1. Figures

2. Canonical pathway table

A | B | ¢ | b | E
1 |©@2000-2018 QIAGER. Al rights resered.
2 |Ingenuity Canaonical Pathways -log(p-value) Ratio  z-score Molecules
3 |Bupropion Degradation 3.24 0167 1 CYP2F1,CYP1A1,CYP1B1,CYP231
4 |Eicosanoid Signaling 317 00923 #UMl PTGES PTGIR ALORISE LCAT PLAZGY DPEPZ
5 |Acetone Degradation | (to Methylglyoxal) 292 0138 1 CYP2F1,CYP1AT CYP1BT CY P23
& |Superpathway of Melatanin Degradation 246 00806 0447 CYP2F1,CYP1AT CYP1BET CYP251 IL4N
7 |Gai Signaling 244 00583 -1.633 ADCYS RRAS HTR1F GHNE1L HCARZ OFPRLT FPR1
& |Estrogen Biosynthesis 243 0103 1 CYP2F1,CYP1AT CYP1B1,CYP231
9 .
10 .
11
12

3. Diseases and Functions table

1 |@2000-2018 QIAGEN. Al rights reserved . 0 : 0 : 0 = . : .
2 |Categaries Diseases or Functions Annotation  p-Yalue Predicted Activation State Activation z-score Molecules # Molecules
3 |Cellular Function and Maintenance Internalization of cells 00000953 -1.39 FCGR3IAF 9
4 |Cellular Development, Cellular Growth and Praliferation Proliferation of blood cells 0.00009%: -0.295 CD1D,CD8- 18
5 | Cell-Ta-Cell Signaling and Interaction, Hematological System Developrment and Funetion, Immune Gell Trafficking, Inflammatory Respanse Activation of leukacytes 0.000106 0.45 CD1D,CDB: 15
6 |Cell-To-Cell Signaling and Interaction Activation of cells 0.000108 0583 CD1D,CDB. 20
7 _|Cell-To-Cell Signaling and Interaction Communication 0.000134 ADCYS,CC 34
8 |Cancer, Organismal Injury and Abnormalities Genitourinary tumar 0.000138 ADAMDEC 190

4. Regulator effects table
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@ 2000-2018 QIAGEN. All rights reserved

D Consistency Score Mode Total Regulator Total Regulators Target Total Target Molecules in Dataset Disease & Function Total Diseases & Functions  Known Regulator-Disease/Function Relationship
1 11.325 a1 11 BWX,BTC E 35 ALDHTAZ ANGPTLA AFPOAT 4 Abnormality of cartilage t 29% (16/5)
2 10.96 15 5 BTC ELANE 8 CCL4,CRCLZ CRCLE HRAS I 2 Abnormality of cartilage t 40% (4/10)
3 10.333 49 11 BWPB,CD3, 36 ADAMTSE, BMP2 BMP4 CAY 2 Abnormality of cartilage t 9% (2/22)
4 7614 7 5 COK9 22 | 29 ACTAZ ALDH1AS B2 CALR 3 Abnormality of cartilage t 20% (3/15)
] B.543 358 B COK9 22 | 27 AGT B2M,CAVT CTHNNBT CX 2 Abnormality of cartilage t 25% (3/12)
B 5.92 40 15 ALOX15 ER 24 ANGPTZ BMP2 CTNNET CXL 1 Morphogenesis of cardion7 % (1/15)

pstream analysis table

Predicted Activation State Activation z-score pvalue of overlap Target molecules in dataset Mechanistic Network

Inhibited

A B C
©2000-2018 QIAGEN. All rights reserved
Upstream Regulator Expr Log Ratio Molecule Type
TGFET -0.265 growth factor
TMF cytokine
dexamethasone chemical drug
beta-estradiol chemical - endogenous mammalian
TP53 transcription regulator
ERBEZ kinase
PDGF BE commplex
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etwork table

A B C
©2000-2018 CIAGEN, Al rights reserved
Symbol  Synonym(s) Enirez Gene Name
Apt activator protein-1, e-Jun
ARRB1  12000017RIK, AR arrestin beta |
ATF3  activating transcript activating transcrigtion factor 3

BGLAP  Al451847, Bulap-rs bone gamma-carboxyglutamate protein
COID  AI747480, Cd1, CD CD1d malecule
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Enirez Gene/Gene Symbol - human (HUGO # HGNC / Enirez Gene)  Expr Log Ratio Lacation

ARRB1
ATF3
BGLAP
coiD

Nucleus
237667829 Cytaplasm
2139845678 Nucleus

-3.39
1.048
0.329
1.649
-0.266
1672
L0111

-2.289506617 Extracellular Space other
-3.247507942 Plasma Membrane  other

8.19E-44 ARCG2 ACE ACTAZ ACTGZ 593 (21)
7.73E-28 ABCC3 ABCG2 ACADS ACAEET (20)
3.82E-26 ABCC3 ACADL ACADS ACESED (18)

3.7E-26 ABCGZ ABLIMT ACADYL ACSED (21)
1.02E-16 ABCG2 ACADVL ACE ACTABDT (16)
3.02E-17 ABCG2 ACSL4 ACTAZ ACTEZSE (17)
5.73E-17 ACTA2 BDKREZ2 BMP3 BMF 462 (21)

H 1 ) K
Farmily Drugs Entrez Gene ID for Human Entrez Gene ID for Mouse Entrez Gene ID for Rat
complex
other 408 109659 25387
transeription regulater 467 11910 25389
gallum nitrate 632 12097112096112095 25295
12 12479 25108



