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Using Gene Chip Technology and ex vivo
Cell Culture System to Analyze the
Dendritic Cell Immune Function
Affected by Chinese Herbal Medicine--
Cordyceps sinensis(2)

lan C. Hsu

National Tsing-Hua University, Department of Atomic Science

ABSTRACT

The Chinese herbal medicine has been administered in traditional
Chinese therapy for well over two thousand years. However, the
pharmacological study of Chinese herbs on biological objects is still in its
infancy. Modernization of Chinese medicine has provoked great interests
from bio-medical researchers globally. The objective of this proposal is to
analyze the dendritic cell immune function affected by Cordyceps sinensis
using cDNA micorarray technology and dendritic cell-based ex vivo cell
culture system. The effects of Cordyceps sinensis on cellular immune
responses will be measured. Specifically, global gene expression profiles
on dendritic cells will be examined with or without the influence of
Cordyceps sinensis. These gene expression patterns will be further
analyzed in order to study possible pharmacological mechanisms mediated
by Cordyceps sinensis.

In the first year, we established a dendritic cell-based ex vivo cell
culture system and accomplished phylogenic as well as chemical
fingerprinting analysis on Cordyceps sample. The effects of Cordyceps
sinensis water extract on the differentiation/maturation process of
dendritic cells were being examined. We also performed a mock
experiment to test the microarray system. Our results indicate that
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Cordyceps sinensis may inhibit the differentiation process of immature
and mature dendritic cells. This year is the second year. We have
examined the effect of Cordyceps sinensis water extract on the cytokine
secretion and phagocytic actinity of dendritic cells. Statistical approaches
were applied for the design of microarray experiment and for data analysis.
We found that Cordyceps sinensis water extract decreased LPS-induced
TNF- o and IL-12 production and phagocytic activity on dendritic cells. In
addition, microarray analysis has identified a number of immune-related
and inflammatory-related genes are differentially regulated by Cordyceps
sinensis. Next year, we will carry out more related biological experiments
and microarray experiments to further confirm this observation and try to
characterize its underlying molecular mechanisms.

Keywords : Chinese Herbal Medicine , Gene Chip Technology , Dendritic
Cells ,Cordyceps sinensis , Gene Expression
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Normalization ) ; # =t » ¢ “,f 213z (signal to noise ratio » SNR ;
L2 &SNR 2 (B E-F B E) /B Eafk# X ) | 330
AF o P TiEE kG BHIRTI R BRGE A o

N Z%I}“IBHB e ggg,:%?pg

NPeBAY BIFTE R4 > e g0 LFR P oo Ry
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A ) F [&P—}}iﬁi\lfai‘@— { pP-iz F*Q:mﬁﬁgqupg;#m
& F b %‘?Eﬁﬁe% T PR RERE - TR FLAATIL TS
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N AR T
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£ golpdlE 2 b § TR AR e 2 B RGE
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Boke o FH4P AT THYEHRI R 5t i L
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St R ERERE AR e A 0 0% e 2 B 4
AR R R e kR T A M ? nE P e A R e
Ad R o RFFRATHIL Y ¥ T 2 o JIH 0w 3R A ARIR
Bera P e p H Pere S35 £ I A S E 3k (Monocyte )
€ PEMengF S 1 H ik 0 H Pk 548 w7 e IL-44-GM-CSF32 &
AR 2 WARFES LA SRR % o R }}?J\—:}ﬂ,. v Fg b
¢ it %ﬁ&iﬁ?}%ﬂ”ﬁ#v‘m”eﬁ;, SR R e > @ R K e
o e 5 fRie g Lk 2] R $ R & i fRed L[40] - &
Feb A AT T REREA S BAER N w2 R e s

Bk e ¢ 2 TNF-a ~ IL-10 ~ IL-12% e ik kA 245
R 4o LTcells NKcells ~ # 4vx g 52~ HEEL R GE 2
¢ Beime NOZ & £ 5[40] o A P4 TNF-a (28 X F st M
S addh) 2 IL-12 (# T anig it 3 M) [40] > i fhim e
FE T o

EARATRRERHEASR O R P FE e MR Pw
RREAFSX 0 LBLEAARFAENF BT ELE R 51015
20 wl/ml > §3c X 15 0 feBrdmte bR o I EER BB AR A T
2RI EBFR K e & s TNF-a % IL-12608 o S % 57 0 A = 3 el
Rophhme B0 TNF- 2 IL-12en8 &% > @RI 2 3] > 4o r * B %
PokER T AR E R (B-)

z’li‘;zi 2_& }\—;—,,Q;f)]%‘]’f\;]»"‘m”é'l}lbq\.'fi’cv 2&;5'3-%@ ’ﬁ‘]’?{;}’:‘m
R E R R 0 AT 5 gL pgimlz 2 R AR AT T RE

510~ 15~ 20 pl/ml » §133 X 15 > JeBdmie iR o I B R

LA 452 B R AR R e A TNF- @ 2 IL-12608 o 3 %
P A AR EORE R G Prd 2 Rk e 2 TNF-a (Bl - -A)
12 (B-=-B) > 2rgF A E R e Bpriloak { S 8F -

"
o I
3,

—

S AR TR REA R B 4 2B
ﬁ’]’ﬁiﬂ*fm”? ; ’ﬁ T '?"’%m@' ;r_}}?r KR -,’51 E‘E’ﬁ 3 rf”?'li,%iB,fémﬂé
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Bt AT EREREA SRR 0 2 R e A T R e
> 3

F

EA AR FOREREA SRR R e 2 B E G #RE
% T o LAHES A RHESEFHE R RER 51015
20 pl/ml > e % (5 1% 55N ee Rl R B R R e ehB i 4 o
.%%Kﬁ’%ﬁ&iﬂﬁi&§w¢%*%W%MJ“WﬂﬁﬁﬁﬁJ’

TEEFRER AR SHF (BN) o
EAATEREREMR e SR BE S 5 0 R K
ser g H o AuSA i@l ug/mlz A R HESE BT E RS

% > 5~10~15~ 20 pl/ml » fled = 15 > 1% 75 3% dme &Pl

@%mﬁﬁﬁ4o%%@ﬁ’ﬁisw%ﬂﬁﬁﬁﬁ%ﬁ4%@,

ERRNPELG: el SR L
(- ) MPEERIFHIFAFLRILE
ﬁ*gm—@éﬂ TOoORRAPEET L AFARLE L
gd AFIL P RBRAP RN @I HF R R AP Feh
L0 LA g E RFIAILE L L ML i A e )
WP ROAFLMESIT VMG X7 HE B 250 -

S Y

= gt,.2" & ~N0,62) (i1,
R=rit,.2% ¢, ~N(0,62)

G R:AuLii %% Lup

tacteg: — g5 fefor Ga fkd2 AFLME
gori - g B RoR B A ¥ LA
el e2: Az X
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2
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HE- & JTL_-P m+ AFm T (deaztz) - H26
Y %- AF]FE kR R

Y R- i’&q~ B LA P vt

)L - ATFA M

€ [ R- AT A

PP T PR TS P e S Ty S
Elsqlefu e hF LT BRA Tu"?’d 10 2. 2% kdmmd ko

'&L"& “: .

IE(AAARA )%

:Iogz(%)
M:Iogz(%) ,1=12,3,4,5 a5z

A+ AL+ A4+ A, + A =log ELLLL =0

(B)(O)(®)(E)(T)

Foip A d § R AT EEI0R Y E T AES 250 #1082 Y
BBa- BY dEdizrt (258 ) o

Y=X.[b+¢

Y, | [-1 0 1 0 1] (&
Y, 0O 1 -1 0 1 £,
Y, 0 -1 0 1 1| - |s&
Y, -1 -1 -1 -2 1 f £,
Y, 2 1 1 1 1| °| | &
v, |Tl=1 1 0 o 1| ||are)
Y, 12 -1 -1 1| &
v, | |1 1 2 1 1|V |4
Y, 0 0 -1 1 1 &
Y,| L1 0 0 -1 1 N
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0] -1 O 1

=

L

=
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<
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NE6Be ol B FOESILEGE EL
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FoREROu/ml > 2 L1G 4p P RNA » 2V P2k 5 p 3840412 ) - [3]
w BRI S = 2 L3 (CS20%r % B % ¥ -k %% 20 ul/ml) - [4] % Bl
D o LA(LPS Ty % el pg/ml)o[5 )i Bl% - 5 7 % L5( LPS+CS
o S pELpg/ml4e 2 B8 3R E%20 w/ml) (BI- ) e
AP FRERF AT FORRBRRT > - AFL TR
S %P%‘éaal B BB kA P2 0E R G 145 A AT 5 Hyg
B ATFILAIR AL B ﬂf\?v)i IR Hps A FELARAS B A
Fed® R K o e (control-ll« control-2) FF & % 7 £ & »3%5 25§
PP p Mgl L EET R NITR R HRFL  Heps BIAT
A BT X R E R AL R R R e R eI s R R e e
(control-1) B E.F 4 £ 8 s Hpb Bt A T4 R A b phagniE ot
Rk mre 2 A B2 et K imre (control-1) FEE G AR S Hus &
PAFIARER IESE AT J\—rni’@w@mﬁfi;’} fw Pe "’t’;\/i
T st R sn%e (control-1) F"*—EL@ A3 JHesi B AFERL
BT BRI AT R Rk m e 1 %@@ﬁvﬁfﬁﬁ%ﬁme (control-2)
BFEZE3 L8 Her 3 AT RN F FESLE iR R mie 7 X
wmﬁf?{# wre (control-2) A FF £ 8 i Hyds i AFLRE
SPEE A AT XORE R AL SRR e 2R T R R e
L& (control-2) FEEF Z3 Hgs B3 AFIZRAEY AT I RER
FeJT R R R K e 9 A R RJR el R Sk s P (control-1£2 control-2
BPTiaE )BETEF L3 Hos G AFR R A5 § BAILE TR
A dm e 87 3 B R RJR Rt R K fo%e (control-1#7 control-28~-T t5iE ) &
A FF AR Hps: R AFLARAT IPEZEZ X AT 3 RE R JLliEa
Rk me 2 d e h BJP apRK wmPe (control-1£2 control-23~ T 35
BE)RFEFTF LR HuA RHATIRARA N SE2 + AL T kA
@mﬁi’x;’*‘m”?ﬁ”& ﬁ;@wﬁmﬁfﬂ# e R E G AR S Hp
VAFARENIEE FATERER z@«:‘@mﬁﬁﬂ%ﬁm’?é?
ﬁ?(l’r’}\éﬁhi’@@m*ﬁﬁ%w’??FE'?‘«L@ i AR Hiss R3FAFZE
Tty 5 PERSEE O R e 2 4 B R XK 500R R A iR SR
e AT AR (258 )

ETIS “;EJ\
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Heo L, =L, =L;=L_, =14
H,, : L, —L_, =0
H,.:L_ A6 —L, =0
HO4:I—5_|_1:
H,.,:L,—L_ =0
H,,,:L_, —L_, =0
H08:L3_L1;Lz:o
L, + L
H L, — 1 2
o9 a >
L, + L
Ho, L — L, =0
Hgz:L, —L; =0

Flaao st s 3 i fede™

L=, 2,4, 4, A5, ¥
= _ (SSEr —SSEf)/s
~ (SSEf)/n—k

sser ~|v —x [ = af

SSEr % tojpf Bk T A T 3 fo; A SSEf Z RN T A
S L jﬁiiéfﬁj‘ ARV JERE B B 0 O G A TR hp
d B At B EBRT os=lsniEAEK I K: 2 EPRHE E B
RBXSE FERERTL, FPRABX B FE#t1s ) - FiE
AR R L BARRF o AP BT Y PRk R 3 5 p<0.00001
( Bonferroni Methods ) -

T RAFIEFREES
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REEF R 2P W3

(" ) ft‘kﬂaea 5&3}7%»#7"3_")?@:.

Al A F) 8 R F s R E (4100A 5 Axon Instruments) B8
BijAh2 & (B4 ) > f1* GenePix Pro 6.0 # %% (Axon Instruments)
BB T g A %Elﬂ%m"’ 3o (L BET R ATd = D
FE) o T4 ‘rﬁ"'%‘\*év (B+L) cdmF* TEDTH > EBEZRT
AL Rl T o Ji-i fﬁ’}tﬁl"wﬁ;:ﬁ A ELEAL ] 0 RN R B &
o2 % 3 e &p: fe i A2 ( Intensity Dependent Lowess Fit
Normalization ) :}é%",f A (S|gnal to noise ratio » SNR ; 7 # & SNR
g(ﬂ%ﬁﬁbfﬂ/ﬂﬁﬁﬁﬂﬁgjwﬂﬂmgﬂo&&ﬁ@ﬁ%

;ﬁ;::})%m% o 3814 igvaffo*\lfa:}#? TL%{IB"\*?’E"‘;Q?E%?,%
#'%—? A (+3SD) (iR BE B HFRL MBS kB G EEF F
B5R ~&F - B2 & k& (Pixels) ez %8 2 (CV%) |
%7100%% BhepE fS 4 75 umi GERE S T G AR B o

(=) AT ¥ ficdh s AT —MA B 2 2 b 428 i+ (Normalization)
S\ s e Bk Y X o L ug_\'ﬂﬂ P BERAR D
23 24 F & (Hybridization) 2 5 » &d 3 &8k & K
.ﬁéﬂm1’fMW@ﬂ3MM%W%[z7%4@0bmsmi§\?2L
# F] (house keeping genes) s ¥R 2 ~ [P o h il Fl 5 &
PR s PN A S g B R hfE s CDNA > 2EER
B (T o APl r e I ER G RNA 7R EF B WG F Skttt
¥ #1%2 (doping control ) » ¥ 3= F ke F ) indicdyr o H ¢ & - B
@gj%5§%uaﬁ3§%ﬁﬁ§ﬁ(mmmwO%*%%Xﬁﬁ
AEFXPRRELSNWAELE X AFEFHRESHI e BT b RE
T’ﬁﬁméﬂﬁﬁiokﬂ’%*%%Xﬁ&gﬁ%ﬁﬁ(”R%
27 )B%d ¥k g (WG k4i7) vt (Ratio): RIG % &
?%@ﬁﬁﬂ@aﬁ%%%ﬁf’xéﬂmw%%ﬂ%ﬁ“ﬁ°“ﬁ’
PRSI Rl A P G AR PR L 0 B AR AR S
BHenE % o oA ML e a0 (1) nd FRAMBE LS F LY
A eE 7 22 % (labeling efficiency) 7 5 (2) 3 f'f/ﬁ%#' RET A A
kL F AW RIEF AR ;5 (3) HE ek g o Flpt > AT 8 ik
Ppod G W A et B ) »;Ho
F*’“Wﬁﬁ%&%ﬂ”5* 4§ KSR A BB 2 5 R
¥ O B-ES BHEERREI - B M :E(M * % Minus, M = log,;R
- 10g,G) - M TE? U RBBERAESEY S kR R LR S (A
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'}“]:?;L BlH) A FHA  BE o MRl o BB F L
&mﬁﬂl%ﬁ%MZﬁ%mﬁ&’_ﬁ@ﬂ—@Aﬁ(A@%
Add, A =1/2l0g,R +1/2 10g;G ) A B ¥ 12 * K E R 4o Bcdy ¥ % 5 & D
o d b-BenME2 ABEY UL BHER (AL X M ? Y
%)*@ﬂ—%%°#%§% pREATRELR | OBLIRE2
T PSR E D - B M-A Bl o R4 EdEE O M-A g]? ¥
FRAH TR o ﬁb}fia? PO EEEPRI AL X2 W U ko BRI
AL 1 0 MA Bl R0t o 3 R 1 RIL L E § skshif g 0k s

%-‘ o
o 384 B AT 2

2 0

1
=

N
@'21
A_u\

( Locally Weighted Sactterplot Smoother,
Lowess) & — 461 % £ | % 3040 A F S B F % 7 g ol iR 8
7 E o d AR TS R T T mﬁ@%i A< 0 JECMA B xﬁw
PR RPRLE AT 5 SR o RIS AT B2 3 24 % 0 d 3
BRI S PRI ] ok Rk o K R4 S {lwglﬁﬂzza'14tf§‘“ﬁf
f]'al* A alpe - HE > RSP f«f&-—"‘ im*§ Q\.Ljﬁolﬁy ME > FF o Kk

e TR R RAC K > L3 3 o PV EIY X - i R
%l BB R T G sk x,érta“.'siaaf_ﬁ B d ¥ kI BB Al
F?‘?—é 1 ’f P ehfegp L 5 7 5 o 4ok e * SR 5T S Bcdy
P A3 FILIRLG PAALR S B IS Hdp i B ¥ LA
B et 9»]4@;le Wwele n REBREP AR P P AT P T
z&ﬁ4%ﬁia%wﬁ&*$g$ioﬂW?%i%%&ﬁ%ﬂﬁ
WAL - ‘Hfé Tt B A RIBG o b i ehm it 2 2 gk iRz
T A R A BT B2 3 2 RAE RS R 2 18 MA B AL
g&%Y%:ﬁ 0 enst o gt #h > 57 ;‘ﬁ'xfa Igh2 B e o 2 G
A g T4 5 204 4T B 12 3 72 5 (Pin-wise Locally Weighted
Sactterplot Smoother, Pin-wise Lowess ) 4%t $24 5 % & 304 4T 1
Bl 3/ > Aot PV 30 MABFid % F2bmpP oz B > x
TR g A AL (RS- )

3

B 2z

(Z2) 7 & &DAFE T

g Fsi%r?aa i ﬁi:#iimw@“' 1R gy iR L %éi » FL PR H
MEEEAE F E43RERT (+3 SD) e BB DL HFL Y
2B & «~J_,1°g:gr,ut§ 55 ~ & - BELZ % k& (Plxels) 2055
Bz %P talic (CV%) -] 5100%3 2henE f7 % 2375 um s # i 58
TE NG R B Bpe G AR B 2 (4 5 p<0.00001
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"Bonferroni Methods ;) » &3 M1 & BE EBERXRT (258 ) § 23R

2R ek Tl (%)

(m ) FI* pF & ;8 ¥ & 4~ +7 (Hierarchical Clustering Analysis) #3 41§
L R endp B

A k@ E A FATER Y S & B3R HoL1=L2=L3=L4=L5" i ¢
TRPEEBERXRTMERNAT BR%REAY 3 EARLEDAT] ER
I FHE L7032 ’f\ P T Bk AR pRifE o AR i H
£ B4 s F4p s & A & Michael Eisen 974k & d 7 0 8
Cluster X 38 5 o e pFAPFT 7 M B~ & Ap e fe,ﬁ—u i
FPAZ SRR MEBBEE LT LD AFHRTE SRR
S SRR N o B I T B R Bkt AR enpEdE2 {5 £ % Michael
Eisen #c ik e dl § o B4 TreeView E g% (B = )

B2E BT A B R TR KR A~ F (control-l %
control-2) SBEHHAPIT 3 %5 5 BER 4 AL XK F iR AILE SRR o
e B1 Ry 5 BRI Ol R R e e BEARAR T o B G JJZ iz iR A (4
AR X RER IR I EE Y AT X RS R) B AL
R AR L2 (B* = )°

peeb o i h ar BRI R enig Sk o B - bR E B AR AT
F KA P o AP Heg (4 ug—"r’l\%hi’f}#\*&iﬁ”ﬁﬂ’iﬁkgm
e R T4 2 )~ Hoo (& B e 5k fm e 21 K = Bt R K dm P
AFER2Z AR ) Hp (F AT X RERFH R e o it SRHE A
Fl2 2 F8) v Hy (3 AT X RERE SRRk me A7 4R
ZBE) H, (F AT T RS R ASRE A SRR N wie fF L7
22 AR ) H (SRR Rmer d 37 3 L% AL A SR
Rk e BAFI AR L) (258 ) Fam AT fIr ¥
Baodrenz iz o BN L BHRAFF khd oc iz pM i (B
Z )

ARET > (1) 2R w2 A 2 R R R e R T 4

2 £8 [Hol fr* AT R EF R Rk mie At SHEAFLR

2 B8 [Hd & % &R FIAR T A1 2 end Foeedpif < (2) F R
R K e 2 A S e R R mre LRI LR [He)l *# A%
POkt R R mie o it AR H AT AR PE[Hpl vt AT X
KERHAS RO R P A7 L2 B el [Hg) = =4 A 74
Wt orrig A e o B 2 e dp 'Fe‘_@ﬂ °(3) * AR EkFR
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ERREASROE R R FAFLR2Z LR [Hp] o= #aftR
#m%ﬁ%ﬁii«ﬁﬁfm%*%ﬁﬁ%#me%ﬂ%miv

2 [Hyi) » % pzéqzxfﬁ*“&eg\m*ff” SARIT o (4) * AR X
J\—r i Sl 2 mﬁﬁ;‘]} e A F A2 B [Hul A FILR T 47
B A Pt W L e Ap B RC) (@J‘: ) e

() 20 T AT X REREMR Ko AFLR2 P

%ﬁ%%?ﬁﬂ&l(mwd%@0v®@£”m@mﬁ@ﬁ%
a2k 2+ (reference de5|gn) SR EL G AT R A B F BRI A hm 3t
HASFNBERPEIEEHLPREY EE gL NP AR 'Eﬁs&ﬂ&\a
RN o F: B x[ﬁ;tw, s 2Ry 4 2 (Internal control) »
VUG OARERER AR aE L (Bl ) AP AIF LS BEEE B
R TTH N ARDATF REFRE A PTG
Mot f AR X HE AR R e AF LRGP 7 F4eT (1)
Bt AR X REREA SR ORR R ‘mﬂeé"]z M2 F (2> e
rl;\,ff’nm;}%j—f\;]”— MmEE B R R R TR R e AT A2 LR - (3) =
FAREORE RS R e o AR AT AR P (4) 37
e % &&%—"r KERE SRR R wre LT L2 R 3"@ (5> RSl
S FRE R ASRE A SR TR R e Fa'“z&ﬂz\'lﬁm £ R -(6)
FE AR R R E Y T T ORE R ITE L A S R ARTR R
e AT AR AR (BlLe)e %‘gé FoRK? o APHERHLFAT
BoRF R D A ROETR R e D) S B R R R e e 2 AR At -
Ko AV 2ETRFATTEHHR R LEF LR f§‘3 ) 1TE
R E R

1N

() F3t 4 AT X REREA SRRk i A F 4 R2 P
95 He:L3-((L1+L2)/2)ix B o & B #rE DA F1 v 2 2 B %
B U SO
Peviandtairiaigd 1202 BRIBEEFEAZGOLAT (£-)
He ArAeaigFEran 20 BAFEAE -2 FACNL -~ INDO -~ ID2 ~
TXN ~ CPE ~ BIRC3 ~ PPP1R16B ~ TOMM34 ~ CDKN1A (= # % f %
Eoz_ clone ¥ /& 7] ¢ 2 %] ) ~NUP160 ~ FLJ10458 ~ SAT ~ ISG20 ~ CD83 -
FAM14A ~ FLJ20758 ~ BASP1 ~ NFKB1 ~ C90rf60 ; % f #3558 ¥ 1
@ 20 BAFI®AE Z MS4A6E - RNASEG6 ~ AIFL1 ~ CCL13 ~ FOLR2 ~
LGMN ~ RNASE1 ~ NPL ~ TREM2 ~ RPL3 ~ KIAA1539 ~ CTSC ~ LIPA ~
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GEM-PDEBA-~CCL18( % # # ¢ % £ 2 clone ¥+ /& ¥]* 3 %] )~CCL7
SPRRIA - FUCAL1 (B+ 1 ) -

p g4 7 AL 7188 B 7] (genomic sequence ) Ap HEfEAE s B B 0 AR
FEfEPd 3 < 0e AFHG AR &2 455 (biological
functions) ! FEA T FAEFAS RS ALY TR EATFS o B o
e o KRR H R BT RESA TS B9 B oo F] 2 gene
ontology B & > 7 — £ # j crontologies *k f2H B 1% 4 4 ek F] &
v Fhdmre ATy end 4 X 0@ P owogene ontologies 7 = <
ontology 4 4~ 3§ 42 (biological process) » » + & =t # it (molecular
function) % w®z b ~ 2 (cellular component) - £ F]&t 3-¢ 30+ d
SEY BRI N CRR LIRS S SR AN A S
BEFDERFT R BB P2 Pl T fd FIFinfger A 47 ST fL
geneontology : 2 & %- e £ > R T At [44] -

%gr.! A T~ 4% (Gene ontology ) F#E (FatiGO, http://www.
fatigo.org/ ) [44] » 2\ i -85 :E 111202 X DA F A eh A Flig- H &
PBapF A T o BEET 0 Y BT XK REA SRl
R lmre L F1 4 MG B F A 501202 % A F] ontology TR 2 4
PERETERESE LR AABSEE XL F RS G A TG P A
dvo AV R S 7334 clones s H POk AL3 & (EB.28% X K
BEk237% (Bl ) o Ad a7t A% X RERHFASROHR
Femre L TR G EFALNI202B A > H P LB A AP &b
14.63%¥2 2% £ F R 1:6.10%( B+ = ) 4pg 3t s i 2 3 7334 B clones

(B> ) » 29 L kA& 5 g FIH 46.35%; 3 L F R
B oA F34e373% 0 R 0 F AT ORI RHA S RO R R
E R AR EHE L F RATAE B AT R o

i~ 5 1345 Gene ontologysnig & 0 AT R B LA KB 5 22
FUF BAPM AT o A ARAE 35 0 X 48R AT A
319 5 F A3 290 (22 ) o UK BAPM AT £ 75200
AF 2RI TIR F AT L3R (£2) -

(=) FH R R e 2 A SRR R s B AT A 2 £ B
93 HolLA-((L1+L2)/2) 55 1 b & B3k #7iE 01 gk T T 8 & & 3 eh
MR e e A S R R e A FIA TR X B o Sd fteng

WP E T Ao prEE D 1486 B D EFAL AT (£
-) B3P ArAarEkiEawm 20 BAFEAE L INDO ~ FSCN1 -
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FAM14A ~ BF ~ ID2 ~ MT1G ~ RPL37 ~ TXN ~ ISG20 ~ BIRC3 » WARS -
IL8 ~ NUP160 ~ CD83 ~ ACAT2 ~ CXCL10 ~ KIAA0363 - APOBEC3B -
POLD1 ~ GOS2 ; # f 3 4rb kg ¥ i 20 B4 F iz A 5 RNASEL ~
MS4AGE ~ RNASE6 ~ TREM2 ~ CCL13 -~ KIAA1539 ~ AIF1 ~ LGMN ~
NPL ~ LIPA ~ CTNNALL (& B % f % 2 clone ¥ & & %))
GEM -~ CD1B ~ TGFB1 ~ FUCA1 - RPL3-~CTSC-CDIC (% B % & ¥
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GiE 1486 X DB F AL A FE - FIHAEFF L F]H
f2 o S5 & or > pontology FALE 2 4 FiEARSE T FIRSE LR kA
REEFULF R e AT PR A P LR AR S 1E13.29%
B R RiE490% (B4 ) o Apgt e 2 3+ 7334 clones (@
L) 0 AAE AABES G A TR 4c5.01% 5 F L F B Gk
ngg 4\:2 53% o &% F o N R R Rk m e 8 A 2 B Rt Rk e

LB A EEFULF BORAFIAE A3 (s LR o
ihﬂg—%ﬁﬁﬁGmwommmwaug%’@ﬁ%xﬁﬁ, A -
FULF BAPM ATl e AAR ARASE 3G > X FE5TBAF > T8k
$ 250 5 i 328 (Fw) o a UF et M o F > £ 210
AF o AT E AT L2B (2T ) o

(A) FH*FATFTREREHR KoL 'Lg\',filhﬁz—gq?&ﬂi B

1935 HyL5-((L1+L2)/2)i% B /& & B3k #7iF o) mzyqf'rv S
EoREF R R Pme s it R H AT AR B T B g
WHE T ot o éiE 0 1318 I]%xi]%ﬁ-%@’%#’;mﬁ}ﬂ (%
- ) HY ArAaArhiEFaw 20 BAFEE 5 INDO~FSCN1-~BF -
TXN-~BIRC3~1D2~G0S2~1SG20 -~ IL8 ~WARS ~ ACAT2 ~ GADD45A -
CPE ~ CD83 ~ NUP160 - FAM14A - TOMM34 - CDKNI1A (= B 7 ¢
B gz clone B A F]) ~RPL37; tf R ird bz os 20 B A
¥ B 5 CCL13-RNASE1~MS4A6E-TREM2-RNASEG6~ KIAA1539 -
LGMN ~ CCL8 ~ CTSC ~ CCL7 ~ RPL3 ~ NPL ~ CTNNAL1 (& B % F
F B2z clone & ) &£ %]) ~AlIF1~CD1B -~ LIPA ~ GEM ~ CCL18 ~
CD14 (Bl=z +)

o b FE TR a4k o D AT ARG TR AR
i N1B1I8 B X DA F AP A TR - B FPH B PE TS L
f& o %% A7 > pontology FALEZ 2 ARV FIRFE LA LA
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AHEHF LR e oA TF PR 20 LB AD E $14.79%
B U F RIE603% (@B - ) pat e 3 7334 B clones ( B
L) B LR RABE S 5 A FRA651%; FLE R e oop
Esr?igf4c366%o,?£%&p':r A AT EORE R SRR e A AR
R B B EEFULF BORAFIRE A3 A~ TL R o

2\ i iz — 9 1345 Gene ontology e % > ln\’}‘r FELE AP a8
HOLF AR A ] e B AR ffug% @ 0 2 35ABAT 2R
F22B ; pAIFIRE () o ABFLE RAPM AT > £ 4220
AT EAFFOR; F AT LB (£ ) o

(1) F AT X REFRES RO R K wre 3 AFLR2 P

95 Hipl5-L4 2B g & BRATE N A F v & % B g 3R
AR R R e AT A e 5 B %R ET L
AP E D B BRI FALDAF (- ) B L
rEk kg Faw 20 B AFEAE 5 LTBP1-MGC39821 - WDFY1~ELL2 -
TEBP ~ SPP1 - MGC27085 ~ PGAM2 ~ WIRE ~ LOC148206 ~ TRA2A -~
FLJ12895~ CD109 ~ C60rf93 ~ ShrmL ~ PRLR ~ ARIH1 - TPMT ~ C60rf61 -
FDFT1; A f A sk Fam 20 BAFEAE :Z MTLG ~ FAML4A -
CCL8~CXCL10-NDP~CCL18( = i clone & = & % FK 138 ) ~MFNG ~
FLJ33641 -~ POLD1 ~ CCL13 ~ CCL7 ~ RPL37 ~ ADAM2 -~ SPRRI1A -
FLJ10326 ~ CTSC - HLA-DQAL1 - OAS1 - HBA2 (Bl= + = ) -

fe bt FE AT ek 47 3 E o %%E} AFIASHTHE » PR
G 213191 % PR ¥ A fmen gk Tl — B F A I ch g F)# L 20iR o
S5 BT 0 fhontology FALE 2 4 FiEAREE T ’§ TLHE L E D&
BENF T e AT PR A Y LR KN & 1516.25% 8
TEREES%(B - L= ) o ApgRAt At 3 b 7334ll3sclones( Bt )
HoY GE ARAE S 5 A FIH e T.97% 5 F L F B 5 gk FIH 4
263% - HERET > X AT I RFREH R R AR B AR
gABMAEEFLF DR FRG A A hL R oo

i iE - 1295 Gene ontologymﬂ; Yo AT RBE LR AR GE
FXF BAPM AT AAE FRAE S G 0 £ 3 1I3BATF] > AR
FLIB . A AT 120 (2 N) o« 3 UF RpMORT] > X F4B 4
ooy s A (£24) o

(L) HFH AT KER AR ALH IR R o FAFLR
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2. %3

135 HI2IL5-L3 iz B m @ Bk v W eh A Pl it £ 4 B T Tk %
RASREAIH TR R AFLAR2Z LR o S o %
RPFBEV LA o EED 364 BRIEFAFZOAT (- )
He Ak Fan 20 BAFER S ACAT2 ~ IL8 ~ ILIRN ~
RIPK2 ~ MT1G ~ G0S2 ~ CLDN1 -~ WARS ~ LTBP1 ~ GBP2 - MGC39821 -
SPRR1A ~ RNF128 - WDFY1 - CACNA2D4 - WIRE -~ PMAIP1 -~
RARRES3 ~ CCLA~INDO ; & f ¥l Fehm 20 BAFIRE 5
CCL13~RNASE1~TREM2~CCL8~KIAA1539- TNFRSF11A-~TGFBI ~
CYP1B1 ~ CCL7 ~ MSMA4 ~ NAGA -~ RNASE6 -~ DKFZP564J0863 ~
PPP1R16B ~ CTSC - GRWD1 -~ TUBAG6 ~ ANKRD12 ~ C9orf60 ~ RPL3
(Bl=+w)

ot FEATR Y ATk o Hd AT AMGBT L > AP
GE 3641 % TIEE D o TR - 5 F 5B e T i 2LfE o
&% BT > fontology FALE 2 4 #Eﬁié‘ﬁ“”?lﬁukﬁ I I
B R T 6 AR FG P ARG B LK & 16,5008 %
WFRE6.80% (B L7 ) o ApEAc A 23 7334 clones (@B -+
A) 0 B LR ARG G e FIH 4 822% 5 B L F BT % i
ﬂi“éi4t443% o BERT A AT I ORI RHAER K mE L AR
ERE AR EEFUF BORAFRL T G LR o

A i - H 1345Gene ontology s & 0 A 4T R8T LR kAL &8
BRF AP AT o BEE K «up’%m oo RFITHEATF] AR
F8B EAFOR (£1) - A UF BIMOAT XFTBA
Flo 2 A3 3B F AL 4B (£+-)

nl

(L-) HFH SRR P e BT X RERITA SRR
e FAFI A2 LR

15 Hisll4-L3 ‘fgf@sﬁ HOERK ATE I AN TR A S B R R
MR R E R RS R A RO R R B AT AR £
B oogd By 5%% K E v Fniizt o476 E 1 598 B X TR F D
A F (42— ) B9 AT AEEEESH 20 BRAFEAE L MTIG
FAM14A ~ NDP ~ MFNG ~ ACAT2 ~ SPRR1A ~ CXCL10~ IL8 ~ ILIRN -
FLJ33641 ~ CLDN1 - RPL37 ~ RIPK2 ~ GBP2 - POLD1 ~ FLJ10326 -
WARS ~ INDO ~ IFITM1 ~ CD86 ; % f 3 #- 5 8g ¥ w20 B 3 7l
B % RNASEL -~ CPE - TNFRSF11A - DKFZP564J0863 - TGFBI -
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PPP1R16B CYP1B1~C9orf60~CCL13~PPP4R2~SCG2~ARG1~ACPP -
ROM1 ~ RCHY1 ~ SLC22A3 ~ SPP1 ~ CLC ~ C90rf86 - NAGA (B]= -+
=)

klﬁ$ﬂﬁﬂ%*ﬁﬁﬁ%%k’%ﬁiéfﬁwﬁ mEOFLE o 2R
6 1 13641 X T AR F A oAk Fla - ) F 35 R ch AL Bl R GLfE -
% Kot 0 tontology FALRE 2 24 i ARME T F IR S8 LK K AN &
BENF S G AT PR B LB AR § (16.02%2 5
X F RB1ES552% (Bl= L= ) » pd»sa i@ 3 1 7334 clones (B -+
2) 0 B RE RRAGE D 5 A T A T.74% 5 B L F B m ik
_rﬂi%i%‘:S 15% - S5 8T 0 P AR X REFREHR RS2
ERE AABEEFLF BORAFBE I LR o

i~ 1245 Gene ontology siig & o AT S LA K A &
%%F%ﬁ%¢%ﬂo&iﬁﬁﬁa$%&,£¢w@éq, ﬁf
P28 FAFFIB (L2 ) » 2 LF RAAM AT 551
BAF TAEFOR fARFLE (2 -2) o

A b RE B R D el F) T -4 :ﬁ% B R R e
EAEF R E G 2R MR e AT P TR Y oot BR3P
Be— etk A £ B G P I 40 2 (internal control ) » ¥ 11 5 sxen®
B sangd (Bl- ) §d P 2B gEE v Bl - st
A G R ADAT] > hm & BRHALISL2T o I R21 ch
(%-) -
é_?‘gxﬁnw BliEE ¢ f»’xmgm£4484f@; (4-) » A& AFkonpi
_;2 TN 0040/0, i‘l AL IFBrrJ/EH e i]@ 1—}3%'5‘51

éﬂprﬂéﬂﬁﬁm—ﬂkﬁpmPg@éﬂ%%ﬁﬁ
Lo REAI I TR BB BT R o A R (F I ehik
Wipg RS o A PES NIk AP R E R E
REis_Faa bk AP SmhLEaERBEH 2+ &7 &RAP
Mg - S dE o F A B TR B LS fF 4 F & (Real-time PCR)
A i‘ﬁé}ﬁéﬂgﬂa PAEEE od T ATFS )Tl'ﬁ,%?m‘-‘—':%.fﬂ_
By s T EE, ﬁ}ifjfﬁ,‘%%i’&m?‘f | % 45 eh1 B ok 42 IR
B o
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242
N

CES IS SRS B S S r’v’ﬂil];}‘%i'B‘f‘:m’?é
ETwbe F s {305l L - Mg F 7 FREL RS [40] -
ARk A P B E B ek ¢ o e ««g@, ¥ o
o~ P A SRR R e g R kdm RS B B
(migration) 3] # = B ¥ & T4k :L)I;J: R T w4 > s iz
fm R iR T JH<°' EE TR J_)gkmﬂﬂli; A = Bk R R e
e g A G SRR R e o A S Rt R KR me R SRR
A ok T L LB i G SHMHCH
costimulatoryfactorﬁf o A F R IR~ PR B rE A ~.Ei’fém’i'é'7¥%§%’ﬁ
Bende X B2 o m ik a8 €72 F[40] 0 A E v - £
ek d o APEIRA N R R ORI G R R S R ORR R e 2 S
3 E AL R R K w2 > 3 CD11c~CD40~CD80~CD86~CD205 % MHC-II
FEerF i CFERAM B rdlore ko o 3 0k RARE
% - CD11c ~ CD80% CD86:2 _smpawﬁa TR 19 R ; CD80 ~ CD86
5 MHC-11#£ FL ;‘}_}gkﬁ”iéﬁ#ﬁ B 5 CDA0Br X ThmPe [ E i 5 4p B 5
CD205R] 4 A5k smbe & — chim®e % o A 3 o ;ﬁg! R A R
fo0 (1) o fm%% & G A F CD205 -~ CD1lcehit % ¥ 1 Fk T~ 9 5% #7484
SRR T R F o (2% AT R RE R § 4 A S R ek e
2 R R RGEAR R R K e H e B S P ;‘i}?m’ﬁ‘é 4 o e g i
BEMFTE-HFHRHE AF-F (FER) PPFHY AP
ﬂwmiw‘ﬁuﬁéﬁ’t*ﬁ¥\%ﬁ—ﬁ%ﬁ*wgﬁ*§
RERTR R e B ”"JI“"%E‘*%A\“’ 3t
- A BT RREREAGEHR K wE s e R S

BER iz € 2 3 TNF- ~ IL-10 ~ IL-12% P2 ik KA A&
F R o b)4eis TLTceIIs ~NKcells ~ B 4em gl FH - xR E 2
B¢ ErmeNOZ & % %5[40] - 2§ % &4 TNF-a (2% % F &
Moo 2w u‘;ma‘);ﬁ%) 2 IL-12 (2T s o5 M) [40] > &4 f8m
’-’E‘:'i%ir% EEFE AR SRR w2 G 0 Fl 5 AR ORR R

w2 & TNF- 2 IL-12608 4% > @R 3] 5 fde » 2 B E 3K E
,,z%;’;’vm&p#,}_ﬂoxv AR R MK mE S g > NPFRE G
LR AREFR IR e A RTNF-o % IL-12 > Sf ¥ & & itg%c ’
Pl g L HEF RO FAAF AT T LI R §FHIF U
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F ¥ Tim®z enE v o Shahed 220014 1 > * B § -k 3% € 4] &
RESRmeme k= S5 LF BipM A FIAR > & P b T8
R eprig F i (Real-time PCR) e 2 3t B 3K 32k F o5
FrH ] TNF- aéqmz\ e [45] P R e R AN P T o gL fh s A
ME- o3 A AT &S ED RS > JI* 2 0 PathwayAssist
(Stratagene ) » #-2V i A3 E % R X R Z RS RO R K wre
FlAR T BELE FADBSIMART] () BFAF - FHELEHR
FIR B b B o R B AN P enclone? ¥ TNF-g (94
7o F_ AN Pl F]¢ > CCL7 ~ CCL8 ~ CXCL10%2 HLA-DQAL
T ETNF-a hA FIT 5 @ el AR et {5 % 5K 5008 3ol
Rpkmre RFIZR TP LB (Bl ~) 2B EERs ¥ UG
* BT R RERPHPITINF-a L Fl1 & Rz -

% ﬁ% Rk E ni’ﬁ‘ RERTR P e Brmar 4 2 B

}}%‘j"’{ mie % )a EE Gl e W _.j_}f‘;)?,,‘:m@é' ’ “}Iélf'é)}’ﬁ"’{ﬂ)‘ w3
i 4 9—@€£mﬁﬁ° AR AP RS AL RT R
HASRMER R 2 FRwe st 2Rz B A REFR

Adnre 2 G o APFR A BT FORE R E IR R R e 0
oM AL i‘a*‘v’ Pl B L5 BF o b AR e o
15~ fpr i\ » R R ‘mﬂe%wc 4 Rh R AR R e
§§[40] £ ‘{:'"’ : ﬁ%—"r KE RS T E ’]}Iﬁ;p KFT%' ZB o imred 1@
R G R o A RERR E e 3&—?%@% I BE2FFh R

}%Fl;_ Tk > hp I H Begrip 4 e il 4 o

=1

oI RBENERELSITD AR R E R O

AAPEE%Y & o7 B i [1) %% - 2 L1(control
A BT ERERO p/ml) o [2] i B3k % = & - L2 (control ¥ %

AT I RkER0pl/mls & L1 5 4pk RNA S 2 2kt 4 p 34 ) o
[3) B3 % = &> L3 (CS20 T # A % ¥ -k 3% 20 ul/ml) - [4]
%wm@uiw ws LA(LPS %5 % a5 1pug/ml)o[5): Bkt %1 &
L5 (LPS+CS T 7g 5 pE Lug/ml e # B % 3 K5 % 20 u/ml) (B- )
AP L1 L2 S4p ke ch RNA A& o SR - ffentl & pie Bl
PRGN IMEAl e e AN ok EFE R T ER Y hE R RK

Ho:L1=L2=L3=L4=L5" 5 d iz B m& BEEX 7T LEB N AT L%“?’%ﬁ?"
PR ARPAF IR NEELS WS R &L EF L (B

31



¢ %%&iﬁ 52714 %34

Lo )o BERET > A B A I D ﬁﬁ#mwﬁﬂxﬁ& ( control-1 %
control-2) enEEEARIT > 2 S A IEHp o pL b o g S EEZ X B E E oK
% AUR i Rk mre (LPS+CS20) # 7 ﬁ¢ég@1§fﬁﬁixﬂ*

2 (LPS) BEHLARIT o 2 B : A7 > F HE A SRR P w2 b4
FlER > AR A FHTIRIRAF RAEE S SRS S
EApW e 2 R A SRR R e Fonimie 4 322 i g
P REOREFLRDLE - TR AT T RERF kane§

fiﬂ

M-

M- R BRI E OB E o R E BRAT T ke
Aol o B He (4 AT X RERHEAS R K wmie AF 4R
fgz) Hoo (= B efF 3k e 87 R & R et 71 ‘m”eﬁl}r‘]z\lﬁ,\
B) Hp (* AR 3 kxR hme s it 230 H A7 LA R2 2
) Hn(*m%—"r KERF SRR e LT A2 P 23'3)
le (P ATXRERASRE AR TR Rwe TP AT LMz L
£~ His (3R R mie s J ] 5k ERgliliz A & Rahfit
Rfpmrie TAFAR2Z A 3) BB AT (238 ) JI*EHEL
e i s B L BRAFF khd oz Ak (B2 )
BRI (1) RRPOBRF A SRR R R e AT A
Mz 2R [Hol o4 S % BT RE Rk w2 it S HE A FL R
V3 [Hwodo A F A FIE R 975 = hd e s B 4piT » 4 B % »
S E G FRERASROR R e A A FIAR Y LR A
REORERA KBS o (2) & RO R P e A 2 Bt R R
e AR A2 LR [H)s *# AT X REREHR R o it 2R
AT LR F **"[Hlo]fr* AT BORZRE A SRR R R e
Fl A2 B [Hg) = 2 AT £ Arig 2 end oo ¢
feAp :@u o Fl iz B2 orfl § ALY A RJE R R K e e ik
it g o AP IR §R g ;mﬂ;qgﬁg‘l}j—\l%ﬁﬂ#‘mpé’g\iﬁ‘\{ A
RERERA Rl BB ATt Rk e ik Mgt > F kn
EAE 9 T R A ’”Ll"jiﬂpmﬂ;ﬂ PEe E_ 4 BT R ORE R B
RenZ Rz v g flp B PR REL - (3) * AR kE R A
S N I NSV ) mﬁ?f]’hm’?? FAFZERZ LB [Hp)fos RoamtRF
M H A BT R ORERARASRAHR R T ATARL B
[(Hiz]> & F A F LR g & 2 o fpfpis o B 5T 0 ¥y
5 %mia‘w R AR R ORF R kA ot > B
WG SHEAIR PR e A ATFIARF B R AT IR
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ERA REEL o (4) F AT R RERE SRR R we L7 £
w2 #5 [Hul ﬁ_iqu\lﬂ boorig A end o L e Ap B
Foo| o gl B d *%*%*%mﬁx# wi bk FlE IR o
., g :"-":‘

o 3R A AR FORE R A SRR, e L F A IR 2 %’fﬁ"
95 He:L3-((L1+L2)/2)ix B & B #7iE el F] o i &
FoRFRE AR R R AF LR B & ﬁ&;{m? K
P v it et E D 1202 BRI EALFSAT (- )i
- H 1 * AT A% (Ceneontology) FALE~ 47 > S5 kx > * 4
TR ORI REA SRRk mre n._‘?u F AR SEFE LR Bk
r] Ay A RE & o AR~ H 1245 Gene ontology 1% % o A 47 4
B AT e g WLF AR B A T o % 2 2 3088 PathwayAssist
(Stratagene ) > 3% * H % XRS5 A SRR lwe A F 4R

o BE R RASEF UF BB OATFIEF A4 0 FHiTE AT
B B & cnBf B o B % 8 T & 3 2 eh Ak F1¥ Immune response ~ Peptide
transport ~ Antigen processing ~ Immunity ~ Mutagenesis ~ Synthesis -
Proliferation ~ Assemble ~ Polymerize 3 B (Bl= -4 )° f B0 7
s Exocytosis ~ Angiogenesis ~ Death ~ Maturation ~ Secretion ~ Focal
contact ~ Apoptosis ~ Proliferation ~ Motility ~ Differentiation ~ Regulation
of signal transduction ~ Granzyme ~ Chemokine activity 3 # (®l= -+ )

ﬂ

CAET PR R 0 Sk S R e B AT AL L B
95 Ho:L4-((L1+L2)/2)i% B fm & B3k #1iE O mf—tkr] TR A AR D
BRKme B A SRR me AT A2 B 5d B ad &%
&“*ﬁimw“%&ﬁme1%6@x®WQﬁz+méﬂ(a—>°
-l AF AWM (Geneontology) FALE A 47 > S5 kT 0 =
R ka2 A SRR R me FAFILARZ LR > ALE %
sagsg K ){%%ﬁ%'ﬂf‘%#’ FEAE & o VP iE- 1295 Gene
ontology en% % > A 47 % B L& L AP &AM EF L F ik F o 1
L3 /g i) PathwayAssnst (Stratagene) T A R R e R
XROKRR R WE R B LR RSB LF RO TR A
7o AP L AFIFEHEOMIBE - SEF R T AF O FE
Acute-phase response ~ Major histocompatibility complex ~ Inflammation -
Cell survival ~ Death ~ Proliferation ~ Differentiation ~ Apoptosis -
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Maturation ~ Assemble ~ Polymerize ~ Nucleotide-excision repair ~ Tumor
necrosis factor ~ Cytokine activity ~ Transcription factor 3 B (Bl= - - )
B 33 ¥ eh4k ¥1¥2 Proliferation ~ Differentiation ~ Motility ~ Focal contact -
Remodeling ~ Regulation of signal transduction ~ Chemokine activity -
Secretion ~ Integrin ~ Tryptase 7 & (B= 1= )

I A AR R ORSREER e s S RE AT R R B
145 HigL5-(L1+L2)/2)5 1 /& & Bk #1iE M enA AT ik 4 % &
REORE R AR e s P S HE AT AR P 5 FRE ey
HEFEV it e ririE D 1318 BRI FAL AT (£
- Do iE— HF1* A F] A 4% (Gene ontology ) 7 AL A 47 > & % BT o
PR R OREREM AR S REAFE R BE AAR
AP EEFLF BOAFRE L RE L AriE- 45 Gene
ontology e % » A 45 %8 Lk kA &g L F AP M gk F] o
* £ 408 PathwayAssist (Stratagene) R AT K OKE R AR
Mmoo it AR HAF ARG LB LA GEE LK R M AT
BELAYT O FHEEAFIFEZOMEE - B 5 F R L AL PAT]
22 Acute-phase response ~ Major histocompatibility complex -~
Inflammation ~ Cell survival ~ Death ~ Proliferation - Differentiation ~
Apoptosis ~ Maturation -~ Assemble ~ Polymerize ~ Nucleotide-excision
repair ~ Tumor necrosis factor ~ Cytokine activity - Transcription factor 3
M(Bl= -+ = ) f A4 %122 Proliferation ~ Differentiation ~ Motility ~
Focal contact ~ Regulation of signal transduction ~ Chemokine activity ~
Secretion ~ Integrin 3 B (B=+w )e

A AT BRI RS R e Rk e A A 2 B

9% Hi:L5-L4 w"[%}*ﬂlﬁ,\?{"mf““mér]“mk *RT A RE
R AR R R e AT AR P S R %R eV L
kLIt A T ERE D 319 B DB FED q_mé_r] (- )oit— Hq|*
£ F1 A 8% (Geneontology) FHLE 47 > B% kT > + BT ¥ k¥
MR R AR REAFLIRZFE AAR L RBEEFE Y
F ek Fl it z‘im‘a‘l& o A ie— #1345 Gene ontology s
oA FE LR A EEF LR AP AT o 1 2 XAl
PathwayASS|st (Stratagene) TR AALT X REFREIR IR AW
o HAGRE FABSag LFr R OAFRREAIT FHEEA
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FIRE R ek M o BRI I A ensl F1¥2 Regulation of signal
transduction ~ Chemokine activity ~ Motility 7 # (B= 17 ). § # ¥
er1zk F1 22 Proliferation ~ Immune response ~ Pathogenesis ~ Demyelination
Chemokine activity ~ Secretion 7 B (®l= -+ = )-

AFFEIRA AR FRERASREASR TR K we B AFILARZ
995 HipL5-L3 i@ & Bk frE e A 7T £ 4 B % ¥k
RAESREASH R R mPe FAFI LR Z LR o 5d i g %
BT R S AT EE D 364 BRIBEEFAL AT (£-)
W 1 * K F] A48 (Gene ontology ) FALE ~ 47 » B % B > %
EEREFRAAHS A IR R e FRAFARZ L8 5 A d
AR EEE LF R TRt LREE S AP A1
Gene ontology &% » 217 4B LB A AR S EF LK RAPM R
r] o 4% £ % 348 PathwayAssist ( Stratagene) - 3=z + A% ¥ -k E %
AARBEASRPH R P ATLR BE LR Rnsag
F AR M AR B T A 4T o ﬁ#&w{tﬁﬁsﬂﬁagi&mfﬁé%ﬁ c B E
oo A4 engk Flg2 Acute-phase response ~ Major histocompatibility
complex ~ Inflamation -~ Cell survival - Death ~ Proliferation -~
Differentiation ~ Apoptosis ~ Maturation ~ Assemble -~ Polymerize -
Nucleotide-excision repair ~ Tumor necrosis factor ~ Cytokine activity -
Transcription factor 3 B (Bl= -+ - ) - f # 4 a4 F]& Antigen
presentation ~ Secretion ~ Endocytosis -~ Mobilization -~ Motility -~
Inflammation ~ CC Chemokine ~ Chemokine activity 7 B (®l= + ~ ) o

-\1\-

BB R

CEEH SRR R e 2 4 BT R E R AILIE L A $ R R

Mmre F AT LR £ 8

1235 Higld-L3 i & & Bk “1E 4 en A ]9 (5 £ & 3 ehfit 2R
CRCA N }\—rn’z’/iimé\g\'il‘m*ﬂ”ﬁ# wie AR FIRILZ A
B oogd B e ke T Lot a5 éiE 1 598 B X Pl ER
Frenfh 7] (£ - ) o iE- HF1* A F A% (Gene ontology) TR
PETEICE S - %\-é’nmﬁf”{;l* ‘¥ '*’% R F R E TR A R D
PR meFAFILARZ LR » ALE A AR S EF L F Bl 7R
Pt B E & e VPR - 9 1345 Gene ontology el R AR IS SRS
FopRBEEF LF AR TF o I 2 X a8 PathwayAssist
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(Stratagene) » =iz X B PR K w2 BT IR ERAIT A SR
gt R e AT AR LR > HE g AR S E g L F AP
R FEF AN FHELAFIFEHORHE - S5 FR > 2 AK
ek %122 Differentiation -~ Secretion~ Accumulation ~ Regulation of signal
transduction ~ Mutagenesis ~ Immune response ~ Proliferation ~ Synthesis ~
Inflammation~ Motility ~ Degranulation ~ Immunity ~ Antigen processing -
Mobilization ~ Cytokine activity ~ CC Chemokine ~ Chemokine activity -
Integrin 3 B (B=-+4 ) o f A4 FIR g Secretion 7 B (Bl
+)

AL EHEFFALT I ORI RE AR e LA N R
HoAPdLaye 232 BT L REREAF o T etk (KG-1 cell
line) A T4 MR Femmh (FLIERRIFLF Y FELR §
3 o= % 3F 4 > DOH91-TD-1159 - CCMP92-RD-116 ~ CCMP93-RD-105
FI* cCDNA ML kEf- B A+ 2 bk sh? T #0471 5)

B2 RZERAPCRA BT R IR EER R R R K e an
AFILIALRE > Rypp » BRI k2 By 4 v AP AT
So PR ERKGRE 0 M BRRATEIIZ G ORATIBN RS B
Vohelichh c B AAXPH Y BT T HA S B OHR R we AT A
2o B8 (195 HeL3-((L1+L2)/2)i% B e & BK #73% 01 ek 7] (% 4
%u%&-L+ﬂ§%k¢%w%ﬁx%wWeéfhiﬂf Ve ) o TR T
1202 B DB EFAI AT (- ) BATEFEFF AT I RERHEA
Be o o hm ek (KG-1cell line) snf A P f # @215 2L B
1136 BAFR R > P LB P FF 56 B (Ble +- ) » i
FAF oo AP RS T FHRTEINAFIAREER B LT AL
100 B A FEFE - AP 2 F ek FIR G 7 B i 3.5%(Hle = )
LA BIApE M BERE TR RESR R we AR T A
HUEF (x* LB o AA L » KG-1cell line 3 CD34™en% #) & 2k * 'm
RS E ST TR RIS RS P
Mimre o 7 5d e ged Tl ¥ P ahE 2k (Monocyte ) #raT
Am ko AET EAHNA 0 &wA A PSR 5T X RE
Rk BAREFIEH EE o

2 HhA B ERAPALEFF &Y ¥ 4F 3 Pharmacokinetics -
pharmacodynamic s st o AR F L F A Tk w e £ A
BT AT FKE Ry s e (fraction collect) A 479 B » & k2
- A B AT T e & 0 35 A1 s ekl & (major fraction
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component) » i F F B o o 47 & RE 1T 5 3 G s iy o pIne A
Traﬁiftt )‘Lé *‘?\19‘5 ﬂ}#?fﬁ’ = fﬁ'*if”*fﬂl ;\j»*\lf’gﬁ—!—xi—
HBPEREL X b (T, TP L RERD 2iBT o oo -
AR 2RAPALLFARTE 2P ET TR T %t £ 4
R 7 e AL E L RER - AR A #f&jj_}éitﬁé:?i;}ffé‘ﬁ‘ﬁ kFL
WA BT R ORFIBRHEHRBULE RELED SR T 0 gt PR
Ao PRI AR RRTE R 2 ) R REmRT R T AL
Remddk o ARAPRE- HRBERFL L] R nsit, - H
R B o 13’)5 s (PR SANe F I d RA Y XS L ekie
T

FHELR S ERAPRARAFIR Y NEE A PRY UTAE
BRI A TS P k% (- ) JI* dye swap ehiE 5 Lk SLp S
PR RANPF SR Bl o A PR LR AT AT B
44 A o [1)  B%% - 2> L1 (control % A% ¥K3% 0
pl/ml)-[2]) i B2k 2+ % = %2> L2 (control ¥ % & % ¥ -k 3% OuI/mI ;
2 L1 S4pF RNA VPR o po3nvdrdle ) - [3] @ Bkt % = &
L3 (CS20 % A % ¥ -k%7%2 20 pliml)-[4) 2 Bl %2 22> L4
(LPS #7g 255 1 ug/ml) - [5]) @ Bk %7 &2 > L5 (LPS+CS 7y
SpELlug/ml4e® B F-kE220ul/ml) (Bl- ) H Y L12 L2 & 4p
e RNA A& 28 % — fhenfh & foie BREh p g h po 3Rl e
STILi% B A TAR P AR A IRl e > «'4/;3 ¥R g ok chi gy
Moo SRR e Bk e IR e &R S e AR TR A T
(VU RALEF RRDATIEUFE L AT 55 287 ) BEY
o AR AR R e AT AR S FApE ] 2 BT 00 4R F
o FREDL GRS  SHROGERET AT RDRFPY B
(Bl L= ) o pteb P Bk P » 5 2 2 ¥ %737 $3
(dyeswap) (i % » 5 ¥ 1% %J—n;‘*%fﬁjﬁl Tt o % - % dye swap
FH LI F L2, L2 % L3 HP L1-L2 ¥ 24pleenfis > 54
hypothesis 2 2 hypothesis 5 3+ ﬁ o SN AILE T Ad L w100 B
AFlEFy o B 5 179 B AFILE o v B ik 89.590 0 i AT
T 179 B Fenfl B A w g 1 100%E f A drah- KRR
e A (Ble L2 ) o %= edyeswap 5% > L1 ¥ L4 L4 % L2
HeY L1128 % 240 F ek & > 55d hypothesis 3 2 hypothesis 6 3+
FoAPRARET AL 100 BAFEF LR H Y 5 186 B
KT B o v 9300 0 12— A 735 186 B B ek T A -
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Il —’éf'J 100%: f A $ren- RILE mz‘wm'\a‘w M (BleLt7:) %
igdyeswap‘;'i',% L1 L5512 279 L1I-L2 8 % >24pF e
# A& » & d hypothesis 4 2 hypothesis 7 * ﬁ o NPH-LAIELDL AL
L9 100 BAFEF g B Y 5 188 BAFIL & o 1t b ik 9495 - i
- A F7ie 188 B B A F] o AN T 'J—gf'J 100%1 § A 47 en
- RPEEERFOEHE (Be L) o(Z) 2T- #RaFY o
AP 41 * Real-time PCR & 7 /233 o

FHERZRMY AT X2 REF RN 07 g2 > BLET
TNF-o ~ IL-12 % Beiic 4 e 40 382 ¢ SR LB & A F > 2 £
d RRF R PR > eiiea d B30k LAmind AT S P EE D
FERoAFIEBIZEFFAERAP KRIFHER > E] D
ZAFEEAEIEP o AhE AR PF e & Real-time PCR & 7 FE3n
RiThrzgantd e » B pHh 2 EREFFR4E F B (Real-time
PCR) ##7 k%#HAFI&H ¥ FHhi % - 2 L5 3 ~ @ * Real-time
PCR 7z:% R>0.9 1 A P end & 2 % 27 Real-time PCR s % 4p B 14
fed (FLfFmitwrd 3¢ FELR EA L+ 5L
DOH91-TD-1159 ~ CCMP92-RD-116 ~ CCMP93-RD-105 41 * cDNA &
A RE - BAF AP kY FEART L) o AP 4
¥ TINF-a ~1L-12 2 &g 4 ApM A Fl o 1% oy 28 K & e gy
};)@“E '}‘5561\?\:33."

oo g HA Y B2 UERHSLREZ A1 E 0 RIEARRE
wmre A TNF-a ~IL-12 > H 8% £ % B E 3k pdrd] o bomzp
v # &_d *ttotal cellular function®$ i< ? %‘—’J#g; ur“ SRR e % s At
SEF R RERFASROFR e FE e > R ey
AR o LB A EARESNY BT R K% 5101520 ul/ml >
rﬂ/ﬁfﬁ X {8 0 YgBme b ’F ik o "’}' | # ﬁf’%ﬂfﬁu 'i»l: » ‘:}‘KI‘T/”\*{WZ‘ B £ At
XAk mre & WSTNF-q % IL-12608 - 2% 871 0 A RaR Kime
HARTNF-¢ 2 IL-12c08 45 > 18P 2 J Ao r 2 BT RORER
BT aFef (DALY ARE RE e B-) - H¢ >
AR e B A RTNF- % IL-1208 45 » )3 3] 0 i
P % 0 L g M AT 7 B - X eH[46-48] > F 5 A 2 B R R
1 %&P‘»)}I‘m o T % w?z—"r K5 S R I VA =~ 32 F —2,‘3-'3
oo R RmER A S X 0 A wSS g S Elug/miz 3 e H R et
BT ERER 521021520 pl/ml > $lged =% 13 0 feBimre b Fin o
FI % fEE B S A B RS A 72 R R AR R e & TNF-a % IL-12
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PR R OR SR g Il S BRIk m e & i TNF-
i }?E, 5 ﬁ%l ug/mlie X B2 % B % XK 3% 2 ipd > B~ -A)
ZL-12 (&3 g s pElugimlie A g2 4 2% ﬁf}ir?;‘&:@ifﬁﬁ;’ Bl -
B) P FHEH IS L EHEF o ARNAAPL PR
Rk mre (21353 % 5 BEL ug/iml) € A TNF-a % IL-12 5 3%
Gk ARl a3 4 § - Ren[40, 46-48] o A2 H enE % B
T A BE R RE R €M SRR e & R TNF-a % IL-12( &
control ratio@ 4p+* ) » fe §_7 3t Kﬁ%total cellular function&_% "% i1 » &
FZ At o APRAY R R EREPFEY F R (Realtime
PCR) #17 k%A FI&H H S niE % - FEAFL ¢ £49TNF-a
IL-12% Bvegac 2 AR el Fo 1% B T E R PR F Ri2- H %
¥ 0 FEanU A &_d >ttotal cellular function®s i< o
Bhic AL A K72 Miﬂ;f%fm% S8 FORE R AR N e
> TNF-a ~ IL-12 2 Bei 4 4 frdlic 4 SLDR2BP X §m
# ':?ﬂ&mf?ﬂ*i[l?] A PR ? AW BRI AT XA
i ? pEME B (PSCS) {1 monocyte {s =0 conditional media
(PSCS-MNC-CM) %33 % 4 ¢ o g e $ (U937 cell line) % 3.
FALT AR BME D B L A5 o e i (U937
cell line) 2 & -~ iie A #f v & J etk (U937 cell line) 4 iz TNF-
a% Wi prma 4t [17] o SHai s iy A8 H P B REINL hE E
AR o AT (1) BRI APERRY P BT Y
RERRIEM R A W% > d RERAY 2 AL TNl pER Y
P~% 1% monocyte {s &0 conditional media (PSCS-MNC-CM) % %
LEE e (U937 cell line) - (2) wm*zk (cell line) # ¢ » &
FHEYIF AL RHE P me T T4 2 BER K me ((Human
monocytes- derived dendritic cells ) @ Fft FcF2f] & * FaR; fmPe Rk A 57 0
_\i;fffif;fem’?é“f% (U937 cellline) - (3) #ME 2+ Fp » Fla AF 7t * cnlm
e a W PimtE o AR F R X ORFRAAE N P e 2
E SR (e 5 >00%) @ MK T + AT K44 4N
ﬁj% 5 B4 (PSCS) e £ B g;};p;p mie 4 Koo At b a@d o, A
PR HRNEBEE ARSI - R P AP LT, A FT
EORE R A K ﬂ;v}}%.m’?é’fi (KG-1 cell line) ek %)% il = &
HTTE o % BT YR e BB R R e A A TR R R
L B (A% 47 ?) » FP BRSPS R4 G VoA e
AFEFIREZEFF o AERAPC SRIFHER > R
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RIFRAEIER « AP T 4 AT ERE R AR e A v
R PIE A AL X ORE R R e B 4 ORI 0 E
AP AP REPAFL S T L RS EIp s T o B E AR
- HedEH A AR T EHTHR PR LR AT AR Y =
Eoantg e o A PRLE-HP '%M%ﬁréﬁ“ﬁfxﬂ%“m”?iI ¥
S T A AR R R B R R e J T wre 2 B P
Afps A b T E R EFF R4 F B (Real-time PCR) 4 47 ks #%
AT PR RS o by 5 gt 4 B B 1% (Biological replicate )
PEE M AP FFHRAF L A aant Y o B -t B 7
FHA S BEF-RDA TN PR BRI TR SRR T LA
DRI RAFIREL o ARAPH I AT F &%*”:ﬁ%

AR TR B BT XA OFNMA S AT A
PRAT IR ORER

o
X

L~ B2Hhadi

AFE I EPE AP E - Ex T 0T BB PR ()
=2 A Qﬁﬁxﬁ*‘m”?mw hrEE kA (2 A AT X R E R
wWE R LR - el () E A SRR irairoE P /AP EP
m#ﬂ_%ﬂw?#’ﬁh c(d) mAIEREBT AW %ﬁfﬁ;} e A T R
2 (B) REFAKFAF L FAWE Tk BB PR R R

AERAPRA(]) = AT TR K me L
FEZRP Q) =R ATTH IR R me a4 2858 - (3)
AT E S F REFAFL PR & o (4) A AT PG -
G)FI* AT & P EHMFEFFF AT X R K LT R 2P
e @) " 2 aF AT RATL Y LBk X1 HE ST N
EAE A BT TR R R e AT ARG 2 AT AR EH LLL &
R3EZ Y éhfrm Bt ienE k- - B o

AP E AR R AR RAE g Fp kAR
* e B ﬂ#f‘% FERDNLE FAD G e — Rk me o L P %
FH o kA X EL Rt AR A HwT LAY R ORI F
FEREAJT IR R o LT L RBHORET > 8- HF a7
Feni R A AT T HBSH TR e LRSS N 2T a0 44

40



¢ %%&i’ﬁ 5278 % 3p

AE XN R R L ERNEHITRA IR AR o F Y R T

k¥ = &g Ef A4 AT E TR e R 3§t
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/] 3+100% > BhenE f& < 375 um o F-#& 2 5 7 p<0.00001)

Hvpothesis Formula Tenes

All data 4454
HOO L1=LZ=L3=L4=L5 1732
HO1 L1=L2 2
HiOZ L3-L1=D 1089
HO3 L4-L1=D 1396
HiO4 L5-L1=D 1223
HO5S L3-L2=0 Q95
HO& L4-L2=0 1223
HO7 L5-L2=0 1095
HOS L3=(L1+L2)2 1202
HiO9 La4=(L1+L2)2 1456
H1O L5=(L1+L2)2 1318
H1l L5=L4 319
H12 L5=L23 36d

H13 L4=L3 D93
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PRATEORERHEA SRR R wie o AATFIAR P E LR K
AA G R TF) c X348 AT XA G IO 5 L AT

297 ©
Gene mame  Loppmbo  Title Unigene
Coa3 A0 CDA3antigen factivated B lymphocytes, immuncglobulin superfamily) Hs 434703
NFEEL 20308 Wuckear factor of kappa light polypeptide sene enbencer in B-ells 1 (pl05) He 431925
ILIRI 15305 Interlenkin 1 receptor, trpe [ Hz.516249
ARCFL 128403 ATPhindmg cassetie, sub-family F (GCNZ0), member 1 Hsz 9573
TAFEF 12404 TAF bnding peotein {rapasim) Hs 370837
13 LI4HIZ  Intedekin 3 Hs o
ADAE LOEHLDT  Adencsine deaminsse, BN A-specific Hs.[2341
STATIS LMD Signal tramsducer and activaior of ranecripfion 54 Hs 4358
CD Q706 CT86 antipen (CDEH antigen ligand Z, B7-2 anfigen) Hs71182
CECLLD  DAEHLID  Chemokine (C-%-C modf) Tpand 10 Hs 413524
TAPL 05H0E  Transporkr 1, ATPhindmg cassetie, sub-family B (MDRSTAF) Hs. 352015
PTEIL O5H04  PTEL pociein trrosine kingse Sike (A6-related protein) Hs 436439
3 046106 Complement component 3 Ha 520053
CLa4 Q4IH)M  CT8 antigen, alpha polypeptids (p32) Hs 25253
(0] D405 Complement component 9 He. 1200
18GF3G 3HG  Interferon-stimubsted tramscription Bactor 3, gamma 48k Ta Hz.lT06
Lok A0S Ioterleakin & receptoc Hs.1 35087
KAl N2 M Membrane-sgenning 4-domams, subfamily &, member 1 Hz 438040
FADD 2HIN5  Fas (TNFRSFS)associated wia death domain Hs.A6131
ILZRE ZH004  Interlenkin 2 veceptor, befa He AT4T757
ITGEL {05 Intesrin, beta 1 (fhronectn receptor, beta polypeptide, antigen CDZY inclodes MDFZ, M3ELS)  Hp 420052
LILEE] 0506 Lenkocste immunoglobulm ke recepior, subfamily B (with T and 1T1M domsins), member 3 Hs. 140534
HEH1 53H0T7  Histamdne recepior Bl Hz L5
LOCE? 5306 Dedicalor of cytokinesis 2 Hs 329528
HE3IC1 506 Muckesr recepior subtamily 3, group C, member | ighicocorticaid recepior) He 12255
IFIT1 0paH0E  Iterferon-nduced protem with tetratricopeptide repeats 1 Hs 20315
HCEL OAHNS  KCE adapior prokedn L He AT7093
CEEFE 070 CCAATfenhancer binding protem (CEEF), beta Hz. 517106
THESFLY  OMHS  Tumer necross factor (Hzand) soperfamily, member 12 Hs. 4073
Coa3 QA0S CDO3 antigen Hs 443057
TOLLIE DA Tollinteracting profein Hs 368527
LCF? 0408 Lymphocyie criosclic pootein 2 (SH2 domain containing leukecste pootein of kD) Hs. 34475
HLADFEL D8EHLIZ  Magon hisocompatibdity complez, class I, DF beta 1 Hs 435130
STAR] Q03005 Smbilm ] Hs 301989
HDarcd  100H) M Hisione deacetylase 4 Hz HfA16
CYER 124001 Crlochrome b-245, bets polypeptide ichronic sranmlomatons disease) Hs 202356
HL&-DQAL -L36HJ0E  Major histocompatibdity complez, class 11, DO alphz | Hs 387679
CDIB3 1414105 CDI6Y abigen H.S0d6d]
CT38 16H)E  Cathepsind Hs [E1301
CoLC 18815 CDIC antigen, c polypeptide He.l311
CDLE 2182 CDlbantigen Hs. 1310
CCRL 221M06  Chemokine (C-C motf) recepior 1 He 301921
CCLE 2306 Chemokine (C-C motf) ligand 8 Hs 271337
CCL14 246107 Chemokine (C-C motf) ligand 18 (palmonary and activationsepulated) Hs.[43%1
CCL7 254004 Chemoking (C-C motf) ligand 7 Hs 251526
GEM 207 GTP bnding protein overezpressed i sheletal muscle Hs. 45139
CTsC 206 Cathepsin C Hs. 128065
ATFL A0 Allogett inflammatory facior 1 Hs. 0354
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Cene_name  Logpratio  Title Unigene
NFEEL 2031008 Nuclear factor of kappa light polypeptide gene enhancer in Bcells 1 (pl05) Hs.431926
ILIE] 1.5340.05  Interleukin | receptor, type [ Hz.516249
ABCF] 1281003 ATP-binding cassette, subSfamily F (GCN20), member 1 Hz.9573
L8 1144012 Interleukin 8 Hs.624
CXCLIO 06810.10  Chemokine (C-X-C motif) ligand 10 Hz.413924
PTEOL 0.5440.04  PTEIL protein tyiosine kinase 9-like (AH-related protein) Hs.436430
C3 0461006  Complement component 3 Hs.529053
HRHI 0.5310.07  Histamine receptor Hl Hz.1570
DOCE?Z 0534006 Dedicator of cytokinesis 2 Hs.325528
NE3CI1 1.59140.06  Muclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor)  Hs.122926
CEEFE N7130.09  CCAAT/enhancer binding protein (C/EEF), beta Hz.517106
TOLLIF 0804004 Toll interacting protein Hz.368527
STAEL 1034008 Stabilin Hs.301959
HDACH 1904004 Histone deacetylase 4 Hz.20516
CYBE 1224011 Cytochrome b-245, beta polypeptide (chronic granulomatons disease) Hz.292356
CCRI 2211016 Chemokine (C-C motif) receptor 1 Hs.301921
CCLE 2231006 Chemokine (C-C motif) ligand 8 Hs.271387
CCLY 2524004 Chemokine (C-C motif) ligand 7 Hz.251526
CCL1S 257009 Chemokine (C-C motif) ligand 18 (pulmonary and activation-regulated) Hs.143961
AIFL 3191010 Allograft inflammatory factor 1 Hz. 76364
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Geze_name Logematio  Tile Unigene
BF 3831026  B-actor, pioperdin He 4771
I8 3254011 Interleukin 8 Hsf24
CcD&3 2971004  CD83 antigen (activated B lymphocytes, immunogiobulin superfamily) Hs 484703
CXCL10 2341010  Chemokine (C-X-C motif) ligand 10 Hs 413004
RIPK2 2524012 Receplor-interacting senne-threopine kinass 2 He.103755
IFIT1 2302016  Interferon-induced protein with tetratricopeptide repeats | Hs20315
NFKBL 22634008 Nuclear factor of kappa light polypeptide pene enhances in Bells | (pl0S) He431920
CDes 2091006  CDSH antigen {CD28 antigen ligand 2, E7-2 antigen) Hs.171182
STATSA 1593008  Sigmal wransducer and activator of ranscription SA He 437053
2 1493005  Complement component § Hs.1290
ILIRI 1463005  Interleukin | recepion, type [ Hs516249
ABCFL 1353003 ATP-binding cassette, subfamily F (GCN20), member 1 He 9573
TRIMZ2 1283006  Tripertite motif containing 22 Hs. 501773
ADAR 1174007 Adenceme dezmmass, RN A-gpecific Hel234]
ADORAZA 1074007  Adenceme A2a recepion Hs. 197029
TAPL 1073008  Teansporter I, ATP-binding cassetie, subfamily B (MDR/TAF) Hs.352018
TAPEP 1043008  TAP binding protein (tapasin) Hs.370937
c3 0902005  Complement component 3 Hs 529053
ISGE3G 0871006  Interferon-stimulated transcption factor 3, gamma 48kDa He.lN6
TNFSFIO 0733010 Tumor necrosss factor (ligand) superfamily, member 10 Hed 78275
CC84A 0561004  CDSanfgen, alpha polypeptide (p32) He 85258
PTEOL 0522004 PTEOL protein tyrosme kinass Slike (A6aelated peotein) Hed35439
IL6R 0304005  Interleukin & receptor Hs.135087
MS4al 0233004  Membranespanxing 4 domains, subfamaly &, member | He 433040
ANXALL 0203003  Annexin ALl He. 530291
CD% D273005  CD%actigen He 142023
HHEX 0361006 Hematopoiencally sxpressed homeobox He 118651
RGSL 0381005  Regulator of G-peotein signalling 1 He 75256
CTSW 0392006  Cathepsm W (ymphopain) Ha 416848
NR3CL 0413005 Nuclear receptor subfamily 3, group C, membes 1 (glucocorticoid receptoe) Hs.122926
cD24 DAZ006  CD24 antigen (small cell lung carcinoma cluster 4 anfigen) Hs 375108
HEHI 0422007  Histamine recepior Hi He.1570
CcD53 0504005  CDS3antigen Hs 443057
HL&-DQAL 0591006  Major hisiocompatibility complex, class 11, DQalpha | He 387679
SPN 0602007  Salophocin (2pL115, lenkosialin, CD43) HeA61934
1TGBL 053005  Integrin, beta 1 {fibronectin receptor, beta polypeptide, anfgen CD29 mcludes MDF2, MSK12)  HsA429052
LILRE] 0531007  Leukocyts immunoglobulinike receptor, subfamily B (with TM and 1TIM domains), member 3 Hs. 149924
DOCE2 054007 Dedicator of cytokinesis 2 Hs 325528
CLC D707 Charcot-Leyden ciystal protem He889
C1ss 0.7640.06 Cathepsin § Hs.181301
CYBE 0804013 Cytochrome b-245, beta polypepside (chromic granulomatous dissase) H 202356
HDACS 0904004 Histone deacetylase £ He 20516
DEFZPS64X863 097006  DKFZP564X663 protein Hs3%6719
STABI 1002008 Stabdlin | H:.301%89
TNFSFI3 -0320.01  Tumer necrosss factor (ligand) superfamily, member 12 Hs 54673
TOLLIP -L1830M  Toll interacting protem Hs.363527
HLA-DFBL 1244014 Major histocompatibaity complex, class I, DP beta | He 485130
CCL18 12745007 Chemokine (C-C motif) ligand 18 (palmonary and activationsegulated) Hs.143961
CDI63 1513010  CDI63 antigen Hs 504641
CCRIL -19030.17  Chemokine (C-C motif) receptor 1 Ha 301921
CCL2 1961006  Chemokine (C-C moiif) ligand 8 He 271337
CCLT 22910  Chemokine (C-C motif) ligand 7 Hs 251526
CDiC 237014 CDIC antigen, ¢ polypeptide BHs.1311
C1sC 2554006  CathepsmnC He 128065
CDIB 2743032  CDlbantigen Hs.1310
GEM 2763003  GTP binding peotein overexpressad in skeletal muscle Hs.345139
AlFL 323011 Allograft inflammatory factor 1 He. 76364
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Cene_name  Logaratio Title Unizene
IL8 3.2510.11 Interlenkin 8 Ha.624
CHCLLO 2.83410.10 Chemokine (C-¥-C motif) ligand 10 Hs.413924
RIFEZ 2.5240.12 Receptor-nteracting serine-threonine kinase 2 Hs.103755
NFEEL 2.2610.08 Nuclear factor of kappa light polypeptide gene enhancer in Bcells 1 (p105) Hs.431926
ILIEL 1461005 Interleukin 1 receptor, type I Hz.516240
A4BCFL 1.3810.03 ATF-binding cassette, subLfamily F (GCNZ20), member 1 Hz.9573
ADORAZA  LOT007 Adenosine A2a receptor Hs.197029
C3 0.9010.05 Complement component 3 Hs.529053
FTE9L 0.5210.04 FTE9L protein tyrosine kinase 9-like (46 1elated protein) Hs.436439
NE3CL 04141005 Nuclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor) Hs. 122026
HREHI 0421007 Histamine receptor H1 Ha.l570
DOCEZ 0641007 Dedicator of cytokinesis 2 Hs.325528
CYEE £0.9040.13 Cytochrome b-245, beta polypeptide {chronic granulomatous disease) Hs.292356
HDACH 0.9040.04 Histone deacetylagse 4 Hs.20516
STAEL -1.00£0.09 Stabilin 1 Hs.301989
TOLLIP -1.1840.04 Toll interacting protein Hs.268527
CCL1& -1.5440.09 Chemokine (C-C motif) ligand 18 (pulmonary and activationTegulated) Hs.143961
CCRL -1.9020.17 Chemokine (C-C motif) receptor 1 He.301921
CCLE -1.9910.06 Chemokine (C-C motif) ligand & Hs.271387
CCL? 2201004 Chemokine (C-C motif) ligand 7 He.251526
4IFL 323001 Allograft inflammatory factor 1 Hs.76364

84



¢ %%ﬁi’? 218 % 3p

A AATEREREER R DAL AH ARFARY 2 AR
AR EAM AT £ 4 54B AT 2 AT 26 5 f AL
432 -

Gene name Log, ratio Title Urigene

EBF 15435 Bdactor, properdin He 0771

ILE ML mmedekin & Hef24

L3 20205 CDE3antigen (otivated B rmphocytes, mmumoglobuln superfamily) He 434703

RIPEZ ZAM 12 Receplordnteracting serine$hrecnine knass 2 He.10375

MFEEL I Mhuclear factor of kappa Hght polypeptide pene enbemcer im Bcalls 1 (pl05) He 431925

CL4n L3306 CL86anbgen (COE20 antigen ligand 2, B7-2 antigen) Hz 171182

IL1EL 14305 terlenkin 1 rscepior, type 1 He 515244

CTATSA 1404010 Cignal fransducsr and activator of tamscription 54 He AT

ABCFL 1230 ATPbinding cassetie, subfamily F 0GCHED), member 1 Hz 5573

CHECLI 122410 Chemoke (C-X-C motif) ligand 10 He 413934

TAFL L0308 Tramsposter 1, ATF-hinding cassefiz, sub-family B (MDRITAF) He 252018

TR 05705 Tripartide motif containing &2 Hz. 50177

[ 09441006  Complement component 9 He.1240

TAFEF QO[04 TAF binding protein fapssin) He 3%A37

ADAE 08107 Adenceine deaminese, BN A-gpecific Hz 171

ADCEAZA 0OtD06  Adenceine A%a receptor He 107029

COE4& QT CD4 antigen, alpha polypeptide (p3e) He22298

3 056006  Complement compenent 3 He 524053

[85F3G QA6 Mmterfaron-stimulated franscription factor 3, zamma 43k Hez1%%

FTESL 51004 PTEYL protem tvrosine kinass Sike {40 elaied pootin) HzA35434

FADD Q305 Fas (TNFESFG)-associzied via death domain HzA6151

AL 0254 Membrans-spanning 4-domains, subfamily &, member 1 He A35040]

CLH6 D205 CI%antgen Hz. 142023

MCEL 30H005  MCE adaptor poodedn 1 He ATTHS5

CLC DASNOT  Chamcot-Lepden crvstal protem Hz539

Chid D44006  CDP4 antigen Gmall cell lung carcinoma cluster 4 anfigen) He. 375106

ME3CL DATH0G  Muclear receptor subfamdly 3, group C, member 1 glucocorticoid raseptar) He 1220260

MAPELL L5108 Mitogen-activalad poodn kinass 14 He 485233

LILEEL LDARDOT Lenkocyie immmoplobalindike rcepbor, subfamily B (with Thi and ITIM domaing), member 3 He 149924

HRHL DACD0G  Histmme recepior HL Hz.1570

[TGEL LAI05 [ntegrm, betz 1 fibronectin recepion, beta polypeptide, antigen COZY inclundes MDFZ, MSELY)  He 420052

[FIT1 L0006 [nterferon-miduced protein with fetratricopeptids repeats 1 He 2315

DOCKEZ DIIHOT  Dedicator of orickinesis 2 Hz. 3255248

DEFZFSI00S 071006  DEFZPIS4INEA2 protem Hz. 335714

Cha3 L0 CDO3ankigen HzA43057

HIDACY 1M Histone deacetvlase 4 HeZ515

TOLLIF 1055 Toll infetacting prodein He 268327

STAEL L0TH0E Stakiln 1 Hz. 301989

TMFSF13 114113 Tumor necresis facior ligand) superfamily, member 12 He.S4672

CYER 1164013 Criochrome b-245, beta polypeptide (chronic sranulomatous dissass) He 292355

HLA-DPEL 3005 Magor histocompatibdity complez, class [, DF beta 1 HzA3513]

HLA-DGAL A0S Major histocompatibdity comples, class I, DO alpha 1 He 387679

CTss 153005 Cathepsin 2 Hz 181301

D163 1559406 CD163 anfizen Hz.504641

colC 206014 CD1C antigen, ¢ polypeptide Hel311

CCEl 2354015 Chemokine [C-C motif) recepior 1 He 301921

CCLLE 27107 Chemokme [C-C motif) ligand 18 (palmonary and activationtzgalated) Hz.143361

CDi4 29038 CD14antigen Hz. 103857

GEM 200007 GTF binding protein overszpresssd m shelsiz] muscle Hz. 45130

CDIB AXHIZ  CDlbantgen Hz.1310

AJF1 3404 allogralt milammators factor 1 HeTH364

Lz ASHM  Chemokine (C-C motifh lizand 7 HzZ51520

CTsC A6  CathepsinC He. 1 28065

CCLE 3564006 Chemokine [C-C motif) lizand § He 71387
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Gene name  Logoratio Title Unigene
IL3 3.1540.13 Interleukin 8 Hz.624
EIFEZ 24240.12 Receptor-nteracting serine-threonine kinase 2 H=.103755
NFKEL 2.2510.09 MNuclear factor of kappa light polypeptide gene enhancer in B-cells 1 (p105) Hs.431926
ILIR] 1.410.05 Interleukin 1 receptor, type Hs.516249
AEBCF] 1.2240.04 ATP-binding cassette, subSfamily F (GCN20), member 1 Hs.9573
CHCLLD 1.21+0.10 Chemokine (C-X-C motif) ligand 10 Hs413924
ADORAZA 0901006 Adenosine 423 receptor H=. 197029
C3 0661006 Complement compotent 3 Hs.529053
FTESL 0.5140.04 FTE9L protein tyrosine kinase 9-ike (A6-related protein) Hs.436439
NR3C1 0491006 MNuclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor)  Hs 122026
HERHI 0.6010.06 Histamine receptor H1 Hz.1570
DOCEZ 0713007 Dedicator of cytokinesis 2 H=.325528
HDACH 1003004 Histone deacetylase 4 Hs.20516
TGLLIF 106004 Toll interacting protein Hs.268527
STAEL -1.0740.08 Stabilin 1 Hz.301959
CYBE -1.1630.13 Cytochrome b-245, beta polypeptide (chronic granulomatous disease) Hz.292356
CCRL 2471015 Chemokine (C-C motif) receptor 1 H=.301921
CCL1B 2.7090.07 Chemokine (C-C motif) ligand 18 (pulmonary and activation-regulated) Hs.143961
CDl4 -2.9340.38 CD14 antigen Hz.163867
AIFL 2.4610.14 Allograft inflammatery factor 1 Hs. 76364
CCL? 3544004 Chemokine (C-C motif) ligand 7 Hz.251526
CCLA -3.6210.06 Chemokine (C-C motif) ligand & He.271387
TN %ﬁ%ﬂkfﬁiﬂa‘#%& AT e B TIALL LA
B EIM AT £ 13B AT 2T LB f AT
121 -
ene mame  Logpoatio Titk nigens
RG5L 140006 Fegulator of G-protem signalling 1 Hz.752%0
CTH3 0350005 CLE3 antigen (activated B [ymphocytes, mmuncelobulm superfamily) Hs 484703
HCEL D306 MCE. adapior proten 1 He 477603
CTH D507 CLER anfigen (COZ3 antizen ligand 2, BT anfigen) Hs.IT1182
o J5H0% Complement component Y He.l290
CTs2 {3007 Cathegem § Hs L1301
LILEEL DEEH0G Lekocyte immumoglobulindike receptor, subfamily B {with Th and [T domains), member 3 Hs 149574
BLADQAL 002007 Major kistocompatbdity complez, class I, DD alpha 1 Hs. 380
CTsC L0100 Cithepsm C Hs. 126065
CoLy 12500 Chemoking (C-C motif) ligand 7 Hs 25155
CCLLB 15008 e (100 motif) lizand 18 (polmonary and activation sesubzad Hs.143%]
CECLI0  -1f2H1Z IC-EC metif) ligand 10 Hs 413524
CCLE -LAeH0G Hs 271337
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Gene_name  Logoratio  Title Unigene

CCL7 1258004 Chemokine (C-C motif) ligand 7 Hs.251526
CCLIB 1524008 Chemokine (C-C motif) ligand 18 (pulmonary and activationtegulated) Hs.143%1
CECLID  -16240.12  Chemokine (C-X-C motif) ligand 10 Hs 413524
CCLE -1.6640.12  Chemokine (C-C motif) ligand 8 Hs.2 71387

2 AR FRASREAS RO ke B AT ARL L
H

BoHBER FADEAMDRTF c R ITRATF] > AT

i 5 fA4nF O o
Geme pame  Logmtio Tile nipee
1 20016 ieekn § Ha62d
EIPE2 LALTILS Reveodor-mieractng senne-fhreaning hanase 2 He. 03730
(06 073007 OB antigen (COR anfipen bgand 2, B7-2 amigen) Hs. 71182
TR (2006 Troparte motf-conteming 22 RN
x 0519007 Complement componesi % 1290
ADDRAZE [DIR Adenceme A e e 1T
) (420005 CTA3 antigen (actwated B [ymphocks, immunoglobilm spertamly) He RT3
TTA4 0317004  CTf antipen, alpha polypepdde (p32) 25259
TOLLI D260 Toll mieractng protem e 66507
TAFE? 02005 TAP binding proen tapaet) .S
(O D500 CO7M antigen (ueariant polypepid of major histooompatieity comples, class 1 antipen-assoctsied)  Hod 36308
OEM D55 GTP biding protem omeseapiessed in sheleial musele . 345150
(olc JIJES:I]U CDIC anfigen, ¢ polypepide He 1311
CTiC 6007 Cathegem C He. L2806
CEFIFRAIES 0 Q'I] (T DEFTPSB4J063 pootein He. 306716
(17 100 Chemoking (CC motf) fand 7 K215
(18 125007 Chemkine (CC mof) and § He 271347
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Geme pame  Logpmaiio Tile Unigene

IF] 201006 Interlenkm 3 Hafid

RIPE2 A5 Recepinr-mteracting ssrine-threonme kingse 2 He 103155
ADORAZA  05IH008 Edencaine 2 receplar He |00
TOLLIP D05 Tollinteractms protem He. 368527
COF {5108 COiF4 antigen (meariant polypeptide of majr kistocompatibdity complez, class [ anfipen-senciziad) He 436568
CeL? L0200 Chemoline (C-C motf) ligand 7 He 251526
Crl8 L5007 Chemokine (C-C motf) ligand § He 271387

M BATARL LB ﬁﬁu&}%& w%méﬂo%
420 AT LR 20 AT TH

[Gens name Logpratio  Tifle Unigens
CECLIG 2160001 Chemeling {C-¥-C medf) Hgand 10 Ha 13024
I8 2120013 Interlenkin & a4
RIFEZ 1911013 Receplorinferacting serime-threcnine kingse 2 He 103755
COa LAH0GT  CD86 antigen (CT28 anfigen Heand 2, BT-2 antigen) He 171082
CCL1A 1190008 Chemokine [T motf) ipand 18 {polmorary 2nd activation regulated) Hz. 143951
LILEEL 1130007 Leakocste immunoglobulinlike recepion, subfamily B (with TH and 1TIM domams), member 3 Ha. 149024
(] LOEH006  Complement component 9 He. 1250
TRIMZZ L0006 Tripartite modf-contzining 22 He. 501778
CTss 0O0H006  Cathepsin § He.I81301
HLADOAL OTHOOT  Major bistocompatibdlity comphex, class 11, DO 2lpha | He 387679
Coa3 0705 CD83 antigen (activated B lymphocytes, immmnoslobulin superfamily) He 454703
CEBPE 075009 CCAATknhancer binding protein (CEEF), beta Ha 517106
THESFI0 0740010 Tumor nectosis factor (ieand) superfamily, member 10 He 472275
ADORAZ A OAEH00T  Adenceine 523 recepton He. 1929
HCKL 0A4H006  NCE adapior protedn | He AT793
STATHA 058011 Siznal traneducer and activator of manscription 54 He 437055
ISGF3C 056006 Interferon-simulated transcription factor 3, pamma 48k T He. L'
LCF2 055000 Lymphocrte cytosclic protem 2 (SH2 domain oontaiing Jeukocyte prote of 7ok Da) He 304475
ThFL 051M009  Transporter 1, ATP-binding casestie, sub-family B (MDRITAF) Ha 352018
3 0450006 Complement component 3 He.520003
CCLE OATR0T  Chemokine (C-C mobf) igand & He. 271387
CCL7 0230 Chemokine {C-C motf) ligand 7 He.251526
[TGEL {20005 Infein, beta | (fibmonectin receptor, beta polypeptide, antigen CT20 mcludes MDF2, MSELZ) He 429052
TAPEF [3H005  TAP binding prodedn (iapasin) He. 30037
BGEL 3000 Fesulsior of G-pootein signallmg 1 He. 7523
TOLLIF 030005 Toll interacting protein Hs. 300527
CTSW {45007 Cathepsin W (smphogein) He. 4168342
CLC LFMO08  Chatoot-Leyden crvstal protem He 550
DEFZPIALINGEY -LOSHO0T  DEFZFOO4INRA prodein He. 356719
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Cene_name Logaratio Title Unigens
CHCLLO 2.1610.11 Chemokine (C-X-C motif) ligand 10 Hs.143961
1L 2124013 Interleukin & Hz.529053
RIFKZ 1.9140.13 Eeceptor-interacting serine-threonine kinase 2 Hs.197020
CCLLE 1.0310.10 Chemokine (C-C motif) ligand 18 (pulmonary and activationregulated)  Hs.624
CEEFE 0.7540.09 CCa4Tlenhancer binding protein (C/EBF), beta Hs.103755
ADORAZA 0681007 Adenosine A2a receptor Hs.251526
C3 0.4540.06 Complement component 3 Hs.517106
CCLe 0414007 Chemokine (C-C motif) ligand & Hs.271387
CCLY 0.2310.04 Chemokine (C-C motif) ligand 7 Hs.368527
TOLLIP 0.3840.05 Toll interacting protein Hs.413924
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