roi% {1k R

[Carbon tetrachloride]

85 . 219 ps
ok - 20 ps

TZ: 8ps

& TRE/ NN —UARLDBEET (ps) 8 : 290 ps

- EEID80%A. RETHIE~HE

Possible General Rule !

TTG119-L_SpNC_.0,

TTG130-L_SpNC.0. .

Repeated

TTG130-L_SpNC..0. .

= :;:!’/// 1

L T .

k// S //
Single Repeated
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Possible General Rule TTG119-L_SpNC..0, TTG130-L_SpNC..0

Induction is in relationto
Base-line copy number!

Sihgle Repeated

Q: what signal induces TTG130-L_SPNC..0

this base-line changes? e L
S i |
i
— I
Repeated

¥
A+A’ protocol RERTCRMEINI=C&

O R EREAEENREICEDRIGICASLEBEL 2 4\ WE
RU
BREREABEDREICEIRGICREEEEES 2 BWE

[CHFESND,
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O EXRENBEIDKREICLIRICICKELGHEELZSZSYME

TTG130-L_SpNC.0. .

Repeated

TTG130-L_SpNC.0. .

B
A+A’ protocol EERTREBEINT-C&

O ERSENERDEREICLKIRIGIZKRELREELXSZLVVYE
[T-Res-dominant chemical]
EU

BREEENERDREIZLKIRIGICRELEEF 52 5ME
[B-Res-dominant chemical)

(2 fEEhb,

Q- DEVIXEICHETEZIMN?
EHEGFOHEE? (UFREF—"7?)
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#
A+A’ protocol EERTRMEINI=-C&

B [B-Res-dominant chemical)
Baseline i THY REBORGIMET~ELXT D
Baseline ¥ LAY #EFOKEHIERT S

* Baseline DZEFAE DRIZSTERLT DD,

% % Baseline: up/ down (unchanged) R EEFD LFRIE?

* %% A+B Protocol ® B [ZXLTHEEHEDEENESH

s
A+A’ protocol EERTREINI=C&

* Baseline DZEENMNE DRRIZTERT HH,
-RENER - REOEHZEERS
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sl e

(0+1] B
[1+1] 124—8—_24“
T 7
[2+1] 12_4_8———24\
9 TT J
[4+1]1 [7+1] 1248 24 )
\ R
[14+1] 124824\
I A T

A+A’ @ Vehicle GEIEXTEREE) D ELES

TTG CCL4 BaseLine Liver jk
Dynirb1

1428257 s at
1428257_s_at Dbl
BG781323
[0+1]
A
i
b {z
: 23
22 £ : T
55 A = it
50 "\‘_\ / i :
45 + ~‘:-~. el j/ f
40t TS / e s
B it — ’,'/’ A%
20 - £
P = ik R

14+ 1) fravqq] 12+ 1] // 2, 4,8, 24hr
DW

dynein light chain roadblock-type 1
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(TTG119)

ro+1]

2

2HEIRERSE
(TTG190)

Bz FRIELE
DTS
BB X

[4+1]

AHMRERE
(TTG191)

[14+1]

4EERERSE
(TTG130)

TTG119-L_SpNC_0

1415762 at

sion
GRSRRRBERLEBESS
PR T =

Expres:

e nERE

TTG191-L_SpNC_0

1415762 %,

SERrENERERRE SE

Expression

onkaaBRES

Mrpl52
mitochondrial ribosomal protein L52

TTG190-L_SpNC_0

BRIEBEDE

Expression
wSREEEBRRRE

TTG130-L_SpNC_0

BRLBESRE

Expression
SER2AR

ornranSRHEe

1415762 % at

1415762 x 8t

[2+1]
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TTG119-L_SpNC_0

Exprossion

BRLREGLHBHSAB R

oudE

TTG191-L_SpNC_0

1418830 at

Exprossion
BRUBE5ARBASALH

onda

1d3
inhibitor of DNA binding 3

1416630 a1

[4+1

TTG190-L_SpNC_0

2328

Expression

BRERBEEE A R

owB 5

TTG130-L_SpNC_0

SHIABR

Expression

BRBAEES R

cwBH

1418630 at

1416830 at

[14 +

1]

TTG119-L_SpNC_0

1

338 8EBHE

oBs588BREBE

Expression

TTG191-L_SpNC_0 |

dose
Hspa8
heat shock protein 8

TTG190-L_SpNC_0

ZREBHE

Expression

o BAEBBBBETB

TTG130-L_SpNC_0

14

BREERE

prossion

_
3s888EE3E

14

20822,

aat
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TTG119-L_SpNC_0

1421821 at

SHZBHEE

Expression
88

ous88BEE

TTG191-L_SpNC_0

1421821 at

Serpina3m

TTG190-L_SpNC_0

BEEEER

<200
it
Sie0
5 140
120} 28
1004 -

5501

P

o83

TTG130-L_SpNC_0

ENZBEEE

__ Expression
ous88EBEEE

serine (or cysteine) peptidase inhibitor, clade A, member 3M

1421821 at

1421821 at

Expression

B8s588388

142

Expression

o5 B8S888388

time

dose
LOC100042561 /// LOC100047287 //I Sec61g
SEC61, gamma subunit /// similar to SEC61 gamma

TTG190-L_SpNC_0

Exprassion S
38s8 2388858

S

TTG130-L_SpNC_O

Expression

o5 B 88538383838

1423060 x at
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TTG119-L_SpNC_0 .

TTG190-L_SpNC_0

14358

TR

Ex

§ %

Exnrlétim\§ "

]

TTG191-L_SpNC_0

TTG130-L_SpNC_0

1438837 xat

[14 +

1]

e 55 B BB s

Ang
angiogenin, ribonuclease, RNase A family, 5

¥8888

Exprassion

8

CIECED

trans-golgi network protein

TTG CCL4 BaseLine L;)gg’lk
Serpina7 el
1438617_at Lozt

pa+1]

serine (o1 1211 Sootig oF, Bedé'a

(alpha-1 antipi [0+ 1] ntitrypsin), member 7

TTG CCL4 BaseLine Liver K TTG CCL4 BaseLine Liver JK TTG CCL4 BaseLine. LLV&[']‘(
Tgoln1 - Dynirb1 i Dynirb1 Y
1423308_at il 1428257_s_at Bam 1428257_s_at som
;\\ BRI = -

[

Capeorsion
smERBUE NS ST R

4
[14+1] | 7 y
[4+1] E 2 04 00 2
" 2+1
et % T mm e
[0+1] dynein light chain roadblock-type 1

dynein. light chain madﬂock-type 1

TTG CCL4 Baseline Liver )k
Serpina7 Tty
1438617_at bt

BR Positive :ca. 1000
BR Negative :ca. 1300

— 1554

serine (or cysteine) peptidase inhibitor, clade A Z: g :
(alpha-1 antiproteinase, antitrypsin), member 7 &

219 ps
20 ps
8 ps
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A+A’ @ Vehicle GAIExTEREE) D LLEL

TTG CCL4 BaseLine Liver jk

Dynlirb1
1428257_s_at 1428257 s at
Dynirb1
BG791323

XL EE58883
[

+ Expression

[ 14

1u,],’[4+1] [2+1] 2, 4, 8, 24hr

08 24

130 191 190 119

dynein light chain roadblock-type 1

H#
A+A protocol EERTRIESNT=C &

% % Baseline: up/ down (unchanged) R EBEZFD LKL ?
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TTG119-L_SpNC_0 o i TTG130-L_SpNC_0 s P
R e PYEAERE BF BE . o DAL I R1E

160 160 /
180 150
140 140
130 130
120 {- 120
1o 110
100 100

5% 5w

) )

e En
(o] -] S
50 50
40 40
£ 0
20 20
10 107
0 of -

Dnaja1
DnaJ (Hsp40) homolog, subfamily A, member 1

TTG119-L_SpNC_0

144835 Eiﬁ{tﬁ? B ﬁ@ 1Ot oPhe 1448857 iﬁ{bﬁ% i }i‘fg

El 0
2 2
2 2
27 27
2 2%
51- 25
2 2
2| 2
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si1

S16]-
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Dnajb10
DnaJ (Hsp40) homolog, subfamily B, member 10
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Hspa8
heat shi

TTG130-L_SpNC_0

ock protein 8

- WIgLRER F RE

TTG119-L_SpNC_0 G tﬁ{tﬁﬁi ﬂ?’ ﬁ@

W 5 &

Expression

5 &

8

B R 8

TTG130-L_SPNC_0

&% 5 &
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o o

Psma7

proteasome (prosome, macropain) subunit, alpha type 7
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100 100
% %
0 0
E P
£ 0
5 75
0 o

ge6s £

a 60 260

Ess Sssi-

& 50 & %
4 4
0 0
% »
2 E)
|- %
2 2
154" 15
10 10
5 5
0 0

Serpina7
serine (or cysteine) peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 7

T4-binding globulin
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TTG119-L_SpNC_0
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Ywhag
3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma polypeptide

TTG119-L_SpNC_0

14342 iﬁ{tﬁi B ﬁ@ AL R 1434262 i.%ﬁbf"i?ﬁ% I }i@
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inhibitor of Bruton agammaglobulinemia tyrosine kinase
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cDNA sequence BC005537
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1428D03_at %
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B
%) 7 X
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Uroc1

4/

urocanase domain containing 1 urocanase domain containing 1
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urocanase domain containing 1

VPA Single

_94_




