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HCC1806 - 4HAfEIEE I 2\ KR 5 B B e ek -0 (ATCC: American Type Culture
Collection)HyfiE5| » f IR H =S 4HAM -

ENEHE:

MR E RO F UMM E RN » FrAHREAE & 290 m - Joidtiess EiE N
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beads * flAelution buffer 1(400mM NH:OH, 50% ACN, pH 11) 400ul, {EFH20
Gy o BEOUTEE FIER 5 Ti0: beadshA400ul elution buffer 11(500mM NH:OH,
60% ACN, pH 11) fEFH20778% » B OUEE EBER - &0fUEE BFREZZHZRE -
B R T R {CHERK ¢
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Doxorubicin, Docetaxel, Gemcitabine, KCisplatinHIERHIH]S0%4MAHA: 4
VIR (1C50) « FRAM ol LURFARREIR 7335 R B2 BURN S i B MR AR AR > HLHMDA231
FIMDA436/E & AMIBERR  MDA468AIHCC1 806 & > S iAmAE Ik - 4nfE -

Chemoagents

Cell Lines Doxorubicin Docetaxel  Gemeitabine Cisplatin

841.7 253392 NO RESPONSE 333854

840.1 NO RESPONSE NO RESPONSE NO RESPONSE
644.6 215645 NO RESPONSE NO RESPONSE

413.9 NO RESPONSE NO RESPONSE NO RESPONSE

233.2 1.102 4,163 208994
158.9 2.378 146 59710
IC50 (nm): The half maximal inhibitory concentration

FEEMDA231 ~ MDA436EMDA468 ~ HCC180643 Al ELi A [FIAHAEE 2 & A E 3=
HE » #HHExce|lsT AR EENEFRNEAHE] . SEMU FVERE - 1] 71E
PR A 32E SR EE N E K 22M{ERERHEEAE -
MDA231 ,MDA436 V.S. MDA468, HCC1806
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R B T-Test Accession MW Fold
(P-Value) Number Change

Vimentin 95% (0.0064) 62414289 54 kDa 26.46
Epidermal Growth Factor Receptor Substrate 15-Like 1 Isoform 2 95% (0.0026) 10864047 94 kDa 15.50
Microtubule-Associated Protein 1B 95% (0.012) 153945728 271 kDa 11.80
Filamin-C Isoform A 95% (0.00015) 116805322 291 kDa 11.77
Beta-2-Syntrophin 95% (0.00016) 5803177 58 kDa 9.25
Niban-Like Protein 1 Isoform 1 95% (0.038) 51093863 84 kDa 8.81
Filamin-B Isoform 2 95% (0.041) 105990514 278 kDa 8.23
Rho Guanine Nucleotide Exchange Factor 2 Isoform 3 95% (0.040) 15011974 108 kDa 7.27
Protein Phosphatase 1 Regulatory Subunit 12A Isoform A 95% (0.0013) 219842212 115 kDa 5.63
Tyrosine-Protein Phosphatase Non-Receptor Type 12 Isoform 1 95% (0.037) 196114951 88 kDa 5.60
Cap-Gly Domain-Containing Linker Protein 2 Isoform 1 95% (0.019) 116008447 116 kDa 5.34
Sphingosine-1-Phosphate Phosphatase 1 95% (0.040) 13540569 49 kDa 5.30
Abelson Tyrosine-Protein Kinase 2 Isoform D 95% (0.0033) 209862772 116 kDa 5.09
Acetyl-Coa Carboxylase 1 Isoform 1 95% (0.023) 38679960 270 kDa 4.77
Centrosomal Protein Of 170 Kda Isoform Alpha 95% (0.00074) 109255228 175 kDa 4.51
Nucleolar Rna Helicase 2 Isoform 1 95% (0.035) 50659095 87 kDa 449
A-Kinase Anchor Protein 2 Isoform 2 95% (0.014) 211971074 95 kDa 443
Tropomyosin Alpha-4 Chain Isoform 2 95% (0.00023) 4507651 29 kDa 4.32
Galectin-1 95% (0.0044) 4504981 15 kDa 4.29
Protein Ahnak2 95% (0.0049) 156766050 617 kDa 4.22
Calumenin Isoform C Precursor 95% (0.016) 314122177 38 kDa 4.08
Filamin-A Isoform 1 95% (0.0029) 116063573 280 kDa 3.28
Sequestosome-1 Isoform 1 95% (0.0058) 4505571 48 kDa 3.20
Monocarboxylate Transporter 4 95% (0.0050) 109288010 49 kDa 3.07
Spectrin Alpha Chain, Non-Erythrocytic 1 Isoform 2 95% (0.022) 154759259 285 kDa 2.82
Inositol 1,4,5-Trisphosphate Receptor Type 3 95% (0.00061) 153945846 304 kDa 2.81
Annexin A2 Isoform 2 95% (0.0017) 209862831 39 kDa 2.79
Cyclin-Dependent Kinase 17 Isoform 2 95% (0.049) 281427168 60 kDa 2.75
Zyxin 95% (0.037) 4508047 61 kDa 2.53
Cation-Independent Mannose-6-Phosphate Receptor Precursor 95% (0.043) 119964726 274 kDa 2.05
Apoptotic Chromatin Condensation Inducer In The Nucleus
oform 3 95% (0.031) 759906000 147 kDa 1.96
Ras And Rab Interactor 1 95% (0.014) 68989256 84 kDa 1.87




Average

(REF BE S T-Test Accession MW Fold
(P-Value) Number Change

Keratin, Type I Cytoskeletal 18 95% (0.0069) 40354195 48 kDa -1.90
Calreticulin Precursor 95% (0.039) 4757900 48 kDa -2.26
Desmoplakin Isoform | 95% (0.00042) 58530840 332 kDa -3.45
60S Ribosomal Protein L22 Proprotein 95% (0.034) 4506613 15 kDa -3.59
Ribonucleoprotein Ptb-Binding 1 95% (0.034) 123173757 80 kDa -3.88
Na(+)/H(+) Exchange Regulatory Cofactor Nhe-Rfl 95% (0.0027) 4759140 39 kDa -4.04
Transcription Intermediary Factor 1-Beta 95% (0.000048) 5032179 89 kDa -4.94
Rela-Associated Inhibitor 95% (0.020) 215820635 |89 kDa -5.65
Ezrin 95% (0.0035) 161702986 |69 kDa -6.04
14-3-3 Protein Sigma 95% (0.0030) 5454052 28 kDa -6.72
Plakophilin-3 95% (0.00028) 6005830 87 kDa -6.93
Etoposide-Induced Protein 2.4 Homolog Isoform 1 95% (0.00066) 55956766 39 kDa -7.99
Ladinin-1 95% (0.00026) 20070205 [57kDa -8.86
Band 4.1-Like Protein 1 Isoform A 95% (0.000000047) 30061489 99 kDa -11.18
Protein Fam83H 95% (0.010) 157311635 127 kDa -12.70
Keratin, Type I Cytoskeletal 19 95% (0.00000023) 24234699 44 kDa -13.02
Epidermal Growth Factor Receptor Isoform A 950% (0.043) 134 kDa 1564
Precursor 29725609

Keratin, Type I Cytoskeletal 17 95% (0.00000030) 4557701 48 kDa -26.37
Keratin, Type | Cytoskeletal 14 95% (0.016) 15431310 52 kDa 4477
Keratin, Type li Cytoskeletal 6A 95% (0.0058) 5031839 60 kDa -45.69
Keratin, Type li Cytoskeletal 6C 95% (0.0022) 155969697 |60 kDa -59.40
Keratin, Type li Cytoskeletal 5 95% (0.0014) 119395754 |62 kDa -95.74
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PANTHER Pathway

0 4.50%

@ 4.50%

W 4.50%
W 4.50%

() i 0,
4-50%, 4 500
0 4.50%
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W 4.50%

@ 4.50%
W 18.20%
W 4.50%

0 4.50%

W 4.50%
W 9.10%

0 4.50%

O Angiotensin I-mediated signaling through G
proteins and beta-arrestin (P05911)

B Apoptosis signaling pathway (PO0006)

O Axon guidance mediated by semaphorins
(P00007)

0O B cell activation (P00010)

B Cytoskeletal regulation by Rho GTPase
(P00016)

@ Dopamine receptor mediated signaling
pathway (P05912)

B Endothelin signaling pathway (P00019)

0O Gonadotropin releasing hormone receptor
pathway (P06664)

B Heterotrimeric G-protein signaling pathway-Gq
alpha and Go alpha mediated pathway
(P00027)

B Histamine H1 receptor mediated signaling
pathway (P04385)

O Inflammation mediated by chemokine and
cytokine signaling pathway (P00031)

O Insulin/IGF pathway-mitogen activated protein
kinase kinase/MAP kinase cascade (P00032)

B Insulin/IGF pathway- protein kinase B signaling
cascade (P00033)

B Integrin signaling pathway (P00034)

B Muscarinic acetylcholine receptor 1 and 3

signaling pathway (P00042)

B Nicotine pharmacodynamics pathway (P06587)

@ PDGEF signaling pathway (P00047)

O Wnt signaling pathway (P00057)

B EEMERARRYRTE F > DlIntegrin Signaling PathwayfiHEe AL -

3f—rlntegrm Signaling PathwayfEfiggEtdsd by EE S A > Integrin
Signaling Pathway[R A E4ERFAMAEIARERIB SIS EE A - HILE LA
RfIZs ZhuEing K re AR DLgElE -
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