6 0 0 0   4 2 2 10.37 4 2 2 3.3 

10.3
7 Tetraspanin-14 

Q8
QZ
Y9 37 4 4 18.4 43 6 6 27.36 80 6 6 

0.4
7 

27.3
6 

Splicing factor 3B 
subunit 4 

Q8
R0
01 4 2 2 9.82 0 0 0   4 2 2 3.3 9.82 

Microtubule-associated 
protein RP/EB family 
member 2 

Q8
R0
10 7 3 3 21.88 7 4 4 33.12 14 4 4 

0.6
6 

33.1
2 

Aminoacyl tRNA 
synthase complex-
interacting 
multifunctional protein 
2 

Q8
R0
16 58 8 8 35.82 84 10 10 42.2 142 10 10 0 42.2 Bleomycin hydrolase 
Q8
R0
81 159 7 7 23.21 101 9 9 31.23 260 10 10 0 

33.6
2 

Heterogeneous nuclear 
ribonucleoprotein L 

Q8
R0
J7 1 1 1 6.32 5 3 3 21.75 6 3 3 

1.1
9 

21.7
5 

Vacuolar protein 
sorting-associated 
protein 37B 

Q8
R1
46 28 9 9 22.68 57 11 11 26.91 85 12 12 0 

28.4
2 

Acylamino-acid-
releasing enzyme 

Q8
R1
80 7 3 3 9.27 31 6 6 16.16 38 6 6 

0.4
7 

16.1
6 

ERO1-like protein 
alpha 

Q8
R1
B4 30 8 8 12.4 55 11 11 15.92 85 13 13 0 16.9 

Eukaryotic translation 
initiation factor 3 
subunit C 
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Q8
R1
Q8 29 7 7 22.94 9 2 2 7.65 38 7 7 0 

22.9
4 

Cytoplasmic dynein 1 
light intermediate chain 
1 

Q8
R1
S0 4 2 2 2.1 4 2 2 2.1 8 2 2 3.3 2.1 

Ubiquinone 
biosynthesis 
monooxygenase COQ6, 
mitochondrial 

Q8
R2
H9 7 2 2 12.73 6 1 1 7.87 13 2 2 3.3 

12.7
3 

Phosphoethanolamine/p
hosphocholine 
phosphatase 

Q8
R2
S8 65 9 9 13.1 116 13 13 22.64 181 14 14 0 

24.1
1 CD177 antigen 

Q8
R4
K2  2 2 2 6.75 3 1 1 3.7 5 2 2 3.3 6.75 

Interleukin-1 receptor-
associated kinase 4 

Q8
R5
A3  12 4 4 12.09 2 2 2 4.78 14 5 5 

0.4
7 

13.4
3 

Amyloid beta A4 
precursor protein-
binding family B 
member 1-interacting 
protein 

Q8
R5
C5 22 5 1 21.01 17 6 2 28.46 39 6 2 3.3 

28.4
6 Beta-centractin 

Q8
R5
H1 3 2 2 4.59 1 1 1 3.26 4 3 3 

1.1
9 7.85 

Ubiquitin carboxyl-
terminal hydrolase 15 

Q8
R5
L1  27 3 3 27.24 47 5 5 32.26 74 5 5 

0.4
7 

32.2
6 

Complement 
component 1 Q 
subcomponent-binding 
protein, mitochondrial 

Q8
VB
V3 6 2 2 11.26 4 2 2 11.26 10 2 2 3.3 

11.2
6 

Exosome complex 
component RRP4 

Q8
VB
V7 6 2 2 17.22 16 4 4 30.14 22 4 4 

0.6
6 

30.1
4 

COP9 signalosome 
complex subunit 8 

Q8
VC
03 6 3 3 5.02 0 0 0   6 3 3 

1.1
9 5.02 

Echinoderm 
microtubule-associated 
protein-like 3 

Q8
VC
30 2 2 2 6.57 2 1 1 2.94 4 2 2 3.3 6.57 

Bifunctional ATP-
dependent 
dihydroxyacetone 
kinase/FAD-AMP lyase 
(cyclizing) 

Q8
VC
88 29 6 6 39.55 62 10 9 57.27 91 10 9 0 

57.2
7 Grancalcin 

Q8
VC
I0  12 2 2 5.82 25 5 5 16.18 37 5 5 

0.4
7 

16.1
8 Phospholipase B-like 1 

Q8
VC
M7 92 8 8 27.29 130 13 13 43.58 222 13 13 0 

43.5
8 

Fibrinogen gamma 
chain 

Q8
VC
T3  5 3 3 9.54 30 9 9 25.23 35 10 10 0 

25.3
8 Aminopeptidase B 

Q8
VD
D5 1002 72 68 43.62 1063 104 98 53.11 

206
5 108 102 0 

54.1
8 Myosin-9 

Q8
VD
L4  5 1 1 3.02 30 4 4 15.32 35 4 4 

0.6
6 

15.3
2 

ADP-dependent 
glucokinase 

Q8
VD
M4 213 25 25 45.48 250 29 29 49.56 463 30 30 0 

49.5
6 

26S proteasome non-
ATPase regulatory 
subunit 2 

Q8
VD
M6 21 4 4 7.22 17 2 2 3.96 38 4 4 

0.6
6 7.22 

Heterogeneous nuclear 
ribonucleoprotein U-
like protein 1 
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Q8
VD
P3 2 1 1 1.43 3 2 2 2.58 5 2 2 3.3 2.58 

Protein-methionine 
sulfoxide oxidase 
MICAL1 

Q8
VD
P4 18 4 4 8.46 12 2 2 3.58 30 4 4 

0.6
6 8.46 

Cell cycle and apoptosis 
regulator protein 2 

Q8
VD
W0  40 8 3 21.55 58 7 3 18.74 98 8 3 

1.1
9 

21.5
5 

ATP-dependent RNA 
helicase DDX39A 

Q8
VE
37 23 3 3 9.98 11 4 4 14.01 34 4 4 

0.6
6 

14.0
1 

Regulator of 
chromosome 
condensation 

Q8
VE
K3  41 7 7 18.38 33 6 6 13.38 74 8 8 0 

19.3
8 

Heterogeneous nuclear 
ribonucleoprotein U 

Q8
VI
93 2 1 1 1.32 2 2 2 3.51 4 2 2 3.3 3.51 

2'-5'-oligoadenylate 
synthase 3 

Q8
VIJ
6 9 6 6 11.3 14 7 7 14.59 23 9 9 0 17.6 

Splicing factor, proline- 
and glutamine-rich 

Q9
1V
12 6 3 3 8.92 33 5 5 20.21 39 5 5 

0.4
7 

20.2
1 

Cytosolic acyl 
coenzyme A thioester 
hydrolase 

Q9
1V
41 12 4 3 32.56 22 5 4 39.53 34 5 4 

0.6
6 

39.5
3 

Ras-related protein 
Rab-14 

Q9
1V
55 7 2 2 13.73 13 2 2 13.73 20 2 2 3.3 

13.7
3 

40S ribosomal protein 
S5 

Q9
1V
89 1 1 1 2.19 5 3 3 7.41 6 3 3 

1.1
9 7.41 Protein Ppp2r5d 

Q9
1V
92 139 21 21 30.06 191 23 23 32.72 330 25 25 0 

34.9
2 ATP-citrate synthase 

Q9
1V
A7  3 2 2 8.59 1 1 1 2.6 4 3 3 

1.1
9 11.2 

Isocitrate 
dehydrogenase [NAD] 
subunit, mitochondrial 

Q9
1V
C3 37 7 6 20.44 56 8 7 28.95 93 11 10 0 

35.2
8 

Eukaryotic initiation 
factor 4A-III 

Q9
1V
H6 11 2 2 16.84 9 3 3 16.16 20 4 4 

0.6
6 26.6 Protein MEMO1 

Q9
1V
I7  20 6 6 22.15 39 8 8 30.26 59 8 8 0 

30.2
6 Ribonuclease inhibitor 

Q9
1V
W3  5 1 1 20.43 20 4 4 46.24 25 4 4 

0.6
6 

46.2
4 

SH3 domain-binding 
glutamic acid-rich-like 
protein 3 

Q9
1W
89 5 3 3 3.46 3 2 2 2.31 8 4 4 

0.6
6 4.72 

Alpha-mannosidase 
2C1 

Q9
1W
K2  20 4 4 19.6 40 10 10 50 60 10 10 0 50 

Eukaryotic translation 
initiation factor 3 
subunit H 

Q9
1W
Q3 6 3 3 6.82 13 4 4 11.36 19 5 5 

0.4
7 

13.4
5 

Tyrosine--tRNA ligase, 
cytoplasmic 

Q9
1X
72 9 3 3 6.74 59 13 13 34.13 68 13 13 0 

34.1
3 Hemopexin 

Q9
1X
L1  25 5 5 15.79 40 5 5 17.84 65 6 6 

0.4
7 

20.7
6 

Leucine-rich HEV 
glycoprotein 

Q9
1Y
E6 10 4 4 9.32 30 6 6 13.74 40 6 6 

0.4
7 

13.7
4 Importin-9 
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Q9
1Y
I0  12 2 2 6.25 14 5 5 20.47 26 5 5 

0.4
7 

20.4
7 Argininosuccinate lyase 

Q9
1Y
I4  24 7 7 29.76 26 4 4 13.66 50 8 8 0 

32.9
3 Beta-arrestin-2 

Q9
1Y
P3 30 8 8 37.74 32 10 10 44.65 62 11 11 0 

49.6
9 

Deoxyribose-phosphate 
aldolase 

Q9
1Y
Q5 0 0 0   2 2 2 5.59 2 2 2 3.3 5.59 

Dolichyl-
diphosphooligosacchari
de--protein 
glycosyltransferase 
subunit 1 

Q9
1Y
R9 35 4 4 27.66 66 8 8 42.55 101 8 8 0 

42.5
5 

Prostaglandin reductase 
1 

Q9
1Z
50 21 4 4 21.05 25 5 5 23.95 46 5 5 

0.4
7 

23.9
5 Flap endonuclease 1 

Q9
1Z
98 103 6 1 22.39 80 7 2 24.38 183 7 2 3.3 

24.3
8 Chitinase-like protein 4 

Q9
1ZJ
5 39 11 11 33.66 60 15 15 42.91 99 16 16 0 

44.6
9 

UTP--glucose-1-
phosphate 
uridylyltransferase 

Q9
1Z
R2 5 2 2 11.07 6 2 2 11.07 11 2 2 3.3 

11.0
7 Sorting nexin-18 

Q9
1Z
W3  7 3 3 3.52 7 2 2 2.57 14 3 3 

1.1
9 3.52 

SWI/SNF-related 
matrix-associated actin-
dependent regulator of 
chromatin subfamily A 
member 5 

Q9
20
B9 14 4 4 6.02 12 2 2 4.11 26 5 5 

0.4
7 7.64 

FACT complex subunit 
SPT16 

Q9
20
E5 9 3 3 14.45 76 11 11 60.06 85 11 11 0 

60.0
6 

Farnesyl pyrophosphate 
synthase 

Q9
21
F2  21 4 4 15.94 21 5 5 21.26 42 5 5 

0.4
7 

21.2
6 

TAR DNA-binding 
protein 43 

Q9
21
F4  7 2 2 5.25 5 2 2 5.25 12 2 2 3.3 5.25 

Heterogeneous nuclear 
ribonucleoprotein L-
like 

Q9
21
G6  4 1 1 2.5 10 2 2 5.44 14 2 2 3.3 5.44 

Leucine-rich repeat and 
calponin homology 
domain-containing 
protein 4 

Q9
21
H8 0 0 0   8 3 3 14.86 8 3 3 

1.1
9 

14.8
6 

3-ketoacyl-CoA 
thiolase A, peroxisomal 

Q9
21I
1 94 14 14 23.82 125 22 22 35.44 219 24 24 0 

36.4
4 Serotransferrin 

Q9
21I
2 0 0 0   4 2 2 6.85 4 2 2 3.3 6.85 

Kelch domain-
containing protein 4 

Q9
21
M3 122 25 25 29.99 173 27 27 38.46 295 31 31 0 

42.0
7 

Splicing factor 3B 
subunit 3 

Q9
21
M7 32 7 7 39.51 44 6 6 34.88 76 7 7 0 

39.5
1 Protein FAM49B 

Q9
22
B2 37 9 9 26.95 39 10 10 24.95 76 13 13 0 

35.3
3 

Aspartate--tRNA ligase, 
cytoplasmic 
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Q9
22
D4 7 4 3 8.29 20 5 4 10.66 27 6 5 

0.4
7 12.2 

Serine/threonine-protein 
phosphatase 6 
regulatory subunit 3 

Q9
22
D8 12 5 5 6.95 20 5 5 7.06 32 6 6 

0.4
7 8.24 

C-1-tetrahydrofolate 
synthase, cytoplasmic 

Q9
22
F4  87 9 1 24.83 87 14 2 32.44 174 14 2 3.3 

32.4
4 Tubulin beta-6 chain 

Q9
22
H4 9 3 3 12.86 9 3 3 12.86 18 3 3 

1.1
9 

12.8
6 

Mannose-1-phosphate 
guanyltransferase alpha 

Q9
22
P9 6 2 2 6.59 2 1 1 3.48 8 2 2 3.3 6.59 

Putative oxidoreductase 
GLYR1 

Q9
22
R8 29 5 5 17.5 55 9 9 28.41 84 9 9 0 

28.4
1 

Protein disulfide-
isomerase A6 

Q9
22
S4 28 11 11 22.27 46 9 9 19.21 74 12 12 0 

23.3
6 

cGMP-dependent 3',5'-
cyclic 
phosphodiesterase 

Q9
23
D4 10 2 2 32.56 7 3 3 43.02 17 3 3 

1.1
9 

43.0
2 

Splicing factor 3B 
subunit 5 

Q9
23
T9  6 3 3 8.88 2 1 1 1.7 8 3 3 

1.1
9 8.88 

Calcium/calmodulin-
dependent protein 
kinase type II subunit 
gamma 

Q9
24
B0 15 4 4 20.94 16 4 4 20.94 31 5 5 

0.4
7 

24.9
1 

Inositol (Myo)-1(Or 4)-
monophosphatase 1 

Q9
24
K8  2 1 1 2.88 5 2 2 4.74 7 3 3 

1.1
9 7.61 

Metastasis-associated 
protein MTA3 

Q9
309
2 48 7 7 23.74 92 13 13 31.75 140 13 13 0 

31.7
5 Transaldolase 

Q9
902
0 24 4 4 15.09 55 7 7 27.72 79 7 7 0 

27.7
2 

Heterogeneous nuclear 
ribonucleoprotein A/B 

Q9
9J0
9 2 2 2 6.14 0 0 0   2 2 2 3.3 6.14 

Methylosome protein 
50 

Q9
9J7
7 3 2 2 9.19 1 1 1 3.9 4 3 3 

1.1
9 

13.0
9 

N-acetylneuraminic 
acid synthase (Sialic 
acid synthase) 

Q9
9J9
9 4 2 2 7.41 6 4 4 15.49 10 4 4 

0.6
6 

15.4
9 

3-mercaptopyruvate 
sulfurtransferase 

Q9
9J
B2 0 0 0   5 2 2 7.93 5 2 2 3.3 7.93 

Stomatin-like protein 2, 
mitochondrial 

Q9
9JF
5 0 0 0   3 2 2 9.23 3 2 2 3.3 9.23 

Diphosphomevalonate 
decarboxylase 

Q9
9JF
8 1 1 1 3.22 3 3 3 6.06 4 3 3 

1.1
9 6.06 

PC4 and SFRS1-
interacting protein 

Q9
9JI
4 59 10 10 32.9 60 11 11 32.39 119 13 13 0 

41.3
9 

26S proteasome non-
ATPase regulatory 
subunit 6 

Q9
9JI
6 45 6 6 50.54 54 8 8 49.46 99 9 9 0 

57.6
1 

Ras-related protein 
Rap-1b 

Q9
9J
X4 84 9 9 38.5 77 10 10 43.58 161 10 10 0 

43.5
8 

Eukaryotic translation 
initiation factor 3 
subunit M 
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Q9
9J
Y9 490 22 22 65.31 422 26 26 72.25 912 27 27 0 

72.4
9 Actin-related protein 3 

Q9
9K
48 17 3 3 11.84 35 4 4 13.74 52 4 4 

0.6
6 

13.7
4 

Non-POU domain-
containing octamer-
binding protein 

Q9
9K
85 0 0 0   9 4 4 17.03 9 4 4 

0.6
6 

17.0
3 

Phosphoserine 
aminotransferase 

Q9
9K
E1 54 7 7 22.07 72 10 10 29.88 126 11 11 0 

31.5
8 

NAD-dependent malic 
enzyme, mitochondrial 

Q9
9K
H8 6 2 2 5.34 10 4 4 12.3 16 4 4 

0.6
6 12.3 

Serine/threonine-protein 
kinase 24 

Q9
9K
I0  41 7 7 14.36 36 7 7 14.1 77 9 9 0 

18.0
8 

Aconitate hydratase, 
mitochondrial 

Q9
9K
J8 38 8 8 33.08 19 4 4 15.17 57 8 8 0 

33.0
8 Dynactin subunit 2 

Q9
9K
K7  19 4 4 10.84 30 6 6 17.75 49 6 6 

0.4
7 

17.7
5 Dipeptidyl peptidase 3 

Q9
9K
P6 23 6 6 25.79 27 6 6 28.17 50 7 7 0 

35.1
2 

Pre-mRNA-processing 
factor 19 

Q9
9K
Q4 0 0 0   24 4 4 12.63 24 4 4 

0.6
6 

12.6
3 

Nicotinamide 
phosphoribosyltransfera
se 

Q9
9K
V1 1 1 1 4.47 15 4 4 17.88 16 4 4 

0.6
6 

17.8
8 

DnaJ homolog 
subfamily B member 11 

Q9
9L
45 13 5 5 22.66 9 4 4 19.94 22 6 6 

0.4
7 

29.3
1 

Eukaryotic translation 
initiation factor 2 
subunit 2 

Q9
9L
B4 53 7 7 26.07 93 8 8 29.51 146 8 8 0 

29.5
1 

Capping protein (Actin 
filament), gelsolin-like 

Q9
9L
C5 11 4 4 23.42 10 4 4 23.12 21 5 5 

0.4
7 

28.2
3 

Electron transfer 
flavoprotein subunit 
alpha, mitochondrial 

Q9
9L
D4 12 3 3 15.29 14 2 2 11.89 26 3 3 

1.1
9 

15.2
9 

COP9 signalosome 
complex subunit 1 

Q9
9LI
7 0 0 0   3 2 2 4.04 3 2 2 3.3 4.04 

Cleavage stimulation 
factor subunit 3 

Q9
9L
T0  18 2 2 36.36 21 2 2 36.36 39 2 2 3.3 

36.3
6 

Protein dpy-30 
homolog 

Q9
9L
X0 2 1 1 10.05 21 2 2 24.34 23 2 2 3.3 

24.3
4 Protein deglycase DJ-1 

Q9
9M
K8  3 1 1 3.34 10 5 5 14.08 13 5 5 

0.4
7 

14.0
8 

Beta-adrenergic 
receptor kinase 1 

Q9
9M
N1 1 1 1 3.7 32 7 7 22.18 33 7 7 0 

22.1
8 Lysine--tRNA ligase 

Q9
9M
R6 6 2 2 4.46 1 1 1 2.97 7 2 2 3.3 4.46 

Serrate RNA effector 
molecule homolog 

Q9
9N
B9 81 12 12 16.72 78 13 13 18.56 159 16 16 0 

22.3
2 

Splicing factor 3B 
subunit 1 

Q9
9P
58 4 2 2 10.09 4 2 2 10.09 8 2 2 3.3 

10.0
9 

Ras-related protein 
Rab-27B 
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Q9
9P
T1  24 3 3 23.04 50 5 5 29.9 74 5 5 

0.4
7 29.9 

Rho GDP-dissociation 
inhibitor 1 

Q9
9P
V0 83 17 17 13.15 73 16 16 11.61 156 23 23 0 

16.2
7 

Pre-mRNA-processing-
splicing factor 8 

Q9
CP
N9 12 1 1 4.45 11 2 2 4.86 23 2 2 3.3 4.86 Protein 2210010C04Rik 
Q9
CP
R4 7 2 2 16.3 8 2 2 16.3 15 2 2 3.3 16.3 

60S ribosomal protein 
L17 

Q9
CP
W4  100 8 8 61.59 92 9 9 62.25 192 9 9 0 

62.2
5 

Actin-related protein 
2/3 complex subunit 5 

Q9
CP
X6 0 0 0   2 2 2 7.32 2 2 2 3.3 7.32 

Ubiquitin-like-
conjugating enzyme 
ATG3 

Q9
CP
Y7 3 2 2 6.55 6 3 3 10.6 9 3 3 

1.1
9 10.6 Cytosol aminopeptidase 

Q9
CQ
19 60 10 3 62.21 98 12 3 68.02 158 14 5 

0.4
7 

68.0
2 

Myosin regulatory light 
polypeptide 9 

Q9
CQ
80 0 0 0   3 2 2 30.11 3 2 2 3.3 

30.1
1 

Vacuolar protein-
sorting-associated 
protein 25 

Q9
CQ
C6 0 0 0   7 2 2 12.65 7 2 2 3.3 

12.6
5 

Basic leucine zipper 
and W2 domain-
containing protein 1 

Q9
CQ
E1 6 1 1 9.31 16 3 3 23.48 22 3 3 

1.1
9 

23.4
8 

Protein NipSnap 
homolog 3B 

Q9
CQ
E8 5 3 3 19.26 20 3 3 20.49 25 4 4 

0.6
6 

25.8
2 

UPF0568 protein 
C14orf166 homolog 

Q9
CQ
I6  19 3 3 35.92 29 3 3 35.92 48 3 3 

1.1
9 

35.9
2 Coactosin-like protein 

Q9
CQ
I7  12 3 3 20 5 2 2 12 17 3 3 

1.1
9 20 

U2 small nuclear 
ribonucleoprotein B'' 

Q9
CQ
M9 3 2 2 7.42 5 2 2 7.42 8 2 2 3.3 7.42 Glutaredoxin-3 
Q9
CQ
R6 15 4 4 19.34 21 5 5 28.2 36 5 5 

0.4
7 28.2 

Serine/threonine-protein 
phosphatase 6 catalytic 
subunit 

Q9
CQ
V8 58 8 6 41.46 133 12 8 53.25 191 12 8 0 

53.2
5 

14-3-3 protein 
beta/alpha 

Q9
CQ
W9  0 0 0   11 2 2 20.44 11 2 2 3.3 

20.4
4 

Interferon-induced 
transmembrane protein 
3 

Q9
CR
16 1 1 1 2.43 9 4 4 11.62 10 4 4 

0.6
6 

11.6
2 

Peptidyl-prolyl cis-trans 
isomerase D 

Q9
CR
51 9 2 2 23.73 13 2 2 26.27 22 3 3 

1.1
9 

26.2
7 

V-type proton ATPase 
subunit G 1 

Q9
CR
57 28 3 3 17.05 14 2 2 11.52 42 3 3 

1.1
9 

17.0
5 

60S ribosomal protein 
L14 

Q9
CR
86 1 1 1 24.32 4 2 2 35.14 5 2 2 3.3 

35.1
4 

Calcium-regulated heat 
stable protein 1 

Q9
CR
A5  4 1 1 4.36 16 2 2 12.42 20 2 2 3.3 

12.4
2 Golgi phosphoprotein 3 
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Q9
CS
42 7 1 1 5.35 12 2 2 10.06 19 2 2 3.3 

10.0
6 

Ribose-phosphate 
pyrophosphokinase 2 

Q9
CS
N1 0 0 0   4 2 2 6.34 4 2 2 3.3 6.34 

SNW domain-
containing protein 1 

Q9
CU
62 28 6 6 7.62 15 4 4 4.3 43 7 7 0 8.68 

Structural maintenance 
of chromosomes protein 
1A 

Q9
CV
B6 400 25 25 74.67 391 31 31 80 791 32 32 0 80 

Actin-related protein 
2/3 complex subunit 2 

Q9
C
W0
3 32 13 13 15.78 20 7 7 9.12 52 13 13 0 

15.7
8 

Structural maintenance 
of chromosomes protein 
3 

Q9
C
WJ
9 31 12 12 33.11 83 20 20 52.36 114 20 20 0 

52.3
6 

Bifunctional purine 
biosynthesis protein 
PURH 

Q9
CX
56 8 3 3 15.3 6 2 2 13.03 14 3 3 

1.1
9 15.3 

26S proteasome non-
ATPase regulatory 
subunit 8 

Q9
CX
W3  0 0 0   5 2 2 13.1 5 2 2 3.3 13.1 

Calcyclin-binding 
protein 

Q9
CX
W4  18 2 2 12.92 12 2 2 12.92 30 2 2 3.3 

12.9
2 

60S ribosomal protein 
L11 

Q9
CX
Y6 5 3 3 16.15 13 5 5 24.87 18 6 6 

0.4
7 

31.5
4 

Interleukin enhancer-
binding factor 2 

Q9
CY
50 0 0 0   4 2 2 18.53 4 2 2 3.3 

18.5
3 

Translocon-associated 
protein subunit alpha 

Q9
CY
58 6 1 1 3.93 14 2 2 7.86 20 2 2 3.3 7.86 

Plasminogen activator 
inhibitor 1 RNA-
binding protein 

Q9
CY
L5  6 4 4 45.45 18 5 5 45.45 24 5 5 

0.4
7 

45.4
5 

Golgi-associated plant 
pathogenesis-related 
protein 1 

Q9
CZ
13 1 1 1 4.38 8 3 3 15.62 9 3 3 

1.1
9 

15.6
2 

Cytochrome b-c1 
complex subunit 1, 
mitochondrial 

Q9
CZ
30 15 2 2 7.32 15 3 3 11.62 30 4 4 

0.6
6 

15.1
5 Obg-like ATPase 1 

Q9
CZ
44 23 5 5 22.97 51 7 7 30.27 74 8 8 0 

33.5
1 NSFL1 cofactor p47 

Q9
CZ
D3 10 3 3 8.37 16 6 6 13.17 26 6 6 

0.4
7 

13.1
7 Glycine--tRNA ligase 

Q9
CZ
M2 11 2 2 12.25 14 2 2 5.88 25 3 3 

1.1
9 

12.7
5 

60S ribosomal protein 
L15 

Q9
CZ
N7 20 5 4 19.84 31 7 6 24.01 51 8 7 0 

27.5
8 

Serine 
hydroxymethyltransfera
se 

Q9
CZ
U3 5 2 2 3.08 4 1 1 1.92 9 2 2 3.3 3.08 

Superkiller viralicidic 
activity 2-like 2 

Q9
CZ
U6 45 9 9 36.85 93 12 12 41.59 138 13 13 0 

43.9
7 

Citrate synthase, 
mitochondrial 

Q9
CZ
X8 6 2 2 13.79 0 0 0   6 2 2 3.3 

13.7
9 

40S ribosomal protein 
S19 
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Q9
D0
20 5 2 2 7.55 10 6 6 30.21 15 6 6 

0.4
7 

30.2
1 

Cytosolic 5'-
nucleotidase 3A 

Q9
D0
51 13 3 3 13.37 10 2 2 8.36 23 4 4 

0.6
6 

17.2
7 

Pyruvate 
dehydrogenase E1 
component subunit 
beta, mitochondrial 

Q9
D0
71 3 2 2 4.95 2 1 1 2.23 5 2 2 3.3 4.95 

MMS19 nucleotide 
excision repair protein 
homolog 

Q9
D0
E1 42 6 6 14.13 24 5 5 10.7 66 8 8 0 

17.0
1 

Heterogeneous nuclear 
ribonucleoprotein M 

Q9
D0
F9  3 1 1 2.85 2 2 2 5.52 5 3 3 

1.1
9 8.36 Phosphoglucomutase-1 

Q9
D0
I9  15 4 4 9.39 26 9 9 20.3 41 10 10 0 

23.3
3 

Arginine--tRNA ligase, 
cytoplasmic 

Q9
D0
R2 20 9 9 16.62 70 14 14 25.9 90 14 14 0 25.9 

Threonine--tRNA 
ligase, cytoplasmic 

Q9
D1
54 201 19 19 57.52 208 19 19 56.46 409 21 21 0 

62.5
3 

Leukocyte elastase 
inhibitor A 

Q9
D1
A2  4 3 3 9.26 20 4 4 11.37 24 4 4 

0.6
6 

11.3
7 

Cytosolic non-specific 
dipeptidase 

Q9
D1
K2  0 0 0   6 3 3 40.34 6 3 3 

1.1
9 

40.3
4 

V-type proton ATPase 
subunit F 

Q9
D1
Q6 11 4 4 19.46 43 5 5 23.15 54 5 5 

0.4
7 

23.1
5 

Endoplasmic reticulum 
resident protein 44 

Q9
D2
V7 55 10 10 23.32 57 12 12 26.46 112 14 14 0 

32.4
3 Coronin-7 

Q9
D5
54 24 6 6 18.36 27 6 6 20.76 51 7 7 0 

24.5
5 

Splicing factor 3A 
subunit 3 

Q9
D6
62 11 5 3 13.95 22 6 5 16.82 33 7 5 

0.4
7 

18.6
4 

Protein transport 
protein Sec23B 

Q9
D6
F9  177 18 4 55.86 225 21 4 57.88 402 21 4 

0.6
6 

57.8
8 Tubulin beta-4A chain 

Q9
D6
J6 1 1 1 4.03 4 2 2 12.1 5 2 2 3.3 12.1 

NADH dehydrogenase 
[ubiquinone] 
flavoprotein 2, 
mitochondrial 

Q9
D6
R2 11 4 4 14.75 40 5 5 21.04 51 5 5 

0.4
7 

21.0
4 

Isocitrate 
dehydrogenase [NAD] 
subunit alpha, 
mitochondrial 

Q9
D6
Y7 1 1 1 6.87 4 2 2 14.16 5 3 3 

1.1
9 

21.0
3 

Mitochondrial peptide 
methionine sulfoxide 
reductase 

Q9
D6
Z1  11 4 4 12.41 10 3 3 9.14 21 4 4 

0.6
6 

12.4
1 Nucleolar protein 56 

Q9
D7
M1 25 6 6 36.84 13 3 3 29.39 38 7 7 0 

47.3
7 

Glucose-induced 
degradation protein 8 
homolog 

Q9
D8
19 10 3 3 15.57 27 3 3 15.57 37 3 3 

1.1
9 

15.5
7 

Inorganic 
pyrophosphatase 

Q9
D8
83 1 1 1 7.53 12 2 2 12.97 13 2 2 3.3 

12.9
7 

Splicing factor U2AF 
35 kDa subunit 
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Q9
D8
B3 0 0 0   5 2 2 13.39 5 2 2 3.3 

13.3
9 

Charged multivesicular 
body protein 4b 

Q9
D8
E6 7 2 2 7.16 1 1 1 2.86 8 2 2 3.3 7.16 

60S ribosomal protein 
L4 

Q9
D8
N0 39 11 11 39.59 95 12 12 41.19 134 13 13 0 

44.1
6 

Elongation factor 1-
gamma 

Q9
D8
W5  62 9 9 28.29 28 7 7 17.98 90 11 11 0 

30.2
6 

26S proteasome non-
ATPase regulatory 
subunit 12 

Q9
D8
Y7 2 2 2 21.74 4 3 3 26.63 6 4 4 

0.6
6 

40.7
6 

Tumor necrosis factor 
alpha-induced protein 
8-like protein 2 

Q9
D9
06 30 10 10 24.64 27 6 6 12.03 57 12 12 0 

27.9
4 

Ubiquitin-like modifier-
activating enzyme 
ATG7 

Q9
D9
64 4 2 2 7.09 15 5 5 20.33 19 5 5 

0.4
7 

20.3
3 

Glycine 
amidinotransferase, 
mitochondrial 

Q9
DB
05 1 1 1 5.08 4 2 2 9.49 5 2 2 3.3 9.49 

Alpha-soluble NSF 
attachment protein 

Q9
DB
C7 2 1 1 3.15 4 2 2 9.45 6 2 2 3.3 9.45 

cAMP-dependent 
protein kinase type I-
alpha regulatory subunit 

Q9
DB
G3  125 19 12 28.5 182 26 17 41.62 307 28 18 0 

43.0
1 

AP-2 complex subunit 
beta 

Q9
DB
G5  4 1 1 4.35 7 2 2 8.47 11 2 2 3.3 8.47 Perilipin-3 

Q9
DB
G6  4 2 2 8.56 18 7 7 24.25 22 7 7 0 

24.2
5 

Dolichyl-
diphosphooligosacchari
de--protein 
glycosyltransferase 
subunit 2 

Q9
DB
J1 56 11 11 59.06 133 16 16 69.29 189 16 16 0 

69.2
9 

Phosphoglycerate 
mutase 1 

Q9
DB
K7  3 2 2 2.97 9 5 5 8.39 12 5 5 

0.4
7 8.39 

MCG18845, isoform 
CRA_d 

Q9
DB
R7 5 3 3 5.25 1 1 1 2.14 6 3 3 

1.1
9 5.25 

Protein phosphatase 1 
regulatory subunit 12A 

Q9
DB
T5  24 7 7 11.78 43 7 7 12.41 67 9 9 0 

15.2
9 AMP deaminase 2 

Q9
DB
Z5  9 4 4 24.31 29 4 4 26.61 38 5 5 

0.4
7 

31.6
5 

Eukaryotic translation 
initiation factor 3 
subunit K 

Q9
DC
C4 5 2 2 10.95 2 1 1 4.01 7 2 2 3.3 

10.9
5 

Pyrroline-5-carboxylate 
reductase 3 

Q9
DC
C5 19 5 5 39.34 27 5 5 39.34 46 5 5 

0.4
7 

39.3
4 Cbx3 protein 

Q9
DC
D0 513 21 21 57.14 471 38 38 66.87 984 39 39 0 

66.8
7 

6-phosphogluconate 
dehydrogenase, 
decarboxylating 

Q9
DC
H4 91 7 7 35.18 79 6 6 31.02 170 7 7 0 

35.1
8 

Eukaryotic translation 
initiation factor 3 
subunit F 

Q9
DC
L9  6 1 1 3.29 10 4 4 19.29 16 4 4 

0.6
6 

19.2
9 

Multifunctional protein 
ADE2 
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Q9
DC
X2 0 0 0   5 2 2 21.74 5 2 2 3.3 

21.7
4 

ATP synthase subunit 
d, mitochondrial 

Q9
EP
K7  6 2 2 2.48 7 2 2 3.31 13 3 3 

1.1
9 4.78 Exportin-7 

Q9
EP
L8  27 7 7 9.92 66 8 8 12.24 93 9 9 0 

13.7
8 Importin-7 

Q9
EP
L9  1 1 1 1.86 6 2 2 3.43 7 2 2 3.3 3.43 

Peroxisomal acyl-
coenzyme A oxidase 3 

Q9
EQ
G9  6 3 3 9.78 4 3 3 11.22 10 4 4 

0.6
6 

14.2
6 

Collagen type IV alpha-
3-binding protein 

Q9
EQ
H3 107 19 19 36.56 150 19 19 31.78 257 23 23 0 

40.3
3 

Vacuolar protein 
sorting-associated 
protein 35 

Q9
EQ
I5  5 2 2 20.35 17 2 2 20.35 22 2 2 3.3 

20.3
5 

Chemokine (C-X-C 
motif) ligand 7, isoform 
CRA_b 

Q9
EQ
U5 40 6 6 33.91 68 9 9 34.95 108 9 9 0 

34.9
5 Protein SET 

Q9
ER
72 14 4 4 8.9 42 9 9 18.53 56 9 9 0 

18.5
3 

Cysteine--tRNA ligase, 
cytoplasmic 

Q9
ER
D8 11 5 5 21.75 35 5 5 23.26 46 6 6 

0.4
7 

27.1
9 Gamma-parvin 

Q9
ER
F3  31 2 2 13.44 16 3 3 22.95 47 3 3 

1.1
9 

22.9
5 

WD repeat-containing 
protein 61 

Q9
ER
K4  110 8 8 13.7 87 12 12 21.11 197 13 13 0 

22.4
5 Exportin-2 

Q9
ER
L7  8 2 2 16.9 15 4 4 23.94 23 4 4 

0.6
6 

23.9
4 

Glia maturation factor 
gamma 

Q9
ES
46 2 1 1 3.84 5 2 2 8.77 7 2 2 3.3 8.77 Beta-parvin 
Q9
ES
52 13 5 5 6.13 11 3 3 4.2 24 5 5 

0.4
7 6.13 

Phosphatidylinositol 
3,4,5-trisphosphate 5-
phosphatase 1 

Q9
ES
P1 7 2 2 19.91 7 2 2 19.91 14 2 2 3.3 

19.9
1 

Stromal cell-derived 
factor 2-like protein 1 

Q9
ES
T5  2 1 1 6.99 3 2 2 10.66 5 2 2 3.3 

10.6
6 

Acidic leucine-rich 
nuclear phosphoprotein 
32 family member B 

Q9
ES
X5 16 4 4 12.57 18 3 3 11 34 4 4 

0.6
6 

12.5
7 

H/ACA 
ribonucleoprotein 
complex subunit 4 

Q9
ET
01 1083 50 45 60.94 985 79 71 70.12 

206
8 79 71 0 

70.1
2 

Glycogen 
phosphorylase, liver 
form 

Q9
JHI
5 0 0 0   4 2 2 10.85 4 2 2 3.3 

10.8
5 

Isovaleryl-CoA 
dehydrogenase, 
mitochondrial 

Q9
JHJ
0 10 3 3 16.19 13 3 3 17.61 23 4 4 

0.6
6 

21.5
9 Tropomodulin-3 

Q9
JH
K5  31 6 6 28 88 9 9 42.57 119 10 10 0 

42.5
7 Pleckstrin 

Q9
JH
R7 2 2 2 2.94 2 2 2 2.55 4 3 3 

1.1
9 4.02 

Insulin-degrading 
enzyme 



 

51 
 

Q9
JH
U4 184 46 46 16.21 109 28 28 9.88 293 50 50 0 

17.3
1 

Cytoplasmic dynein 1 
heavy chain 1 

Q9
JI1
0 8 2 0 5.84 11 4 2 11.47 19 5 2 3.3 

14.0
8 

Serine/threonine-protein 
kinase 3 

Q9
JI1
1 16 4 2 12.11 17 4 2 12.32 33 6 3 

1.1
9 

18.2
8 

Serine/threonine-protein 
kinase 4 

Q9
JIA
7 0 0 0   3 2 2 6 3 2 2 3.3 6 Sphingosine kinase 2 
Q9
JIF
0 17 4 4 14.56 21 4 4 14.56 38 4 4 

0.6
6 

14.5
6 

Protein arginine N-
methyltransferase 1 

Q9
JIF
7 32 9 9 16.37 46 10 10 18.15 78 14 14 0 

25.7
1 Coatomer subunit beta 

Q9
JIG
7 4 2 2 5.42 3 2 2 4.78 7 3 3 

1.1
9 6.86 

Coiled-coil domain-
containing protein 22 

Q9
JII
5 8 2 2 7.64 9 1 1 3.94 17 2 2 3.3 7.64 

DAZ-associated protein 
1 

Q9
JIY
5 4 2 2 6.11 6 2 2 9.61 10 3 3 

1.1
9 

12.8
8 

Serine protease 
HTRA2, mitochondrial 

Q9
JJ2
8 54 13 13 19.04 102 14 14 19.51 156 17 17 0 

23.4
5 

Protein flightless-1 
homolog 

Q9
JJU
8 5 2 2 27.19 1 1 1 11.4 6 2 2 3.3 

27.1
9 

SH3 domain-binding 
glutamic acid-rich-like 
protein 

Q9
JK
C8 1 1 1 4.78 2 2 2 9.81 3 2 2 3.3 9.81 

AP-3 complex subunit 
mu-1 

Q9
JK
F1  720 70 68 53.41 784 80 79 57.75 

150
4 88 86 0 

59.9
9 

Ras GTPase-activating-
like protein IQGAP1 

Q9
JK
R6 14 6 6 11.61 50 10 10 20.32 64 10 10 0 

20.3
2 

Hypoxia up-regulated 
protein 1 

Q9
JL2
6 61 10 10 16.73 38 8 8 12.25 99 12 12 0 

20.0
2 Formin-like protein 1 

Q9
JLI
8 5 3 3 4.37 1 1 1 1.25 6 3 3 

1.1
9 4.37 

Squamous cell 
carcinoma antigen 
recognized by T-cells 3 

Q9
JLJ
2 5 3 3 7.49 34 6 6 14.57 39 7 7 0 

17.6
1 

4-
trimethylaminobutyrald
ehyde dehydrogenase 

Q9
JL
Q2 3 2 2 6.07 5 1 1 2.54 8 2 2 3.3 6.07 

ARF GTPase-activating 
protein GIT2 

Q9
JL
V5 2 2 2 3.78 1 1 1 2.47 3 2 2 3.3 3.78 Cullin-3 
Q9
JL
V6 99 15 15 50.57 120 19 19 52.68 219 19 19 0 

52.6
8 

Bifunctional 
polynucleotide 
phosphatase/kinase 

Q9
JM
14 12 1 1 10.5 3 2 2 23 15 2 2 3.3 23 

5'(3')-
deoxyribonucleotidase, 
cytosolic type 

Q9
JM
76 153 8 8 47.19 131 11 11 53.93 284 11 11 0 

53.9
3 

Actin-related protein 
2/3 complex subunit 3 

Q9
JM
A1  10 3 3 10.75 25 6 6 19.88 35 6 6 

0.4
7 

19.8
8 

Ubiquitin carboxyl-
terminal hydrolase 14 
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Q9
JM
H6 41 8 8 24.47 109 8 8 23.33 150 9 9 0 26.1 

Thioredoxin reductase 
1, cytoplasmic 

Q9
JM
H9 8 4 4 3.8 8 3 3 3.07 16 4 4 

0.6
6 3.8 

Unconventional 
myosin-XVIIIa 

Q9
QU
G9  1 1 1 2.8 4 2 2 6.74 5 2 2 3.3 6.74 

RAS guanyl-releasing 
protein 2 

Q9
QU
H0 24 2 2 38.32 34 3 3 38.32 58 3 3 

1.1
9 

38.3
2 Glutaredoxin-1 

Q9
QU
I0  50 5 3 34.2 50 9 6 60.62 100 10 6 

0.4
7 

60.6
2 

Transforming protein 
RhoA 

Q9
QU
M0 58 11 11 19.07 133 22 22 38.72 191 22 22 0 

38.7
2 Integrin alpha-IIb 

Q9
QU
M9 117 10 10 46.75 99 13 13 52.85 216 13 13 0 

52.8
5 

Proteasome subunit 
alpha type-6 

Q9
QU
R6 18 6 6 14.37 24 8 8 17.75 42 10 10 0 

21.6
9 Prolyl endopeptidase 

Q9
Q
W
R8 0 0 0   2 2 2 7.47 2 2 2 3.3 7.47 

Alpha-N-
acetylgalactosaminidase 

Q9
QX
K3  30 5 3 10.68 27 4 2 7.35 57 5 3 

1.1
9 

10.6
8 

Coatomer subunit 
gamma-2 

Q9
QX
S1 54 20 20 7.21 71 19 19 6.82 125 29 29 0 

10.3
2 Plectin 

Q9
QX
Z0  0 0 0   2 2 2 0.33 2 2 2 3.3 0.33 

Microtubule-actin 
cross-linking factor 1 

Q9
QY
B5 8 4 4 7.93 4 3 3 4.96 12 5 5 

0.4
7 9.49 Gamma-adducin 

Q9
QY
C0 26 3 3 6.67 15 3 3 5.58 41 4 4 

0.6
6 8.03 Alpha-adducin 

Q9
QZ
88 1 1 1 12.64 10 2 2 18.13 11 2 2 3.3 

18.1
3 

Vacuolar protein 
sorting-associated 
protein 29 

Q9
QZ
D9 7 3 3 19.69 22 6 6 30.15 29 6 6 

0.4
7 

30.1
5 

Eukaryotic translation 
initiation factor 3 
subunit I 

Q9
QZ
E5 45 8 6 15.22 61 11 9 23.57 106 11 9 0 

23.5
7 

Coatomer subunit 
gamma-1 

Q9
QZ
K7  8 2 2 5.86 6 2 2 5.86 14 2 2 3.3 5.86 Docking protein 3 
Q9
QZ
Q8 4822 42 26 65.05 3924 49 29 64.52 

874
6 54 34 0 

65.5
9 

Core histone macro-
H2A.1 

Q9
R0
62 140 10 10 40.84 380 19 19 69.67 520 19 19 0 

69.6
7 Glycogenin-1 

Q9
R0
N0 19 4 4 19.13 15 3 3 14.29 34 4 4 

0.6
6 

19.1
3 Galactokinase 

Q9
R0
P3 36 4 4 19.5 71 5 5 40.78 107 7 7 0 

44.3
3 

S-formylglutathione 
hydrolase 
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Q9
R0
P5 65 8 8 55.15 77 8 8 55.15 142 8 8 0 

55.1
5 Destrin 

Q9
R0
Q7 2 2 2 18.12 8 2 2 18.12 10 2 2 3.3 

18.1
2 

Prostaglandin E 
synthase 3 

Q9
R1
11 191 20 20 50.66 223 23 23 72.69 414 26 26 0 

72.6
9 Guanine deaminase 

Q9
R1
12 19 2 2 6.22 1 1 1 3.11 20 3 3 

1.1
9 9.33 

Sulfide:quinone 
oxidoreductase, 
mitochondrial 

Q9
R1
90 9 2 2 4.94 17 4 4 7.63 26 4 4 

0.6
6 7.63 

Metastasis-associated 
protein MTA2 

Q9
R1
P0 37 6 6 32.95 106 9 9 57.47 143 10 10 0 

60.9
2 

Proteasome subunit 
alpha type-4 

Q9
R1
P1 66 7 7 40.49 65 7 7 40.49 131 7 7 0 

40.4
9 

Proteasome subunit 
beta type-3 

Q9
R1
P3 89 8 8 55.22 143 12 12 75.62 232 13 13 0 79.6 

Proteasome subunit 
beta type-2 

Q9
R1
P4 64 11 11 50.57 101 13 13 53.61 165 14 14 0 

53.9
9 

Proteasome subunit 
alpha type-1 

Q9
R1
T2  5 2 2 13.71 10 3 3 9.43 15 4 4 

0.6
6 

17.4
3 

SUMO-activating 
enzyme subunit 1 

Q9
R1
T4  16 6 4 22.81 8 3 1 11.29 24 7 4 

0.6
6 

25.3
5 Septin-6 

Q9
R2
57 2 2 2 18.95 0 0 0   2 2 2 3.3 

18.9
5 Heme-binding protein 1 

Q9
W
TM
5 70 10 10 28.29 47 12 12 33.69 117 12 12 0 

33.6
9 RuvB-like 2 

Q9
W
TX
5 14 4 4 44.79 26 3 3 27.61 40 4 4 

0.6
6 

44.7
9 

S-phase kinase-
associated protein 1 

Q9
W
TX
6 3 3 3 6.19 8 3 3 5.93 11 5 5 

0.4
7 

10.5
7 Cullin-1 

Q9
W
U0
0 4 1 1 7.75 13 2 2 10.14 17 2 2 3.3 

10.1
4 

Nuclear respiratory 
factor 1 

Q9
W
U2
8 4 1 1 11.69 25 3 3 33.77 29 3 3 

1.1
9 

33.7
7 Prefoldin subunit 5 

Q9
W
U7
8 105 12 12 25.43 115 15 15 31.07 220 17 17 0 

32.4
5 

Programmed cell death 
6-interacting protein 

Q9
W
UA
2 10 5 5 9.17 8 3 3 8.32 18 6 6 

0.4
7 

13.9
2 

Phenylalanine--tRNA 
ligase beta subunit 

Q9
W
UA
3 6 2 1 5.1 12 3 2 7.27 18 3 2 3.3 7.27 

ATP-dependent 6-
phosphofructokinase, 
platelet type 
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Q9
W
U
M3 13 4 4 19.21 29 6 6 21.49 42 6 6 

0.4
7 

21.4
9 Coronin-1B 

Q9
W
U
M4 18 4 4 16.03 42 6 6 20.89 60 6 6 

0.4
7 

20.8
9 Coronin-1C 

Q9
W
UP
7 8 3 3 12.46 2 1 1 4.26 10 3 3 

1.1
9 

12.4
6 

Ubiquitin carboxyl-
terminal hydrolase 
isozyme L5 

Q9
W
V3
2 141 9 9 32.8 153 13 13 41.94 294 13 13 0 

41.9
4 

Actin-related protein 
2/3 complex subunit 1B 

Q9
W
VA
3 11 3 3 11.96 15 5 5 23.62 26 6 6 

0.4
7 

25.7
7 

Mitotic checkpoint 
protein BUB3 

Q9
W
VA
4 34 5 5 29.65 58 9 9 56.78 92 9 9 0 

56.7
8 Transgelin-2 

Q9
W
VG
5 4 2 2 7.6 38 8 8 22 42 8 8 0 22 Endothelial lipase 
Q9
W
VJ
2 42 7 7 34.84 73 11 11 47.87 115 12 12 0 

51.0
6 

26S proteasome non-
ATPase regulatory 
subunit 13 

Q9
W
VK
4 77 19 19 48.5 106 22 22 58.43 183 24 24 0 

60.6
7 

EH domain-containing 
protein 1 

Q9
W
VQ
5 0 0 0   10 3 3 19.09 10 3 3 

1.1
9 

19.0
9 

Methylthioribulose-1-
phosphate dehydratase 

Q9
Z0
E6 1 1 1 2.55 2 2 2 5.77 3 2 2 3.3 5.77 

Interferon-induced 
guanylate-binding 
protein 2 

Q9
Z0
H4 3 2 2 9.84 1 1 1 7.09 4 2 2 3.3 9.84 

CUGBP Elav-like 
family member 2 

Q9
Z0I
7 0 0 0   16 3 3 13.06 16 3 3 

1.1
9 

13.0
6 Protein Slfn1 

Q9
Z0
M6 7 3 3 6.85 14 4 4 8.07 21 4 4 

0.6
6 8.07 CD97 antigen 

Q9
Z0
N1 23 5 5 20.55 37 6 6 26.27 60 7 7 0 

29.6
6 

Eukaryotic translation 
initiation factor 2 
subunit 3, X-linked 

Q9
Z0
P5 20 6 6 31.23 56 7 7 38.11 76 7 7 0 

38.1
1 Twinfilin-2 

Q9
Z1
10 5 2 2 3.77 6 1 1 1.51 11 2 2 3.3 3.77 

Delta-1-pyrroline-5-
carboxylate synthase 

Q9
Z1
26 6 1 1 8.57 26 4 4 46.67 32 4 4 

0.6
6 

46.6
7 Platelet factor 4 

Q9
Z1
83 256 20 20 44.74 109 16 16 37.09 365 22 22 0 

49.8
5 

Protein-arginine 
deiminase type-4 
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Q9
Z1
B7 0 0 0   6 3 3 13.93 6 3 3 

1.1
9 

13.9
3 

Mitogen-activated 
protein kinase 13 

Q9
Z1
D1 13 4 4 16.88 9 3 3 16.88 22 4 4 

0.6
6 

16.8
8 

Eukaryotic translation 
initiation factor 3 
subunit G 

Q9
Z1
E4 49 10 10 23.04 46 11 11 24.53 95 14 14 0 

30.4
9 

Glycogen [starch] 
synthase, muscle 

Q9
Z1
F9  9 4 4 11.91 25 5 5 16.14 34 5 5 

0.4
7 

16.1
4 

SUMO-activating 
enzyme subunit 2 

Q9
Z1
G3  5 1 1 4.19 13 4 4 22.77 18 4 4 

0.6
6 

22.7
7 

V-type proton ATPase 
subunit C 1 

Q9
Z1
N5 51 8 3 26.87 79 10 6 35.28 130 11 6 

0.4
7 

38.0
8 

Spliceosome RNA 
helicase Ddx39b 

Q9
Z1
Q5 84 9 9 55.6 119 16 16 70.95 203 16 16 0 

70.9
5 

Chloride intracellular 
channel protein 1 

Q9
Z1
Q9 54 9 9 13.7 71 13 13 19.64 125 13 13 0 

19.6
4 Valine--tRNA ligase 

Q9
Z1
R9 34 2 2 9.76 23 1 1 8.13 57 2 2 3.3 9.76 MCG124046 
Q9
Z1
T1  1 1 1 1.18 6 2 2 2.35 7 2 2 3.3 2.35 

AP-3 complex subunit 
beta-1 

Q9
Z1
Z2  6 3 3 13.71 8 3 3 13.43 14 4 4 

0.6
6 18 

Serine-threonine kinase 
receptor-associated 
protein 

Q9
Z2
04 5 2 2 3.83 8 3 3 10.54 13 4 4 

0.6
6 

10.5
4 

Heterogeneous nuclear 
ribonucleoproteins 
C1/C2 

Q9
Z2
D6 8 2 2 8.06 13 2 2 8.06 21 2 2 3.3 8.06 

Methyl-CpG-binding 
protein 2 

Q9
Z2I
9 1 1 1 5.62 4 2 2 9.5 5 2 2 3.3 9.5 

Succinyl-CoA ligase 
[ADP-forming] subunit 
beta, mitochondrial 

Q9
Z2
L7  5 1 1 3.17 11 2 2 8.14 16 2 2 3.3 8.14 

Cytokine receptor-like 
factor 3 

Q9
Z2
N8 3 3 3 14.69 3 1 1 6.99 6 3 3 

1.1
9 

14.6
9 Actin-like protein 6A 

Q9
Z2
U0 84 8 8 39.11 120 10 10 47.18 204 10 10 0 

47.1
8 

Proteasome subunit 
alpha type-7 

Q9
Z2
U1 105 10 10 45.23 149 10 10 45.23 254 10 10 0 

45.2
3 

Proteasome subunit 
alpha type-5 

Q9
Z2
W0  79 6 6 23.26 83 11 11 37 162 11 11 0 37 

Aspartyl 
aminopeptidase 

Q9
Z2
X1 47 4 3 16.87 30 6 5 24.58 77 6 5 

0.4
7 

24.5
8 

Heterogeneous nuclear 
ribonucleoprotein F 

V9
GX
06 81 3 1 19.67 39 5 3 27.32 120 5 3 

1.1
9 

27.3
2 

Protein Gm11214 
(Fragment) 
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Table S2- GG modified peptides identified from conventional (CON) and inflammatory (INF) exosomal 
proteins 
 

Protei
n 

Sa
mp
le GG modified Peptide Mods m/z MW 

Min 
FDR 

A0A08
7WR5
0 

CO
N GPMKEINLSPDSSSVIVSGLMVATK M3:+15.995,M21:+15.995,K25:+114.043 

135
3.68

9 

270
5.36

2 

0.05
668

8 
A0A08
7WR5
0 

CO
N GHCVTDSGVVYSVGMQWLKSQGNK C3:+45.988,M15:+15.995,K19:+114.043 

137
8.63

4 

275
5.25

2 

0.04
144

1 
A0A08
7WR5
0 

CO
N EKPYQGWMMVDCTCLGEGNGR 

E1:-
18.011,K2:+114.043,M8:+15.995,M9:+15.995,
C12:+45.988,C14:+45.988 

129
7.50

7 

259
2.99

9 

0.06
267

1 
A0A08
7WR5
0 INF NTYKVGDTYERPK K4:+114.043 

842.
918

7 

168
3.82

2 

0.06
231

8 
A0A08
7WR5
0 INF FGFCPMAAHEEICTTNEGVMYRIGDQWDK C4:+45.988,C13:+45.988,K29:+114.043 

118
5.49

8 
355

3.47 

0.08
392

4 
A0A0
A6YYE
5 

CO
N QIVLTQSPAIMSASPGEKV Q1:-17.027,K18:+114.043 

685.
026

4 

205
2.05

6 

0.04
197

7 

A2A51
3 

CO
N 

GSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSGG
QGGSGGFK K43:+114.043 

115
1.80

4 

345
2.38

7 

0.03
690

6 

A2A51
3 

CO
N 

GGGGSYGGGSSGGGSHGGSSGGGYGGGSSSGGAGG
HGGSSGGGYGGGSSSGGQGGSGGFK K60:+114.043 

118
2.97

6 

472
7.87

4 

0.08
621

5 
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A2A51
3 

CO
N 

GGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGS
GGFK K39:+114.043 

105
5.76

8 
316

4.28 

0.06
772

5 

A2A51
3 

CO
N 

GSSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGG
GYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSG
GFK K73:+114.043 

143
2.32 

572
5.24

7 

0.01
236

9 

A2A51
3 

CO
N 

GGSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSG
GQGGSGGFK K44:+114.043 

117
0.81

1 

350
9.40

9 

0.04
116

7 

A2A51
3 

CO
N 

GGSSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSG
GGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGS
GGFK K74:+114.043 

144
6.57

5 

578
2.26

9 

0.01
077

7 

A2A51
3 

CO
N 

SSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGY
GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K72:+114.043 

141
8.06

4 

566
8.22

6 

0.03
207

1 

A2A51
3 

CO
N 

YGGGSSGGGSHGGSSGGGYGGGSSSGGAGGHGGSS
GGGYGGGSSSGGQGGSGGFK K55:+114.043 

147
1.92

6 

441
2.75

6 

0.06
024

7 

A2A51
3 

CO
N 

GGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGYG
GGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGFK K70:+114.043 

137
4.54

8 

549
4.16

2 
0.04
881 

A2A51
3 

CO
N 

SGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGY
GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K71:+114.043 

139
6.30

6 

558
1.19

4 

0.03
755

2 

A2A51
3 

CO
N GSFGGGSYGGGFGGGGFGGDGGSLLSGNEK K30:+114.043 

904.
064

2 

270
9.16

9 

0.08
145

7 

A2A51
3 

CO
N 

GYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSG
GFK K38:+114.043 

103
6.76

1 

310
7.25

9 

0.07
286

9 

A2A51
3 

CO
N 

SSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQ
GGSGGFK K42:+114.043 

113
2.79

6 

339
5.36

6 
0.09
141 

A2A51
3 

CO
N 

GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K36:+114.043 

144
4.59

5 

288
7.17

4 

0.03
349

6 

A2A51
3 

CO
N SSGGQGGSGGFKSSGGGDQSSK K12:+114.043 

677.
298

9 

202
8.87

3 

0.04
800

5 

A2A51
3 

CO
N GSYGGGFGGGGFGGDGGSLLSGNEK K25:+114.043 

115
3.01 

230
4.00

4 

0.06
337

3 

A2A51
3 

CO
N 

GGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGYGG
GSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGFK K69:+114.043 

136
0.29

3 
543

7.14 

0.09
067

8 

A2A51
3 

CO
N 

GGGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGG
SGGFK K40:+114.043 

107
4.77

5 

322
1.30

2 

0.08
816

7 

A2A51
3 

CO
N 

HGGSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSS
GGQGGSGGFK K45:+114.043 

121
6.49

7 

364
6.46

7 

0.09
067

8 

A2A51
3 INF 

GSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSGG
QGGSGGFK K43:+114.043 

115
1.80

4 

345
2.38

7 

0.03
378

2 

A2A51
3 INF 

GGGGSYGGGSSGGGSHGGSSGGGYGGGSSSGGAGG
HGGSSGGGYGGGSSSGGQGGSGGFK K60:+114.043 

118
2.97

6 

472
7.87

4 

0.08
392

4 

A2A51
3 INF 

GGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGS
GGFK K39:+114.043 

792.
077

8 
316

4.28 

0.07
630

8 

A2A51
3 INF 

GSSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGG
GYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSG
GFK K73:+114.043 

143
2.32 

572
5.24

7 

0.00
929

7 
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A2A51
3 INF 

GGSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSG
GQGGSGGFK K44:+114.043 

117
0.81

1 

350
9.40

9 

0.04
116

7 

A2A51
3 INF 

GGSSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSG
GGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGS
GGFK K74:+114.043 

144
6.57

5 

578
2.26

9 

0.01
695

5 

A2A51
3 INF 

SSGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGY
GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K72:+114.043 

141
8.06

4 

566
8.22

6 

0.03
157

8 

A2A51
3 INF 

YGGGSSGGGSHGGSSGGGYGGGSSSGGAGGHGGSS
GGGYGGGSSSGGQGGSGGFK K55:+114.043 

147
1.92

6 

441
2.75

6 

0.03
666

5 

A2A51
3 INF 

GGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGYG
GGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGFK K70:+114.043 

137
4.54

8 

549
4.16

2 
0.05
294 

A2A51
3 INF 

SGGGSHGGSSGGGYGGGSSSGGAGGHGGSSGGGYG
GGSSSGGQGGSGGFK K50:+114.043 

133
1.54 

399
1.59

6 

0.07
896

1 

A2A51
3 INF 

SGGGGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGY
GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K71:+114.043 

139
6.30

6 

558
1.19

4 

0.03
282

5 

A2A51
3 INF GSFGGGSYGGGFGGGGFGGDGGSLLSGNEK K30:+114.043 

904.
064

2 

270
9.16

9 

0.09
764

2 

A2A51
3 INF 

GYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSG
GFK K38:+114.043 

103
6.76

1 

310
7.25

9 

0.08
994

9 

A2A51
3 INF 

SSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSSGGQ
GGSGGFK K42:+114.043 

113
2.79

6 

339
5.36

6 
0.09
141 

A2A51
3 INF 

GGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGF
K K36:+114.043 

144
4.59

5 

288
7.17

4 

0.06
772

5 

A2A51
3 INF 

HGGSSGGGYGGGSSSGGAGGHGGSSGGGYGGGSSS
GGQGGSGGFK K45:+114.043 

121
6.49

7 

364
6.46

7 

0.09
259

4 

A2A51
3 INF 

GGGSYGGGSSGGGSHGGSSGGGYGGGSSSGGAGGH
GGSSGGGYGGGSSSGGQGGSGGFK K59:+114.043 

116
8.72

1 

467
0.85

2 
0.09
141 

A2A51
3 INF 

YGGGSSSGGAGGHGGSSGGGYGGGSSSGGQGGSGG
FK K37:+114.043 

763.
567

1 

305
0.23

7 

0.08
392

4 

A2A51
3 INF GYGGGSSSGGQGGSGGFKSSGGGDQSSK K28:+114.043 

627.
771

4 

250
7.05

5 

0.04
401

7 

A2A51
3 INF 

GGSYGGSSGGGGSYGGGSSGGGSHGGSSGGGYGGG
SSSGGAGGHGGSSGGGYGGGSSSGGQGGSGGFK K68:+114.043 

134
6.03

8 

538
0.11

9 

0.08
515

8 

A2AF
Q2 

CO
N GLVAVVTGGASGLGLATAK K19:+114.043 

439.
755

1 

175
4.98

9 
0.08
109 

A2AF
Q2 

CO
N GVIINTASVAAFEGQVGQAAYSASKGGIV K25:+114.043 

960.
502 

287
8.48

3 

0.04
910

9 

A2AG
H6 

CO
N ISSNFSSIIAEK K12:+114.043 

705.
367

7 
140

8.72 

0.09
344

7 

A2AG
H6 INF QSSLELQLMIK K11:+114.043 

702.
382

3 

140
2.74

9 

0.00
190

4 

A2AG
H6 INF LDQWTMRQSSLELQLMIK K18:+114.043 

116
7.60

1 

233
3.18

7 

0.07
090

1 
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A2AG
H6 INF VNDIAILCAELTGYCK C8:+45.988,C15:+45.988,K16:+114.043 

644.
63 

193
0.86

7 

0.06
536

7 

A2AK
G8 

CO
N SWIKVVLTEGAPTMLCLAALHGLVALVGSDVDVMQLK K4:+114.043,M14:+15.995,C16:+45.988 

135
2.04

7 

405
3.11

8 

0.04
938

8 

A2AK
G8 

CO
N CVCTSAFSAGIIEAAEAEDIMSK 

C1:+28.961,C3:+45.988,M21:+15.995,K23:+11
4.043 

851.
023

1 

255
0.04

6 

0.09
764

2 

A2AK
G8 

CO
N GAPTMLCLAALHGLVALVGSDVDVMQLK C7:+45.988,M25:+15.995,K28:+114.043 

100
0.18 

299
7.51

6 

0.06
632

8 

A2AK
G8 INF NDLELYISIAK K11:+114.043 

696.
872

7 
139

1.73 

0.02
172

5 

A2AK
G8 INF PSSQSAASLLGLWVMPPLIHGLSLNIKK M15:+15.995,K28:+114.043 

102
9.90

6 

308
6.69

5 

0.07
963

6 

A2AK
G8 INF FVENLMVEVFKTASQPCHPEMCLSALQGLSQAMK 

K11:+114.043,C17:+45.988,M21:+15.995,C22:
+45.988,K34:+114.043 

102
6.47

4 

410
1.86

3 

0.04
315

4 

A2AK
G8 INF ECTKPDQATPAALVLQGLHALCQAEVVCIR 

C2:+45.988,K4:+114.043,C22:+45.988,C28:+45
.988 

114
3.88

2 

342
8.62

1 

0.06
300

9 

A2AK
G8 INF VVMKPIATVGESYQYPPANLAALLS K4:+114.043 

916.
154

9 

274
5.44

1 

0.00
965

4 

A2AN
08 

CO
N PVETFSEFLDAAGLLSEITDPESFLK K26:+114.043 

990.
494

3 

296
8.45

9 

0.02
566

2 

A2AN
08 

CO
N ETFSEFLDAAGLLSEITDPESFLKDLLNSVP E1:-18.011,K24:+114.043 

874.
187

4 

349
2.71

8 

0.04
197

7 

A2AN
08 

CO
N DVTFLFNEEGKNIIVIMSSAGYMYTQLMEEASSAQ K11:+114.043,M23:+15.995,M28:+15.995 

135
4.96

1 

406
1.85

9 

0.06
123

4 

A2AN
08 

CO
N ANTKPGGFTIEISNNSSTMVMTGMR K4:+114.043,M21:+15.995 

138
7.65 

277
3.28

3 

0.03
993

5 

A2AN
08 

CO
N KLSLFIGASVDPAGV K1:+114.043 

794.
441

2 

158
6.86

7 

0.05
076

6 

A2AN
08 INF MTTGTESETKAFMAVCIETAK 

M1:+15.995,K10:+114.043,M13:+15.995,C16:
+45.988,K21:+114.043 

127
8.06

1 

255
4.10

7 
0.05
734 

A2AN
08 INF LLLFICGSKEK C6:+45.988,K9:+114.043,K11:+114.043 

762.
9 

152
3.78

4 
0.03
071 

A2AN
08 INF EQSSPDQVSAAKTK E1:-18.011,K14:+114.043 

786.
387 

157
0.75

8 
0.08
582 

A2AN
08 INF TTVKPYCNEIHAQAQLWLK K4:+114.043,C7:+45.988,K19:+114.043 

125
9.12

3 

251
6.23

1 

0.06
465

9 

A2AN
08 INF 

LCQWSEVMNHPGLVCCVQQTTGVPLVVMVKPGTFLI
QEIKTLPAK 

C2:+45.988,M8:+15.995,C15:+45.988,C16:+45
.988,K30:+114.043,K45:+114.043 

133
0.16

3 

531
6.62

1 

0.05
322

5 

A2AN
08 INF GHQGFGVLSVILANHAIKLLASLFQDLQ K18:+114.043 

103
5.24 

310
2.69

8 

0.03
583

3 

A2AQ
07 INF ESESCDCLQGFQIVHSLGGGTGSGMGTLLMNK C5:+45.988,C7:+45.988,K32:+114.043 

866.
379

3 

346
1.48

6 
0.04
423 
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A2AQ
A9 

CO
N DPKMMWSMHVAK 

M4:+15.995,M5:+15.995,M8:+15.995,K12:+11
4.043 

811.
860

5 

162
1.70

5 

0.03
403

7 

A2AQ
A9 

CO
N IGWIPIGSLDQEKVK K13:+114.043,K15:+114.043 

956.
021 

191
0.02

6 

0.04
776

4 

A2AQ
A9 

CO
N KGLTEQQTQFTSLPDPPEVEFAK K1:+114.043 

135
2.67

7 

270
3.33

9 

0.05
231

3 

A2AQ
A9 

CO
N TPADMLSVTAAKDAQANITNTNYK K24:+114.043 

132
6.65

1 

265
1.28

6 

0.05
633

6 

A2AQ
A9 

CO
N GYILPPDAVPFVHAHHSSDVQSELK K25:+114.043 

142
9.21

8 
285

6.42 

0.04
667

3 

A2AQ
A9 

CO
N INIPADMVSVVAAKEGQNLVSD K14:+114.043 

596.
809

1 

238
3.20

5 
0.02
643 

A2AQ
A9 

CO
N GTGIPTTVTPEIERVK K16:+114.043 

604.
667

4 

181
0.97

9 

0.05
322

5 

A2AQ
A9 

CO
N KGYDLPVDAISVQLAK K1:+114.043,K16:+114.043 

487.
015

7 

194
4.03

2 

0.05
668

8 

A2AQ
A9 

CO
N KLWSNYLYTDNAR K1:+114.043 

586.
625

6 

175
6.85

3 

0.03
736

3 

A2AQ
A9 

CO
N KGYDLKPDAIAIK K6:+114.043 

773.
436 

154
4.85

6 

0.04
012

7 

A2AQ
A9 

CO
N NQEMVNQIKYK K9:+114.043,K11:+114.043 

811.
902 

162
1.78

8 

0.06
502

7 

A2AQ
A9 

CO
N DALANYPNFTSVEDPPEIVLAKINSVNQSDVK K32:+114.043 

120
1.27

3 

360
0.79

5 

0.07
125

9 

A2AQ
A9 

CO
N HIMPDTPDIILAKANLINTSDK K22:+114.043 

126
7.66

8 

253
3.32

1 

0.00
158

6 

A2AQ
A9 

CO
N EWMKGIGWVPIGSLEVVK E1:-18.011,M3:+15.995,K4:+114.043 

107
0.56

7 

213
9.11

8 

0.06
738

7 

A2AQ
A9 INF KLWSNYLYTDNAR K1:+114.043 

586.
625

6 

175
6.85

3 

0.05
025

6 

A2AQ
A9 INF YSTLMDSMNMVLAQNNAK M8:+15.995,M10:+15.995,K18:+114.043 

108
8.98

8 
217

5.96 

0.09
973

2 

A2AQ
A9 INF IHTYNMLPDAMSFELAKNMMQIQSDNQYK M6:+15.995,M19:+15.995,K29:+114.043 

902.
664

1 

360
6.62

5 

0.03
132

7 

A2AQ
A9 INF EATELQSIVKYK [0:-18.011,K10:+114.043 

752.
904

3 

150
3.79

3 

0.06
901

4 

A2AQ
A9 INF ENFSSVLYKENVGK K9:+114.043,K14:+114.043 

921.
455

6 

184
0.89

6 

0.04
694

9 

A2AQ
A9 INF VYELQSENMYK M9:+15.995,K11:+114.043 

767.
348

7 

153
2.68

2 

0.08
207

5 

A2ASS
6 

CO
N TEIVSTDYTTTLTVK K15:+114.043 

595.
975

9 

178
4.90

4 

0.00
091

7 
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A2ASS
6 

CO
N EGNYSVVVENSDGK K14:+114.043 

537.
581

8 

160
9.72

2 

0.09
180

3 

A2ASS
6 

CO
N AVNKIGGGEYIELK K4:+114.043,K14:+114.043 

859.
957

8 
171
7.9 

0.08
956

6 

A2ASS
6 

CO
N DGIEVHAGDKYR K10:+114.043 

737.
358

2 

147
2.70

1 

0.08
741

6 

A2ASS
6 

CO
N YIPVMSGENK M5:+15.995,K10:+114.043 

634.
303

6 

126
6.59

2 
0.08
582 

A2ASS
6 

CO
N AIAWKPPEKNGGSPIIGYHVEMCPVGTEK C23:+45.988,K29:+114.043 

109
0.20

4 

326
7.58

8 

0.08
075

6 

A2ASS
6 

CO
N EEVSWSKVESQLK K13:+114.043 

831.
920

9 

166
1.82

6 

0.05
668

8 

A2ASS
6 

CO
N PSDIAQITSTPTSSMLTVKYATR M15:+15.995,K19:+114.043 

866.
774

7 

259
7.30

1 

0.07
350

6 

A2ASS
6 INF TEIVSTDYTTTLTVK K15:+114.043 

595.
975

9 

178
4.90

4 

0.04
144

1 

A2ASS
6 INF ILMASADTLK K10:+114.043 

588.
818

8 

117
5.62

2 

0.08
956

6 

A2ASS
6 INF VDVLDVPGPVGIPFLSDNLTNDSCK C24:+45.988,K25:+114.043 

694.
340

5 

277
3.33

1 

0.07
672

7 

A2ASS
6 INF LYNCQLDMTGEISFQAANAK C4:+45.988,K20:+114.043 

793.
026

2 

237
6.05

5 

0.08
892

1 

A2ASS
6 INF VTAENEYGIGLPARTADPIK K20:+114.043 

743.
722

4 

222
8.14

4 

0.09
973

2 

A2ASS
6 INF VWTLVDANVQTLSCKVLK C14:+45.988,K15:+114.043,K18:+114.043 

114
6.09

9 

229
0.18

2 

0.09
462

2 

A2ASS
6 INF VLWYKDEVEIQESSK K15:+114.043 

983.
992 

196
5.96

8 

0.09
764

2 

A2ASS
6 INF VTLREPPSFIK K11:+114.043 

467.
601

9 

139
9.78

2 

0.03
455

1 

A2ASS
6 INF ETEEIAASMVVVATAK K16:+114.043 

881.
948

8 

176
1.88

2 
0.00
709 

A2ASS
6 INF EKLEAPDIDLDLELR K2:+114.043 

941.
992 

188
1.96

8 

0.09
067

8 

A2ASS
6 INF KVEPPPPPK K1:+114.043 

551.
817 

110
1.61

8 

0.02
721

5 

A2ASS
6 INF MTLVENTATLTVLK K14:+114.043 

412.
730

6 

164
6.89

1 

0.01
389

1 

A2ASS
6 INF VTETFDGEVSLAWEEPLTDGGSK K23:+114.043 

646.
054

5 

258
0.18

7 

0.06
337

3 

A2ASS
6 INF ENSVGEVSSSTFLTVQEQK K19:+114.043 

109
2.02

7 

218
2.03

9 

0.07
419

6 
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A2ASS
6 INF DIENQTVLK K9:+114.043 

587.
309

7 

117
2.60

4 

0.08
892

1 

A2ASS
6 INF QLKPGDNFR K3:+114.043 

594.
810

2 

118
7.60

5 

0.08
278

5 

A6ZI4
4 

CO
N CVLKIGEHTPSALAIMENANVL C1:+28.961,K4:+114.043,M16:+15.995 

828.
076

7 

248
1.20

7 
0.05
928 

B1ATY
1 

CO
N KEITALAPSTMK K1:+114.043 

702.
382

3 

140
2.74

9 

0.01
731

6 

B1ATY
1 

CO
N EEEIAALVIDNGSGMCK M15:+15.995,C16:+45.988,K17:+114.043 

977.
932

1 

195
3.84

9 

0.01
601

4 

B1ATY
1 INF KEITALAPSTMK K1:+114.043 

702.
382

3 

140
2.74

9 

0.01
389

1 

B1ATY
1 INF KDLYANTVLSGGTTMYPGIADR K1:+114.043 

122
9.10

8 

245
6.20

1 

0.00
091

7 

B1ATY
1 INF DLYANTVLSGGTTMYPGIADRMQK M14:+15.995,K24:+114.043 

136
6.65

5 

273
1.29

5 

0.07
031

5 

B1AU
Y2 

CO
N CMAPPSASCLGDGQLESLIGEPELELKTGT 

C1:+45.988,M2:+15.995,C9:+45.988,K27:+114
.043 

109
0.15

7 

326
7.44

8 

0.06
337

3 

B1AU
Y2 INF CMAPPSASCLGDGQLESLIGEPELELK 

C1:+45.988,M2:+15.995,C9:+45.988,K27:+114
.043 

100
3.78

5 

300
8.33

2 

0.05
264

8 

B1AU
Y2 INF QTSQMQGLGSLEEALEALDPPGDKAK 

Q1:-
17.027,M5:+15.995,K24:+114.043,K26:+114.0
43 

147
0.69

9 

293
9.38

2 

0.07
090

1 

B1AY1
3 

CO
N EMLGSSLIK K9:+114.043 

546.
292

5 

109
0.56

9 

0.01
090

8 

B1AY1
3 

CO
N QEKSLPGVVMALVCNVFDMLYQLANLEEPR 

Q1:-
17.027,K3:+114.043,M10:+15.995,C14:+45.98
8,M19:+15.995 

119
4.57

7 

358
0.70

7 

0.08
515

8 

B1AY1
3 

CO
N VFGEGNMFAISPVSTFQK M7:+15.995,K18:+114.043 

523.
007

5 

208
7.99

9 

0.04
857

5 

B1AY1
3 INF EMLGSSLIK K9:+114.043 

546.
292

5 

109
0.56

9 

0.07
192

7 

B1AY1
3 INF QSSTVIENIHTIIAAAAVK Q1:-17.027,K19:+114.043 

516.
534

2 

206
2.10

5 

0.01
483

8 

B2RQ
C6 

CO
N SSENAGTLGAVAGSAAGLK K19:+114.043 

592.
303

1 

177
3.88

6 

0.06
337

3 

B2RQ
C6 

CO
N GAVAGSAAGLKLYLNETFSELR K11:+114.043 

119
1.12

7 

238
0.23

9 

0.04
256

6 

B2RQ
C6 

CO
N LFLGASSENAGTLGAVAGSAAGLK K24:+114.043 

759.
401

4 

227
5.18

1 

0.05
410

2 

B2RQ
C6 

CO
N LLTFGGQTALNCGVELTKAGVLAR C12:+45.988,K18:+114.043 

648.
847 

259
1.35

7 

0.07
125

9 

B2RQ
C6 INF GEVAGFGESRCEAYLK C11:+45.988,K16:+114.043 

625.
951 

187
4.82

9 

0.05
264

8 



 

63 
 

B2RQ
C6 INF ILGSGGLSIGQAGEFDYSGSQAIK K24:+114.043 

823.
747

3 

246
8.21

8 

0.04
959

9 

B2RV7
7 

CO
N VEYKSQVVAGQNYFIK K16:+114.043 

994.
018

4 

198
6.02

1 
0.03
639 

B2RXR
6 

CO
N DAKGQTPLMLAVAYGHIDAVSLLLEK K3:+114.043 

956.
516

6 

286
6.52

6 

0.06
088

5 

B2RXR
6 INF NKMILGNAHDNSEELER K2:+114.043,M3:+15.995 

105
0.49

3 
209

8.97 

0.07
090

1 

B2RXR
6 INF GYTPLHAAASNGQISVVKHL K18:+114.043 

726.
387

5 

217
6.13

9 

0.03
583

3 

B2RXR
6 INF LSSGFEIDTPDTFGRTCLHAAAAGGNVECIK C17:+45.988,C29:+45.988,K31:+114.043 

112
9.51

5 

338
5.52

1 

0.07
254

2 

B5THE
2 

CO
N GLLITPVLDQGAEKVK K14:+114.043 

898.
020

4 

179
4.02

5 

0.02
432

6 

B5THE
2 INF SLKFDGLWIDMNEPSSFVNGAVPSGCSDAT K3:+114.043,M11:+15.995,C26:+45.988 

110
7.49 

331
9.44

8 

0.07
155

3 

B5THE
2 INF GQKLVIILDPAISNNSFSSNPYGPYDR K3:+114.043 

770.
643

1 

307
8.54

1 

0.09
676

7 

B9EJ5
4 

CO
N PPVLKAELLK K5:+114.043 

407.
924

2 

122
0.74

9 

0.04
530

6 

B9EJ5
4 

CO
N FTDELMEQGLTYKVLTLLSQIDVNNEFE K13:+114.043 

113
5.22

6 

340
2.65

4 

0.09
501

2 

B9EJ5
4 

CO
N YKPPGFSLMYHLLNESPMLELALSLLEEGVK M9:+15.995,K31:+114.043 

121
6.96

2 

364
7.86

2 
0.09
141 

B9EJ5
4 

CO
N GLGIIIYLLKQSATDFFSYYDSHR K10:+114.043 

146
1.24

6 

292
0.47

6 

0.08
816

7 

B9EJ5
4 

CO
N WTPVVVILGLLQCSIPPVLKAELLK C13:+45.988,K25:+114.043 

144
5.34 

288
8.66

4 

0.08
621

5 

B9EJ5
4 INF LPGLGIIIYLLKQSATDFF K12:+114.043 

111
2.12

5 

222
2.23

5 

0.06
901

4 

B9EJ5
4 INF LALCEHPQWTPVVVILGLLQCSIPPVLKAELLK C4:+45.988,C21:+45.988,K33:+114.043 

127
6.36

8 

382
6.07

9 

0.04
372

4 

B9EJ5
4 INF QGLTYKVLTLLSQIDVNNEFEK K6:+114.043,K22:+114.043 

139
0.72

7 

277
9.43

9 
0.07
319 

B9EJ5
4 INF EEIIAYKPPGFSLMYHLLNESPMLELALSLLEEGVK E1:-18.011,M23:+15.995,K36:+114.043 

139
6.05

5 

418
5.14

2 

0.05
698

3 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGG K9:+114.043 

123
4.95

2 

370
1.83

3 

0.04
559

7 

D3YW
48 

CO
N 

LKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGG
GGGMGLGGGGGGGGTAMR K2:+114.043 

136
0.99

9 

407
9.97

3 

0.01
060

4 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGG K9:+114.043 

144
9.37

7 

434
5.10

8 

0.01
006

6 
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D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGG K9:+114.043 

117
7.93

1 

353
0.76

9 

0.07
782

3 

D3YW
48 

CO
N 

FLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGG
GGGGMGLGGGGGGGGTAMR K3:+114.043 

141
0.02

1 

422
7.04

1 

0.03
329

7 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGG K9:+114.043 

137
3.34

9 

411
7.02

2 

0.09
380

1 

D3YW
48 

CO
N 

KGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGGG
GGMGLGGGGGGGGTAMR K1:+114.043 

132
3.30

4 

396
6.88

9 

0.01
996

1 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMG K9:+114.043 

129
7.64 

388
9.89

5 

0.01
653

5 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGG K9:+114.043 

141
1.36

3 

423
1.06

5 

0.00
943

1 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGG M1:+15.995,K9:+114.043 

901.
954

1 

360
3.78

5 

0.08
244

9 

D3YW
48 

CO
N MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISG M1:+15.995,K9:+114.043 

102
1.86

1 

306
2.56

1 

0.04
285

7 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGG K9:+114.043 

143
0.37 

428
8.08

7 

0.02
660

9 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGGGG M1:+15.995,K9:+114.043 

111
9.79

4 

447
5.14

6 

0.08
515

8 

D3YW
48 

CO
N 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGM K8:+114.043,M45:+15.995 

124
0.28

4 

371
7.82

8 
0.06
568 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGM K9:+114.043,M46:+15.995 

128
3.96

4 

384
8.86

9 

0.05
803

7 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLG K9:+114.043 

135
4.34

1 

406
0.00

1 

0.04
315

4 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGG K9:+114.043,M46:+15.995 

139
7.68

7 

419
0.03

9 

0.02
115

4 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGG K9:+114.043 

115
8.92

4 

347
3.74

7 

0.07
060

6 

D3YW
48 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGGGGT K9:+114.043,M46:+15.995 

114
5.05

6 

457
6.19

4 

0.07
823

6 

D3YW
48 

CO
N MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGA M1:+15.995,K9:+114.043 

104
5.54 

313
3.59

8 

0.07
823

6 

D3YW
48 

CO
N 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGMGLGG K8:+114.043 

132
9.66

8 

398
5.98

2 

0.03
455

1 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGG K9:+114.043 

123
4.95

2 

370
1.83

3 

0.04
285

7 

D3YW
48 INF 

LKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGG
GGGMGLGGGGGGGGTAMR K2:+114.043 

136
0.99

9 

407
9.97

3 

0.00
943

1 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGG M1:+15.995,K9:+114.043,M46:+15.995 

146
0.04

1 

437
7.09

8 

0.01
472

9 



 

65 
 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGGG K9:+114.043 

146
8.38

4 
440

2.13 

0.01
601

4 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGG M1:+15.995,K9:+114.043 

118
3.26

2 

354
6.76

4 
0.06
568 

D3YW
48 INF 

FLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGG
GGGGMGLGGGGGGGGTAMR K3:+114.043 

141
0.02

1 

422
7.04

1 

0.05
197

5 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGG K9:+114.043,M46:+15.995 

137
8.68 

413
3.01

7 

0.03
947

5 

D3YW
48 INF 

KGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGGG
GGMGLGGGGGGGGTAMR K1:+114.043 

132
3.30

4 

396
6.88

9 

0.02
016

7 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGG K9:+114.043 

141
1.36

3 

423
1.06

5 

0.00
943

1 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGG M1:+15.995,K9:+114.043 

122
1.27

7 

366
0.80

7 

0.07
672

7 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGG M1:+15.995,K9:+114.043 

120
2.27 

360
3.78

5 

0.03
252

1 

D3YW
48 INF MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISG M1:+15.995,K9:+114.043 

102
1.86

1 

306
2.56

1 

0.01
814

4 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGG K9:+114.043,M46:+15.995 

143
5.70

2 

430
4.08

2 

0.00
547

6 

D3YW
48 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGM K8:+114.043,M45:+15.995 

124
0.28

4 

371
7.82

8 

0.05
962

2 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGM K9:+114.043 

127
8.63

2 

383
2.87

4 

0.08
741

6 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLG K9:+114.043,M46:+15.995 

135
9.67

3 

407
5.99

6 

0.06
159

8 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGG M1:+15.995,K9:+114.043 

116
4.25

5 

348
9.74

2 

0.03
609

6 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGLGGGGGGGGT K9:+114.043,M46:+15.995 

114
5.05

6 

457
6.19

4 

0.07
492

7 

D3YW
48 INF MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGA K9:+114.043 

104
0.20

9 

311
7.60

3 

0.08
892

1 

D3YW
48 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGMGLGGGGG K8:+114.043,M45:+15.995 

139
2.02

2 

417
3.04

1 

0.03
282

5 

D3YW
48 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGMGLGG K8:+114.043,M45:+15.995 

133
5 

400
1.97

7 

0.03
947

5 

D3YW
48 INF KLFVQLAGDDMEVSATELMNILNK M19:+15.995,K24:+114.043 

703.
108

8 

280
8.40

4 

0.04
910

9 

D3YW
48 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGMGL M1:+15.995,K9:+114.043,M46:+15.995 

134
5.99

8 

403
4.96

9 

0.09
883

5 

D3YW
48 INF 

VNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAGG
GGGGGGGMGLGGGGGGGGTAMR K6:+114.043,M43:+15.995 

113
6.80

3 

454
3.17

9 

0.05
322

5 
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D3YW
48 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGMGL K8:+114.043,M45:+15.995 

129
6.98

6 

388
7.93

4 

0.06
871

7 

D3YW
48 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGMGLGGG K8:+114.043 

134
8.67

6 

404
3.00

3 

0.03
666

5 

D3Z6
Q9 

CO
N HEDLKAIVGNNDLLWEDYEEK K5:+114.043 

132
2.63 

264
3.24

5 

0.06
772

5 

D3Z6
Q9 INF SAQSPGRGQTGK K12:+114.043 

429.
885

4 

128
6.63

3 
0.02
959 

D4AFX
7 

CO
N LFQHPSMAIVK M7:+15.995,K11:+114.043 

700.
872 

139
9.72

8 

0.04
959

9 

D4AFX
7 

CO
N EVPKEFAASLLDYIGSQAQYLHTFMAITHAAK K4:+114.043,M25:+15.995,K32:+114.043 

126
5.63

4 

379
3.87

8 

0.06
632

8 

D4AFX
7 INF LAVASATETLKMLN K11:+114.043 

788.
424

7 

157
4.83

4 
0.06
568 

D4AFX
7 INF MAIVKGAGLVMK K5:+114.043,K12:+114.043 

723.
402

6 
144

4.79 

0.03
609

6 

D4AFX
7 INF QLLLTFDPILVEK K13:+114.043 

821.
974

9 

164
1.93

4 

0.06
536

7 

D4AFX
7 INF ISYSGVLHAVTQDGLFSENK K20:+114.043 

760.
382

1 

227
8.12

3 

0.04
256

6 

D4AFX
7 INF KYSTDESITSLAEFVVQK K1:+114.043 

108
0.04

8 

215
8.07

9 

0.04
938

8 

E9PV6
0 

CO
N VSQKVPMVIVQGHLVSEGILL K4:+114.043,M7:+15.995 

118
8.67 

237
5.32

5 

0.05
111

3 

E9PV6
0 

CO
N ELTYVMLSTVVTLLQGSVRNAVVLK K25:+114.043 

949.
872

5 

284
6.59

4 

0.06
969

8 

E9PV6
0 INF TRWDSSSDMK M9:+15.995,K10:+114.043 

671.
788

8 

134
1.56

2 

0.05
346

2 

E9PV6
0 INF IFNMCSKDR C5:+45.988,K7:+114.043 

637.
278

6 

127
2.54

2 

0.06
502

7 

E9PV6
0 INF TVMSALYSSLNK K12:+114.043 

714.
364

1 

142
6.71

3 

0.02
499

4 

E9PVA
8 

CO
N GAAYGLAGLVK K11:+114.043 

567.
319

9 

113
2.62

4 
0.06
841 

E9PVA
8 

CO
N GEHVPGFCLPKR C8:+45.988,K11:+114.043 

500.
580

4 

149
8.71

8 
0.05

6 

E9PVA
8 

CO
N ILPVLREGVLTGSPEQK K17:+114.043 

650.
706 

194
9.09

5 

0.05
171

8 

E9PVA
8 INF QCLLLLEVLGGSHK C2:+45.988,K14:+114.043 

835.
442

5 

166
8.86

9 

0.05
231

3 

E9PVA
8 INF TKAGSVELLGAMAYCAPK K2:+114.043,C15:+45.988 

657.
323

6 

196
8.94

7 

0.09
102

3 
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E9PVA
8 INF VTPGLKASLLDPVPEVR K6:+114.043 

953.
044

4 

190
4.07

3 

0.02
759

2 

E9PVA
8 INF EQSSVDRSGAAQGLAEVMAGLGVEK M18:+15.995,K25:+114.043 

131
0.13

8 

261
8.26

1 
0.04
881 

E9PVA
8 INF LTIIAQKMSVLSGIGSLSHHVVSGPSGQVLNGCVAEL K7:+114.043,C33:+45.988 

128
8.00

6 

386
0.99

5 

0.03
378

2 

E9PVA
8 INF EMMAALTDAIQDK M3:+15.995,K13:+114.043 

783.
861

2 

156
5.70

7 

0.02
457

3 

E9PVA
8 INF ETASEDDNFGTAQSNKAIITALGVDR E1:-18.011,K16:+114.043 

705.
591

9 

281
8.33

7 

0.04
509

1 

E9PYK
3 

CO
N TDSKMATEFIMSAAPSMGNTDFWK 

M5:+15.995,M11:+15.995,M17:+15.995,K24:+
114.043 

141
4.61

5 

282
7.21

4 

0.06
632

8 

E9PYK
3 INF AGTQFSLSPIGFIPPKLGPPK K16:+114.043 

756.
091

9 

226
5.25

2 

0.07
385

3 

E9PYK
3 INF APEMGVLHQSPFCSPPKPPSAPPLVTNVLCSEA 

M4:+15.995,C13:+45.988,K17:+114.043,C30:+
45.988 

120
8.23

5 

362
1.68

1 

0.05
463

2 

E9PYK
3 INF APEMGVLHQSPFCSPPKPPSAPPLVTNVLCSEAPQ 

M4:+15.995,C13:+45.988,K17:+114.043,C30:+
45.988 

128
3.27

2 

384
6.79

2 

0.03
690

6 

E9PYK
3 INF LLVVCDVALGK C5:+45.988,K11:+114.043 

645.
352

1 

128
8.68

9 

0.03
736

3 

E9PZF
0 

CO
N LVKYMNSGPVVAMVWEGLNVVK K3:+114.043,M13:+15.995,K22:+114.043 

133
9.19

6 

267
6.37

7 

0.06
231

8 

E9Q07
0 

CO
N PAAAATTAAPAAAAAPAK K18:+114.043 

536.
290

3 

160
5.84

8 

0.05
410

2 

E9Q07
0 INF SAFAAAAPAAAATTAAPAAAAAPAK K25:+114.043 

109
8.57

5 

219
5.13

4 

0.08
145

7 

E9Q07
0 INF ADPSAFAAAAPAAAATTAAPAAAAAPAKAEAK K28:+114.043 

960.
161

9 

287
7.46

2 

0.06
666

4 

E9Q07
0 INF PSAFAAAAPAAAATTAAPAAAAAPAK K26:+114.043 

765.
069

9 

229
2.18

6 

0.04
959

9 

E9Q1Z
6 

CO
N CYSYDRNRPYVWSPPSESVELLVSGNLQKPTI C1:+45.988,K29:+114.043 

128
6.62

6 

385
6.85

6 

0.07
963

6 

E9Q1Z
6 INF KPSLLTHQGHILDPGM K1:+114.043,M16:+15.995 

937.
483

7 

187
2.95

2 

0.06
231

8 

E9Q39
7 

CO
N LENMYHLFQLK K11:+114.043 

775.
395

8 

154
8.77

6 

0.08
244

9 

E9Q39
7 

CO
N EADIAIQGDK E1:-18.011,K10:+114.043 

578.
286 

115
4.55

6 

0.05
562

4 

E9Q39
7 

CO
N FFWEMDEAESWIKEK K13:+114.043,K15:+114.043 

110
1.99

4 

220
1.97

3 

0.07
457

6 

E9Q39
7 INF KWIGAMEDQLR K1:+114.043 

730.
869

9 

145
9.72

4 

0.06
432

4 
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E9Q39
7 INF LQDALQGQELSLGEASKLQAFLQDLDDFK K17:+114.043,K29:+114.043 

115
0.24

6 

344
7.71

6 

0.05
836

2 

E9Q39
7 INF PDLIDFDK K8:+114.043 

538.
767

1 

107
5.51

9 

0.05
562

4 

E9Q39
7 INF DEPPKDEEGAIVMLK K5:+114.043 

892.
940

9 

178
3.86

6 

0.05
346

2 

E9Q3X
0 

CO
N AVIGSTYMLTQDEVLWEKELPSGVEELLNLG M8:+15.995,K18:+114.043 

891.
701

7 

356
2.77

5 

0.04
256

6 

E9Q3X
0 INF ELEAMSMAVESTGNAKAEAESR M5:+15.995,M7:+15.995,K16:+114.043 

122
9.04

8 
245

6.08 

0.06
738

7 

E9Q3X
0 INF GPGTIRDLAVAGPEMQVK K18:+114.043 

489.
011

6 

195
2.01

5 

0.07
896

1 

E9Q5K
8 

CO
N RTQVFGLMQK M8:+15.995,K10:+114.043 

669.
354 

133
6.69

2 

0.03
229

7 

E9Q5K
8 

CO
N GGTSVVVAAPQEAK K14:+114.043 

714.
378

6 

142
6.74

2 

0.07
457

6 

E9Q5K
8 INF RTQVFGLMQK M8:+15.995,K10:+114.043 

669.
354 

133
6.69

2 

0.05
025

6 

F8VPN
2 INF LSYPDISCVGEILDQAK C8:+45.988,K17:+114.043 

100
5.98 

200
9.94

4 

0.00
254

6 

F8WI3
5 

CO
N FQSAAIGALQASEAYLVGLFEDTNLCAIHAK C26:+45.988,K31:+114.043 

113
7.89

6 

341
0.66

4 

0.04
938

8 

F8WI3
5 INF FQSAAIGALQASEAYLVGLFEDTNLCAIHAK C26:+45.988,K31:+114.043 

113
7.89

6 

341
0.66

4 

0.00
912

6 

G3X8
U3 INF ILLEKFGGSFLNCVQK C13:+45.988,K16:+114.043 

652.
674

9 

195
5.00

1 

0.09
588

5 

G3X97
2 INF QLVSSMDVAETNVFFYPRLLPLTK K24:+114.043 

144
1.76 

288
1.50

5 

0.04
509

1 

G3X97
2 INF EKTLFQPQT K2:+114.043 

603.
312

2 

120
4.60

9 

0.05
231

3 

O0858
2 

CO
N KEHLGLALALNVPVFVVVTK K1:+114.043 

754.
451

4 

226
0.33

1 

0.04
800

5 

O0858
2 

CO
N GQTASFALKK K9:+114.043,K10:+114.043 

639.
844

3 

127
7.67

3 

0.07
090

1 

O0858
3 

CO
N DKMDMSLDDIIK M3:+15.995,M5:+15.995,K12:+114.043 

785.
361 

156
8.70

6 

0.03
207

1 

O0869
2 INF KETECTSTQER K1:+114.043,C5:+45.988 

736.
311

9 

147
0.60

8 

0.01
178

6 

O0870
9 

CO
N LSIDSVEDHLAWSK K14:+114.043 

571.
953

5 

171
2.83

7 
0.00

53 

O0870
9 INF LSIDSVEDHLAWSK K14:+114.043 

571.
953

5 

171
2.83

7 
0.00

53 
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O0873
9 INF EFLHKGLHVSLSTDDPMQ E1:-18.011,K5:+114.043 

107
5.52

1 

214
9.02

6 

0.07
672

7 

O0873
9 INF MIRSQSLSLQMPTQQDWK M11:+15.995,K18:+114.043 

769.
712

8 

230
6.11

5 

0.05
463

2 

O0874
9 

CO
N QTKIPNIYAIGDVVAGPMLAHK K3:+114.043,M18:+15.995,K22:+114.043 

860.
792

2 

257
9.35

3 

0.09
922

2 

O0874
9 INF EFLGHVGGIGIDMEISK [0:-18.011,K17:+114.043 

633.
321

1 
189

6.94 

0.03
349

6 

O0875
9 INF MIAMENPADLK M1:+15.995,K11:+114.043 

681.
823

8 

136
1.63

2 
0.03
639 

O0878
8 

CO
N 

RPKPTRPASTGVAGPSSSLGPSGSASAGELSSSEPSTPA
QTPLA K3:+114.043 

141
6.37

8 
424

6.11 

0.07
286

9 

O0878
8 INF DQLDETVNVEPLTK K14:+114.043 

572.
288

5 

171
3.84

2 

0.08
312

1 

O0878
8 INF QAQEKFDLSENCSER Q1:-17.027,K5:+114.043,C12:+45.988 

963.
901

9 

192
5.78

8 

0.08
145

7 

O0878
8 INF AAAAAQLIAPLAENEGLPVAALEELAFK K28:+114.043 

145
3.28

8 
290

4.56 

0.05
374

6 

O0879
7 

CO
N ENNLTFEKLTAWMEADFMK K8:+114.043,M13:+15.995 

816.
712

4 

244
7.11

4 

0.00
539

6 

O0880
8 

CO
N EAVLTESMIQNLIK M8:+15.995,K14:+114.043 

859.
953

9 

171
7.89

2 

0.02
185

9 

O0880
8 

CO
N KSEGVPTILE K1:+114.043 

593.
819

9 

118
5.62

4 

0.04
996

1 

O0880
8 

CO
N AMDPAVPNMMIDAAKLLSAL 

M2:+15.995,M9:+15.995,M10:+15.995,K15:+1
14.043 

111
7.54

8 
223

3.08 

0.04
197

7 

O0880
8 INF DLSQDCFWTKVK C6:+45.988,K10:+114.043,K12:+114.043 

872.
395

8 

174
2.77

6 

0.04
750

8 

O0880
8 INF CLKAFMNNK C1:+45.988,M6:+15.995,K9:+114.043 

622.
783

6 

124
3.55

2 

0.09
344

7 

O0881
0 

CO
N NKITMIAEPLEK K2:+114.043,M5:+15.995,K12:+114.043 

815.
927

7 
162

9.84 
0.05

6 

O0906
1 

CO
N HSNNKAMTTGAIAAM K5:+114.043,M7:+15.995 

549.
924

7 

164
6.75

1 

0.06
195

4 

O0906
1 INF CYKLTDK C1:+45.988,K3:+114.043,K7:+114.043 

572.
760

6 

114
3.50

6 

0.04
144

1 

O0906
1 INF DVYTGDALRICIVTK C11:+45.988,K15:+114.043 

609.
643

5 

182
5.90

7 

0.04
644

6 

O0910
6 

CO
N DGLFEFCQLSTGGSVASAVKLNK C7:+45.988,K20:+114.043,K23:+114.043 

132
3.13

9 

264
4.26

3 

0.04
530

6 

O0910
6 

CO
N GLFEFCQLSTGGSVASAVKLNK C6:+45.988,K19:+114.043 

120
8.60

4 

241
5.19

3 

0.05
866

5 
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O0910
6 INF DGIDDESYEAIFKPVMSKVME K13:+114.043,M16:+15.995 

126
7.07

8 
253

2.14 

0.02
566

2 

O0915
9 INF 

ATFDSGTGLLMKIENLEQNLSLPVSQGFFWYNASVGD
E K12:+114.043 

143
1.35

5 

429
1.04

2 

0.05
410

2 

O0915
9 INF RASDSLEPPAADLFTGVLPNNYNPPK K26:+114.043 

144
9.22

6 

289
6.43

6 

0.05
767

9 

O3522
6 INF MRIIAFVGSPVEDNEK M1:+15.995,K16:+114.043 

967.
986

3 

193
3.95

7 

0.02
784

1 

O3535
0 INF FDLDKSGSMSAYEMR K5:+114.043,M14:+15.995 

933.
904

1 

186
5.79

3 

0.04
401

7 

O3559
3 

CO
N AVEEEDKMTPEQLAIK K7:+114.043,K16:+114.043 

515.
506

3 

205
7.99

4 

0.04
173

1 

O3559
3 

CO
N TAEQVYISSLALLKMLK K17:+114.043 

101
1.56

9 

202
1.12

3 

0.06
267

1 

O3559
3 

CO
N VIDVFAMPQSGTGVSVEAVDPVFQAKMLDMLK M27:+15.995,M30:+15.995,K32:+114.043 

119
0.26

3 

356
7.76

7 

0.05
463

2 

O3559
3 INF EMLELAKNYNK K7:+114.043,K11:+114.043 

790.
891

1 

157
9.76

7 

0.04
315

4 

O3563
8 

CO
N DYPLTMAGPQWK K12:+114.043 

760.
864

3 

151
9.71

3 

0.03
834

3 

O3563
8 INF SAHRPVAVAAGEFLYK K16:+114.043 

915.
487 

182
8.95

8 

0.03
993

5 

O3563
9 

CO
N KGDLSGHFEHVMVALVTAPALFDAK K1:+114.043 

138
4.21

6 

276
6.41

6 

0.06
632

8 

O3563
9 INF GDLSGHFEHVMVALVTAPALFDAK K24:+114.043 

132
0.16

9 

263
8.32

1 

0.07
861

1 

O3564
3 

CO
N DLDYYATLLKK K10:+114.043 

486.
261

5 

145
5.76

1 
0.08
109 

O3564
3 INF MDRQMFLATWK M1:+15.995,K11:+114.043 

778.
871

7 

155
5.72

8 

0.07
705

1 

O3564
3 INF MEPLNNLQVAVKNNIDV M1:+15.995,K12:+114.043 

681.
018

2 

204
0.03

1 

0.07
286

9 

O3574
4 

CO
N SGYKIPELSQSLDYIQVMTY K4:+114.043,M18:+15.995 

123
3.09

9 

246
4.18

3 

0.05
836

2 

O3584
1 

CO
N ADATEQVGQHKDAYQVILDGVK K11:+114.043 

833.
754

5 
249

8.24 

0.06
536

7 

O3586
4 

CO
N ISALALLKMVMHAR K8:+114.043,M9:+15.995,M11:+15.995 

567.
317 

169
8.92

8 

0.06
871

7 

O3586
4 INF GYKPPDEGPSEYQTIPLNKIE K3:+114.043 

124
5.11

4 

248
8.21

2 

0.06
369

3 

O3595
5 INF MLKQAVEPTGGFSFENCQR M1:+15.995,K3:+114.043,C17:+45.988 

115
9.52

2 

231
7.02

9 
0.09
225 
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O5477
4 

CO
N VDGKCSDATLLSSLLEEMK K4:+114.043,C5:+45.988,K19:+114.043 

115
7.04

3 
231

2.07 

0.04
996

1 

O5477
4 

CO
N KQVAPLENGAAAEEEEEPIPPMSSYCLLAESPYIK M22:+15.995,C26:+45.988,K35:+114.043 

132
7.29

4 

397
8.85

8 

0.06
901

4 

O5477
4 INF VEHIPVVQIDLSVPLKVPGMPMSDQYVK K16:+114.043,K28:+114.043 

837.
444

5 

334
5.74

7 

0.04
173

1 

O5477
4 INF VTYDIQASLQK K11:+114.043 

460.
577

6 

137
8.70

9 

0.09
259

4 

O5477
4 INF DISWAAFNIIEVMSASKFTFK M13:+15.995,K17:+114.043,K21:+114.043 

132
5.15

5 

264
8.29

5 

0.03
666

5 

O5482
4 

CO
N GQAKGLGFSIVGGK K4:+114.043 

716.
899

5 

143
1.78

3 

0.06
502

7 

O5482
4 

CO
N SVISNIVLMKGQAK M9:+15.995,K14:+114.043 

809.
453

9 

161
6.89

2 

0.03
132

7 

O5482
4 INF EAVAQAVEGVKF K11:+114.043 

681.
357

2 

136
0.69

9 

0.04
173

1 

O5482
4 INF DEILQLAGTAVQGLTRFEAWNVIK K24:+114.043 

139
3.74

6 

278
5.47

6 

0.05
668

8 

O5482
4 INF SSTDSAASASAASDISVESK K20:+114.043 

992.
951

3 

198
3.88

7 

0.05
767

9 

O5487
9 INF KNPEVPVNFAEFSK K1:+114.043 

860.
439

2 

171
8.86

3 

0.04
448

1 
O5489
0 INF PESIEFPVSEAQILEARPLSSKGSGSSAQITQVSPQR K22:+114.043 

100
7.02 

402
4.05 

0.05
928 

O5489
0 INF KPVGFKDSLTVQVTFDCDCACQAFAQPSSPR 

K6:+114.043,C17:+45.988,C19:+45.988,C21:+4
5.988 

900.
150

3 
359

6.57 

0.06
401

4 

O5489
0 INF DILVVLLSVMGAILLIGLATLLIWK M10:+15.995,K25:+114.043 

140
4.35

8 

280
6.70

1 

0.06
267

1 

O5496
2 INF DFVAEPMGEKPVGSLAGIGDVLSKR M7:+15.995,K24:+114.043 

676.
351

5 

270
1.37

5 

0.05
895

8 

O5510
6 

CO
N KSTSLDVEPIYTF K1:+114.043 

807.
407

1 

161
2.79

9 

0.08
851

8 

O5510
6 INF NLQKTAPAK K4:+114.043 

542.
809

7 

108
3.60

4 

0.09
501

2 

O5513
1 INF MEQVFEMKVK M7:+15.995,K10:+114.043 

699.
842 

139
7.66

8 

0.04
256

6 

O5513
1 INF SGHGLKPLDIEFMK M13:+15.995,K14:+114.043 

851.
435

7 

170
0.85

6 

0.04
530

6 

O5522
2 

CO
N GMKVALEGLRPTIPPGISPHVCK K3:+114.043,C22:+45.988,K23:+114.043 

133
7.70

4 

267
3.39

2 

0.04
012

7 

O5522
2 INF LEKMQDK K3:+114.043 

503.
255

9 

100
4.49

6 

0.04
776

4 

O5522
2 INF ICNKYGEMPVDK C2:+45.988,K12:+114.043 

778.
849

6 

155
5.68

4 

0.06
901

4 
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O7013
3 

CO
N FIAEMTIYIKQLGR K10:+114.043 

898.
990

6 

179
5.96

6 

0.05
498

6 

O7013
3 INF INEVKSEEVPAVGI K5:+114.043 

799.
425

8 

159
6.83

6 

0.03
947

5 

O7014
5 

CO
N LWNEGVLAADKK K11:+114.043,K12:+114.043 

524.
611

3 
157

0.81 

0.06
337

3 

O7049
7 INF VLDLEGYKQLTILQGCPGLPGAAGPK K8:+114.043,C16:+45.988,K26:+114.043 

145
6.75

5 

291
1.49

4 

0.04
229

4 

O8830
7 

CO
N LFWKSLALK K9:+114.043 

610.
364

1 

121
8.71

3 

0.06
088

5 

O8830
7 INF GGKYHIIVQLGNMSK K3:+114.043,M13:+15.995,K15:+114.043 

630.
328

7 

188
7.96

3 

0.08
926

9 

O8830
7 INF YTWGDHGGIIMAIAQGMETNELK M17:+15.995,K23:+114.043 

133
3.12

3 

266
4.23

1 
0.05

6 

O8830
7 INF GQVSLNDSHNQMVVHWAGEK K20:+114.043 

117
5.55

4 

234
9.09

2 

0.07
060

6 

O8830
7 INF CDGHQDCQDGQDEANCPTHSTLTCTSREFK 

[0:-
17.027,C1:+45.988,C7:+45.988,C16:+45.988,C
24:+45.988,K30:+114.043 

902.
578 

360
6.28

1 

0.06
088

5 

O8834
2 

CO
N CLAWSPDNEHFASGGMDMMVYVWTLSDPETKVK C1:+28.961,K33:+114.043 

129
6.56

8 

388
6.68

1 

0.05
803

7 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLG K9:+114.043,M47:+15.995 

137
8.68 

413
3.01

7 

0.06
432

4 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGG K9:+114.043 

143
0.37 

428
8.08

7 

0.01
456

9 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGG K9:+114.043,M47:+15.995 

139
7.68

7 

419
0.03

9 

0.00
807

4 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGG K9:+114.043 

144
9.37

7 

434
5.10

8 

0.00
461

1 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGG K9:+114.043 

125
3.95

9 

375
8.85

5 

0.06
969

8 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGM K9:+114.043 

129
7.64 

388
9.89

5 

0.03
026

5 

O8845
6 

CO
N 

LKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGG
GGGGMGLGGGGGGGGTAMR K2:+114.043 

138
0.00

6 

413
6.99

4 

0.01
456

9 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGG K9:+114.043 

111
5.79

6 

445
9.15

1 

0.05
668

8 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGG K9:+114.043 

146
8.38

4 
440

2.13 

0.01
204

1 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGL K9:+114.043,M47:+15.995 

135
9.67

3 

407
5.99

6 

0.03
533

2 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGG K9:+114.043,M47:+15.995 

141
6.69

5 
424

7.06 

0.00
162

6 
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O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGGG K9:+114.043 

113
0.05

1 

451
6.17

2 
0.06
841 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGGGT M1:+15.995,K9:+114.043 

115
9.31

2 

463
3.21

5 

0.09
462

2 

O8845
6 

CO
N 

KGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGGG
GGGMGLGGGGGGGGTAMR K1:+114.043 

134
2.31

1 
402

3.91 

0.02
457

3 

O8845
6 

CO
N 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMG K9:+114.043,M47:+15.995 

132
1.97

8 

396
2.91

2 

0.01
731

6 

O8845
6 

CO
N 

SFLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGG
GGGGGGMGLGGGGGGGGTAMR K4:+114.043,M42:+15.995,M55:+15.995 

146
8.70

3 

440
3.08

5 

0.07
060

6 

O8845
6 

CO
N 

FLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGG
GGGGGMGLGGGGGGGGTAMR K3:+114.043 

142
9.02

9 

428
4.06

3 

0.03
282

5 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLG K9:+114.043,M47:+15.995 

137
8.68 

413
3.01

7 

0.03
182

7 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGG K9:+114.043 

143
0.37 

428
8.08

7 

0.01
406

1 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGG K9:+114.043,M47:+15.995 

139
7.68

7 

419
0.03

9 

0.01
799

1 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGG K9:+114.043,M47:+15.995 

145
4.70

9 

436
1.10

3 

0.00
604

2 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGG K9:+114.043 

125
3.95

9 

375
8.85

5 
0.06
841 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGM M1:+15.995,K9:+114.043 

130
2.97

1 
390

5.89 

0.04
724

1 

O8845
6 INF 

LKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGG
GGGGMGLGGGGGGGGTAMR K2:+114.043 

138
0.00

6 

413
6.99

4 
0.01
977 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGG K9:+114.043,M47:+15.995 

111
9.79

4 

447
5.14

6 
0.05
294 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGG K9:+114.043 

146
8.38

4 
440

2.13 

0.01
373

6 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGL K9:+114.043,M47:+15.995 

135
9.67

3 

407
5.99

6 

0.03
010

1 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGG K9:+114.043 

141
1.36

3 

423
1.06

5 

0.00
592

4 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGGG K9:+114.043 

113
0.05

1 

451
6.17

2 

0.05
962

2 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMGLGGGGGGGGT M1:+15.995,K9:+114.043,M47:+15.995 

116
3.31 

464
9.21 

0.04
800

5 

O8845
6 INF 

KGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGGGG
GGGMGLGGGGGGGGTAMR K1:+114.043 

134
2.31

1 
402

3.91 
0.02
643 

O8845
6 INF 

MFLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAA
GGGGGGGGGGMG K9:+114.043 

131
6.64

7 

394
6.91

7 

0.04
372

4 
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O8845
6 INF 

SFLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGG
GGGGGGMGLGGGGGGGGTAMR K4:+114.043,M42:+15.995,M55:+15.995 

146
8.70

3 

440
3.08

5 

0.08
312

1 

O8845
6 INF 

FLKGGGGGGGGGGLGGGLGNVLGGLISGAAGGGGG
GGGGGMGLGGGGGGGGTAMR K3:+114.043 

142
9.02

9 

428
4.06

3 
0.00
981 

O8845
6 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGGMGLG K8:+114.043 

132
9.66

8 

398
5.98

2 

0.06
401

4 

O8845
6 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGGMGLGG K8:+114.043 

134
8.67

6 

404
3.00

3 

0.01
601

4 

O8845
6 INF 

FLVNSFLKGGGGGGGGGGLGGGLGNVLGGLISGAAG
GGGGGGGGGMGLGGGGG K8:+114.043,M46:+15.995 

141
1.02

9 

423
0.06

3 

0.06
536

7 

O8848
7 

CO
N QSKAVAVTSMSFPVGDVNNFVVGSEEGSVYTACR [0:-17.027,K3:+114.043,C33:+45.988 

920.
427

8 
367

7.68 

0.07
090

1 

O8854
3 

CO
N FYEQAITTPAMAVSHIMLESYKK K22:+114.043,K23:+114.043 

144
3.71

2 

288
5.40

9 

0.07
031

5 

O8854
3 INF LSAQGQMTQLCELINKSGELLAK M7:+15.995,C11:+45.988,K16:+114.043 

884.
445

6 

265
0.31

3 

0.04
644

6 

O8854
3 INF LKAMDQEITVNPQFVQK K17:+114.043 

701.
702

2 

210
2.08

3 

0.07
598

5 

O8854
3 INF QAIDKMQMNTNQLTSVHA Q1:-17.027,K5:+114.043,M6:+15.995 

107
1.99

9 

214
1.98

3 

0.06
632

8 

O8854
3 INF HFLCYYYYGGMIYTGLKNFER C4:+45.988,K17:+114.043 

139
9.63

3 

279
7.24

9 

0.06
465

9 

O8854
4 INF SASKLYNNITFEELGALLEIPAAK K4:+114.043,K24:+114.043 

940.
831

4 

281
9.47

1 

0.04
828

8 

O8854
5 

CO
N QVCEIIESPLFLKLN C3:+45.988,K13:+114.043 

953.
495 

190
4.97

4 

0.01
426

1 

O8854
5 

CO
N NHEILREAYALCHCLPVLSTDK C12:+45.988,C14:+45.988,K22:+114.043 

136
6.14

6 

273
0.27

6 

0.03
993

5 

O8856
9 INF FVGGIKEDTEEHHLR K6:+114.043 

940.
966

7 

187
9.91

8 

0.00
091

7 

O8868
5 INF ATFLKLAGP K5:+114.043 

516.
298

4 

103
0.58

1 

0.04
589

2 

O8868
5 INF GVLMYGPPGTGKTLLA K12:+114.043 

844.
956

2 

168
7.89

7 

0.06
701

2 

O8878
3 

CO
N KVSTVTLVSATSTTANMTMSPEGR K1:+114.043,M17:+15.995 

130
0.13

9 

259
8.26

3 

0.07
350

6 

O8878
3 INF QKTSSPDLGQVPLSLDDNQK Q1:-17.027,K2:+114.043 

113
4.06

1 

226
6.10

7 

0.06
772

5 

O8878
3 INF EQDKPKTIK [0:-18.011,K9:+114.043 

591.
827

8 
118

1.64 

0.04
996

1 

O8884
4 INF FMDKLGENLK K4:+114.043,K10:+114.043 

711.
856

5 

142
1.69

7 
0.04
423 
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O8884
4 INF DIFQEIYDKK K9:+114.043 

706.
857 

141
1.69

8 

0.07
741

6 

O8895
8 

CO
N KVPTMALTVGVGTVMDAK M15:+15.995,K18:+114.043 

974.
516

3 

194
7.01

7 

0.03
378

2 

O8895
8 

CO
N HIDIHPENTHILDGNAADLQAECDAFEEKIQ C23:+45.988,K29:+114.043 

912.
419

5 

364
5.64

7 
0.06
841 

O8907
9 INF EALDKDSGHPETLINLIVLSQHLGKPPEVTNR K5:+114.043 

121
2.31

2 

363
3.91

2 

0.06
088

5 

P0049
3 

CO
N MQTLLSLVK K9:+114.043 

573.
831

7 

114
5.64

8 

0.04
910

9 

P0049
3 

CO
N EMGGHHIVALCVLK C11:+45.988,K14:+114.043 

833.
915

6 

166
5.81

6 

0.09
547

1 

P0049
3 INF NDQSTGDIK K9:+114.043 

546.
252

4 

109
0.48

9 

0.06
432

4 

P0092
0 

CO
N QDNAVLKGGPLSDSYR Q1:-17.027,K7:+114.043 

908.
945

2 

181
5.87

5 

0.06
088

5 

P0092
0 INF DIDTATAQHDPALQPLLISYDK K22:+114.043 

635.
572

9 
253

8.26 

0.04
092

9 

P0102
7 

CO
N NVDGTAFVIFGVQDGDKK K18:+114.043 

675.
341

5 

202
3.00

1 

0.04
667

3 

P0102
7 

CO
N EPEKNGISTK E1:-18.011,K4:+114.043 

599.
807

1 

119
7.59

9 

0.02
934

5 

P0102
7 

CO
N VSIRPAPETAKK K11:+114.043,K12:+114.043 

762.
928

9 

152
3.84

2 

0.06
738

7 

P0102
7 INF NVDGTAFVIFGVQDGDKK K17:+114.043 

675.
341

5 

202
3.00

1 

0.08
816

7 

P0102
7 INF VVIEDGVGDAVLTRK K15:+114.043 

842.
965

6 

168
3.91

6 

0.03
876

9 

P0102
7 INF AGEYIEASYMNLQRPYTVAIAGYALALMNKLEEPYL M10:+15.995,K30:+114.043 

139
9.36

3 

419
5.06

5 

0.04
530

6 

P0102
7 INF VKAAVFNHFISDGVK K15:+114.043 

582.
649

8 

174
4.92

6 

0.06
432

4 

P0102
7 INF KGICVADPYEIR K1:+114.043,C4:+45.988 

762.
371

6 

152
2.72

8 

0.04
448

1 

P0102
7 INF RPYTVAIAGYALALMNKLEEPYLGK M15:+15.995,K25:+114.043 

145
6.27

4 

291
0.53

2 

0.05
322

5 

P0102
7 INF SYMNLQRPYTVAIAGYALALMNKLEEPYLGK M21:+15.995,K23:+114.043,K31:+114.043 

125
4.64 

376
0.89

6 

0.04
959

9 

P0102
7 INF LKHLIVTPAGCGEQNMIGMTPTVIAVHYLDQ 

K2:+114.043,C11:+45.988,M16:+15.995,M19:
+15.995 

118
1.24

9 

354
0.72

4 

0.04
828

8 

P0102
7 INF QSKIWDVVEK K10:+114.043 

673.
359

7 

134
4.70

4 

0.04
475

4 
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P0187
2 

CO
N ICEATNFTPKPITVSWLK C2:+45.988,K10:+114.043 

110
4.56

4 

220
7.11

2 

0.07
419

6 

P0187
2 INF GQLLPQEKYVTSAPMPEPGAPGFYF K8:+114.043 

141
9.69

5 

283
7.37

4 

0.03
455

1 

P0194
2 

CO
N MVLSGEDKSNIK K8:+114.043,K12:+114.043 

774.
888

5 

154
7.76

1 

0.06
666

4 

P0194
2 INF PHFDVSHGSAQVK K13:+114.043 

508.
252 

152
1.73

3 

0.06
937

5 

P0208
8 INF YFDSFGDLSSASAIMGNAKVK K21:+114.043 

774.
707

8 
232
1.1 

0.04
229

4 

P0208
9 INF VHLTDAEKSAVSCLWAK K8:+114.043,C13:+45.988,K17:+114.043 

106
6.51

8 

213
1.01

9 

0.04
857

5 

P0410
4 

CO
N FLEQQNQVLQTKWELLQQVDTTTR K12:+114.043 

102
0.86

4 

305
9.56

8 

0.09
724

8 

P0410
4 

CO
N 

SISKSVAGGGGSFCGGFGGGSYGGGGFGGGSYGGGG
FGGGSFGGGGF K4:+114.043,C14:+45.988 

135
0.9 

404
9.67

6 
0.08
109 

P0410
4 INF 

SISKSVAGGGGSFCGGFGGGSYGGGGFGGGSYGGGG
FGGGSFGGGGF K4:+114.043,C14:+45.988 

135
0.9 

404
9.67

6 

0.04
938

8 

P0410
4 INF 

SKSVAGGGGSFCGGFGGGSYGGGGFGGGSYGGGGF
GGGSFGGGGFGGSGFGGGLGGGGGFGSGGGFGGGR K2:+114.043,C12:+45.988 

144
1.10

8 

576
0.40

1 

0.05
463

2 

P0491
9 

CO
N VVMKPKPQGPVPNTALFSLVLMAGTFLLAMTLR 

M3:+15.995,K4:+114.043,K6:+114.043,M22:+
15.995,M30:+15.995 

127
3.02

5 

381
6.05

1 

0.05
698

3 

P0491
9 

CO
N KEAVPLEDLVLPEPVGFLLVLLGPEAPHVDYTQLGR K1:+114.043 

134
6.73

7 

403
7.18

8 

0.00
147

3 

P0491
9 INF KEAVPLEDLVLPEPVGFLLVLLGPEAPHVDYTQLGR K1:+114.043 

134
6.73

7 

403
7.18

8 

0.00
091

7 

P0491
9 INF ANFLEKPVLGFVRLK K15:+114.043 

923.
041

5 

184
4.06

7 

0.05
264

8 

P0491
9 INF EDLGNLEGVKPAVLTR E1:-18.011,K10:+114.043 

903.
989

4 

180
5.96

3 

0.07
218

1 

P0491
9 INF IPPDSETTLVLVGRANFLEKPVLGF K20:+114.043 

141
3.77

4 

282
5.53

3 

0.04
800

5 

P0491
9 INF SHAEDLGNLEGVKPAVLTRSGGASEPLLPHQPSL K13:+114.043 

119
7.62

4 

358
9.84

9 

0.04
315

4 

P0491
9 INF VPNTALFSLVLMAGTFLLAMTLRK M20:+15.995,K24:+114.043 

913.
176

9 

273
6.50

7 

0.05
962

2 

P0491
9 INF FGMPWLSATTVRSVTHANALTVMGK M3:+15.995,M23:+15.995,K25:+114.043 

141
1.21 

282
0.40

5 
0.08
109 

P0491
9 INF KASGPGAAAQIQEVK K15:+114.043 

784.
923

7 

156
7.83

2 

0.05
322

5 

P0491
9 INF AEGGSEGPSTSGTLKIPPDSETTLVLVGR K15:+114.043 

990.
507

5 

296
8.49

9 

0.04
012

7 
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P0520
1 

CO
N INMCGLTTKN M3:+15.995,C4:+45.988,K9:+114.043 

635.
783

8 

126
9.55

2 

0.07
823

6 

P0520
1 INF IGMFSFTGLNPKQVEYLVNEK K12:+114.043 

126
4.64

7 

252
7.27

8 

0.04
959

9 

P0615
1 

CO
N TLKDQLIVNLLK K3:+114.043 

756.
462 

151
0.90

8 

0.00
539

6 

P0615
1 

CO
N AIGLSVADLAESIMK K15:+114.043 

816.
437

8 
163

0.86 

0.06
056

1 

P0615
1 INF TLKDQLIVNLLK K3:+114.043 

756.
462 

151
0.90

8 

0.01
030

5 

P0615
1 INF KGYTSWAIGLSVADLAESIMK K1:+114.043 

117
7.60

7 

235
3.19

9 

0.00
091

7 

P0615
1 INF VHPISTMIKGLYGINE M7:+15.995,K9:+114.043 

634.
665

1 

190
0.97

2 

0.06
600

8 

P0674
5 

CO
N SITDIINIGIGGSDLGPLMVTEALKPYS M19:+15.995,K25:+114.043 

100
2.19 

300
3.54

8 

0.00
091

7 

P0674
5 

CO
N HFEQLLSGAHWMDQHFLK K18:+114.043 

116
9.56

3 

233
7.11

1 
0.06
568 

P0674
5 INF SITDIINIGIGGSDLGPLMVTEALKPYS M19:+15.995,K25:+114.043 

100
2.19 

300
3.54

8 

0.00
091

7 

P0680
0 

CO
N IEFHNEVDGGKQDANCVRPDGPLNK K11:+114.043,C16:+45.988 

971.
452

6 

291
1.33

4 

0.06
502

7 

P0680
0 

CO
N PESASKPHGYVLCYK K6:+114.043,C13:+45.988,K15:+114.043 

976.
954 

195
1.89

2 

0.07
125

9 

P0680
0 

CO
N EAQYILIHQALVEYNQFGETEVNLSELHSCLHNMK E1:-18.011,C30:+45.988,K35:+114.043 

141
5.00

7 

424
1.99

7 

0.04
256

6 

P0680
0 

CO
N DPPSTTIATTTKQTCAAMFGNITVNYTYESSNQTFK 

K12:+114.043,C15:+45.988,M18:+15.995,K36:
+114.043 

140
7.97

4 

422
0.89

8 

0.06
195

4 

P0680
0 INF QFGETEVNLSELHSCLHNMK C15:+45.988,K20:+114.043 

826.
040

6 

247
5.09

8 

0.07
155

3 

P0680
0 INF VCAQYWGEGKQTYGDMEVEMK 

C2:+45.988,K10:+114.043,M16:+15.995,M20:
+15.995,K21:+114.043 

137
9.56

7 

275
7.11

9 

0.06
810

4 

P0680
0 INF GASLTTLTPSTLGLASTDPPSTTIATTTK K29:+114.043 

973.
512

2 

291
7.51

3 

0.06
600

8 

P0680
0 INF KQDANCVRPDGPLNK C6:+45.988,K15:+114.043 

605.
626

7 

181
3.85

7 

0.06
666

4 

P0735
6 

CO
N SALSGHLETVILGLLKTPAQYDASE K16:+114.043 

136
4.21

4 

272
6.41

3 

0.05
139

9 

P0772
4 

CO
N GLVLIAFSQYLQKCSYDEHAK C14:+45.988,K21:+114.043 

858.
423

1 

257
2.24

6 
0.00
954 

P0772
4 INF GLVLIAFSQYLQKCSYDEHAK C14:+45.988,K21:+114.043 

858.
423

1 

257
2.24

6 

0.01
633

4 
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P0772
4 INF EAKDVFLGTFLYEYSR K3:+114.043 

102
6.50

8 
205

1 

0.08
621

5 

P0772
4 INF ADDRAELAK K9:+114.043 

551.
778

6 

110
1.54

2 

0.07
218

1 

P0772
4 INF QEPERNECFLQHK C8:+45.988,K13:+114.043 

909.
407

2 

181
6.79

9 

0.05
767

9 

P0772
4 INF CAEANPPACYGTVLAEFQPLVEEPK C1:+45.988,C9:+45.988,K25:+114.043 

144
1.64

8 
288

1.28 

0.03
993

5 

P0774
2 INF KNQIIACNGSIQSIPEIPDDLK C7:+45.988,K22:+114.043 

639.
826 

255
5.27

3 

0.03
428

2 

P0775
9 INF DVAETGTEAAAATGVIGGIRK K21:+114.043 

105
1.04

8 

210
0.08

1 

0.05
866

5 

P0790
1 INF EVIYMIEPIDEYCVQQLKEFEGK M5:+15.995,C13:+45.988,K18:+114.043 

993.
799

7 

297
8.37

6 

0.06
300

9 

P0790
1 INF KHSQFIGYPITLFVEK K16:+114.043 

101
1.04

7 

202
0.07

8 

0.05
264

8 

P0800
3 

CO
N PIAVAKIDATSASMLASK M14:+15.995,K18:+114.043 

635.
344 

190
3.00

9 
0.06
568 

P0800
3 

CO
N LKPVIKSQ K2:+114.043,K6:+114.043 

570.
841 

113
9.66

6 

0.06
088

5 

P0803
2 

CO
N ELLEATAQKGT K9:+114.043 

637.
833

5 

127
3.65

1 

0.07
385

3 

P0803
2 INF SEIAELKDQLVAGEHSQAK K7:+114.043 

108
4.05

4 

216
6.09

2 
0.02
959 

P0807
1 

CO
N KDFELLCLDDTR K1:+114.043,C7:+45.988 

543.
254 

162
6.73

9 

0.00
308

3 

P0807
1 

CO
N ADAMTLDGGTMFDAGKPPY M11:+15.995,K16:+114.043 

696.
640

4 

208
6.89

8 

0.00
728

6 

P0807
1 INF LRPVAAEVYGTKEQPR K12:+114.043 

482.
764

7 

192
7.02

8 
0.03
809 

P0807
1 INF KDFELLCLDDTR K1:+114.043,C7:+45.988 

814.
377

1 

162
6.73

9 

0.00
091

7 

P0807
1 INF KDSTVLQNTDGK K1:+114.043 

710.
357

9 
141
8.7 

0.06
056

1 

P0807
1 INF KQCSSSPLLEACAFLTQ K1:+114.043,C3:+45.988,C12:+45.988 

101
6.45

5 

203
0.89

4 

0.01
472

9 

P0807
1 INF DKEEAIWELLR K2:+114.043 

758.
394

3 

151
4.77

3 

0.02
934

5 

P0810
3 

CO
N MKPGSMSVEAFLAEANLMK K2:+114.043,M18:+15.995 

109
2.52

9 

218
3.04

3 
0.00
641 

P0810
3 INF MKPGSMSVEAFLAEANLMKSLQHDK M6:+15.995,K19:+114.043 

144
6.70

7 

289
1.39

8 

0.06
871

7 
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P0811
3 

CO
N GTIAKSGTSEFLNK K14:+114.043 

783.
910

3 

156
5.80

5 

0.06
632

8 

P0811
3 

CO
N EEKEESDDEAAVEEEEEEK K3:+114.043,K19:+114.043 

124
1 

247
9.98

4 

0.03
974

7 

P0811
3 

CO
N DISTNYYASQKK K12:+114.043 

511.
251

6 

153
0.73
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109
8.58

8 
219

5.16 

0.04
724

1 
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P1742
7 

CO
N TTLAQKNPEEFK K6:+114.043 

760.
391

7 

151
8.76

8 

0.07
090

1 

P1742
7 

CO
N MGLALHCIANVGSREMAEAFAGEIPK C7:+45.988,M16:+15.995,K26:+114.043 

964.
461

2 
289

0.36 

0.04
938

8 

P1742
7 INF TTLAQKNPEEFK K6:+114.043 

760.
391

7 

151
8.76

8 

0.09
764

2 

P1742
7 INF FENQLLQIGLKSEFR K11:+114.043 

968.
518

5 

193
5.02

1 

0.06
969

8 

P1743
3 INF LEVSDGEADGLEPGPGLLHGETGSKK K25:+114.043 

135
3.66

5 

270
5.31

4 
0.05
294 

P1771
0 

CO
N SQLFDHVAECLGDFMEKR C10:+45.988,M15:+15.995,K17:+114.043 

115
1.00

9 

230
0.00

3 

0.07
254

2 

P1771
0 INF EGVQNAKEI E1:-18.011,K7:+114.043 

542.
275

4 

108
2.53

5 

0.05
111

3 

P1771
0 INF YNPTASVK K8:+114.043 

497.
254

2 

992.
492

8 

0.08
145

7 

P1787
9 

CO
N AKNTAIGIDLGTTYSCVGVFQHGK K2:+114.043,C16:+45.988 

132
0.65 

263
9.28

4 

0.03
157

8 

P1787
9 

CO
N NTAIGIDLGTTYSCVGVFQHGKVEIIANDQG C14:+45.988,K22:+114.043 

112
7.54

7 

337
9.61

8 
0.03
639 

P1787
9 INF NTAIGIDLGTTYSCVGVFQHGKVEIIANDQG C14:+45.988,K22:+114.043 

112
7.54

7 

337
9.61

8 

0.01
663

3 

P1787
9 INF LESYAFNMKSAVEDEGLK M8:+15.995,K18:+114.043 

721.
009

4 

216
0.00

5 

0.05
668

8 

P1824
2 INF KFDGILGMGYPHISVNNVLPVFDNLMQQK M26:+15.995,K29:+114.043 

113
5.57

6 

340
3.70

6 

0.05
111

3 

P1824
2 INF VFVAAKFDGILGMGYPHISVNNVLPVFDNLMQQK M13:+15.995,K34:+114.043 

129
8.00

3 

389
0.98

5 

0.05
836

2 

P1865
3 

CO
N KGAMAATYSALNSSKPTPQLKPIESSILAQR K1:+114.043,K15:+114.043 

872.
465

3 
348

5.83 

0.06
701

2 

P1865
3 

CO
N GAMAATYSALNSSKPTPQLKPI M3:+15.995,K14:+114.043,K20:+114.043 

124
5.63

7 

248
9.25

9 

0.06
701

2 

P1865
3 INF AGSEKADPSQFELL K5:+114.043 

803.
391

9 

160
4.76

8 

0.04
694

9 

P1865
3 INF TPCYTANFVAPEVLKR C3:+45.988,K15:+114.043 

984.
987

8 
196

7.96 

0.05
895

8 

P1876
0 

CO
N IILEEGKEILVGDVGQTVDDPYTTFVK K7:+114.043 

103
1.54 

309
1.59

7 

0.00
091

7 

P1876
0 INF IILEEGKEILVGDVGQTVDDPYTTFVK K7:+114.043 

103
1.54 

309
1.59

7 

0.00
091

7 

P1876
0 INF LEEGKEILVGDVGQTVDDPYTTFVK K5:+114.043 

143
3.72

2 

286
5.42

8 
0.00
992 
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P1876
0 INF EDLVFIFWAPENAPLK K16:+114.043 

100
2.01

8 
200

2.02 

0.03
182

7 

P1909
6 

CO
N ALALDNMVAALK K12:+114.043 

448.
583

8 

134
2.72

8 

0.04
996

1 

P1909
6 INF MLENQTPELFQDVNKPK K17:+114.043 

715.
693

6 

214
4.05

7 

0.05
231

3 

P1909
6 INF DLFLNQPHAVLSSFVLAEKK K20:+114.043 

118
5.64

5 

236
9.27

4 

0.06
465

9 

P1909
6 INF AAVNEFVEQLKQEGVFAK K18:+114.043 

106
1.05

3 
212

0.09 

0.07
254

2 

P1909
6 INF LALQNAYQAIRSGECPAALVGGINLLLKPNTSVQFMK C15:+45.988,M36:+15.995,K37:+114.043 

136
9.05

2 

410
4.13

3 

0.05
668

8 

P1909
6 INF SNLSNTSHAPKLDPGSPELQQVLK K11:+114.043,K24:+114.043 

139
4.71

5 

278
7.41

5 
0.08
109 

P1909
6 INF IQVLVSTSNVSSLEGARALIAEATK K25:+114.043 

891.
159

6 

267
0.45

5 

0.02
784

1 

P2002
9 

CO
N LYGSGGPPPTGEEDTSEKDE K18:+114.043 

108
9.97 

217
7.92

4 

0.00
126

5 

P2002
9 

CO
N AVQAGVLSGDQDTGDLVLLDVCPLTLGIETVGGVMTK C22:+45.988,K37:+114.043 

128
2.31

8 

384
3.93

1 

0.03
755

2 

P2002
9 INF LYGSGGPPPTGEEDTSEKDE K18:+114.043 

108
9.97 

217
7.92

4 

0.00
126

5 

P2002
9 INF DVGTVVGIDLGTTYSCVGVFK C16:+45.988,K21:+114.043 

114
5.55

9 

228
9.10

2 

0.05
562

4 

P2002
9 INF TLGIETVGGVMTKLIPR K13:+114.043 

633.
696

5 

189
8.06

6 

0.07
192

7 

P2006
0 INF LESFYIKK K7:+114.043 

571.
316

8 

114
0.61

8 

0.07
218

1 

P2006
0 INF PAILSAPWYLDLISYGQDWK K20:+114.043 

817.
418

4 

244
9.23

2 

0.04
559

7 

P2155
0 

CO
N HIADLAGNPDLVLPVPAFNVINGGSHAGNKL K30:+114.043 

107
8.90

6 

323
3.69

5 

0.06
300

9 

P2268
2 INF KSSGAGGGGSGGSGAGGLIGLMK K1:+114.043,K23:+114.043 

523.
512

2 

209
0.01

8 

0.06
701

2 

P2275
2 

CO
N NDEELNKLLGR K7:+114.043 

707.
868

4 

141
3.72

1 

0.00
091

7 

P2275
2 

CO
N VTIAQGGVLPNIQAVLLPKK K19:+114.043 

108
7.15

8 

217
2.29

9 

0.00
091

7 

P2275
2 

CO
N VTIAQGGVLPNIQAVLLPK K19:+114.043 

102
3.11 

204
4.20

5 

0.02
522

7 

P2275
2 INF NDEELNKLLGR K7:+114.043 

707.
868

4 

141
3.72

1 

0.02
934

5 
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P2275
2 INF VTIAQGGVLPNIQAVLLPKK K19:+114.043 

108
7.15

8 

217
2.29

9 

0.00
091

7 

P2275
2 INF VTIAQGGVLPNIQAVLLPK K19:+114.043 

102
3.11 

204
4.20

5 

0.06
536

7 

P2275
2 INF TIAQGGVLPNIQAVLLPKK K19:+114.043 

692.
084

8 

207
3.23

1 

0.07
782

3 

P2289
2 INF PFLLDGLSSQPLFNDIAPGIPSITAYSKNGLK K28:+114.043 

116
3.28

8 
348

6.84 

0.04
559

7 

P2311
6 INF QLDSAISMELWQEAFK K16:+114.043 

100
5.48

6 

200
8.95

6 

0.08
075

6 

P2406
3 

CO
N EMLHVYVLSGIGGLVLLFLIFLALYKVGFFK M2:+15.995,K31:+114.043 

121
0.69

1 
362

9.05 

0.03
552

7 

P2406
3 INF FNMELSSSGISADLSKGHAVVGAVGAK M3:+15.995,K16:+114.043 

138
1.69

3 

276
1.37

1 

0.02
986

6 

P2406
3 INF MPVSCEELTEGSSLLTKTLK C5:+45.988,K20:+114.043 

776.
050

1 

232
5.12

7 

0.02
851

6 

P2406
3 INF MELSSSGISADLSKGHAVVGAVGAK K25:+114.043 

829.
095

9 

248
4.26

4 

0.06
937

5 

P2427
0 

CO
N HMNGYGSHTFK M2:+15.995,K11:+114.043 

704.
807

4 

140
7.59

9 

0.03
157

8 

P2427
0 INF PQTHLKDPDMVWDFWSLRPESLHQVSFLFSDR K6:+114.043 

100
7.74

5 

402
6.94

8 
0.00

53 

P2436
9 

CO
N NMKVLFAAALIVGSVVFLLLPGPSVANDK M2:+15.995,K3:+114.043,K29:+114.043 

107
6.60

1 

322
6.77

9 

0.06
432

4 

P2436
9 INF DVIIVDSGKIEVEKPFAIAK K14:+114.043,K20:+114.043 

600.
585

5 

239
8.31

1 
0.08
701 

P2436
9 INF SMANAGKDTNGSQFFITTVK K20:+114.043 

111
6.04

2 

223
0.06

9 

0.07
782

3 

P2452
7 

CO
N DKSLSNVIAHEISHSWTGNLVTNK K2:+114.043,K24:+114.043 

720.
367

1 

287
7.43

7 

0.07
192

7 

P2454
7 

CO
N EDLVVAPAGVTLKEAN E1:-18.011,K13:+114.043 

574.
640

9 

172
0.89

9 

0.03
876

9 

P2454
7 INF AQGVSGAVQDK K11:+114.043 

587.
297

1 

117
2.57

9 

0.04
800

5 

P2520
6 INF DHQTITIQEMPEKAPA M10:+15.995,K13:+114.043 

646.
979

6 

193
7.91

5 

0.05
895

8 

P2544
4 

CO
N IKSLEEIYLFSLPIK K2:+114.043 

954.
048

6 

190
6.08

2 

0.07
861

1 

P2544
4 INF IGDYNGHVGLGVKCSK K13:+114.043,C14:+45.988,K16:+114.043 

960.
957

1 

191
9.89

9 

0.06
969

8 

P2591
1-2 

CO
N IITEFMAKGSLLDFLK M6:+15.995,K8:+114.043 

978.
529

8 

195
5.04

4 

0.08
621

5 



 

88 
 

P2591
1-2 INF ESETLKGSFS E1:-18.011,K6:+114.043 

590.
778 

117
9.54 

0.03
780

3 

P2591
1-2 INF KWTAPEAINFGCFTIK K1:+114.043,C12:+45.988,K16:+114.043 

105
0.50

6 

209
8.99

7 

0.05
346

2 

P2597
6 INF SQEDMLTLLECMK C11:+45.988,M12:+15.995,K13:+114.043 

572.
915

9 

171
5.72

4 

0.06
369

3 

P2597
6 INF VAFKDFSGDMCK M10:+15.995,C11:+45.988,K12:+114.043 

762.
320

7 

152
2.62

6 

0.09
501

2 

P2603
9 

CO
N GDYQDGYYSVQTTEGEQIAQLIAGYIDIILKK K31:+114.043 

123
6.28

8 

370
5.84

1 

0.05
633

6 

P2603
9 

CO
N DYTAVGCAVTTISSNLTEMSRGVK C7:+45.988,K24:+114.043 

133
2.12

8 
266

2.24 

0.05
962

2 

P2603
9 

CO
N KAIAVTVQEMVTK K1:+114.043 

766.
429

8 

153
0.84

4 

0.06
056

1 

P2603
9 

CO
N PLTLAAVGAASKTLSHPQQMALLDQTK K12:+114.043 

726.
896

3 

290
3.55

4 

0.04
343

2 

P2603
9 

CO
N ALHYGRECANGYLELLDHVLLTLQKPNPDLK C8:+45.988,K25:+114.043,K31:+114.043 

126
9.98

2 

380
6.92

4 

0.08
621

5 

P2603
9 

CO
N SKTVTDMLMTICAR K2:+114.043,C12:+45.988 

865.
409

5 

172
8.80

3 

0.02
759

2 

P2603
9 

CO
N TIMVDDSKTVTDMLMTICAR K8:+114.043,M13:+15.995,C18:+45.988 

121
0.55

4 

241
9.09

3 
0.06
568 

P2603
9 

CO
N ELGHGCSALVTKAGALQCSPSDVYTK 

E1:-
18.011,C6:+45.988,K12:+114.043,C18:+45.988 

941.
769

9 

282
2.28

6 

0.03
974

7 

P2603
9 INF ISATKAAAGK K10:+114.043 

516.
296

4 

103
0.57

7 

0.03
010

1 

P2603
9 INF QYFEPLTLAAVGAASKTLSHPQQMALLDQTK Q1:-17.027,K16:+114.043,M24:+15.995 

868.
446

5 

346
9.75

5 

0.07
003

4 

P2603
9 INF VQSAKEVANSTANLVK K5:+114.043,K16:+114.043 

944.
000

7 

188
5.98

6 

0.04
197

7 

P2603
9 INF DVVKLGAASLGAEDPETQVVLINAVK K4:+114.043 

917.
503

2 

274
9.48

6 

0.05
526

5 

P2603
9 INF VLGEAMTGISQNAKNGNLPEFGDAIAT M6:+15.995,K14:+114.043 

950.
131

5 

284
7.37

1 

0.04
530

6 

P2603
9 INF QLITMCTQQAPGQK C6:+45.988,K14:+114.043 

853.
905

5 

170
5.79

5 

0.04
559

7 

P2603
9 INF MVEAAKGAAAHPDSEEQQQR K6:+114.043 

113
4.02

8 
226

6.04 

0.08
816

7 

P2603
9 INF ELLENPVQPINDMSYFGCLDSVMENSKVLGEAM E1:-18.011,C18:+45.988,K27:+114.043 

954.
434

5 

381
3.70

7 

0.05
346

2 

P2603
9 INF ATQTIAAAQHAASAPK K16:+114.043 

825.
932

1 

164
9.84

9 

0.06
195

4 
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P2604
0 

CO
N EKEQMLR K2:+114.043,M5:+15.995 

532.
264

3 

106
2.51

3 

0.06
337

3 

P2604
0 INF YPEDVAEELIQDITQK K16:+114.043 

100
2.99

2 

200
3.96

9 

0.01
943

7 

P2604
0 INF DSAMLEYLKIAQDLEMYGINY K9:+114.043,M16:+15.995 

130
5.60

9 

260
9.20

3 
0.02
603 

P2604
3 

CO
N FTAKIALLEEAK K12:+114.043 

724.
411

9 

144
6.80

8 

0.04
042

1 

P2636
9 

CO
N DSATGLSKGYAFCEYVDINVTDQAIAGLNGM K8:+114.043,C13:+45.988 

112
8.51

3 

338
2.51

6 

0.04
197

7 

P2636
9 INF YGLVKSIEIPRPVDGVEVPGCGK C21:+45.988,K23:+114.043 

128
6.66

7 

257
1.31

9 

0.05
962

2 

P2644
3 

CO
N ALASLMTYKCAVVDVPFGGAK K9:+114.043,C10:+45.988,K21:+114.043 

604.
552

8 
241

4.18 

0.05
962

2 

P2644
3 

CO
N VIPDLYLNAGGVTVSYFEWLK K21:+114.043 

124
9.65

2 

249
7.28

9 

0.04
315

4 

P2644
3 

CO
N TGRGVFHGIENFINEASYMSILGMTPGFGDK M19:+15.995,M24:+15.995,K31:+114.043 

116
4.55

1 

349
0.62

9 

0.04
644

6 

P2645
0 

CO
N EEYTRTSQEIQMK K13:+114.043 

878.
912

7 
175

5.81 

0.06
465

9 

P2663
8 INF EFMPPGLQELIPFVK M3:+15.995,K15:+114.043 

937.
990

3 

187
3.96

5 

0.04
285

7 

P2700
5 

CO
N ALSNLIDVYHNYSNIQGNHHALYK K24:+114.043 

144
9.71

8 

289
7.42

1 

0.03
533

2 

P2700
5 

CO
N KMVTTECPQFVQNINIENLFR K1:+114.043,C7:+45.988 

134
2.65

4 

268
3.29

2 

0.00
091

7 

P2700
5 

CO
N ELDINSDNAINFEEFLAMVIK M18:+15.995,K21:+114.043 

852.
416

6 

255
4.22

6 

0.05
668

8 

P2700
5 INF ALSNLIDVYHNYSNIQGNHHALYK K24:+114.043 

144
9.71

8 

289
7.42

1 

0.05
866

5 

P2700
5 INF KMVTTECPQFVQNINIENLFR K1:+114.043,C7:+45.988 

134
2.65

4 

268
3.29

2 

0.00
091

7 

P2700
5 INF ELDINSDNAINFEEFLAMVIK M18:+15.995,K21:+114.043 

852.
416

6 

255
4.22

6 

0.00
747

5 

P2700
5 INF ELDINSDNAINFEEFLAMVIKVGVASHK K21:+114.043 

805.
160

9 

321
6.61

3 

0.04
694

9 

P2700
5 INF ELDINSDNAINFEEFLAMVIKVGV K21:+114.043 

932.
137

7 
279

3.39 

0.03
329

7 

P2700
5 INF MPSELEKALSNLIDVYHNYSNIQGNHHALYK K7:+114.043 

928.
960

4 
371

1.81 

0.05
562

4 

P2761
2 

CO
N GKPANQLLALR K2:+114.043 

647.
883

7 

129
3.75

2 

0.01
601

4 
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P2761
2 INF SHLINLLNPKGKPANQLLALR K10:+114.043 

808.
812 

242
3.41

3 
0.05
294 

P2761
2 INF DDSNAIQLAKSLGVDSQIK K19:+114.043 

529.
778 

211
5.08

1 

0.04
012

7 

P2761
2 INF CMMTLQGHTAAVWAVKI C1:+45.988,M3:+15.995,K16:+114.043 

101
8.48

4 

203
4.95

2 

0.05
025

6 

P2766
1 

CO
N LLGGVTIAQGGVLPNIQAVLLPKK K23:+114.043 

838.
511

3 

251
2.51

1 

0.00
091

7 

P2766
1 

CO
N DEELNKLLGGVTIAQGGVLPNIQAVLLPK K6:+114.043 

103
8.59

1 
311

2.75 

0.00
091

7 

P2766
1 

CO
N LGGVTIAQGGVLPNIQAVLLPK K22:+114.043 

113
6.67

4 

227
1.33

2 

0.06
123

4 

P2766
1 INF LLGGVTIAQGGVLPNIQAVLLPKK K23:+114.043 

838.
511

3 

251
2.51

1 

0.00
091

7 

P2766
1 INF DEELNKLLGGVTIAQGGVLPNIQAVLLPK K6:+114.043 

103
8.59

1 
311

2.75 

0.00
091

7 

P2777
3 INF FDGNLKR K6:+114.043 

482.
254

5 

962.
493

4 

0.04
750

8 

P2787
0 INF TPPKMTEYDK K4:+114.043,K10:+114.043 

719.
338

2 

143
6.66

1 

0.03
229

7 

P2807
6 

CO
N VILGDELPK K9:+114.043 

549.
314

2 

109
6.61

3 

0.02
759

2 

P2807
6 INF VILGDELPK K9:+114.043 

549.
314

2 

109
6.61

3 

0.08
003

2 

P2829
3 

CO
N LVCSNVAQGIVSYGSNNGNPPAVFTK C3:+45.988,K26:+114.043 

139
8.67

7 

279
5.33

7 

0.05
139

9 

P2829
3 

CO
N SNNGNPPAVFTKIQSFMPWIK M17:+15.995,K21:+114.043 

836.
090

3 

250
5.24

8 

0.04
667

3 

P2865
0 

CO
N AVSFIGNGVVIHLPGLFEEAEKNEK K22:+114.043,K25:+114.043 

975.
842

3 

292
4.50

3 

0.06
231

8 

P2865
6 

CO
N PDEEDEVSEELKEK K14:+114.043 

597.
271

2 
178

8.79 

0.04
229

4 

P2865
6 INF TVTKTVSNDSF K4:+114.043 

656.
823

2 

131
1.63

1 

0.07
060

6 

P2865
6 INF PTEEECEWKPDEEDEVSEELK C6:+45.988,K21:+114.043 

135
5.55

5 

270
9.09

5 

0.04
828

8 

P2866
5 

CO
N PAPSPEDLTLSMSTIMWLTK M16:+15.995,K20:+114.043 

117
4.58 

234
7.14

4 

0.04
475

4 

P2866
5 

CO
N IMQWRDIK M2:+15.995,K8:+114.043 
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N PQGGSGYDYSYAGGRGSYGDLGGPIITTQVTIPK K34:+114.043 

118
2.91 

354
5.70

6 

0.06
267

1 

P6198
2 INF NLLSVAYK K8:+114.043 

511.
288 

102
0.56 

0.03
854

5 

P6208
2 

CO
N VKPNGEKPDEFESGISQALLELEMNSDLK K2:+114.043 

111
1.21

7 

333
0.62

9 

0.00
285

9 

P6208
2 INF VKPNGEKPDEFESGISQALLELEMNSDLK K2:+114.043 

111
1.21

7 

333
0.62

9 

0.00
158

6 

P6213
7 

CO
N TFTDCFNCLPIAAIVDEKIFCCHGGLSPDLQS 

C5:+45.988,C8:+45.988,K18:+114.043,C21:+45
.988,C22:+45.988 

125
2.53

5 

375
4.58

1 

0.05
866

5 

P6219
2 

CO
N LDNQIQEIKESVELPLTHPEYYEEMGIKPPK 

K9:+114.043,M25:+15.995,K28:+114.043,K31:
+114.043 

134
2.66

6 

402
4.97

3 

0.06
159

8 

P6219
2 

CO
N IQEIKESVELPLTHPEYYEEMGIKPPK M21:+15.995,K24:+114.043,K27:+114.043 

114
7.91

4 

344
0.71

8 

0.06
231

8 

P6219
6 

CO
N VDPLVSLMMVEK M8:+15.995,K12:+114.043 

497.
591

9 

148
9.75

2 

0.04
173

1 

P6219
6 INF VDPLVSLMMVEK M8:+15.995,K12:+114.043 

497.
591

9 

148
9.75

2 

0.05
668

8 

P6219
6 INF DPLVSLMMVEKVPDSTYEMIGGLDK M8:+15.995,K11:+114.043 

966.
471

5 

289
6.39

1 

0.04
475

4 

P6225
9 

CO
N TSDMQGDGEEQNK K13:+114.043 

776.
813

2 

155
1.61

1 

0.06
401

4 

P6231
5 

CO
N KNGTQVHGTITGVDVSMNTHLK K1:+114.043,M17:+15.995 

823.
084 

246
6.22

9 

0.07
350

6 

P6231
5 INF KNGTQVHGTITGVDVSMNTHLK K1:+114.043,M17:+15.995 

823.
084 

246
6.22

9 

0.04
910

9 

P6232
0 

CO
N QGSGAGRGK K9:+114.043 

466.
239

4 

930.
463

2 

0.08
473

4 

P6233
4 

CO
N ENDLKALQSVGQIVGEVLK K19:+114.043 

107
7.59

2 

215
3.16

9 

0.03
924

8 

P6248
2 

CO
N LLGASNAEQLMENIGAIQVLPK M11:+15.995,K22:+114.043 

610.
578

8 

243
8.28

4 

0.05
197

5 
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P6248
2 INF AEVVLGNIIKK K10:+114.043 

649.
396

1 

129
6.77

7 

0.09
344

7 

P6274
6 INF HFCPNVPIILVANK C3:+45.988,K14:+114.043 

575.
638 

172
3.89

1 

0.00
091

7 

P6274
8 INF FLKDCPTGHLTVDEFK K3:+114.043,C5:+45.988 

100
5.47

7 

200
8.93

9 

0.01
060

4 

P6280
6 

CO
N DNIQGITKPAIR K8:+114.043 

720.
402

4 

143
8.78

9 

0.03
378

2 

P6280
6 

CO
N KTVTAMDVVYALK K1:+114.043 

776.
924

4 

155
1.83

3 

0.00
091

7 

P6280
6 

CO
N TVTAMDVVYALK K12:+114.043 

712.
876

9 

142
3.73

8 

0.04
144

1 

P6280
6 INF DNIQGITKPAIR K8:+114.043 

720.
402

4 

143
8.78

9 

0.00
091

7 

P6280
6 INF KTVTAMDVVYALK K1:+114.043 

776.
924

4 

155
1.83

3 

0.00
225

8 

P6280
6 INF TVTAMDVVYALK K12:+114.043 

712.
876

9 

142
3.73

8 

0.03
109

4 

P6282
1 INF VEQSFMTMAAEIKK K14:+114.043 

863.
929

3 

172
5.84

3 

0.05
767

9 

P6284
3 INF DMIILPEMVGSMVGVYNGKTFNQVE M8:+15.995,M12:+15.995,K19:+114.043 

145
9.19

3 

291
6.37

1 

0.04
256

6 

P6290
8 

CO
N KPEPPAMPQPVPTA K1:+114.043 

787.
406

3 

157
2.79

7 

0.00
225

8 

P6290
8 

CO
N KPLPDHVSIVEPKDEIL K1:+114.043 

102
2.06 

204
2.10

5 

0.04
617

3 

P6290
8 INF KPEPPAMPQPVPTA K1:+114.043 

787.
406

3 

157
2.79

7 

0.00
292

7 

P6290
8 INF IVEPKDEILPTTPISEQK K5:+114.043,K18:+114.043 

113
3.10

3 
226

4.19 

0.07
963

6 

P6296
0 

CO
N DTKPGSTGSGAGSGGPGGLTSAAPAGGDKK K29:+114.043,K30:+114.043 

138
6.16

4 

277
0.31

2 

0.04
857

5 

P6296
0 

CO
N DTKPGSTGSGAGSGGPGGLTSAAPAGGDK K29:+114.043 

843.
732

5 

252
8.17

4 

0.03
736

3 

P6296
0 

CO
N 

ETQQPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTS
AAPAGGDKK K45:+114.043 

137
8.01

1 

413
1.01

1 

0.07
823

6 

P6296
0 

CO
N 

PAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAG
GDKK K40:+114.043 

118
3.59

1 
354

7.75 

0.01
564

8 

P6296
0 

CO
N 

PPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPA
GGDKK K15:+114.043,K41:+114.043 

125
3.95

7 

375
8.84

6 

0.07
090

1 

P6296
0 

CO
N ADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K4:+114.043 

130
0.61

3 

259
9.21

1 

0.08
278

5 



 

104 
 

P6296
0 

CO
N 

APAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAGG
DKK K12:+114.043 

845.
922

9 
337

9.66 

0.09
724

8 

P6296
0 

CO
N 

AAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAG
GDKK K13:+114.043,K39:+114.043 

118
9.25

5 

356
4.74

1 

0.02
917

6 

P6296
0 

CO
N 

QPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAP
AGGDKK K16:+114.043 

944.
223

2 

377
2.86

2 
0.08
109 

P6296
0 

CO
N LSAADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K7:+114.043,K33:+114.043 

747.
109

6 

298
4.40

7 

0.03
690

6 

P6296
0 

CO
N SAADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K6:+114.043 

137
9.64

8 
275

7.28 

0.07
896

1 

P6296
0 

CO
N 

QQPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSA
APAGGDKK Q1:-17.027,K17:+114.043,K43:+114.043 

100
0.49

2 

399
7.93

6 

0.02
499

4 

P6296
0 

CO
N AADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K5:+114.043 

133
6.13

2 

267
0.24

8 

0.08
515

8 

P6296
0 

CO
N ADTKPGSTGSGAGSGGPGGLTSAAPAGGDKK K30:+114.043,K31:+114.043 

142
1.68

2 

284
1.34

9 

0.04
724

1 

P6296
0 INF DTKPGSTGSGAGSGGPGGLTSAAPAGGDKK K29:+114.043,K30:+114.043 

138
6.16

4 

277
0.31

2 

0.05
053

6 

P6296
0 INF DTKPGSTGSGAGSGGPGGLTSAAPAGGDK K29:+114.043 

126
5.09

5 

252
8.17

4 

0.09
180

3 

P6296
0 INF 

ETQQPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTS
AAPAGGDKK K19:+114.043,K45:+114.043,K46:+114.043 

145
4.04 

435
9.09

7 

0.03
282

5 

P6296
0 INF 

PAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAG
GDKK K40:+114.043 

118
3.59

1 
354

7.75 

0.02
201

2 

P6296
0 INF 

PPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPA
GGDKK K15:+114.043,K41:+114.043 

125
3.95

7 

375
8.84

6 

0.05
410

2 

P6296
0 INF ADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K30:+114.043 

130
0.61

3 

259
9.21

1 

0.09
380

1 

P6296
0 INF 

APAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAGG
DKK K12:+114.043 

112
7.56

1 
337

9.66 

0.06
369

3 

P6296
0 INF 

AAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAPAG
GDKK K13:+114.043,K39:+114.043 

118
9.25

5 

356
4.74

1 

0.04
938

8 

P6296
0 INF 

QPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAP
AGGDKK K16:+114.043 

944.
223

2 

377
2.86

2 

0.08
657

5 

P6296
0 INF SAADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K32:+114.043 

137
9.64

8 
275

7.28 
0.08
582 

P6296
0 INF 

QQPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSA
APAGGDKK Q1:-17.027,K43:+114.043,K44:+114.043 

100
0.49

2 

399
7.93

6 

0.09
588

5 

P6296
0 INF AADTKPGSTGSGAGSGGPGGLTSAAPAGGDK K5:+114.043 

133
6.13

2 

267
0.24

8 

0.03
109

4 

P6296
0 INF ADTKPGSTGSGAGSGGPGGLTSAAPAGGDKK K30:+114.043 

910.
109

8 

272
7.30

6 

0.06
337

3 
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P6296
0 INF 

QPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSAAP
AGGDK K16:+114.043,K42:+114.043 

125
3.94

4 
375

8.81 

0.03
207

1 

P6296
0 INF 

QQPPAAPAAALSAADTKPGSTGSGAGSGGPGGLTSA
APAGGDK K43:+114.043 

125
8.61

6 

377
2.82

5 

0.05
962

2 

P6296
0 INF PGSTGSGAGSGGPGGLTSAAPAGGDK K26:+114.043 

729.
009

3 

218
4.00

4 

0.07
564

5 

P6296
0 INF KPGSTGSGAGSGGPGGLTSAAPAGGDKK K27:+114.043,K28:+114.043 

127
8.12

6 

255
4.23

7 

0.04
959

9 

P6296
2 INF KEGVHGGLINK K1:+114.043 

633.
352

2 

126
4.68

9 

0.06
056

1 

P6300
1 INF VDGKPVNLGLWDTAGQEDYDR K4:+114.043 

821.
391

5 

246
1.15

1 

0.06
937

5 

P6300
5 INF NEAKEEFTSGGPLGQK K4:+114.043 

903.
437

4 

180
4.85

9 

0.00
331

6 

P6301
7 

CO
N 

TKLYQSAGGMPGGMPGGFPGGGAPPSGGASSGPTIE
EVD K2:+114.043,M10:+15.995 

123
5.89

9 

370
4.67

2 

0.05
436

4 

P6301
7 

CO
N NVLIFDLGGGTFDVSILTIEDGIFEVKSTAGDT K27:+114.043 

890.
203

4 

355
6.78

3 

0.03
974

7 

P6301
7 INF 

TKLYQSAGGMPGGMPGGFPGGGAPPSGGASSGPTIE
EVD K2:+114.043,M10:+15.995 

123
5.89

9 

370
4.67

2 

0.03
207

1 

P6301
7 INF LSGDKSENVQDLLLLDVTPLSLGIETAGGVMTVLIK K5:+114.043 

128
5.03

5 

385
2.08

1 

0.00
091

7 

P6301
7 INF DKSQIHDIVLVGGSTR K2:+114.043 

919.
990

1 

183
7.96

5 
0.00
129 

P6301
7 INF LLQDFFNGKELNK K9:+114.043,K13:+114.043 

598.
644

8 

179
2.91

1 

0.02
301

1 

P6308
5 INF GKHYLDQLNHILGILGSPSQEDLNCIINLK K2:+114.043,C25:+45.988 

877.
204

3 

350
4.78

6 

0.03
736

3 

P6310
1 

CO
N LEKFLIPNASQPESK K3:+114.043 

907.
986

5 

181
3.95

7 

0.04
694

9 

P6310
1 INF EAFEISK K7:+114.043 

469.
235

5 

936.
455

3 

0.07
782

3 

P6315
8 

CO
N KGEHPGLSIGDVAK K1:+114.043 

761.
405

2 

152
0.79

5 

0.02
586

4 

P6315
8 INF KGEHPGLSIGDVAK K1:+114.043 

761.
405

2 

152
0.79

5 

0.00
345

4 

P6324
2 INF YDCGEEILITVLSAMTEEAAVAIKAM C3:+45.988,K24:+114.043,M26:+15.995 

983.
132

4 

294
6.37

4 

0.02
682

7 

P6324
2 INF KVHLVGIDIFTGK K1:+114.043 

514.
300

3 

153
9.87

7 

0.03
132

7 

P6327
6 INF CEEIAIIPSKK C1:+45.988,K10:+114.043 

695.
857

8 
138
9.7 

0.04
372

4 
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P6327
6 INF LSNLQVTQPTVGMNFK M13:+15.995,K16:+114.043 

953.
988

8 

190
5.96

2 

0.05
803

7 

P6332
8 INF KSQTTGFPSLITIFSAPNYLDV K1:+114.043 

125
7.15 

251
2.28

5 

0.04
343

2 

P6332
8 INF TPTGMLPSGVLSGGKQTLQSATVEAIEADEAIK M5:+15.995,K15:+114.043,K33:+114.043 

886.
702

2 

354
2.77

8 

0.04
116

7 

P6803
3 

CO
N YPIEHGIITNWDDMEK K16:+114.043 

103
7.98

1 

207
3.94

7 

0.00
091

7 

P6803
3 

CO
N FENEMATAASSSSLEKSYELPDGQVITIGNER M5:+15.995,K16:+114.043 

120
1.89

7 

360
2.66

8 

0.03
051

5 

P6803
3 

CO
N EKMTQIMFETFNVPAMYVAIQAVLSLYAS 

K2:+114.043,M3:+15.995,M7:+15.995,M16:+1
5.995 

115
3.23 

345
6.66

6 

0.05
076

6 

P6803
3 INF KYPIEHGIITNWDDMEK K1:+114.043 

110
2.02

9 

220
2.04

2 

0.00
091

7 

P6803
3 INF YPIEHGIITNWDDMEK K16:+114.043 

103
7.98

1 

207
3.94

7 

0.00
091

7 

P6803
3 INF LKYPIEHGIITNWDDMEK K18:+114.043 

115
8.57

1 

231
5.12

6 

0.04
509

1 

P6803
3 INF DFENEMATAASSSSLEKSYELPDGQVITIGNER K17:+114.043 

123
4.90

8 
370
1.7 

0.03
182

7 

P6803
3 INF GMESAGIHETTYNSIMKCDIDIR 

M2:+15.995,M16:+15.995,K17:+114.043,C18:
+45.988 

138
8.60

7 

277
5.19

8 

0.06
738

7 

P6825
4 

CO
N YEILNNPELACTLAK C11:+45.988,K15:+114.043 

617.
971

5 

185
0.89

1 

0.06
024

7 

P6836
9 

CO
N 

ELYCLEHGIQPDGQMPSDKTIGGGDDSFNTFFSETGA
GK C4:+45.988,K39:+114.043 

143
6.96

5 

430
7.87

3 

0.08
075

6 

P6843
3 

CO
N FQSSAVMALQEACEAYLVGLFEDTNLCAIHAK C13:+45.988,C27:+45.988,K32:+114.043 

122
6.89

8 
367

7.67 

0.00
254

6 

P6843
3 

CO
N FQSSAVMALQEACEAYLVGLFEDTNLCAIHAKR C13:+45.988,C27:+45.988,K32:+114.043 

127
8.93

2 

383
3.77

1 

0.01
331

2 

P6843
3 INF FQSSAVMALQEACEAYLVGLFEDTNLCAIHAK C13:+45.988,C27:+45.988,K32:+114.043 

122
6.89

8 
367

7.67 

0.00
786

1 

P6851
0 INF YDDMASAMKAVTELNE M4:+15.995,M8:+15.995,K9:+114.043 

967.
412 

193
2.80

8 

0.04
401

7 

P7016
8 

CO
N CDEEMDLAIEASEAAEQGRPPEHTSKFYAK 

C1:+28.961,M5:+15.995,K26:+114.043,K30:+1
14.043 

907.
143

9 

362
4.54

4 

0.03
780

3 

P7016
8 

CO
N QDENDDDDDWNPCKAAGVC 

Q1:-
17.027,C13:+45.988,K14:+114.043,C19:+45.98
8 

114
9.88

8 

229
7.76

1 

0.07
419

6 

P7016
8 

CO
N MFQSTAGSGGVQEDALMAVSTLVEVLGGEFLKYMEA M1:+15.995,K32:+114.043 

129
9.28

7 

389
4.83

7 

0.06
502

7 

P7016
8 INF CDEEMDLAIEASEAAEQGRPPEHTSKFYAK 

C1:+28.961,M5:+15.995,K26:+114.043,K30:+1
14.043 

907.
143

9 

362
4.54

4 

0.06
337

3 
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P7016
8 INF LKPLVIQAMPTLIELMK K2:+114.043,M9:+15.995,M16:+15.995 

695.
400

7 

208
3.17

9 

0.05
866

5 

P7016
8 INF QVARVAAGLQIK K12:+114.043 

684.
410

1 

136
6.80

5 

0.05
139

9 

P7016
8 INF HRSVKPQILSVFGDIALAIGGEFK K5:+114.043 

134
8.74

8 

269
5.48

1 

0.06
901

4 

P7016
8 INF QSTAGSGGVQEDALMAVSTLVEVLGGEFLK Q1:-17.027,M15:+15.995,K30:+114.043 

103
6.18 

310
5.51

7 
0.07
319 

P7016
8 INF PDGHQNNLRSSAYESLMEIVK K21:+114.043 

125
1.60

6 

250
1.19

7 

0.06
738

7 

P7016
8 INF DCYPAVQK C2:+45.988,K8:+114.043 

542.
234

2 

108
2.45

3 

0.04
071

8 

P7019
5 

CO
N FNDLGSGSNIDLCVISK C13:+45.988,K17:+114.043 

647.
973

6 

194
0.89

8 

0.09
501

2 

P7019
5 INF LVSEAIAAGIFNDLGSGSNIDLCVISK C23:+45.988,K27:+114.043 

956.
149

7 

286
5.42

6 

0.04
750

8 

P7026
8 

CO
N GDIVARDEVESLMCEK C14:+45.988,K16:+114.043 

977.
440

1 

195
2.86

5 

0.03
736

3 

P7026
8 

CO
N LPSTSCSLSSPTHESTTSPELPSETQETPGPGLCSPLRK C6:+45.988,C34:+45.988,K39:+114.043 

141
5.65

4 

424
3.93

9 

0.08
994

9 

P7026
8 

CO
N VAGLEKQLAIELK K13:+114.043 

763.
451

6 

152
4.88

8 

0.04
197

7 

P7026
8 INF KLNLGADSDSSSQK K1:+114.043,K14:+114.043 

839.
406

1 

167
6.79

7 

0.05
197

5 

P7026
8 INF LLLTAQQMLQDSKTK K13:+114.043,K15:+114.043 

973.
523 

194
5.03 

0.03
182

7 

P7026
8 INF AVATGTFSPNASPGAEIRHTGDISMEK K27:+114.043 

715.
349

4 

285
7.36

7 
0.03
809 

P7026
8 INF GEAENATEVSTVLKLDNTVVGQTAWKPCGPNAWD K26:+114.043,C28:+45.988 

125
4.25

8 

375
9.75

1 

0.05
498

6 

P7029
0 

CO
N VFIAPTDQGTQTEALQQLQKDSEAIR K20:+114.043 

100
1.18 

300
0.51

5 

0.08
207

5 

P7029
0 INF QFEKITEEPMGITLK M10:+15.995,K15:+114.043 

631.
993 

189
2.95

6 

0.04
315

4 

P7031
5 

CO
N GGGGGQPLRPPVVGSNK K17:+114.043 

845.
953

4 

168
9.89

1 

0.08
278

5 

P7031
5 INF GGGGGGGGGGGGGQPLRPPVVGSNKGR K25:+114.043 
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Table S3- Proteasome subunits identified and ratios of spectral counts calculated  

Accession Protein Name Spectral Counts 
INF(-gg*) 

Spectral Counts 
CON (-gg*) 

Q3TXS7 26S proteasome non-ATPase regulatory subunit 1 152(29) 175(26) 

Q8BG32 26S proteasome non-ATPase regulatory subunit 11 64(1) 54(0) 

Q9D8W5 26S proteasome non-ATPase regulatory subunit 12 35(0) 70(0) 

Q9WVJ2  26S proteasome non-ATPase regulatory subunit 13 88(0) 63(0) 

O35593 26S proteasome non-ATPase regulatory subunit 14 76(1) 81(3) 

Q8VDM4  26S proteasome non-ATPase regulatory subunit 2 326(40) 271(38) 

P14685  26S proteasome non-ATPase regulatory subunit 3 87 65 

O35226  26S proteasome non-ATPase regulatory subunit 4 2(1) 7 

Q8BJY1  26S proteasome non-ATPase regulatory subunit 5 28(2) 37(2) 
Q99JI4  26S proteasome non-ATPase regulatory subunit 6 80(1) 80(1) 

P26516  26S proteasome non-ATPase regulatory subunit 7 75 93 

Q9CX56  26S proteasome non-ATPase regulatory subunit 8 7(1) 12(3) 

P46471 26S protease regulatory subunit 7 63 72(1) 

P62192 26S protease regulatory subunit 4 29 65(2) 

P62334 26S protease regulatory subunit 10B 53 58(1) 

O88685 26S protease regulatory subunit 6A 139(2) 88 

P62196 26S protease regulatory subunit 8 36(2) 47(1) 

Q9R1P4  Proteasome subunit alpha type-1 121 79 

P49722  Proteasome subunit alpha type-2 230(3) 264 

O70435  Proteasome subunit alpha type-3 78 98 

Q9R1P0  Proteasome subunit alpha type-4 136(2) 46 

Q9Z2U1   Proteasome subunit alpha type-5 179(3) 139(3) 

Q9QUM9  Proteasome subunit alpha type-6 121(2) 168(3) 

Q9Z2U0  Proteasome subunit alpha type-7 143 103 

O09061  Proteasome subunit beta type-1 202(2) 162(1) 

Q9R1P3  Proteasome subunit beta type-2 163 100 

Q9R1P1  Proteasome subunit beta type-3 94(1) 83(1) 

P99026  Proteasome subunit beta type-4 164 175(1) 

O55234  Proteasome subunit beta type-5 48 27 

Q60692  Proteasome subunit beta type-6 127(1) 103(1) 

P70195  Proteasome subunit beta type-7 140(1) 81(1) 

O35955  Proteasome subunit beta type-10 26(1) 31 

P28063   Proteasome subunit beta type-8 98 77 

P28076  Proteasome subunit beta type-9 60(1) 64(1) 

† Italics indicate the subunit belongs uniquely to the immunoproteasome.  

* Entries in parenthesis indicate the number of GG-tagged peptides identified 
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Table S4- Truncated proteoforms identified in MDSC-derived exosomes using top-down mass 
spectrometry. 
 
 

Protein Accessions Protein Name 
Expected Mass 
(Da) 

Observed Mass 
(Da) 

P0CG50 Polyubiquitin-C  8,559 2853.45838 

P0CG50 Polyubiquitin-C  8,559 3426.67838 

P0CG50 Polyubiquitin-C  8,559 3426.69958 

P27005 Protein S100-A8 10,295 3338.64788 

P60710 Actin, cytoplasmic 1 41,737 5994.40498 

P60710 Actin, cytoplasmic 1 41,737 5994.40638 

P60710 Actin, cytoplasmic 1 41,737 6097.47508 

P60710 Actin, cytoplasmic 1 41,737 6845.31728 

P60710 Actin, cytoplasmic 1 (Da) 41,737 6845.36118 

P60710 Actin, cytoplasmic 1 41,737 6958.42988 

P60710 Actin, cytoplasmic 1 41,737 6958.43708 

P60710 Actin, cytoplasmic 1 41,737 6958.44028 

P60710 Actin, cytoplasmic 1 41,737 6974.44178 

P60710 Actin, cytoplasmic 1 41,737 6974.44328 

P60710 Actin, cytoplasmic 1 41,737 6990.41968 

P60710 Actin, cytoplasmic 1 41,737 6990.43668 

Q91Z25 Actin-related protein 2/3 complex subunit 1B 41,498 6456.23578 

Q91Z25 Actin-related protein 2/3 complex subunit 1B 41,498 6584.32228 

Q91Z25 Actin-related protein 2/3 complex subunit 1B 41,498 6584.32808 

Q91VB8 Alpha globin 1 15,112 5130.76458 

Q91VB8 Alpha globin 1 15,112 6402.45148 

Q91VB8 Alpha globin 1 15,112 6402.47218 

Q91VB8 Alpha globin 1 15,112 8574.32888 

Q91VB8 Alpha globin 1 15,112 8574.33008 

Q91VB8 Alpha globin 1 15,112 8574.33428 

Q91VB8 Alpha globin 1 15,112 9846.05408 

Q497J0 CDNA sequence BC100530 10,959 5482.10538 

Q497J0 CDNA sequence BC100530 10,959 5893.37278 

Q497J0 CDNA sequence BC100530 10,959 10863.49548 

Q497J0 CDNA sequence BC100530 10,959 10863.50538 

Q497J0 CDNA sequence BC100530 10,959 10863.53438 

Q497J0 CDNA sequence BC100530 10,959 10863.54028 

Q497J0 CDNA sequence BC100530 10,959 10863.54548 

Q497J0 CDNA sequence BC100530 10,959 10863.56128 

Q497J0 CDNA sequence BC100530 10,959 10939.46658 

Q497J0 CDNA sequence BC100530 10,959 10939.50708 

Q497J0 CDNA sequence BC100530 10,959 10955.47888 
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G3UYK8 Coronin  43,261 5018.61218 

G3UYK8 Coronin  43,261 4846.52298 

D3Z510 Fructose-bisphosphate aldolase A  14,177 6399.35828 

D3Z510 Fructose-bisphosphate aldolase A  14,177 8546.52148 

D3Z510 Fructose-bisphosphate aldolase A  14,177 8546.56008 

D3Z510 Fructose-bisphosphate aldolase A 14,177 8693.61298 

D3Z510 Fructose-bisphosphate aldolase A  14,177 8693.64508 

P62827 GTP-binding nuclear protein Ran 24,423 3084.38738 

P62827 GTP-binding nuclear protein Ran 24,423 3085.38168 

P62827 GTP-binding nuclear protein Ran 24,423 3102.41068 

Q61646 Haptoglobin 38,752 9462.53098 

Q61646 Haptoglobin 38,752 9478.52528 

P01942 Hemoglobin subunit alpha 15,085 5130.76458 

P01942 Hemoglobin subunit alpha 15,085 6402.45148 

P01942 Hemoglobin subunit alpha 15,085 6402.47218 

P01942 Hemoglobin subunit alpha 15,085 6873.69618 

P01942 Hemoglobin subunit alpha 15,085 8560.34168 

P01942 Hemoglobin subunit alpha 15,085 8560.34298 

P01942 Hemoglobin subunit alpha 15,085 8560.34868 

P01942 Hemoglobin subunit alpha 15,085 9846.05408 

P01942 Hemoglobin subunit alpha 15,085 10289.25308 

P01942 Hemoglobin subunit alpha 15,085 10289.25538 

P01942 Hemoglobin subunit alpha 15,085 10289.25928 

P01942 Hemoglobin subunit alpha 15,085 10303.28988 

P02088 Hemoglobin subunit beta-1 15,840 3336.72928 

P02088 Hemoglobin subunit beta-1 15,840 6526.44448 

P02088 Hemoglobin subunit beta-1 15,840 6597.48128 

P02088 Hemoglobin subunit beta-1 15,840 7460.85888 

P02088 Hemoglobin subunit beta-1 15,840 7460.90928 

P02088 Hemoglobin subunit beta-1 15,840 7607.93448 

P02088 Hemoglobin subunit beta-1 15,840 7607.93478 

P02088 Hemoglobin subunit beta-1 15,840 7607.94348 

P02088 Hemoglobin subunit beta-1 15,840 8109.21948 

P02088 Hemoglobin subunit beta-1 15,840 8109.22808 

P02088 Hemoglobin subunit beta-1 15,840 8109.24748 

P02089 Hemoglobin subunit beta-2 15,878 3475.82358 

P02089 Hemoglobin subunit beta-2 15,878 6466.45188 

P02089 Hemoglobin subunit beta-2 15,878 6957.43348 

P02089 Hemoglobin subunit beta-2 15,878 8081.29658 

P02089 Hemoglobin subunit beta-2 15,878 8081.31298 

F8WIX8 Histone H2A  13,607 7891.53558 

P22752 Histone H2A type 1-B 14,135 7919.54598 
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Q8CGP6 Histone H2A type 1-H  13,950 7734.44208 

P27661 Histone H2AX 15,143 8960.05768 

P27661 Histone H2AX 15,143 8960.04798 

P70696 Histone H2B type 1-A 14,237 6511.53128 

P70696 Histone H2B type 1-A 14,237 6541.56558 

P70696 Histone H2B type 1-A 14,237 6640.60268 

P70696 Histone H2B type 1-A 14,237 6988.74528 

P70696 Histone H2B type 1-A 14,237 9388.06808 

P70696 Histone H2B type 1-A 14,237 9404.00798 

Q64475 Histone H2B type 1-B 13,952 6541.55338 

Q64475 Histone H2B type 1-B 13,952 6640.59568 

Q64475 Histone H2B type 1-B 13,952 6640.60058 

Q64475 Histone H2B type 1-B 13,952 6640.60268 

Q64475 Histone H2B type 1-B 13,952 6874.70168 

Q64475 Histone H2B type 1-B 13,952 6988.74528 

Q64475 Histone H2B type 1-B 13,952 6988.75198 

Q64475 Histone H2B type 1-B 13,952 9109.91838 

Q64475 Histone H2B type 1-B 13,952 9109.92928 

Q64475 Histone H2B type 1-B 13,952 9372.03028 

Q64475 Histone H2B type 1-B 13,952 9372.05648 

Q64475 Histone H2B type 1-B 13,952 9388.02148 

Q64475 Histone H2B type 1-B 13,952 9388.06808 

Q64475 Histone H2B type 1-B 13,952 9404.04168 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6511.52718 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6511.53128 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6610.60128 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6610.60658 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6844.69548 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 6958.73018 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 9079.82558 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 9079.88568 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 9342.05328 

Q6ZWY9 Histone H2B type 1-C/E/G 13,906 9373.99308 

P10853 Histone H2B type 1-F/J/L 13,936 6541.55338 

P10853 Histone H2B type 1-F/J/L 13,936 6640.59568 

P10853 Histone H2B type 1-F/J/L 13,936 6640.60268 

P10853 Histone H2B type 1-F/J/L 13,936 6874.70168 

P10853 Histone H2B type 1-F/J/L 13,936 6988.74528 

P10853 Histone H2B type 1-F/J/L 13,936 6988.75198 

P10853 Histone H2B type 1-F/J/L 13,936 9372.03028 

P10853 Histone H2B type 1-F/J/L 13,936 9372.05648 

P10853 Histone H2B type 1-F/J/L 13,936 9372.99078 

P10853 Histone H2B type 1-F/J/L 13,936 9388.02148 
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P10853 Histone H2B type 1-F/J/L 13,936 9388.06808 

P10853 Histone H2B type 1-F/J/L 13,936 9404.04168 

Q64478 Histone H2B type 1-H 13,920 6511.52718 

Q64478 Histone H2B type 1-H 13,920 6511.53128 

Q64478 Histone H2B type 1-H 13,920 6610.60128 

Q64478 Histone H2B type 1-H 13,920 6610.60658 

Q64478 Histone H2B type 1-H 13,920 6844.69548 

Q64478 Histone H2B type 1-H 13,920 6958.73018 

Q64478 Histone H2B type 1-H 13,920 9079.82558 

Q64478 Histone H2B type 1-H 13,920 9079.88568 

Q64478 Histone H2B type 1-H 13,920 9342.01538 

Q64478 Histone H2B type 1-H 13,920 9342.04278 

Q64478 Histone H2B type 1-H 13,920 9342.05328 

Q8CGP2-1 Histone H2B type 1-K  13,920 6541.55338 

Q8CGP1 Histone H2B type 1-K  13,920 6624.60298 

Q8CGP1 Histone H2B type 1-K  13,920 6624.61018 

Q8CGP1 Histone H2B type 1-K  13,920 6624.63428 

Q8CGP2-1 Histone H2B type 1-K  13,920 6640.59568 

Q8CGP2-1 Histone H2B type 1-K  13,920 6640.60268 

Q8CGP2-1 Histone H2B type 1-K  13,920 6874.70168 

Q8CGP2-1 Histone H2B type 1-K  13,920 6988.74528 

Q8CGP2-1 Histone H2B type 1-K  13,920 6988.75198 

Q8CGP2-1 Histone H2B type 1-K  13,920 9372.02748 

Q8CGP2-1 Histone H2B type 1-K  13,920 9372.03028 

Q8CGP2-1 Histone H2B type 1-K  13,920 9372.05648 

Q8CGP2-1 Histone H2B type 1-K  13,920 9388.02148 

Q8CGP2-1 Histone H2B type 1-K  13,920 9388.06808 

Q8CGP2-1 Histone H2B type 1-K  13,920 9404.04168 

P10854 Histone H2B type 1-M 13,936 6511.52718 

P10854 Histone H2B type 1-M 13,936 6511.53128 

P10854 Histone H2B type 1-M 13,936 6610.59758 

P10854 Histone H2B type 1-M 13,936 6610.60128 

P10854 Histone H2B type 1-M 13,936 6610.60658 

P10854 Histone H2B type 1-M 13,936 6844.69548 

P10854 Histone H2B type 1-M 13,936 6958.73018 

P10854 Histone H2B type 1-M 13,936 8257.75018 

P10854 Histone H2B type 1-M 13,936 9079.82558 

P10854 Histone H2B type 1-M 13,936 9079.88568 

P10854 Histone H2B type 1-M 13,936 9342.02608 

P10854 Histone H2B type 1-M 13,936 9342.04278 

Q64525 Histone H2B type 2-B 13,920 6511.52718 

Q64525 Histone H2B type 2-B 13,920 6511.53128 

Q64525 Histone H2B type 2-B 13,920 6610.60128 
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Q64525 Histone H2B type 2-B 13,920 6610.60658 

Q64525 Histone H2B type 2-B 13,920 6844.69548 

Q64525 Histone H2B type 2-B 13,920 6958.73018 

Q64525 Histone H2B type 2-B 13,920 9079.82558 

Q64525 Histone H2B type 2-B 13,920 9079.88568 

Q64525 Histone H2B type 2-B 13,920 9342.01538 

Q64525 Histone H2B type 2-B 13,920 9342.04278 

Q64525 Histone H2B type 2-B 13,920 9342.05328 

Q9D2U9 Histone H2B type 3-A  13,994 9372.01988 

Q9D2U9 Histone H2B type 3-A  13,994 9373.99608 

O08692 Neutrophilic granule protein  19,332 989.66988 

O08692 Neutrophilic granule protein  19,332 3677.96818 

O08692 Neutrophilic granule protein  19,332 6918.38278 

O08692 Neutrophilic granule protein  19,332 7552.94348 

O08692 Neutrophilic granule protein  19,332 7552.94468 

O08692 Neutrophilic granule protein  19,332 14818.90698 

O08692 Neutrophilic granule protein  19,332 14819.94918 

O08692 Neutrophilic granule protein  19,332 14820.94838 

O08692 Neutrophilic granule protein  19,332 14820.95058 

O08692 Neutrophilic granule protein  19,332 14832.93578 

O08692 Neutrophilic granule protein  19,332 14835.97618 

O08692 Neutrophilic granule protein  19,332 14836.00808 

O08692 Neutrophilic granule protein  19,332 14836.02428 

O08692 Neutrophilic granule protein  19,332 14836.94118 

O08692 Neutrophilic granule protein  19,332 14850.94208 

O08692 Neutrophilic granule protein  19,332 14851.96348 

P52480 Pyruvate kinase PKM 57,845 7649.78618 

 


