Day 2

80 r
70 F
o 60
350 . [
Sa | | |
L))
Q 20 | .
10 F
0 | |
control 0.025 0.1 0.3
micro M
5. Cell viability (Day 2). E3
Results were tested with SD
Mann-Whitny’s U-test. T*
mean

*: p<0.05
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Day 3

uare
W W
o o
1 | I I ] 1 I I ! 1
—

control 0.025 0.1 0.3
micro M

%6. Cell viability (Day 3). 1
Results were tested with v
Mann-Whitny’s U-test. T
*. p<0.05

SD

mean

v
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Schedule

Day.-1 Lymphocyte Isolationand
~ Stimulation by 4 4 g/ml PHA-M

Day0 3 hours MMC Exposure at
- HO0RILOAED KM

Day 1  Total RNA Recovery at |

X7. REBRRXa1—I.

Cells were cultured with RPMI 1640 medium
with 100 unit /ml Penicillin, 100 u g/ml
Streptomycin, 4 4 g/ml PHA-M at 37°C, 5%
CO,
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#F1. = be—;L L MMCO0.025 » M ALEE D ELER.

control low
Dete—ct p-value  Dete—c p-value Change Log Ratic p-value  Descrip-tions
ion tion
AFFX-r2 P 0.023926 A 0.466064 D -1 0.996953 Human 185
-Hs18S rRNA
rRNA-M_ sequence
x_at
201187 A 0.19458 P 0.023926 | 1 0.000692 inositol
_s.at 1,4,5-triphosp
hate receptor,
type 3
204262 A 0.129639 P 0.030273 I 1 0.001336 presenilin 2
s.at {PSEN2),
transcript
variant 1
207464 A 0.095215 P 0.00415 I 1 0.000046 PRO0233
at N protein
216489 A 0111572 P 0.046143 I 1 0.004073 KIAA1616
_at protein, partial
. cds.
218692 P 0.035645 P 0.005859 I 1 0.000241 hypothetical
_at protein
FLJ20366
209576 A 0.27417 P 0.008057 I 1 0.003355 guanine
_at nucleotide
binding
protein, alpha
inhibiting
activity
polypeptide 1
220812 A 0.366211 P 0.023926 l 1 0004073 HERV-H
_s.at LTR-associati
ng 2 (HHLAZ2)
208421 A 0.334473 P 0.01416 I 2 0.00038% RIG-like 14-1
_at (LOC51047)
214212 A 0.129639 -P 0.008057 | 2 0.000389 mitogen
_x at inducible 2
216259 A 0.080566 P 0.01416 I 2 0000389 clone
_at : IMAGE:35527
unknown
protein
211606 A 0.334473 P 0.037598 [ 2  0.00249 nucleoporin
_at nup 36
214376 A 0.129639 P 0.030273 1 2 0001336 clone 24626
at
215231 A 0.303711 P 0.030273 [ 2 0.001651 FLJ10068 fis

_at
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control low
Dete—ct p—value Dete—c¢ p-value Change Log Ratio p—value Descrip—tions
ion tion
216068 A 0.398926 P 0.037598 [ 2 0.000966 clone DKFZ
_at p434N021
203934 A 0.466064 P 0.030273 I 2 0.004481 KDR
at
206460 A 0.696289 P 0.023926 l 3 0.003041 hypothetical
_at ’ protein MOT8
217209 A 0.72583 P 0.037598 I 4 0.001832 carcino—embry
_at onic antigen
subdomains A
and B
(F1o3F)
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£92, ovho—Nt MMCO1IuMAEDOLE (BRERET).

control high
Dete—ct p-value Dete—c p-value Log Ratio Change p—value Descriptions
ion tion
220085 P 0.001953 A 0.366211 -2.5 D 0.996301 hypothetical
_at protein
FL.J10339
212384 P 0.046143 A 0.72583 -1.9 D 0.99751 HLA-B
_at associated
transcript—1
203577 P 0.000244 P 0.018555 ~-1.8 D 0.999977 general
_at ‘ transcription
factor IH,
polypeptide 4
(GTF2H4)
208657 P 0.001221 P 0.023926 -1.7 D 0.99994 septin D1
_s_at
202840 P 0.000244 P 0.001953 -1.6 D 0999308 TATA box
_at - binding protein
associated
factor, RNA
polymerase II,
N, (TAF2N)
200612 P 0.00293 P 0.030273 -1.4 D 0.999954 adaptor-relate
_s_at d protein
complex 2,
beta 1 subunit
(AP2B1)
215210 P 0.000244 P 0.001221 -14 D 0999977 alpha-ketoglut
s.at o arate
dehydrogenase
complex
dihydrolipoyl
succinyltransf
erase, E2k
201222 P 0.000244 P 0.000244 -13 D 0.999786 RAD23 (S.
_s.at cerevisiae)
homolog B
202827 P 0.037598 A 0.27417 -1.2 D 0.999562 matrix
_s_at metallo—protei
nase 14

{membrane—-in
serted)
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Control High

Dete—ct p-value Dete~c p—value Log Ratio Change p—value Descriptions
ion tion

202856 P 0.000244 P 0.001953 ~-1.2 D 0.999954 solute carrier

_s.at family 16
{monocarboxyl
ic acid
transporters),
member 3
(SLC16A3)

209734 P 0.000244 P 0.001953 -1.2 D 0.999886 hematopoistic

_at protein 1

211136 P 0.000244 P 0.000244 -1.2 D 0.99998 cleft lip and

s at palate
asso—ciated
tran-smembra
ne protein 1

215338 P 0.000244 P 0.000732 -1.2 D 0.998514 natural

_s_at killer~tumor
recognition
sequence

217370 P 0.001221 P 0.00415 -1.1 D 0.999448 myxoid

_x at liposarcoma
specimens,
mRNA Partial
Mutant, 3
genes

200841 P 0.000244 P 0.000732 -1 D 0.999853 glutamyl-prolyl

_s.at —tRNA
synthetase

201055 P 0.000244 P 0.000244 -1 D 0.995927 heterogeneous

_s.at nuclear
ribonucleo—pro
tein AD

(HNRPAQ)

201123 P 0.000244 P 0.00415 -1 D 0.999973 eukaryotic

_s.at translation
initiation
factor 5A
(EIF5A)

(F20T%)

205



#£3, v be—A+t MMCO.1x M AEDEE: (RETLE).

Control High
Dete-ct p-value Dete—c¢ p-value Log Ratio Change p—value  Descriptions
ion tion
41469 at A 0.127645 P 0.043968 1 [ 0.002517 elafin
201261 A 0.080566 P 0.023926 1 | 0.002753 higlycan
X at ’
203395 P 0.030273 P 0.00293 i [ 0.000214 hairy
_s_at (Drosophila)-h
omolog (HRY)
206639 A 0.111572 P 0.023926 1 l 0.001651 histatin 1
x.at (HTN1)
211388 A 0.129639 P 0.018555 1 I 0.00013 CTG26
_sat alternate open
reading frame
214050 A 0.080566 P 0.046143 1 | 0.003355 CGQG triplet
_at repeat binding
protein 1
214419 A 0.171387 P 0.023926 1 | 0.000618 cytochrome
_s_at P450,
subfamily [1IC
(mephenytoin
4-hydroxylase)
, polypeptide 9
215898 P 0.030273 P 0.005859 1 I 0.000774 clone HEMBA
at 1006421
219792 A 0.080566 P 0.030273 1 | 0.001832 hypothetical
_at protein
FLJ23384
220206 A 0.080566 P 0.037598 1 I 0.00249 hypothetical
_at protein
FLJ23151
209242 A 0.080566 P 0.010742 1.1 I 0.001651 paternally
_at expressed 3
218692 P 0.035645 P 0.023926 1.1 | 0.001486 hypothetical
_at protein
FL.J20366
206161 A 0.19458 P 0.023926 1.2 [ 0.000438 synaptotagmin
_s.at \Y
205539 A 0.095215 P 0.037598 1.3 | 0.00225 advillin
at
206564 A 0.171387 P 0.046143 1.3 I 0.00225 opiate
_at receptor—like
1 (OPRL1)
209909 A 0.219482 P 0.046143 14 [ 0.00249 transforming
_s.at growth factor,

beta 2
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2077

Control High
Dete- p—-value Dete— p—value Log Ratio Change p—value Descriptions
ction ction
214212 A 0.129639 P 0.018555 14 I 0.000147 mitogen
x_at inducible 2
215331 A 0.129639 P 0.018555 1.4 [ 0.000147 KIAA1000
_at protein
215695 A 0.246094 P 0.030273 1.4 I 0.00248 glycogenin—2
s at delta
39966_at A 0.089405 P 0.006532 1.5 I 0.000029 neuroglycan G
216293 A 0.171387 P 0.037598 1.5 [ 0.003699 clathrin light
_at chain a
220931 A 0.303711 P 0.037588 1.5 | 0.004481 hypothetical
_at protein
MGC5590
214591 A 0.246094 P 0.030273 1.6 | 0.003355 Drosophila
_at Kelch like
protein
201187 A 0.19458 P 0.008057 18 l 0.00004 inositol 1,4,5-
_s.at triphosphate
receptor, type
, 3
208086 A 0.5 P 0.037598 2.1 [ 0.001201 dystrophin
s at
220586 A 0.149658 P 0.023926 2.1 [ 0.002032 hypothetical
_at protein
FLJ12178
203924 A 0.466064 P 0.037598 26 I 0.000389 KDR
at
205620 A 0.696289 P 0.046143 3.1 [ 0.000307 coagulation
_at factor X (F10)
204237 A 0.466064 P 0.010742 3.2 I 0.003355 CED-6
at
216752 A 0.533936 P 0.010742 3.7 | 0.000774 FLJ21373
_at '
(£3DTE)



4. TleosFbohl=7O—7T (low dose).

contral low high
Dete— p-value Dete— p-value Change Log p—value Dete- p-value Change Log p—value
ction ction Ratio ction Ratio
KDR A 0.466064 P 0.030273 I 2 0.004481 P 0.037598 I 3 0.000389
hypothetical protein A 0.696289 P 0.023926 I 3 0.003041 A 0.27417 NC 4 0.019624
MOTS8
sarcinoembryonic A 0.72583 P 0.037598 | 4 0.001832 A 0.303711 NC 3 0016731
antigen subdomains A
and B
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x5 ZTiOHohi=-TA—T (high dose).

control low high

Dete— p-—value Dete- p-value Log Change p—value Dete~ p-value Log Change p—value

ction ction Ratio ction Ratio
FLJ10339 P 0.001953 M 0.056152 -0.3 NC 0.681091 A 0.366211 -2.5 D 0.996301
dystrophin A 0.5 A 0.171387 1.2 NG 0.010135 P 0.037598 2.1 I 0.001201
FLJ12178 A 0.149658 A 0.366211 0.9 NC 0.48058 P 0.023926 2.1 I 0.002032
KDR A 0.466064 P 0.030273 2.3 I 0.004481 P 0.037598 26 | 0.000389
coagulation factor X (F10) A 0.696289 A 0.149658 23 NC 0.054022 P 0.046143 3.1 [ 0.000307
CED-6 A 0.466064 A 0.219482 2.7 NC 05 P 0.010742 3.2 I 0.003355
FLJ21373 A 0.533936 A 0.171387 2.7 NC 0.222749 P 0.010742 3.7 | 0.000774
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negative

description

positive

transmembrane receptor protein [

tyrosine kinase

DNA helicase

actin binding

blood coagulation

apoptosis

unknown

8. Cellular function and the number of significant
probe (low dose, 24 hours after).

accelerates its function.
Each cell corresponds to each significant probe.

210

: up regulation of a gene that accelerates its
ﬁmctmn or down regulation of a gene that decelerates its
function.

: up regulation of a gene that decelerates
its function, or down regulation of a gene that




negative

description

positive

transmembrane receptor
protein tyrosine kinase

TG DNA helicase

actin binding

blood coagulation

apoptosis

unknown

X 9. Cellular function and the number of significant

probe (high dose, 24 hours after).

accelerates its function.
Each cell corresponds to each significant probe.
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: up regulation of a gene that accelerates its
function, or down regulation of a gene that decelerates its
function.

: up regulation of a gene that decelerates
1ts functlon or down regulation of a gene that




# 6. FLJ10339 & FLJ12178 D LLEE

FLJ10339 FLJ12178
helicase, hypothetica
lymphoid- |1 protein
specific
HELLS
=1y, 9-2.5 92.1
KA A Helicase, Helicase, The domain, which defines this group of proteins is
C-terminal | C-terminal found in a wide wvariety of helicases and helicase
related proteins. It may be that this is not an
autonomously folding unit, but an integral part of the
helicase.
SNF2 SNF2 This domain is found in proteins involved in a variety
related related of processes including transcription regulation {e.g.,
domain domain SNF2, STH1, brahma, MOT1) , DNA repair {(e.g.,
ERCC6, RAD16, RAD5), DNA recombination {e.g.,
RAD54), and chromatin unwinding (e.g., ISWD as
well as a variety of other proteins with little
functional information {e.g., lodestar, ETL1).
Proteins that contain this domain appear to be
distantly related to the DEAX box helicases, however
no helicase activity has ever been demonstrated for
these proteins.
DEAD/DEA | DEAD/DEA | A number of eukaryotic and prokaryotic proteins
H box { H box | involved in ATP-dependent, nucleic-acid unwinding
helicase helicase have been characterized on the basis of their
structural similarity. All these proteins share a
number of conserved sequence motifs. Some of them
are specific to this family while others are shared by
other ATP-binding proteins or by proteins belonging
to the helicases 'superfamily’.
Found in: Transcription-repair couphng
factor
ATP-dependent DNA helicase
RecQ
AT E S HELLS is not ?Q

obligatory for
normal
lymphoid
development
but is
essential for
normal
proliferation
of peripheral
T

lymphocytes.
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I -3-2. [AFA= YT ULTICLEBETRROMFA]

s TAFMUIDNABEO—ETHY, REFL LTEPAKERERST =008
DA FAAN BB, EEIX. OSRAFAZT=VDNARFN T A7 2T —E (LT,
MGMT). & -»TiThbhd, OSAFAS T = 2EETHILERRAF L=V TV
7 (L F. MNU) oW TFEERE LT, & Y BK&50, 100, 2004 g/mDRE
TICRE Y, 3 BB E CHREOEB% 2/, BERURBORALLREROETA
Hbitz, 100w g/mlic BT HBEOMRBOKETAA LA, 2004 g/mlD LU
BZTh ., BB LEE ThoT, MNUZ#% RIBETY V/SBRICRE L, SCER
FEOFR % RIZBIZE T, 200 4 g/mIOBEE» SMAMENRAZ LI ERESIN TV D,
2004 g/ml OREE, O6AFA LT =VDNAAFN b T VAT =T =B & DMED
BEAGEVONRL 2D, HE~ORBNEATH D EENBZ bhik, 10082004

g/ml> 2 WEL, ThEh, BRE (L) BIURRE (H) & LTFRERERELT.

TAFIACFITEREY ORNAERIC
BubhTEREN, A— A — N TH
DNA DOHZE L ~UL L BRAME L DORIZIE
HE AR S HRTIERY, 77200
O MLOBERKREEETHH MRS
HrOomBER S, BHERIIL ST,
TAXIAMR EBEDACET D
O¢-alkylguanine DEEMEIREN TS,
N-methyl-N-nitrosourea (LA, MNU)IZ,
N-methyl-N"nitro-N-nitrosoguanidine &
Ly ORI a W ET BEANEL. ST =
D ORI A F AL & iz O%meG & A K
+ %, HEOHNIEIZ 05meGT D7 —
HNTE, BEECRE- Yy IV EE
ATBZ Lz, G A~DES Y
Soa VERMNBIZ HDOT, 05meG iTEER
WERRMOHHIEETH D, 0meG L
O AFNIT T DNAAFNV T AT
= 5— (BLF. MGMT) 2L > TEES
5, 0fmeG IIERDEALENANTE -
TE#EMNH DD, MEFEICLRELREREY
LTwWa,

MNU Ei%%@%%ﬁﬁb\f:%ﬁh%ﬁ%:
BITBRENAEHETHEAL LTEH
WHNTX, £, F7EF IR ay
HEOE I, FEMEDEDOTHHREZ A
5 bR AEES MNU TIT S FED
2y, '

T AALEI~DBREIC L DEETOR
Ho 77 A NOEEHD BT MNU
DV AR~ DOBRBEEREZFIE LT

I1-3-2-1.
cell viability

M OHER % 2 572D MNU ORE
IX3CER A B EZ 50, 100, 200¢ g/ml @ 3
BEL LR,

MeteHE (K1)
U REROD SR

A~ A BRNE E BV TFERIRE
0 1 4TV, Phicoll-Paque Plus
(Amasham-Pharmacia)?>< = = 7 /UZ{E
DTV BROSEEERITo T2 Y 7 BRI,
B #8912 10%FBS(Gibco BRLY#SM
RPMI1640 5531 (2.5 ¢ g/ mIPHA-M, 100 ¢
unit/ml ==V >, 100ug/ml A L7
R UM CRESE, 2mm BT
SEDRIMF 4 va (EE6cm) (F
% 37°C. 5%CO, DE&AET 24 REFEEL
7

7. AR CERLTWA LKA
THEEBFDOLDOTH D,
AFN=bul LT AER

MNU(Sigma)iZ EHIOBE L 2D LD
DMSO 2V Tz, Bt % blanced solution
WCE . NPT 4y Y2 TERARIC 50,
100,200 1 g/ml OWE L 725 X 5 MNU &
WA, 'L, 37°C, 5%CO: T T35
A v FaX—h Lz, £ rFa~—3
VT, MEY 2ER-DL, 10%
FBS(Gibco BRL)%’E?JD RPMI1640 kit (254
g/mIPHA-M, 100 4 unit/ml <= ¥,
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100ug/ml ARV bvA V8N &2
ml ANz, 37°C. 5%CO; D& T L,
2y ho—AEETIE, DMSO # 2 u 1 5
L DMSO0.1%&E’R E Lz,

R, ARFETEHRL TV D MKT~
THEEBEDLOTHD,
ek il

24, 48, 72 BERIRIZ b Y SV TN
#(Gibco BRL)% 19 5t 1 DE[S TR, 1
FUy Kb OREHRIZEE bW
OfE%EeHa Lz, —#57 Uy FEANR
e LI, BRIy —F4vb=4DU
RECTRE LTz,

MRLER
FAEOHBEFR 2 ~ 41l Y, BER

24 B DBEE D O MR DK T AL b,

100w g/ml 2BV TCHBREOHBEEOET
IR DAL=, 200 g/ml DEIITEE T
HY, BHFHCHLEETHoL, MNU
ARERTRBETY USBRICRE L. /DEEK
Ea%° SCE. OfmeG DI % RI-BF5E Tid,
200 1 g/l DIBEEA B OfmeG B35 b7z
LHEIN TV D, /MERERS° SCE i3,
L VB ETHERETH -7, OmeG DMK
VB GBI oo 2 v, OfmeG
&M E A R IR LW SRR &
NBMN, OmeG USMDERDS LILRDHE
OIS 200y g/ml DREE, 06 AF
AT TFT=DNAAFNVINFI /AT 2T —
Pz L AIEDRERREBEBER TR TH
BERRTNE,

100 3B L0200 u g/ml ZIRBERE & LT
DNA Fv 7 IC XA BETFREEREZITD
Nl D
I1-3-5-2.

DNA F » 712 L. % expression profile Dfi#
#r

(ERE| THEEEEFTII VA <A
2y UVC, UVA 20w Tk RU 23EK
FESTRB I 77 A VEEHTERL, 3
SOLEYE - YEER L HBEERTER 3
1 50N 24 BRI total RNA ZEIR L |, &
BFORBENAZ— R LT, BBERT
3EERIE IZ DB B, —EBIC 24 FRE

BOELLEOBEEEZTIETLSHDOLALN
778, BRE 24 BEfHE OB FRBEOELS
ZBYTHoiz, £ T, MMC (ZE8WTIX
IR 24 FE[E1IC total RNA ZEUY ., BEF D
BE T 77 AN ERDHIELE L
BB FiE
U v 3B 5y B

~RY U ADBRMLEEAVTEERIRES
0 ¥ %47V, Phicoll-Paque Plus
(Amasham-Pharmacia)D~ == 7 JATHE
STY _ROGBEFITo T, U 2 73ERIT,
5 B9IT 10%FBS(Gibco BRL)FMN
RPMI1640 £ (2.5 1 g/ ml PHA-M, ~=
Y r10pg/ml A ML hwA 2100
pg/ml) WCEESE, BEE10cm O~k
F 4w alloml T KRR EE,
37°C. 5%CO, D&M T 24 BfIHEE LIz,
N—AFA=buy oL 7=

EZHt % blanced solution IZZ& 2, N—#
F )= b v Y17 LT (Sigma)% 1004 g/ml
5L 02004 g/ ml DEETHRM, EFRL,
37°C. 5%CO; DEHT IRFE/M A »F =~—
KL, A Fa—a BTH, ik
ok -7=DE, 10%FBS(Gibeo BRL)#
i RPMI1640 ¥4 (2.5 4 g/ml PHA-M, 2
=2 100pg/ml, APV by
100 g/ml) (ZEBEEE, BU37C. 5%
CO; D&M T 24U FEEEE LT, 2 b —
ANETIE, N—AFLl=phr /LT oR
EPHNDOMELE F o= FRIZITo 72,
total RNA O#hH

total RNA Offithid, RNA easy mini kit
(Qiagen)iZ & o7, 24 FFAIRICHITIER
WERYVERE, MEEZESTZOL, 174
w3 28570 6001 @ Buffer RLT 2N A,
FREF 4 v aEITEECY, §#
BL, MBEiERL, -80CTHREFLE,
total RNA it v MciRfTO~==
TIVIZHES T,
2 A cDNA DFER

2 ¢4 DNA D& RKIZIE. SuperScript
Choice System (Gibco BRL)%& AV 7z, FEAfH
TR O~ =2 T VICE-Te, ET2,
Affimetrix #:¢ Expression Analysis
Technical Manual HZ R L7,
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cRNA DFHH

in vitro transcription {ZiZ R D *F > b
(ENZO BioArray Terminal Labeling Kit) %
e, sEMIERRAETCEY,
Affimetrix 10 Expression Analysis
Technical Manual H &M L7,
N TV EFAB—ar

NATYFAE—a SIZIEDNA Ty
7 & LT HumanGenomeU95A % T
45°C T4 60 [EER S HeA3 6, 16 HEfE] A
V¥ o= b Uiz, #EMT Affimetrix #20
Expression Analysis Technical Manual (&
e,
Wash & Staining

wash & staining {2+ fluidics station Z H
VN, SEABIT Affimetrix £E Expression
Analysis Technical Manual (2o 7z,
Scanning & f#tT

Wash & Staining #& T # ., 8/ ¢ scanner
TR =T DY T FNEBRIR T, §F
71 Microarray suite 4.0 (Affimetrix)iZ &
- 7=, normalization ¥ Microarry suite @
all probe set £— F&@ER L7z, =2/ hr—
NEEL 75 g/ml LERRE, = b —LRE
v 30 4 g/ ml BB OB E ATV, TR
Ei3 () OHEDTETB—T D)
LT, MAEOETRRICABFULEDH D
7u—7 (BfEF) THo, 1) HEN O
BERDR LLBBERTRAOS L L O,
2) TR oBEEdR{Eb b -

NVETHERDOHD OB LIS

HREEE

100 3B E TN 200 1 g/ml DRETY > /35K
iz MNU #BESE2EREMMB LT,
DNA Fy 7L a7V FA ¥~V 3
VEFT I RETH 5 ug O total RNA
PUHETH B, total RNA PETERITE
T, ATV EFA ¥~ a UBREMT
H5,

BRELEFR
2L

R
S

SAORA EEVE D IR - BEARTL
S

BEIR

1) Stephanou G, Vlastos D,
Vlachodimitropoulos D, Demopoulos NA.
A comparative study on the effect of MNU
on human lymphocyte cultures in vitro
evaluated by O6-mdG formation,
micronuclei and sister chromatid
exchanges induction. Cancer Lett 1996,
109: 109-114.
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Schedule

Day -1

Day 0

Day 1
Day 2

Day 3

m Lymphocﬁe | ISOlatlonand B

Stimulation by 2.5 ¢ g/ml
PHAfM for 24 houl_fs

3 hours MNU exposure
~ at 50, 100, 200 ¢ g/ml

Count 24 hours aft_gr_ N

1. cell viability D#&ET

Cells

were cultured with RPMI 1640

medium with 100 unit /ml Penicillin, 100 4
g/ml Streptomycin, 4 ¢ g/ml PHA-M at

37°C, 5% CO;
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140 r

120 F I'
% 100 F |'
= 80 |
E o |
& 40 r | - u
20 " |
0 [ [ ] [ ] (]
control 50 100 200

micro g/ml

X|2. Cell viability (Day 1).
Results were tested with Mann—-Whitny’s
U-test. **: p<0.01

SD

><ﬁ>|

mean

—
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100

o 80 [ r |'
@
g 60t .
% 40
[ 7] -
r
20 }
0 1 3 [ 1 [l
contro! 50 100 200

micro g/ml

3. Cell viability (Day 2).
Results were tested with Mann-Whitny’s
U-test. **: p<0.01

A

SD

>«

mean
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