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| Ingenuity Canonical Pathways p-value Genes

Altered T Cell and B Cell Signaling in Rheumatoid Arthritis 0.0002 MAP3K14,HLA-DOA,TLR8,HLA-DQA1,TLR7
Antigen Presentation Pathway 0.0016 HLA-DOA,HLA-DQA1,TAPBP

p53 Signaling 0.0033 CCNG1,BBC3,RRM2B,MDM2
iCOS-iCOSL Signaling in T Helper Cells 0.0040 HLA-DOA,ITPR2,HLA-DQA1,IL2RB
Dendritic Cell Maturation 0.0043 MAP3K14,HLA-DOA,TYROBP,HLA-DQA1,IRF8
TREM1 Signaling 0.0049 TYROBP,TLR8,TLR7

Toll-like Receptor Signaling 0.0049 MAP3K14,TLR8,TLR7

mTOR Signaling 0.0056  EIF3G,HMOX1,RPS27L,EIF3C/EIF3CL,PRKAG1
Calcium-induced T Lymphocyte Apoptosis 0.0056 HLA-DOA,ITPR2,HLA-DQA1

B Cell Development 0.0132 HLA-DOA,HLA-DQA1

Crosstalk between Dendritic Cells and Natural Killer Cells 0.0182 TYROBP,TLR7,IL2RB
5-aminoimidazole Ribonucleotide Biosynthesis | 0.0186  GART

Pentose Phosphate Pathway (Oxidative Branch) 0.0245 PGD

Heme Degradation 0.0245 HMOX1

Autoimmune Thyroid Disease Signaling 0.0282 HLA-DOA,HLA-DQA1

Type | Diabetes Mellitus Signaling 0.0288 MAP3K14,HLA-DOA,HLA-DQA1
Cell Cycle: G2/M DNA Damage Checkpoint Regulation 0.0295 MDM2,PLK1

Graft-versus-Host Disease Signaling 0.0309 HLA-DOA,HLA-DQA1
Tetrahydrofolate Salvage from 5,10-methenyltetrahydrofolate 0.0309 GART

GDP-glucose Biosynthesis 0.0309 PGMS3

CD28 Signaling in T Helper Cells 0.0339 HLA-DOA,ITPR2,HLA-DQA1

PKCB Signaling in T Lymphocytes 0.0339 MAP3K14,HLA-DOA,HLA-DQA1
Role of Macrophages, Fibroblasts and Endothelial Cells in Rheumatoid Arthritis  0.0347  SFRP4,MAP3K14,FRZB,TLR8,TLR7
Allograft Rejection Signaling 0.0363 HLA-DOA,HLA-DQA1

Glucose and Glucose-1-phosphate Degradation 0.0372 PGMS3
UDP-N-acetyl-D-glucosamine Biosynthesis Il 0.0372 PGMS3

Glycogen Biosynthesis Il (from UDP-D-Glucose) 0.0372 GBE1

Cytotoxic T Lymphocyte-mediated Apoptosis of Target Cells 0.0372 HLA-DOA,HLA-DQA1

Amyloid Processing 0.0389 CAPNS1,PRKAG1

Gai Signaling 0.0389 P2RY13,RGS10,PRKAG1

Nur?77 Signaling in T Lymphocytes 0.0407 HLA-DOA,HLA-DQA1

0OX40 Signaling Pathway 0.0447 HLA-DOA,HLA-DQA1

GNRH Signaling 0.0457 MAP3K14,ITPR2,PRKAG1

Role of Osteoblasts, Osteoclasts and Chondrocytes in Rheumatoid Arthritis 0.0457 SFRP4,MAP3K14,FRZB,CSF1R
UDP-N-acetyl-D-galactosamine Biosynthesis Il 0.0490 PGMS3









Ingenuity	Canonical	Pathways

Altered	T	Cell	and	B	Cell	Signaling	in	Rheumatoid	Arthritis

Antigen	Presentation	Pathway

p53	Signaling

iCOS-iCOSL	Signaling	in	T	Helper	Cells

Dendritic	Cell	Maturation

TREM1	Signaling

Toll-like	Receptor	Signaling

mTOR	Signaling

Calcium-induced	T	Lymphocyte	Apoptosis

B	Cell	Development

Crosstalk	between	Dendritic	Cells	and	Natural	Killer	Cells

5-aminoimidazole	Ribonucleotide	Biosynthesis	I

Pentose	Phosphate	Pathway	(Oxidative	Branch)

Heme	Degradation

Autoimmune	Thyroid	Disease	Signaling

Type	I	Diabetes	Mellitus	Signaling

Cell	Cycle:	G2/M	DNA	Damage	Checkpoint	Regulation

Graft-versus-Host	Disease	Signaling

Tetrahydrofolate	Salvage	from	5,10-methenyltetrahydrofolate

GDP-glucose	Biosynthesis

CD28	Signaling	in	T	Helper	Cells

PKCθ	Signaling	in	T	Lymphocytes

Role	of	Macrophages,	Fibroblasts	and	Endothelial	Cells	in	Rheumatoid	Arthritis

Allograft	Rejection	Signaling

Glucose	and	Glucose-1-phosphate	Degradation

UDP-N-acetyl-D-glucosamine	Biosynthesis	II

Glycogen	Biosynthesis	II	(from	UDP-D-Glucose)

Cytotoxic	T	Lymphocyte-mediated	Apoptosis	of	Target	Cells

Amyloid	Processing

Gαi	Signaling

Nur77	Signaling	in	T	Lymphocytes

OX40	Signaling	Pathway

GNRH	Signaling

Role	of	Osteoblasts,	Osteoclasts	and	Chondrocytes	in	Rheumatoid	Arthritis

UDP-N-acetyl-D-galactosamine	Biosynthesis	II
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MAP3K14,HLA-DOA,TLR8,HLA-DQA1,TLR7
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Top Molecular and Cellular Functions p-value Number of genes
ICeII Death and Survival 0.000002 38
Cell Cycle 0.000012 21
Cellular Assembly and Organization 0.000019 12
DNA Replication, Recombination, and Repair 0.000019 12
Cellular Growth and Proliferation 0.000028 38









Top	Molecular	and	Cellular	Functions p-value Number	of	genes

Cell	Death	and	Survival 0.000002 38

Cell	Cycle 0.000012 21

Cellular	Assembly	and	Organization 0.000019 12

DNA	Replication,	Recombination,	and	Repair	 0.000019 12

Cellular	Growth	and	Proliferation	 0.000028 38


