Supplementary data on gene associations with genes known to be altered in gliomas

FBLN1

Supplementary Table S1: GAMMA-predicted genetic, phenotypic and disease associations for FBLN1

No.
Shared

Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit Str'" | Lit MIM"
FBLN1 | COLG6A3 5 20.94 128 2.15 9.56
FBLN1  SPARC 10 11.8 123 6.33 6.15
FBLN1 | COL5A2 5 19.98 112 0
FBLN1  fibrillin-1 8 12.64 108 11.8 7.67
FBLN1  type | procollagen 8 11.54 101 0
FBLN1  COL5A1 5 18.6 99 1.65 8.47
FBLN1  versican 7 11.93 95 14.13 8.59
FBLN1 | elastin 10 8.61 91 10.13 5.23
FBLN1  alpha-cardiac actin 5 17.53 86 1 4.89
FBLN1 periostin 6 13.04 85 0.86 5.91
FBLN1 aggrecan 8 10.65 84 9.66 6.85
FBLN1  TYPE | COLLAGEN 11 7.74 83 3 0.05
FBLN1  COL3A1 5 13.87 83 1.2 7.54
FBLN1  decorin 8 9.75 82 3.73 5.21
FBLN1 extracellular matrix proteins 11 6.87 78 47.66 8.19
FBLN1  COL9A1 4 19.74 77 0
FBLN1 | fibronectin 14 5.35 76 55.66 5.32
FBLN1  fibulin-5 5 14.41 75 6.3 10.04
FBLN1 = ADAMTS2 4 18.95 75 0
FBLN1 = MT1-MMP 7 10.75 75 0
FBLN1  COL1A1 6 10.88 73 0.86 5.63
FBLN1  COLG6A1 4 15.78 72 2.15 8.7
FBLN1  tenascin 8 7.9 64 13.33 6.17
FBLN1 extracellular matrix components 9 6.79 63 6.26 6.12
FBLN1 NIDOGEN 5 12.64 62 9.3 11.42
FBLN1  entactin 5 11.58 62 6.5 10.12
FBLN1 bone sialoprotein Il 4 15.8 62 6 7.71
FBLN1 endostatin 7 8.76 62 4.06 5.54
FBLN1  TGF-beta1 12 5.27 62 4 -0.34
FBLN1  fibrillar collagen 6 9.9 62 0
FBLN1  COL10A1 4 15.8 62 0
FBLN1  lumican 5 12.17 59 1.3 8.01
FBLN1  SOX9 6 10.1 59 0
FBLN1  fibrils 9 5.85 57 4.26 3.48
FBLN1  OPN 9 6.37 57 3.26 2.81
FBLN1 | COL6A2 4 14.33 56 2.15 9.48
FBLN1 cell adhesion 13 4.34 55 7.93 3.82
FBLN1 Integrin 11 4.89 55 4.06 3.58
FBLN1  gp115 4 14.33 55 0
FBLN1  VEGFR-2 7 8.03 55 0
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FBLN1 ROS 8 2.64 21 0
FBLN1 Neovascularization 5 3.84 21 0
FBLN1 reverse transcriptase 7 2.95 21 0
FBLN1  TIMP-2 4 4.65 21 0
FBLN1 | Varicose veins 4 5.54 21 0
FBLN1 regulatory elements 7 3.1 21 0
FBLN1 beta-catenin 6 3.56 21 0
FBLN1  BRDU 6 3.39 21 0
FBLN1  Lung injury 6 3.53 21 0
FBLN1 retinoic acid 7 2.98 20 15 -0.01
FBLN1 Glucocorticoids 8 2.66 20 3.9 3.26
FBLN1 | transcriptional regulation 8 2.65 20 1.15 0.22
FBLN1 repetitive sequence 8 2.64 20 0.5 1.34
FBLN1 | transcription polymerase 6 3.43 20 0.5 4.43
FBLN1 = TGF-beta2 4 5.24 20 0.5 6.39
FBLN1 actin cytoskeleton 7 2.96 20 0.5 3.26
FBLN1  embryo fibroblasts 6 3.29 20 0
FBLN1 VDR 5 4.19 20 0
PROSTATE-SPECIFIC
FBLN1 = ANTIGEN 5 4.1 20 0
FBLN1  osteoprotegerin 4 5.26 20 0
FBLN1 collagen synthesis 5 4.09 20 0
FBLN1  sulfated 6 3.43 20 0
FBLN1 IL-1 8 2.54 20 0
insulin-like growth factor
FBLN1 binding protein 4 5.3 20 0
FBLN1 Lung adenocarcinoma 5 4.15 20 0
FBLN1 extracellular matrix remodeling 4 5.54 20 0
FBLN1 | glycosaminoglycans 6 3.32 20 0

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity

**QObs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

Score: A priority score to rank the relative importance of the commonalities found

MLt Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TLit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S1: Genes consistently coexpressed with FBLN1 (green nodes) and the protein—
protein interactions they share (pink).




SPON1

Supplementary Table S2: GAMMA-predicted genetic, phenotypic, and disease associations for SPON1

No.
Shared

Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit Str'" | Lit MIMT
SPON1 | SORCS2 4 48.37 187 0
SPON1 = MACROD2 3 32 92 0
SPON1  NPAS3 3 28.8 82 0
SPON1  RED2 3 28.8 82 0
SPON1 | COL1A1 7 11.37 78 0
SPON1 | COL6A2 5 15.4 75 0
SPON1  NRXN3 3 24 69 0
SPON1 = MMP-13 7 9.45 65 1.3 6.78
SPON1 | COL4A1 5 13.13 65 0
SPON1 | cadherin 8 8.26 63 0
SPON1 | GAS7 3 22.15 63 0
SPON1  BONE SIALOPROTEIN 6 10.01 59 1.5 7.87
SPON1 CHDA4 3 20.57 59 0
SPON1 | MAGI-2 3 20.57 59 0
SPON1 | BFGF 11 5.53 59 0
SPON1  A2BP1 3 20.57 59 0
SPON1 | thrombospondin-1 7 8.27 57 9.6 9.46
SPON1  PRKAG2 3 19.2 55 0
SPON1 | TG-INTERACTING FACTOR 3 18.37 54 0
SPON1 | metalloproteinase 10 5.5 53 2.6 6.07
SPON1  COL12A1 4 13.62 53 0
SPON1 | regulatory elements 11 4.92 52 0
SPON1 | Thrombospondin 7 7.85 51 29 10.96
SPON1 | ADAMTS-2 4 13.16 51 0
SPON1  BREAST CANCER 15 3.44 50 0.5 -0.14
SPON1 | MMP-3 7 7.35 50 0
SPON1  COLG6A3 4 12.46 49 0
SPON1 | TYPE Il COLLAGEN 7 7.06 48 0
SPON1 | COL5A1 4 12.09 48 0
SPON1 | collagen type | 7 6.83 47 0
SPON1 | growth factor 15 3.14 46 3.1 2.2
SPON1 | COLGA1 4 11.7 46 0
SPON1 | COL7A1 4 11.58 45 0
SPON1 | cell proliferation 15 3.07 44 1 2.26
SPON1  COL11A1 4 11.28 44 0
SPON1 | lysyl oxidase 5 8.85 43 0
SPON1 | DKK1 4 10.97 43 0
SPON1  COL4A5 4 11.17 43 0
SPON1  VEGF 11 3.94 42 1.3 1.67
SPON1 | Proteoglycans 9 4.97 42 1 4.69
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SPON1 | Myocardial Infarction 7 2.6 17 0
SPON1 | FGF 5 3.66 17 0
SPON1 | ki-67 5 3.62 17 0
SPON1 | Pancreatic cancer 6 2.96 17 0
SPON1 | Spheroids 4 4.5 17 0
SPON1  ROS 8 2.27 17 0
SPON1  NOTCH!1 4 4.53 17 0
SPON1 | Disintegrin 4 4.68 17 0
SPON1 PGP 9.5 4 4.67 17 0
SPON1 | intestinal epithelial 6 3 17 0
SPON1 | terminal differentiation 6 2.91 16 4.2 5.08
SPON1 | cell differentiation 7 2.41 16 1.3 3.21
SPON1 | protein kinase C 7 2.32 16 0
SPON1 | Adenocarcinoma 7 2.41 16 0
SPON1 | collagen matrix 4 4.49 16 0
SPON1 | collagen deposition 4 4.2 16 0
SPON1 | Adipocytes 7 2.33 16 0
SPON1 | nerves 7 2.35 16 0
SPON1 | Preeclampsia 5 3.46 16 0
SPON1 | IL-1 alpha 5 3.52 16 0
SPON1 | PAI-1 5 3.37 16 0
SPON1 | ECM degradation 4 4.37 16 0
SPON1 | Fibrosarcoma 5 3.64 16 0
SPON1 | telomerase reverse transcriptase 4 4.29 16 0
SPON1 BMP4 4 4.28 16 0
SPON1 | long bones 5 3.55 16 0
SPON1 | p16(INK4a 4 4.11 16 0
SPON1 | paracrine 6 2.86 16 0
SPON1 | Amyloid 6 2.68 15 5.2 4.95
SPON1 | TGF-beta1 6 2.62 15 3 -0.11
SPON1 | angiotensin Il 6 2.63 15 0.5 1.65
SPON1 | wound healing 6 2.7 15 0
SPON1 | mammary tumor 6 2.69 15 0
SPON1  EGFP 5 3.25 15 0
SPON1 | repetitive sequence 7 2.34 15 0
SPON1 | IL-1 7 2.24 15 0
SPON1 | IFN-gamma 7 2.26 15 0
SPON1  Disulfide 6 2.63 15 0
SPON1 | Osteosarcoma 5 3.28 15 0
SPON1 | Cycloheximide 6 2.62 15 0
SPON1 | Colitis 5 3.21 15 0
SPON1 | Angiotensin 5 3.17 15 0
SPON1 | transcription start site 5 3.22 15 0

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity



**Qbs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

TScore: A priority score to rank the relative importance of the commonalities found

Lt Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TILit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S2: Genes consistently coexpressed with SPON1 (green nodes) and the protein—
protein interactions they share (pink).




Supplementary Table S3: GAMMA-predicted genetic, phenotypic, and disease associations for SLIT3

No.
Shared

Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit Str'" | Lit MIMT
SLIT3 SORCS2 5 60.37 291 0
SLIT3 MACROD2 4 48 184 0
SLIT3 NPAS3 4 42.66 163 0
SLIT3 RED2 4 42.66 163 0
SLIT3 TEX14 3 49.16 145 0
SLIT3 ORAI3 3 48.5 141 0
SLIT3 ORAI2 3 48.5 141 0
SLIT3 GAS7 4 32 122 0
SLIT3 NRXN3 4 32 122 0
SLIT3 CHD4 4 29.53 113 0
SLIT3 TRPC2 3 37.37 111 0
SLIT3 A2BP1 4 27.42 105 0
SLIT3 PRKAG2 4 27.42 105 0
SLIT3 GABRG3 3 32 92 0
SLIT3 TRP3 3 29.89 89 0
SLIT3 ORAI1 3 26.81 79 0
SLIT3 SPARC 8 9.07 72 1.3 6.45
SLIT3 TRPM7 3 23 68 0
SLIT3 MMP-9 11 5.94 64 0
SLIT3 MAGI-2 3 22.15 63 0
SLIT3 bazooka 3 21.35 63 0
SLIT3 cell adhesion 13 4.75 60 0
SLIT3 STIM1 3 19.93 59 0
SLIT3 Angiogenesis 13 4.45 56 11.2 59
SLIT3 fibronectin 12 4.81 56 1.3 3.13
SLIT3 Integrin 11 5.07 55 0
SLIT3 ADAMTS 4 13.96 54 0
SLIT3 polycystin-2 3 18.43 54 0
SLIT3 growth factor 16 3.36 53 0.5 1.04
SLIT3 VE-cadherin 6 9.17 53 0
SLIT3 Gata-2 6 8.78 50 0
SLIT3 matrigel 8 6.39 49 0.5 6.2
SLIT3 TRPC3 3 16.66 49 0
SLIT3 TRPM2 3 16.55 49 0
SLIT3 TRPA1 3 17.62 49 0
SLIT3 Melanoma 12 4.15 48 4.2 3.65
SLIT3 macrophage marker 5 9.81 48 0
SLIT3 E-Cadherin 9 5.48 48 0

sodium hydrogen

SLIT3 exchanger 3 16.38 48 0
SLIT3 TRPV4 3 16.49 48 0
SLIT3 TRPCA1 3 15.78 47 0
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SLIT3 Cycloheximide 5 2.22 10 1.3 4.65
SLIT3 polysaccharide 5 2.22 10 1 4.34
SLIT3 COX-2 5 2.16 10 0.5 3.05
SLIT3 IL-10 5 215 10 0
SLIT3 Disulfide 5 2.23 10 0
SLIT3 angiotensin Il 5 2.21 10 0
SLIT3 Astrocytes 5 2.02 10 0
SLIT3 solid tumors 5 21 10 0
SLIT3 BAX 5 2.29 10 0
SLIT3 mitosis 5 2.24 10 0
SLIT3 blood-brain barrier 5 2.23 10 0
SLIT3 carotid artery 5 219 10 0
SLIT3 Fluorescein 5 2.38 10 0
signal transduction
SLIT3 pathways 5 213 10 0
SLIT3 INOS 5 2.2 10 0
SLIT3 Nodule 5 2.06 9 0

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity

**QObs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

Score: A priority score to rank the relative importance of the commonalities found

MLt Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TLit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S3: Genes consistently coexpressed with SLIT3 (green nodes) and the protein—
protein interactions they share (pink)




LINGO1

Supplementary Table S4: GAMMA-predicted genetic, phenotypic and disease associations for LINGO1

#
Shared

Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit Str'" | Lit MIMT
LINGO1 NF68 5 19.15 91 0
LINGO1 | focal cortical dysplasia 4 16.91 65 2.6 8.22
LINGO1 SNAP-25 7 9.37 63 0
LINGO1  neurofilament M 4 14.69 56 0
LINGO1 Nesp55 3 17.35 51 0
LINGO1 axonal regeneration 7 7.42 50 23.9 9.4
LINGO1  hippocampal neurons 10 4.92 48 0
LINGO1 Kif5 3 16.58 46 0
LINGO1 CRMP-2 4 11.5 44 0
LINGO1  neuronal protein 6 7.55 43 21 714
LINGO1 PSD-95 6 7.38 43 0
LINGO1 BASP1 3 13.4 39 0
LINGO1 GAP-43 6 6.54 38 3 7.7

regulation of microtubule

LINGO1 dynamics 3 12.99 38 0
LINGO1  secretogranin Il 4 9.87 38 0
LINGO1 MAP1B 4 9.6 37 0
LINGO1 axonal transport 6 5.98 35 0
LINGO1 motor neurons 8 4.31 34 1.5 5.11
LINGO1 | neuron-specific protein 3 11.07 33 0
LINGO1 Neuroblastoma 11 3.1 33 0
LINGO1 NOGO 3 9.35 32 44.6 11.86
LINGO1 mature neurons 5 6.48 32 0.5 6.62
LINGO1 | spinophilin 3 11.03 32 0
LINGO1 mRNA localization 4 8.25 32 0
LINGO1  synaptophysin 7 4.76 32 0
LINGO1  beta-tubulin 6 5.2 31 0
LINGO1 SCG10 3 10.53 31 0
LINGO1 @ axon extension 3 10.5 30 1.3 9.1
LINGO1  alpha-internexin 3 10.5 30 0
LINGO1  Neurofilament Proteins 4 7.52 30 0
LINGO1 Synaptotagmin 4 7.86 30 0
LINGO1 @ growth cone 5 5.84 29 4.6 7.48
LINGO1 7B2 3 9.96 29 0
LINGO1 myelin-associated glycoprotein 4 712 28 8.7 9.43
LINGO1 nerve regeneration 5 5.64 28 4.2 59
LINGO1 neurofilament 7 4.12 28 0
LINGO1 pyramidal neurons 7 4.29 27 0
LINGO1  retinal ganglion 5 4.95 26 4.6 6.51
LINGO1 @ Astrocytes 8 3.36 26 4.2 2.95
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LINGO1 neuron-specific enolase 5 3.13 15 0
LINGO1 Parkinson's disease 6 2.5 14 48.2 4.85
LINGO1 NGF 6 2.38 14 2.6 3.2
LINGO1 neuroendocrine 7 2.21 14 0
LINGO1 cytoskeleton 7 2.08 14 0
LINGO1 neurotransmitter release 5 3.2 14 0
LINGO1  gangliosides 5 2.78 13 29 3.64
LINGO1 Schizophrenia 5 2.63 13 0
LINGO1 neuropeptide Y 5 2.78 13 0
LINGO1  tyrosine hydroxylase 5 2.65 13 0
LINGO1 neural crest 5 2.77 13 0
LINGO1 | peripheral nervous system 5 2.8 13 0
LINGO1 RNA binding 5 2.67 13 0
LINGO1 glial cells 5 2.31 12 1.8 3.72
LINGO1  protein kinase C 6 21 12 0.5 0.83
LINGO1  vimentin 6 2.15 12 0
LINGO1 CREB 5 2.49 12 0
LINGO1 Pheochromocytoma 5 2.57 12 0
LINGO1 = white matter 5 2.3 11 0.5 1.91
LINGO1 | Brain injury 5 2.31 11 0
LINGO1 | frontal cortex 5 2.39 11 0
LINGO1  secretory granules 5 2.35 11 0
LINGO1 C-FOS 5 2.07 10 0.5 2.27
LINGO1 substance P 5 2 9 0

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity

**Qbs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

TScore: A priority score to rank the relative importance of the commonalities found

TLit Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TLit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S4: Genes consistently coexpressed with LINGO1 (green nodes) and the protein—
protein interactions they share (pink)




PLXNB2

Supplementary Table S5: GAMMA-predicted genetic, phenotypic and disease associations for PLXNB2

#
Shared Lit

Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit Str'" | MIMT
PLXNB2 Pancreatic cancer 12 5.77 68 0 0
PLXNB2 HSP27 8 7 54 0 0
PLXNB2 | beta-catenin 10 5.55 54 0 0
PLXNB2 S100A4 6 9.25 53 0 0
PLXNB2 = N-myc 7 7.71 52 0 0
PLXNB2 | mammary tumor 11 4.79 51 0 0
PLXNB2 @ SPARC 7 7.35 51 0 0
PLXNB2 @ Wnt 10 5.24 51 0 0
PLXNB2 ' Colon cancer 12 4.23 49 0 0
PLXNB2 @ Glioma 11 4.58 49 0 0
PLXNB2 = PLEXIN-A1 3 16.38 48 26  13.12
PLXNB2 COL3A1 5 9.7 48 0 0
PLXNB2 STAT3 9 5.44 47 0 0
PLXNB2 RHOA 8 5.87 46 1.8 7.37
PLXNB2  c-Myc 10 4.73 46 0 0
PLXNB2 | vimentin 10 4.8 46 0 0
PLXNB2 @ HO-1 8 5.71 45 0 0
PLXNB2 | Prostate cancer 12 3.87 45 0 0
PLXNB2 ' Renal cell carcinoma 9 5.1 45 0 0
PLXNB2 | epithelial-mesenchymal transition 7 6.22 43 0 0
PLXNB2 CD44 8 5.41 42 0 0
PLXNB2 CYR61 5 8.38 41 0 0
PLXNB2 | mesangial cell proliferation 5 8.19 40 0 0
PLXNB2 | IL-6 12 3.38 40 0 0
PLXNB2 BFGF 9 4.47 40 0 0
PLXNB2 @ focal adhesions 7 5.86 40 0 0
PLXNB2 Tubulointerstitial fibrosis 5 8.23 40 0 0
PLXNB2 FAK 7 5.87 40 0 0
PLXNB2 @ dendritic cell 10 4 39 10.3 4.18
PLXNB2 | cell motility 8 4.99 39 2.6 6.88
PLXNB2 @ Osteosarcoma 8 5.07 39 0 0
PLXNB2  ID1 5 7.9 39 0 0
PLXNB2 @ Glioblastoma 8 4.9 39 0 0
PLXNB2 TGF-BETA 11 3.53 38 0 0
PLXNB2 muscle actin 6 6.37 38 0 0
PLXNB2 | integrin alphaVbeta3 5 7.84 38 0 0
PLXNB2 @ decorin 6 6.7 38 0 0
PLXNB2  thrombospondin-1 6 6.53 38 0 0
PLXNB2 ' retinoic acid 10 3.94 38 0 0
PLXNB2 N-cadherin 6 6.58 38 0 0
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PLXNB2 RETINAL PIGMENT EPITHELIUM 5 412 20 0 0
PLXNB2 Bladder carcinoma 5 4.37 20
PLXNB2 IL-10 7 2.91 20 0 0

o
o

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity

**Qbs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

TScore: A priority score to rank the relative importance of the commonalities found

TLit Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TLit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S5: Genes consistently coexpressed with PLXNB2 (green nodes) and the protein—
protein interactions they share (pink)




Supplementary Table S6: GAMMA-predicted genetic, phenotypic and disease associations for ELTD1

#
Shared Lit
Gene Predicted association Rels* | Obs/Exp** | Scores' | Lit_Str't | MIM"
ELTD1 | blood vessel development 4 16.95 66 0
ELTD1  TIE2 5 10.31 51 0
ELTD1 GATA4 5 10.34 50 0
ELTD1 VEGFR-3 4 11.08 44 0
ELTD1  vasculogenesis 5 9.09 44 0
CEREBRAL CAVERNOUS
ELTD1 MALFORMATIONS 3 15.26 44 0
ELTD1 @ endocan 3 15.15 43 2.6 16.37
ELTD1 EPHB4 3 14.7 43 0
ELTD1 lymphangiogenesis 4 10.99 42 0
ELTD1 VEGF-C 4 9.73 38 0
ELTD1 NANOG 4 9.92 37 0
ELTD1 CDH2 3 12.43 35 0
ELTD1  endothelial cell differentiation 3 12.08 35 0
ELTD1 ANG-2 4 8.67 34 0
ELTD1 CD32 4 9 34 0
ELTD1  claudin-5 3 11.46 34 0
ELTD1 PROX1 3 11.8 34 0
ELTD1 ECE-1 3 11.03 32 0
ELTD1  angiogenic phenotype 3 10.74 31 0
ELTD1  Flk-1 4 7.52 30 0
ELTD1 = Angiogenesis 9 3.39 29 0
ELTD1  endoglin 4 7.59 29 0
ELTD1  chordin 3 9.51 28 0
ELTD1 VEGF-A 4 7.18 28 0
ELTD1 ICAM-2 3 9.21 27 0
ELTD1 VEGF 8 3.32 27 0
ELTD1 MEF2C 3 9.09 26 0
ELTD1 GatA 4 6.78 26 0
ELTD1  regulation of angiogenesis 3 8.9 26 0
ELTD1  Fibroblast growth factor 7 4.06 26 0
ELTD1 PECAM-1 4 6.58 25 0
ELTD1 FYN 4 6.07 23 0
ELTD1  flt-1 4 5.82 23 0
ELTD1 LFA-1 5 5.02 23 0
ELTD1 @ embryonic stem cells 6 4.02 23 0
ELTD1 Pl 3-kinase 5 4.8 23 0
ELTD1 E2F1 4 6.04 23 0
ELTD1 NOTCH!1 4 6.13 22 0
ELTD1  Recombinase 4 5.83 22 0
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cell proliferation
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embryonic development
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BMP-7
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SHH
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paracrine

von Willebrand factor
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cell adhesion
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ICAM-1

protein tyrosine kinase
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ischemia-reperfusion
protein kinase C
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ELTD1 EGF 6 2.35 13 1 4.54
ELTD1 BFGF 5 2.82 13 0
ELTD1 AML 5 2.84 13 0
ELTD1  transcriptional regulation 6 2.36 13 0
ELTD1 @ Alternative splicing 6 2.3 13 0
ELTD1 cGMP 5 2.74 13 0
ELTD1 IL-6 7 2.03 13 0
ELTD1  estrogen receptor 6 242 13 0
ELTD1  nuclear translocation 5 2.67 12 0
ELTD1  adhesion molecules 5 2.41 12 0
ELTD1  wound healing 5 25 12 0
ELTD1  morphogenesis 5 2.62 12 0
ELTD1  tyrosine phosphorylation 5 2.57 12 0
ELTD1  mammary tumor 5 2.57 12 0
ELTD1  glycosylation 5 2.41 12 0
ELTD1  cytokine production 5 2.62 12 0
ELTD1  innate immunity 5 2.61 12 0
ELTD1 ERK1 5 2.52 12 0
ELTD1  Glucocorticoids 6 2 11 0
ELTD1  Alzheimer's disease 6 2.04 11 0
ELTD1  Glioma 5 2.2 10 1 9.01
ELTD1  white matter 5 2.26 10 0
ELTD1  Astrocytes 5 211 10 0
ELTD1  autocrine 5 23 10 0
ELTD1  beta-catenin 5 217 10 0
ELTD1 | tyrosine kinase 5 2.06 10 0
ELTD1  tumour necrosis 5 2.02 10 0
ELTD1 TGF-BETA 5 2.03 10 0
ELTD1  retinoic acid 5 2.24 10 0
ELTD1 @ Phosphatidylinositol 5 2.07 10 0

*No. shared rels: Number of genes (out of 20 possible) consistently and specifically coexpressed with
the target gene that are associated with this entity

**QObs/Exp: Statistical enrichment ratio—the number of observed commonalities to the number
expected by chance alone, given a 20 identically connected genes within a random network of the same
size

TScore: A priority score to rank the relative importance of the commonalities found

Lt Str: If the predicted association is also a published association (i.e., apparently correct), Lit Str will
be > 0. The higher this number, the more times the two terms are mentioned together in MEDLINE.

TLit MIM: Mutual information measure—a measure of how linked the two terms are in PubMed. The
higher the value, the more the two terms are important to each other (e.g., insulin and glucose have a
high MIM).



Supplementary Figure S6: Genes consistently coexpressed with ELTD1 (green nodes) and the protein—
protein interactions they share (pink)




