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A) Cont 0.1 ml 1 mI+PEIl beads

100 1U/ml
T rarapsrseet Ll 10/10 10/10
10 IU/ml §
1 1U/ml
2110 810
B)
Control 0.1ml 1ml + PEIl beads
HCV
conc.
(lU/ml) #1 H#H2 Mean #1 #2 Mean
(Copies) (Copies) (Copies) {Copies) (Copies) {Copies)
100 7.7 x 101 8.6 x 101 8.2 x 101 5.5 x 102 5.9 x102 5.7 x 102
10 8.3 x 100 2.3 x 10! 1.6 x 101 8.5 x 101 7.2 x 101 7.9 x 101
1 - - - - 6.8 x 100 3.4 x 100

Fig.5 PEIE —XI(Z&kHHCVDEMEEHC VIR HRLE

A) Nested PCR; B) EEMRT-PCR
HCVIZEFEE LT THRLTER,
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302-01 302-02 302-03 302-04 302-06 302-07 302-09 302-10 302-12 302-14

HCV genotype panel 1D

Genotype ID Origin HCV genotyping RNA copies/ml
302—01 China 1b 3.1x108
302—-02 Thailand 1 1.1x 108
302—-03 South Africa ib 4.0 x 108
302—04 China 2a 2.5 x 108

- 30206 China 3b 6.6 x 10°
302—-07 USA 3Ja 8.2 x 105
302—09 Egypt 4a 1.0 x 108
302—10 Egypt 4 8.8 x 104
302—12 Unknown 5a 6.5 x 105
302—14 Unknown 6a 1.6 x 108

Fig.6 PEIE—XIZ&BHCV D/ 8T DiRHE

A) Sz /BA4T 133 IL 1mih s DOPERE SR E —XiRHE
B) x/BA TR ILDEEHM
ZFHBPIIErEFmECHERLTER.
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Table

1

H A% 5 oligo-CGH 7 LA OF 0 —F FH A v

Chr11
Physical position Sze No.ofprobes | Interval ’ 1 1-200,000 02 |1292 continuous
o) b) 2 |2380,000-2,880,000 05 |s906 continuous
MYC amplification area 3 | 44800,00045,200,000 04 [4072 cantinuous
sense: 125,800,000-130,950,000 51546577 continuous total 11270
2| sense: 130,950,000-137,800,000 685 5341 1 Chr.16
3| sense: 137,800,000-138,000,000 02 1688 continuous 1 [83,500,00084,500,000 1 [uses continuous
4| sense: 138,000,000-146,214,826 827 6326 1 2 |88767,25488,827,254 006 |557 continuous
5 | sense: 006 181 continuous 3 | 84500,000-88,767,254 427 3575 1
146,214,826-146,274,826(tclomere) total 15715
6 | aotisense: 125,822452-127,032,004 | 121 11230 continuous Che.17
7 | entisense: 127,252,004-127,923,887 | 0.67 5187 contimous 1 [1-60,000 0.06_| 639 continuous
8 | entisense: 128,116,770128,139,631 | 0.02 239 contimous 2 | 60000-20,000,000 19.94 | 3655 5
9 | entisense: 128306,003-128,519,403 | 021 2031 continuous 3 [20,000,00022,500,000 25| 20759 continuous
10 | aotisense: 129,909,921-130,528321 [ 0.62 5955 continuous total 25053
11 | antisense: 130,591,690-130,945,617 [ 035 2653 continuous Chr15
total 87408 [1 " T283200,00029,200,000 [1 [sser [ continuous ]
Chr10 [total | [ [ o861 [ |
1| 25,000,000-26,000,000 1 8995 continuous Chr14
2 | 1200000 02 1166 continuous 1 [62,600,000-64,600,000 2 [19386 continuous
3 | 200,00025,000,000; 368 28389 1 2 [80,500,000-81,000,000 05| 4661 continuous
26,000,000-38,000,000 3 | 64,600,000-80,500,000 15.9 [ 2850 5
total 38530 total 26937
Chrs Che.18 (1-76,117,153)
1 | 53,310,000-53,360,000 005 57 contimious 1 [sense - [13468 5
2 [139,300,000-139,600,000 03 3285 continuous 2 | entisease 13468 s
3 | 53,360,000-139,300,000 a5 15122 5 total 26936
total 18980 Chr22
Chr:9 [t Tsense [ Teses [s ]
1 | 11,600,000-12,000,000 04 3422 continuous [totat | [ Jeses [ i
2 [32,500,000-32,900,000 04 3515 continuous ChrX
3 |12,000,000-32,500,000 20.5 3609 s 1| semse 23884 s
4 |101,000,000-104,500,000 35 3246 continuous total I 23884 i ‘
(Novel small deletion) Total:333951
fotal 42992 *Chr10 35 XU Chrll DRMHIKE. 1200000 CEEL TRAML ELI.

Table 2

*Chr22 $&U ChrX %, Bkbp O A > X —/SUC GEMKR LEL 2.

6 eI L O 26 kR E @ hMSC #ifd® G-banding (2 & % BZRAEAT

Mode

40

41

42

43

44

45

46

47

Total

Cell No. of Passage—6

a0

90

Cell No. of Passage—26 1

2 2

6 14

21

50

Passage—6

Passage—26

46 XX

Cell No

47, XX, +7, +der(7) del (7)(p?)del(7)(g?),
der(7) (7Tpter—7p15:7?:cen:177),
46, idem, dic(21,22)(p13;p11)
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Fig.7 HL60 #ija 8 FYefalk 8q24 c-myc ITFEFERD CGH f#AT DFER
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3a: - 128137644-128137663
3b: +128413360-128413379

4a: -128758248- 128758267
4b: + 128841024 128841043

5a: -130070116-130070135
5b: + 130155284-130155303

6a: -130155821-130155840
6b: + 130284101-130284120

Ta: -130436468-130436487
7b: + 130766952-130766971



Fig.8 #2470 PCR

1 2 3 4 5 6 7 8 9 10 11 12

lalb la2a la2b la3a la3b lada ladb laSa la5b laba laéb la7a
1a7b 1b2a 1b2b 1b3a 1b3b 1bda 1bdb 1b5a 1b5b 1b6a 1b6b 1b7a
1b7b 2a2b 2a3a 2a3b 2ada 2adb 2aSa 2a5b 2aba 2a6b 2a7a 2aTb
2b3a 2b3b Zbda 2b4b 2b3a 2b3b 2b6a 2b6b 2b7a 2b7b 3a3b 3ada

3adb 3aja 3a’h 3a6a 3aéb 3a7a 3a7b 3bda 3bdb 3b5a 3b5b 3b6a
3b6b 3b7a | 3b7b | 4addb 4a5a | 4a5b | 4a6a | 4a6b 4a7a | 4a7b 4b5a | 4b5b
4b6a | 4b6b | 4b7a | 4b7b 5a5b 5a6a 5aéb | 5a7a 5a7b 5b6a | 5b6b | 5b7a
5b7b 6a6b 6a7a 6a7b 7aTb

I o= E O QW

——

P; Sb6a
N; 1b6a

1la 1b 2a 2b 3a 3b 4a 4b 5a 5b 6a 6b 7a 7b

R [ v—rx 2ok
N = B ELORIERED

bl 1-1-1- BNET TA v ST

3a[=[-|-[-|-

al=[=[=1=|=[=[=
ao[=T=1=[=[=[=1=[=
5al = =[=[=|=[=[=]=|-
so[=[=1=1-[-[=1-|-[=]-

6al = === ||| -[-[-|-|-

6b| === |=T=[-T-[-[-[-[-|-

78 === === === ===
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Fig.14 25 #f B hMSC #i2 D Spectro Karyotyping EHTHE R

Reverse DAPI banding Spectral Image

jiga¢ 000" Den ne e D6
il D i]lm|ino n* []lﬂl a I] 3k D [i& EI

SERA m@u@ U@p@ mm n Al u

A oe O __[] Qe Qe nguo O E]
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Fig.15 REBUEAT ORER & CGH fEATRE R D LbEs
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i1405933 M2-type pyruvate kinase [Mus musc

123681  Heat shock protein HSP 90-beta (HSF
194027  heat—shock protein hsp84

309317 84 kD heat shock protein

74178273 unnamed protein produst (Mus musct
74213524 unnamed protein product [Mus musct
74177708 unnamed protein product [Mus musct
74223027 unnamed protein product [Mus muscu
49868  put beta-actin (aa 27-375) [Mus musc
31560030 tropomyosin 1. alpha [Mus musculus]
74181043 unnamed protsin product [Mus muscu
6752952  actin gamma 2, smooth muscle, enter
94392330 PREDICTED: similar to Actin cytopla
55291 unnamed protein product [Mus muscult
54912 unnamed protein product [Mus muscult
20178336 Tropomyosin alpha—-3 chain (Tropomy
6681273 eukaryotic translation elongation factc
6679439  peptidylprolyl isomerase A [Mus musc
74197965 unnamed protein product [Mus musct
37675525 AHNAK [Mus musculus]

61743961 AHNAK nucleoprotein isoform 1 [Mus
30425250 hypothetical protein LOC238880 [Mus
29437296 Actg2 protein [Mus musculus]
13529413 Fbir2 protein [Mus musculus]
12846159 unnamed protein product [Mus musct
118600845 Unknown (protein for IMAGE:534593¢
14165437 heterogeneous nuclear ribonuclecprot
11875203 tropomyosin 2, beta [Mus musculus]
6647752 Heterogeneous nuclear ribonucleoprot
33563250 desmin [Mus musculus]

695638  M-TAXREB107 [Mus musoulus]

9.09.09.09.99. 9. %9. 9. 9. %9, 9. 9. 9. 9.\,

220474 lamin A (Mus musculus]
12963491 enolase 1, alpha non-neuron [Mus mu
50815  unnamed protein product [Mus muscult

26331354 unnamed protein product [Mus musoL
28173554  histone H2B [Homo sapiens]

200785  ribosomal protein L7

94390118 PREDICTED: similar to ribosomal prot
149753 unnamed protein product [Mus muscult
83745120 ribosomal protein, large P2 [Mus musc
13430890 histone 1. H1e [Mus musoulus]

51304  unnamed protein product [Mus muscult
94370417 PREDICTED: similar to H2A histone f
74195793 unnamed protein product [Mus musct
6755392 S100 calcium binding protein A6 (calo
47847498 mFLJ00279 protein [Mus musculus]
28972888 mKIAA3005 protein [Mus musculus]
16755350  ribosomal protein L10A [Mus musculu:
33859624 S100 caloium binding protein A4 [Mus

©3.03.03.¢9.09.99.%9. 9. 09.49. 9. 9. 9. 9. 09. 9. 09. 9. 9. 09. 9. %9. 9. 9.99. 9. 9. %9. 9. 9. 0. 9. 1. 8. 8. V.

191765  alpha-fetoprotein
4507729 tubulin, beta 2 [Homo sapiens]
74211311 unnamed protein product [Mus musct

55291
il13529413  Fbln2 protein [Mus musculus]
il202210
11191765
1117167791 Code112 protein [Mus musculus]
94404435
i|484531
12847552
28892871
1309317
40556608
6680177
il12633514

Retent“inf)n time
SWISS3T3-1

i|74178273 unnamed protein product [Mus musc

i|74213524 unnamed protein product [Mus musct

49868  put. beta-actin (sa 27-375) [Mus musc
12852068 unnamed protein product [Mus musct
1181242  fibronectin [Mus musculus]

94392330 PREDICTED: similar to Actin, cytopla
29437296 Actg2 protein [Mus musculus]
30425250 hypothetical protein LOC238880 [Mus
50797 urnamed protein product [Mus muscult
urnamed protein product [Mus muscult

alpha-tubulin isotype M—alpha-2
alpha—fetoprotein

PREDICTED: hypothetical protein (Mt
H3.3 like histons MH321 - mouse
unnamed protein product [Mus musct
SET and MYND domain containing 4 [
84 kD heat shock protein

heat shock protein 1, beta [Mus musc
hemoglobin Y, beta-like embryonic cht
unnamed protein product [Mus musct

MS/MS HIET—# & W MASCOT #&38IZT
Significant hit & L CTRIEI N Z /X7

75

SWISS3T3-2

il387082  skeletal muscle alpha-actin
i94366797 PREDICTED: similar to Actin, alpha ca
387090 alpha—cardiac actin

74213524 unnamed protein product [Mus muscul
49868  put. beta-actin (aa 27-875) [Mus musct
74178273 unnamed protein product [Mus muscul
6681273 eukaryotic translation elongation facto
94392330 PREDICTED: similar to Actin, cytoplas
1181242 fibronectin [Mus musculus]

94404435 PREDICTED: hypothetical protein [Mu
202210 alpha-tubulin isotype M-alpha-2
£il12833514 unnamed protein product [Mus muscul
gil123681  Heat shock protein HSP 90-beta (HSP
£il6754254 heat shock protein 1, alpha [Mus musc
gil6680177 hemoglobin Y. beta—like embryonic cha
£i[50511223 mKIAA1991 protein [Mus musculus]
gi|74197965 unnamed protein product [Mus muscul
£i[34147288 hypothetical protein LOC226118 [Mus
gil51304  unnamed protein product [Mus musculu
£i[13529413 Fbin2 protein [Mus musculus]
£il553925  beta~globin [Mus musculus]
£i[12963491 enclase 1, alpha non-neuron [Mus mus
£i|9910228 FK506 binding protein 12-rapamycin as
gi[82894062 PREDICTED: hypothetioal protein [Mu
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Ion intensity

Ion intensity

A)

1.2 x10°
Om/z442.145
1.0 %106 Bm/z424.135
0x
8.0x105 | :|l:
6.0x10° |—]
4.0x10% ||
2.0x105 ||
0
5x 104 5x10% 5x 108
B) AGC value
1.2 x106
Om/z426.150
) B m/z408.140
1.0x10
8.0x10° — J—
6.0x10° —
4.0x10% —
2.0x10% —
0 ===
5x 10* 5x10° 5x 106
AGC value

Fig.18 0 FA AV RUBARA A2 DA UV REIIKT BHRKRA Z U E
ViAZB (AGC E) DEE. E (A VHBE) REHERMFICBIT B3
BISHT DA AL BRETHME + SD. & LTHET. (A) [DMB-NeuGe + HJ*
(m/z 442.145) J. UF [DMB-NeuGe - H,0 + HJ* (m/z 424.135). (B) [DMB-
NeuAc + HJ* (m/z 426.150) % U8 [DMB - NeuAc-H,0 + HJ* (m/z 408.140)
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Relative abundance
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Fig.19 DMB-NeuGe & U8 DMB-NeuAc @ SIM (m/z 400-450, KVT 4 74 Ay &— )L W HHH
Tem/z 426.13-426.17 UV m/z 442.12-442.16 O EIC.
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Fig20 (A) peaka D<= R ALY kL, (B) peak a THH &7 [M + HI* (m/z 442.145) DMS/MS A~
7 L, (C) peak b D < R R~Z kL, (D) peak b TR X #1172 [M + H]* (m/z 426.150) DMS/MS A

~27 kv, (E) DMB-NeuGe 2 (F DMB-NeuAc D7 5 F A L F—3g .
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