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FIGURE 2A
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FIGURE 2B
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FIGURE 3A (CONTINUED)
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FIGURE 3A (CONTINUED)
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FIGURE 3B (CONTINUED)
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FIGURE 3C
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FIGURE 3C (CONTINUED)
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FIGURE 4A
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FIGURE 4D

Metabolic processes

roliferation

Cell

Differentiation

4

mwn_mmm_zma
ress response
Pain sensation

:mo:c_w
m:_d:mmoﬁz_»_mm
ENVehare Synal tic transmission
zmﬂaﬁm mﬂ n<m_y edial m% immunity

Muscle contraction

m ﬁbmm:%%&ﬂ_mmam *_Q:

:m_ 53%2.0:
m nsory perception

Celi surface receptor mediated signal transduction
GCeli communication
m _ mmwmm_o:.Bma_Emn signaling
€ esion
Blood n_oz_E.
Blaod circulation and gas exchange
O:nommamm_m

ther, _:._,mnw %_ wm %M:m: cascade

.m x griali
cascade
hage-mediated immunity

PR S e Sestae

Cytokine m_.. hemokine mediated signalin
_uwurm_: phosphorylation 9 9

W rimiding Hmﬁmao__ma
B

_.Sm metabolism
xmymmw_m_m nuclectide and nucleic acid metabolism
DNA met; mmo__ws._

Chromati
mmﬂeﬁmn% )

Ma remodeling

eration W:Q itterentiation

e o«o_m contro

CSIS
;owﬁ_m

Tm»_o_._ :mawo;
ngeyosls
eceptor mediated endocytosis

ther. lism
mnm,d_m: %nww_w.m.. m ﬂﬁmugmﬂ

oenzyme _.:m a
:omu ate Bmﬂm

Other polysaccharide metabolism
Qther cal o EBE etabolism
Carbohydrate Bm.m_u ism
EO:Om ccharide metabolism

:_meos of lipid. fatty acid and steroid metabolism

mucm % :.mzm %mnm_da metabolism
ty acl Sm»mwo_ma

Em.‘ ntracellular protein traffic
XOCY10S1S
Constitutive mxooﬁow_w,

:mnm_ _.__m_‘m«o” i tra

m:mB vesicle S:muo

Lysosome transport .

rotein targeting and localization
naﬂms targetin

Protein metabolism and modification

am
_‘omﬁua
_‘Qm_zo_
_,omw_: om< ation
m_: :%

Protein complex assembly

anm_: _u_
>3_:o mo %_o:
iR Bmwma _wB
olism
o__mB
._._m:m m:o:ﬁ regulation

m. ﬁo_:%nmmm_a

Other mRN z.m:wn:m:o: )
m >w_mamn:wm_o: %mx_mﬂo:
mRNA transci [s
mENA

m

Nuclear transport

Oxidative :omn:ogm:o:

b._wmn xm:m_wmmm mowim<

_nm wm mo_a cmﬁcx_am:o:
Electron transport




24/49

FIGURE 4E
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FIGURE 5B (CONTINUED)
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FIGURE 5C
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FIGURE 5D
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FIGURE 8
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F1GURE 8 (CONTINUED)
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FIGURE 8 (CONTINUED)
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FIGURE 9

Hematopoietic cell lineage

T cell receptor signaling pathway
Apoptosis
Antigen processing and presentation

Complement and coagulation cascades

Leukocyte transendothelial migration

Regulation of actin cytoskeleton

Focal adhesion

Tight junction

Gap junction

Cell Communication

Epithelial cell signaling in Helicobacter pylori infection
Fc epsilon Rl signaling pathway

mTOR signaling pathway

TGF-beta signaling pathway

Toll-ike receptor signaling pathway

MAPK signaling pathway

Jak-STAT signaling pathway

ECM-receptor interaction

Cytokine-cytokine receptor interaction

100827 1

1.00E-17

anjeA-d

1.00E-07 1. -

1.00E+03



37/49

FIGURE 9 (CONTINUED)
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FIGURE 12
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FIGURE 13
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FIGURE 14
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FIGURE 15

2.5

2 -

of phospho-Smad2

Relative levels

CM NCM Saline




FIGURE 16
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FIGURE 17
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FIGURE 18
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FIGURE 19
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FIGURE 20
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