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Network pharmacology
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PFHF endometriosis

intersection targets

number of nodes: 116

number of edges: 1812

average node degree: 31.2

avg. local clustering coefficient: 0.67
expected number of edges: 564

PPI enrichment p—value: < 1.0e-16
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core targets

number of nodes: 16

number of edges: 119

average node degree: 14.9

avg. local clustering coefficient: 0.992
expected number of edges: 59

PPI enrichment p—value: 4.72e-12



AKT1
TP53
VEGFA
ESR1
STAT3
EGFR
MAPK3
IL6
HIF1A
EGF
CCND1
MMP9
PTGS2
ERBB2
PPARG
MAPK1

Degree
Degree
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Degree
Degree
Degree
Degree
Degree
Degree
Degree
Degree
Degree
Degree
Degree
Degree

Degree

91
87
79
7
7
76
76
73
72
70
70
65
60
60
59
57

Betweenness 886.

Betweenness 810.

Betweenness 403.

95734 Closeness 0.
54663 Closeness 0.
48343 Closeness 0.

Betweenness 1123. 4476 Closeness 0.

Betweenness 328.
Betweenness 387.
Betweenness413.
Betweenness 428.
Betweenness 299.
Betweenness 219.
Betweenness 318.
Betweenness 480.
Betweenness 292.
Betweenness 184.
Betweenness 301.

Betweenness 201.

17703 Closeness 0.
93515 Closeness 0.
74265 Closeness 0.
62036 Closeness 0.
1978 Closeness 0.
8099 Closeness 0.
2578 Closeness 0.
6608 Closeness 0.
85876 Closeness 0.
1135 Closeness 0.
5466 Closeness 0.
06628 Closeness 0.

81560284
7986111
7565789
751634
7419355
73717946
7419355
7278481
7232704
70987654
70987654
6886228
6764706
6647399
6686047
6571429



Bladder cancer

Non-small cell lung cancer 1
Pancreatic cancer 4

Endometrial cancer 4

EGFR tyrosine kinase inhibitor resistance 4
Melanoma {

Endocrine resistance 1

Glioma 4

Central carbon metabolism in cancer
Prostate cancer 4

HIF-1 signaling pathway 4
Proteoglycans in cancer

foxo signaling pathway 4

Breast cancer {

Hepatitis C 1
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Focal adhesion 4

MicroRNAs in cancer 4

Pathways in cancer 4

PI3K-Akt signaling pathway 1
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Cell Proliferation Assay

Systen DESETOP-LLG1I9E
User DESETOP-LLG1I9E  zdsys
Flate Greiner 96 Flat Bottom Transparent Polystyrene Cat. No.: BA5101/655161/655192 [GRE96Ft. pdfx]

Flate-ID {Stacker}

Label: Labell

Mode Abserbance
Wawvelength 450 nm
EBandwidth 9 nm
Humber of Flashes 25
ESettle Time Oms
Fart of Flate E1-E1Z2

Start Time:

400 500 600 ilele] 800 1 1.25

0. 405800015 0. 385800004 0. 359895998

0. 329100013 0.3204 0.3661 0.3071 0. 2489
0.408100005 0.411199837 0. 334899992 0. 350199837 0. 31510001 0.35946  0.2846 0. 2322
0. 387199908 0. 392693937 0. 3605995937 0.52899990868 (. 300199986 0. 3208 0.253  0.189%

1.0 1. 75 2

0.2289  0.3515
0.2224 0. 3887
0.2323  0.2718

| 0.433099385 0. 417600008 0. 4273 0.0447 0.044100001  0.0492  0.0472  0.0483  0.0473 0. 0468
End Time:
User bE‘SyI:[:l'B‘F—I:T:GfI 9K\zdsys )
Flate Greiner 96 Flat Bottom Transparent Polystyrene Cat. No.: 655101/655161/665192 [GREDATt. pdfx]

Plate-ID (Stacker)

Label: Labell

Mode Absorbance
Yavelength 450 nm
Bandwidth 9/nm
Number of Flashes 25
Settle Time Ons
Part of Plate B2-E11

Start Tin2021/1/29% 14:03:05

Temperature:

0. 485399991 0. 455300003 0. 430900007 0. 400999993 0.2861 0.450199991 0. 5097
0.540499985 0. B22700012 0. 461299986 0.421799988 0, 277200013 0. 589999974 0.561100006 0.465600014
0. 5156595983 0. 501800001 0. 40990001 0.393999994 0. 320899997 0. 525200008 0.519900024 0.465600014
0. 544000012 0. BOOTO0003 0. BO32999BT 0. 357899994 0. 307300001 0. 538500011 0. 474700004 0. 454600006

End Time:2021/1/29 14:03:40

0. 397000015

0. 356900007
0.312099993
0. 326700002
0. 272899985

0.2236
0.197099999
0. 187600002
0. 184559596

0.13%



Flow cytometry
cell apoptosis
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<_ Plot P02, gated on PO1.R1
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cell cycle
o Plot P03, gated on PO1.R1.R2
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o Plot P03, gated on PO1.R1.R2
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Proteomics
Checked Protein FDf Master i D iption Exp. g-valu Ct inal Sum PEP Sc Coverage [$# Peptides #PSMs #Unigue Pe# AAs MW [kDa] calc. pl Score Sequ #Peptides
TRUE  High Master ProiHOYNC7  Tropomyos 0  FALSE 109.134 43 13 61 1 223 25.6 4.64 88.49 13
TRUE  High Master Proi P04264 Keratin, typ 0 FALSE 48.567 22 10 34 10 644 66 8.12 53.17 1C
TRUE High Master Proi Q5JP53 Tubulin bet 0  FALSE 39.857 14 6 20 1 426 477 4.81 40.51 €
TRUE  High Master Proi P55072 Transitiona 0 FALSE 37.186 6 4 6 4 806 89.3 5.26 2047 4
TRUE  High Master Proi ADAOSTWU Basigin 05= 0  FALSE 35.524 25 3 6 3 139 20.5 6.68 2047 ]
TRUE  High Master Proi P35527 Keratin, typ 0 FALSE 29.925 13 6 27 6 623 62 5.24 40.08 g
TRUE High Master Proi P06576 ATP syntha 0  FALSE 27.155 11 4 6 4 529 56.5 5.4 18.33 4
TRUE  High Master Proi P13640 Metallothic 0 FALSE 26.406 66 3 28 1 62 6.1 7.96 51.15 4]
TRUE  High Master Proi Q562R1 Beta-actin- 0  FALSE 23.877 14 5 40 1 376 42 5.59 67.29
TRUE  High Master Proi P08238 Heat shock 0 FALSE 20.273 6 2 4 2 724 83.2 5.03 11.07
TRUE High Master Proi FSHOC8 Gamma-en 0  FALSE 19.906 10 2] 6 1 315 34.7 4.87 148
TRUE  High Master Proi P15924 Desmoplak 0 FALSE 19.317 2 7] 14 i 2871 331.6 6.81 9.08
TRUE  High Master Proi P14625 Endoplasm 0  FALSE 18.593 9 6 8 6 803 92.4 4.84 6.87
TRUE  High Master Proi P53621 Coatomers 0 FALSE 17.241 2 4 10 4 1224 138.3 7.66 13.22
TRUE High Master Proi P62241 40S riboson 0  FALSE 16.994 13 3 % 3 208 24.2 10.32 10.05
TRUE  High Master Proi ADA1BOGUS Uncharacte 0 FALSE 15.988 i 2 4 2 557 59.8 6.62 12.65
TRUE  High Master Proi P05204 Non-histon 0  FALSE 15.855 34 2| 3 2 90 9.4 9.99 7.58
TRUE  High Master Proi ESPCY7 Heterogent 0 FALSE 15.737 = 2 2 1 429 471 6.34 8.15
TRUE High Master Proi Q969H8 Myeloid-de 0  FALSE 15.227 18 3 5 3 173 18.8 6.68 12.46
TRUE  High Master Proi Q72406 Myosin-14 | 0  FALSE 15.179 1 3 = 1 1995 227.7 5.6 10.18




FALSE Q5HYS4 | | 18
FALSE Q09666 | 5850 6287 615  199.31) s0
FALSE Q15143 Plectin 0S= 0 FAISE | 4684 5315/ 596  236.69 9|
FALSE Master ProiQ14315  Filamin-CC 0 FAILSE | 2725 2508 597 20113 E
FALSE Master ProiQ5TCU3  Tropomyos 0 FAISE | 284 3238 468 138.67 19
FALSE Master ProiQ6ZN40  Tropomyos 0 FAISE | 326 374 272 1358 7]
FALSE Master ProtHOYLS2  Tropomyos 0 FALSE | 265 305 469 12495 18
FALSE Master ProiPG0709  Actin, cytoy 0 FAILSE | 375 7 548 34548 12
FALSE Master ProiP08670  Vimentin C 0 FAISE | 466 536 512 19333 2
FALSE Master ProiH78YY1  Tropomyos 0 FALSE | 120.627 49 248/ 287 482 114.2. 6
FALSE Master ProiP07355  Annexin AZ 0 FALSE | 114.689 38 339 38.6 775 13139 14
TRUE Master Pro{HOYNC7  Tropomyos 0 FALSE | 109.134 43 223 256/ 464 88.43 FE
FALSE Master ProJ3KN67  Tropomyos 0 FAISE | 107.9%9 38 285 332 477 8301 16
FALSE Master Pro ADAOB7WW Tropomyos 0 FALSE | 107.816 48 227 26.4| 478 8855 16
FALSE Master ProiP67936  Tropomyos 0 FALSE | 10234 3 248 285 469 9175 14
FALSE Master ProiP63267  Actin, gami 0 FAISE | 94793 23 376, 419 548 2651 0
FALSE Master ProiQ9P2E9  Ribosome-| 0 FALSE | 90.342 32 1410 1524 86  106.61 23
FALSE Master ProiP14618  Pyruvate ki 0 FAISE |  89.841 25 531 57.8 7.84 66.47 s
FALSE Master Proi075369  Filamin-BC 0 FAISE = 87.546 9 2602 278 573 80.51 18

B 0 (88.55%)

)1 (9-82%)

W 2 (1.63%)
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Metabolic pathways< [ ]
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Garbon metabolism - .
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PI3K-AKT SIGNALING PATHWAY
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¥ 0.001
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60.00 64.00 68.00 72.00 76.00 80.00 84.00 88.00 g2.00 96.00
Temperature

Color Position Gene NameCq ConcentrzCall Excluded Sample Ty Standard Cq Mean Cq Error ConcentrzCencentrzReplicateDye Edited CzSlope EFF
256;132; 141 GAFDH 16.8 - Fositive UncheckecUnknown - | 15. 83 0.07 - i Al SYER Gree 0.89 :
255:132; 142 GAPDH 15.91 - Positive UncheckecUnknown - 15. 83 0.07 - e A1 SYER Gree 0.9 3
200;132; 145 GAFDH 18.79 - Fositive UncheckecUnknown — | 15. 83 0,07 - = Al SYER Gree 1 z
255:132; 144 AKT 2t 18 Positive UncheckecUnknown - 23.18 0.06 — bt Ad SYER Cree 0. 57 K
205;132; 145 AKT 23.2 - Fositive UncheckecUnknown - | 23.18 0,08 - i A4 SYER Gree 0.6 :
255;132; 146 AET 23.23 - Positive UncheckeclUnknown — 23.18 0. 06— = hd SYBR Cree 0. 55 K
259;132; 147 BCL-2 28.99 - Pogitive UncheckecUnknown - | 28,58 0.03 - i AT SYER Gree 0.82 K
256;132; 148 BCL-2 28. 62 — Positive UncheckecUnknovn — 28.59 0,03~ f2 AT 3YBR Gree 0.8
295;132; 149 BCL-2 28, 06 - Fositive UncheckecUnknown - | 28,99 0,05 - i AT SYER Gree 0.98
255;66; 4181 GAPDH 13.49 - Positive UncheckecUnknown — 13.53 0.04 — i Bl 3YBR Gree 0.78
255;66;41B2 GAPDH 13.56 - Positive UncheckecUnknown — | 13.53] 0.04 - Je Bl SYER Gree 0.75
255;66;41B3 GAPDH 13.585 - Positive UncheckecUnknovn — 13.53 0.04 - b2 Bl SYBR Gree 0.78
255;66;41B4 AET 20, 04 — Positive UncheckecUnknown — | 20. 04/ 0.01 - |5 Bd SYER Gree 0.5
255;66; 4185 ART 20. 05— Positive UncheckecUnknown — 20.04 0.01 - i B¢ 3YBR Gree 0.49 b
255;66;41E6 AKT 20,04 — Positive UncheckecUnknown - 20. 04 0.01 - e Ed SYER Gree 0. 42 :
256,66 ; 41B7 BCL-2 28.29 - Fositive UncheckecUnknown — 28.43 0.12- = BT SYER Gree 0.73 :
255;66;41E8 BCL-2 28.53 - FPositive UncheckecUnknown - 28.43 0.12- o BT SYER Gree 0.79 1
256,66 ; 41E3 BCL-2 28. 46 - Fositive UncheckecUnknown — 28.43 0.12- I BT SYER Gree 0.83
255;234;7C1 GAPTH 12.59 - Positive UncheckecUnknown - 12.56 0.07 - . Gl SYER Gree 0.71
256,234 ;1C2 GAFDH 12.6 - Fositive UncheckecUnknown — | 12. 58 0.07 - |= C1 SYER Gree 0.71
255;234;7C3 GAPDH 12.48 - Fositive UncheckecUnknown - 12.56 0.07 - a5 Cc1 SYER Gree 0.77
256,260, 2C4 ARKT 20. 07 - Fositive UncheckecUnknown — | 20.11 0.04 - JE= C4 SYER Gree 0.48
$H5- P00 HCH AKT 20.11- Positive UncheckecUnknown - 20.11 0,04 — e Cd SYER GCree 0. 46
205,280, :C8 AKT 20,15 - Fositive UncheckecUnknown — | 20.11 0.04 - |=: C4 SYER Gree 0.42
255;95;1(CT BCL-2 28. 95 - Positive UncheckeclUnknown — 23. 88 0.1}= i cT SYBR Cree 0. 66 :
205;95;10C8 BCL-2 28,92 - Fositive UncheckecUnknown — | 28. 88 0.1]- J= CcT SYER Gree 0.73 :
OER-O8- 1700 ROT - oR 7T - Pocitisra Mnchecleacinlonmm - o8 AR Nl Z r QVRR (res A L

Western blotting




