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Rslative reation (sample/TCPS)

Protein name Peptides Frames Hits

TCPS PC PMEA PHEMA
ANGIREHNNOERD | | o e o e e i i o 1 e et o L 00 R | 092 098
Interleukin_1 receptor accessory protein_like 1 1 1 12 1.00 352 0.92 1.04
Interleukin_3 receptor subunit alpha 2 1 3 1.00 3.31 0.87 0.88
interleukin,_ 11 receptorsubunitalpha _ _ _ _ _ _ _ _ _ . _JA__1__L Q1% 22  or_ 11 _
Gamma_interferon_inducible lysosomal thiol reductase 1 1 2 1.00 3.36 0.72 1.01
Interferon lambda_1 1 1 1 1.00 2.43 0.83 0.73
Interferon regulatory factor 2_binding protein 2 1 1 6 1.00 3.69 0.75 0.96
Interferon regulatory factor 2_binding protein_like 2 2 3 1.00 2.55 1.20 0.99
Interferon regulatory factor 5 1 1 1 1.00 2.44 0.76 0.98
Interferon_induced 35 kDa protein 1 1 1 1.00 4.73 0.65 1.16
Interferon_induced GTP_binding protein Mx2 1 2 2 1.00 5.82 1.77 1.27
Interferon_induced guanylate_binding protein 1 1 1 2 1.00 2.65 0.74 1.03
Interferon_induced helicase C domain_containing protein 1 1 1 1 1.00 27 0.76 0.97
Interferon_induced _ double_stranded RNA_activated protein kinase 2 2 15 1.00 2.02 1.01 0.89
Interferon_inducible double_stranded RNA_dependent protein kinase activator A 1 1 6 1.00 2.09 0.92 1.04
iterferon_ingucible GTPase S _ _ _ _ _ _ _ _ _ _ _ o _i__A__mn] 10 28 o8 _ 10
| Macrophage colony_stimulating factor 1 receptor _ 2 _ 2 1.00 3.00 0.80 0.98

Complement C1q tumor necrosis factor_related protein 8 1 1
TNF receptor_associated factor 3 1 1
TNF receptor_associated factor 5 1 1
TNFAIP3_interacting protein 1 1 1
TNFAIP3_interacting protein 3 2 2
Tumor necrosis factor alpha_induced protein 8_like protein 2 2 3

1 1

|Allogratt inflammatory factor 1 _ _ _ _ _ _ _ — e e A2 100 Al Tl 0
C_C motif chemokine 16 1 1 3 1.00 4.55 0.71 1.35
C_C motif chemokine 23 1 1 2 1.00 3.54 0.81 1.2
C_C motif chemokine 24 1 1 1 1.00 2.36 0.69 1.02
C X Cmotifchemokine 14, _ | _ _ _ _ _ o — — — e e e b o o 2 e e D, | 08 1.09
Toll_like receptor 3 1 1 8 1.00 3.35 0.76 1.03
Toll_like receptor 7 2 2 6 1.00 4.14 0.83 1.09
[Toll_like receptor8 _ _ _ | _ o e e m e e e e o o e 00 S 067 0.81
Prostamide/prostaglandin F synthase 1 1 1 1.00 2.67 0.85 1.25
Prostaglandin D2 receptor | 1 1 1.00 6.40 0.80 1.63
Prostaglandin E synthase 3 6 7 63 1.00 3:53 0.77 0.97
N Leulgtriene A_4 hydrolase 2 2 9 1.00 2.30 0.69 1.10
Cytosolic phospholipase A2 delta 1 9T 100 240 073 105
Phospholipase A_2_activating protein 2 2 4 1.00 3.44 0.75 0.86
Secretory phospholipase A2 receptor 1 1 2 1.00 2.24 1.34 1.17
Phospholipase B1_ membrane_associated 1 1 13 1.00 2.49 0.78 0.88
Phospholipase D2 2 2 b2 1.00 3.19 0.66 0.95
Phospholipase D4 3 3 3 1.00 2.69 0.69 0.91
Phosphatidylinositol_glycan_specific phospholipase D 2 1 2 1.00 2.36 0.7 0.66
Phospholipase DDHD1 1 1 1 1.00 213 0.77 0.92
1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase delta_1 1 1 3 1.00 3.87 0.91 1.05
1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase delta_3 1 1 3 1.00 Sian 0.83 0.93
1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase epsilon_1 1 1 7 1.00 2.53 0.80 1.03
1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase eta_1 1 1 1 1.00 4.15 1.24 0.84
1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase eta_2 2 3 11 1.00 3.20 0.87 1.06
|1_phosphatidylinositol 4_5_bisphosphate phosphodiesterase gamma. 2 _ _ _ _ 1 _ _ 1 _ _3 } 100 159 08 098
Rapl GTPase GDP dissociation stimulator 1 6 7 21 1.00 2.80 0.80 1.13
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; Rslative reation (sample/TCPS)
Protein name Peptides Frames Hits
TCPS PC PMEA PHEMA
Alpha_actinin_1 18 28 218 1.00 3.83 0.79 1.13
Alpha_actinin_2 2 3 22 1.00 483 0.80 1.23
Alpha_actinin_4 42 56 420 1.00 a2 0.83 143
| Afadin_ and alpha_actinin_binding protein __ _ _ _ _ _ _ _ _ _ _ _ l __ _1 _ 4_ 1 _10_0 B _2.92 0.79 1.09
A_kinase anchor protein 4 4 8 1.00 286 083 105
Actin_ cytoplasmic 2 20 102 769 1.00 2.00 0.76 0.92
Actin_related protein 2 17 25 187 1.00 2.55 0.78 1.04
Actin_related protein 2/3 complex subunit 2 17 24 134 1.00 2.81 0.76 1.02
Actin_related protein 2/3 complex subunit 3 7 9 69 1.00 ST 0.75 1.20
Actin_related protein 2/3 complex subunit 4 8 14 120 1.00 247 0.80 1.14
Actin_related protein 2/3 complex subunit 5 4 4 25 1.00 3.1 0.74 1.06
Actin_related protein 3 16 24 144 1.00 2.74 0.80 1.09
Actin_related protein T3 1 1 4 1.00 278 0.86 1.07
|F_actin_capping proteinsubunitalpha 2. _ _ _ _ _ _ _ _ o mm S _ 42 100 284 077 110
Angiotensin_converting enzyme 1 1 9 1.00 306 079 0.98
Calnexin 17 25 210 1.00 3.14 0.82 1.02
Calponin_2 5 T 30 1.00 2.18 0.77 0.90
Cell division control protein 42 homolog 7 7 54 1.00 244 0.82 1.12
Dihydropyrimidinase_related protein 2 6 6 32 1.00 2.18 0.79 1.00
Dual specificity mitogen_activated protein kinase kinase 2 1 1 1 1.00 2.67 0.73 0.95
Dynactin subunit 1 3 3 7 1.00 2.94 0.76 1.16
Focal adhesion kinase 1 1 1 2 1.00 37 0.87 1.09
Fibronectin type Ill and SPRY domain_containing protein 2 1 1 1 1.00 4.59 0.79 1.04
| Fibronectin type Ill domain_containing protein4  _ _ _ _ _ _ _ _ _ __1__ 1 __ 11 _1f£ B _3‘.23 _0 84 1.31
Filamin_A 1 1 2 1.00 872 0.80 1.00
Filamin A_interacting protein 1_like 1 1 1 1.00 3.69 0.78 0.87
FIBIIL I | L o s o e i e e . i s e e s e iy it V) VAR
Galectin_1 8 16 131 1.00 2.75 0.76 1.15
|mp_0rtﬂ Sﬁbﬂ“t_beti 1_ e e _ 21 38 238 1.00 27 0.84 0.88
Integrin alpha_4 ____—___—__E_—-E—_1F T _1(5__1%_ 039_ _035_
Integrin alpha_5 1 1 1 1.00 3.30 1.01 1.32
Integrin alpha_7 1 1 1 1.00 2.56 0.80 1.02
Integrin alpha_9 2 2 2 1.00 4.38 0.88 1.34
Integrin alpha_11 1 1 1 1.00 371 0.75 1.12
Integrin alpha_E 1 1 1 1.00 2,53 0.64 0.98
Integrin alpha_L 2 3 13 1.00 2.86 0.97 0.73
Integrin alpha_V 1 1 6 1.00 3.03 0.74 1.16
Integrin beta_2 24 30 168 1.00 2.81 0.86 1.01
Integrin beta_4 2 2 8 1.00 2.47 0.88 1.18
Integrin beta_5 1 1 14 1.00 2.87 0.85 1.04
Integrinbeta 7 _ _ _ _ _ _ o A _ 4] 100 287 085 104
Prelamin_A/C 30 40 275 1.00 B3.57 0.90 1.15
Lamin_B1 12 15 110 1.00 293 0.79 1.13
LaminaBZ_ — e e e 5 6 10 1.00 3.03 0.89 1.04
Laminin subunit alpha_1 e T =S 7 - _1 - 2_ T700~ 328~ “oB4 131
Laminin subunit alpha_4 1 1 1 1.00 2.50 0.84 0.99
Laminin subunit alpha_5 1 1 3 1.00 4.93 0.90 1.15
Laminin subunit beta_1 1 1 1 1.00 3.39 0.72 0.99
Laminin subunit beta_2 1 1 14 1.00 2.51 0.88 1.03
Laminin subunit gamma_1 1 2 7 1.00 4.91 0.91 1.13
Laminin subunit gamma_2 1 1 2 1.00 4.30 0.81 1.03
et o s et o g e 5 5 50 5 b o L L WOE S OER 1S
Liprin_alpha_1 1 1 7 1.00 3.56 0.76 137
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: ; ; Rslative reation (sample/TCPS)
Protein name Peptides Frames Hits
TCPS PG PMEA PHEMA
Microtubule_associated protein 1A 1 1 1 1.00 3.44 0.83 0.97
Microtubule_associated protein 1B 1 1 1 1.00 3.55 0.91 1.07
Microtubule_associated protein 1S 10 3 12 1.00 1.62 0.46 0.58
Microtubule_associated protein 4 2 2 3 1.00 2.95 0.90 1.00
Microtubule_associated protein RP/EB family member 1 5 5 13 1.00 3.86 0.77 1.06
Microtubule_associated serine/threonine_protein kinase 3 5 1 18 1.00 262 0.82 1.13
Microtubule_actin cross_linking factor 1_ isoforms 1/2/3/5 3 3 5 1.00 3.34 0.72 1.08
_1\_/Iit_:Lot_tibuf_la_ssgcigieg_sgﬂncﬂhgon_ing_pgtei\ Igi_naiell_ — = 1 1 1 1.00 2.62 0.68 0.91
Myosin light chain kinase family member 4 - _2 - _2 - 4_ T 700~ 2577 To%0~ Toss
Myosin light chain kinase_ smooth muscle 1 1 2 1.00 2.70 0.98 0.89
Myosin light polypeptide 6 7 9 103 1.00 3.04 0.79 1.11
Myosin regulatory light chain 12B 1 1 14 1.00 3.16 0.86 1.16
Myosin regulatory light polypeptide 9 3 5 17 1.00 3.33 0.80 1.08
Myosin_1 1 1 2 1.00 2.97 0.78 0.95
Myosin_10 9 13 88 1.00 3.00 0.78 1.07
Myosin_11 1 1 2 1.00 243 0.74 0.88
Myosin_14 1 1 1 1.00 4.10 0.90 1.32
Myosin_15 1 1 1 1.00 3.73 0.69 1.11
Myosin_2 1 1 5 1.00 3.48 0.69 0.87
Myosin_3 1 1 1 1.00 3.82 0.90 113
Myosin_4 4 4 21 1.00 2.38 0.75 0.93
(Myosin 9 _ _ 40 55 388 1.00 29 0.75 1.01
Periostn —_——___________1___1__1_--_1()_0__4&__172__1_39_
Plastin_1 5 5 47 1.00 2.45 0.79 1.01
Plastin_2 37 62 560 1.00 2.38 0.81 0.95
Profilin_1 1" 16 179 1.00 273 0.74 1.13
Baﬂxil ______ - - 1 1 2 1.00 3.77 0.78 0.99
Talin_1 T T T T T T T T T T T T T TR T T LT Toar T 0 T 23T To7eT o062
Talin 2 _ _ _ _ _ L 4 4 21 1.00 2,65 0.87 0.99
Thrombospondin type_1 domain_containing protein 7A TTTTATTAT T TN T BT ToTr T T4
|Thrombospondin 1 _ _ _ _ _ o o e - _1 - _3 _ 3_ 1.00 7.58 1.23 2.04
Tropomyosin alpha_1 chain 6 6 30 | 100 .07 T027 T 060
Tropomyosin alpha_3 chain 2 2 15 1.00 3.91 0.77 1.38
Tropomyosin alpha_4 chain 2 2 6 1.00 3.43 0.74 0.99
| Putative tropomyosin alpha_3 chain likeprotein _ _ _ _ _ _ _ _ _ _ _ 2__ 2 10 1.00 1.19 0.22 0.46
Tubulin alpha chain_like 3 5 BT T79 T o0 2827 o074 096
Tubulin alpha_1C chain 8 18 170 1.00 2.09 0.85 0.75
Tubulin alpha_3E chain 5 7 44 1.00 233 0.78 0.99
Tubulin alpha_4A chain 8 12 m 1.00 2.99 0.74 1.07
Tubulin alpha_8 chain 8 14 177 1.00 3.34 0.76 1.03
Tubulin beta chain 8 14 166 1.00 2.68 0.79 1.01
Tubulin beta_1 chain 1 1 2 1.00 343 0.84 1.38
Tubulin beta_3 chain 1" 20 220 1.00 2.80 0.77 0.99
Tubulin beta_4A chain 2 56 1.00 1.89 0.80 0.86
Tubulin beta_4B chain 5 9 103 1.00 2.82 0.78 1.01
Tubulin beta_6 chain 15 21 205 1.00 2.56 0.79 0.90
Tubulin beta_8 chain 4 8 63 1.00 244 0.80 1.02
Tubulin gamma_2 chain 2 4 1.00 2,32 1.16 0.96
Tubulin polyglutamylase TTLL11 1 1 6 1.00 2.00 0.93 0.86
Tubulin_folding cofactor B 1 1 1.00 239 0.95 0.97
Tubulin_specific chaperone A 5 6 35 1.00 267 0.79 1.24
| Tubulin_specific chaperone & _ _ _ _ _ e e e _3 - _Ij - _1_8_ 1 _1(2 _ 2.88 1.27 1.18
Vasodilator_stimulated phosphoprotein 3 4 32 100 — T245 7 TO087T T 104
Vimentin 1 15 95 1.00 3.55 0.85 1.03
Vinculin 5 5 1 1.00 223 0.84 0.93
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1. EARBENEES S FHRICI >TEBEIN2ELU L ERFE-IIFEINEEFHE ST SPathway (Top 5)

PMEA

M75H25

M50H50

M25H75

Pathways p-value Ratio
Regulation of the Epithelial-Mesenchymal Transition Pathway 1.15E-03 38/192 (0.198)
y-glutamy! Cycle 6.24E-03 6/29 (0.207)
B Cell Receptor Signaling 6.62E-03 32/171 (0.187)
Rac Signaling 7.60E-03 23/122 (0.189)
Pancreatic Adenocarcinoma Signaling 1.08E-02 23/120 (0.192)
Pathways p-value Ratio
Regulation of the Epithelial-Mesenchymal Transition Pathway 5.50E-03 27/192 (0.141)
Actin Cytoskeleton Signaling 5.67E-03 31/239 (0.130)
Glucocorticoid Receptor Signaling 7.80E-03 36/294 (0.122)
Regulation of IL-2 Expression in Activated and Anergic T Lymphocytes 9.57E-03 14/89 (0.157)
FGF Signaling 1.11E-02 15/92 (0.163)
Pathways p-value Ratio
Regulation of the Epithelial-Mesenchymal Transition Pathway 1.92E-03 33/192 (0.172)
B Cell Receptor Signaling 2.18E-03 30/171 (0.175)
Neurotrophin/TRK Signaling 2.71E-03 16/76 (0.211)
Regulation of IL-2 Expression in Activated and Anergic T Lymphocytes 4.21E-03 17/89 (0.191)
TGF-b  Signaling 4.66E-03 18/89 (0.202)
Pathways p-value Ratio
Cell Cycle Regulation by BTG Family Proteins 1.24E-03 10/36 (0.278)
Agrin Interactions at Neuromuscular Junction 1.41E-03 15/69 (0.217)
Pancreatic Adenocarcinoma Signaling 2.37E-03 20/120 (0.167)
Histidine Degradation VI 7.13E-03 4/20 (0.200)
Glycerol Degradation | 7.57E-03 3/12 (0.250)




= 69 =

Inducer of EMT:

TGF-p, Notch, Wnt
Receptor tyrosine kinases

l

Signal Transduction

l

Transcription factors in EMT:

ZEBs, SNAILs, TWIST, FOXC2, p-catenin

l

Epithelial stage Epithelial to Mesenchymal Transition:

ariers lost: -Disruption of adherens junctions

-E-cadherin -Cytoskeletal rearrangement
-Z0-1 -Invasion
-Cytokeratins -Migration
-Desmoplakin -Metastasis

X 2. Epithelial-Mesenchymal Transition (EMT) Pathway

———

Mesenchymal stage
Markers acquired:

-N-cadherin
-Vimentin
-MMPs

-Nuclear p-catenin
-Fibronectin
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Under hypoxic conditions, HIF1A binds
NICD in the transcriptional complex
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