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The NCI-60 Cell Line Panel 

Cell Line Tissue MSI (*) Cell Line Tissue MSI (*)
786-0 Renal Negative NCI-H226 Lung Negative
A498 Renal Negative NCI-H23 Lung Negative
A549 ATCC Lung Negative NCI-H322M Lung Negative
ACHN Renal Negative NCI-H460 Lung Negative
BT-549 Breast Negative NCI-H522 Lung Negative
CAKI-1 Renal Negative NCI/ADR-RES Ovarian Negative
CCRF-CEM Leukemia POSITIVE OVCAR-3 Ovarian Negative
COLO-205 Colon Negative OVCAR-4 Ovarian Negative
DU145 Prostate POSTIVE OVCAR-5 Ovarian Negative
EKVX Lung Negative OVCAR-8 Ovarian Negative
HCC-2998 Colon Negative PC-3 Prostate Negative
HCT-116 Colon POSITIVE RPMI-8226 Leukemia Negative
HCT-15 Colon POSITIVE RXF-393 Renal Negative
HL-60 Leukemia Negative SF-268 CNS Negative
HOP-62 Lung Negative SF-295 CNS Negative
HOP-92 Lung Negative SF-539 CNS Negative
Hs-578T Breast Negative SK-MEL-2 Melanoma POSITIVE
HT29 Colon Negative SK-MEL-28 Melanoma Negative
IGR-OV1 Ovarian POSITIVE SK-MEL-5 Melanoma Negative
K562 Leukemia Negative SK-OV-3 Ovarian POSITIVE
KM12 Colon POSITIVE SN12C Renal Negative
LOX IMVI Melanoma NA SNB-19 CNS Negative
M14 Melanoma Negative SNB-75 CNS Negative
MALME-3M Melanoma Negative SR Leukemia Negative
MCF-7 Breast Negative SW-620 Colon Negative
MDA-MB-231 Breast Negative T-47D Breast Negative
MDA-MB-435 Melanoma Negative TK-10 Renal Negative
MDA-MB-468 Breast Negative U251 CNS Negative
MDA-N (1) Melanoma NA UACC-257 Melanoma Negative
MOLT-4 Leukemia POSITIVE UACC-62 Melanoma Negative

UO-31 Renal Negative

* MSI status has been collect from the data in the COSMIC database.
 (http://www.sanger.ac.uk/genetics/CGP/MSI/table1.shtml)
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CLUSTAL 2.1 MULTIPLE SEQUENCE ALIGNMENT

  ..  : *:****.* *  ***   * :**:***:**.*:**

D.melanogaster  NP_524462.2 RPEPVVLAFDIETTKLPLKFPDAQTDQVMMISYMIDGQGYLI
A.gambiae       XP_315205.3 RPEPVILAFDIETTKLPLKFPDAQTDQIMMISYMIDGQGYLI

H.sapiens       NP_006222.2 RPDPVVLAFDIETTKLPLKFPDAETDQIMMISYMIDGQGYLI
P.troglodytes   XP_522564.2 RPDPVVLAFDIETTKLPLKFPDAETDQIMMISYMIDGQGYLI

M.musculus      NP_035262.1 RPDPVVLAFDIETTKLPLTFPDAETDQIMMISYMIDGQGYLI
R.norvegicus    XP_222255.3 RPDPVVLAFDIETTKLPLKFPDAETDQIMMISYMIDGQGYLI

C.lupus         XP_543348.2 RPDPVVLAFDIETTKLPLKFPDAETDQIMMISYMIDGQGYLI

G.gallus        XP_001233985.1 RPDPVVLAFDIETTKLPLKFPDPETDQIMMISYMIDGQGYLI

A.thaliana      NP_001121995.1 RPDPVVLAFDIETTKLPLKFPDAETDQIMMISYMIDGQGFLI

C.elegans       NP_493616.1 HAKPKVLAFDIETTKLPLKFPDRESDEIMMISYMVDGRGFLI

A.thaliana      NP_180280.2 RAEVRVCAFDIETVKLPLKFPDAEYDQIMMISYMVDGQGFLI

D.rerio         NP_001117247.1 RAEVRVCAFDIETTKLPLKFPDAEYDQIMMISYMVDGQGFLI

O.sativa        NP_001046939.1 RAEVHVCAFDIETTKLPLKFPDAEYDTVMMISYMIDGQGYLI

K.lactis        XP_452312.1 FADPVVLAFDIETTKAPLKFPDSAIDQIMMISYMIDGEGFLI
E.gossypii      NP_986205.1 FADPVVLAFDIETTKAPTEFPDSAIDQIMMISYMIDGEGYLI

S.cerevisiae    NP_014137.1 FADPVVMAFDIETTKPPLKFPDSAVDQIMMISYMIDGEGFLI

M.grisea        XP_361376.2 MADPVVMAYDIETTKLPLKFPDAAIDQVMMISYMIDGQGFLI
N.crassa        XP_955939.2 MADPVVMAFDIETTKLPLKFPDAAIDQIMMVSYMIDGQGFLI

S.pombe         NP_596354.1 RAEPTIMAFDIETTKLPLKFPDSSFDKIMMISYMIDGQGFLI

280270 290 300
. . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . . .. .. . ..

P286
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Thiophene = RITA Nutlin 

Pearson 
coefficient is only 
0.39 between 
NSC714184 (SOS 
thiophene (NSC 
652287) and 
Nutlin 

Pearson between 
TP53 WT status 
and Nutlin is  
highly significant 
whereas it is not 
signficant for 
NSC714184 (SOS 
thiophene (NSC 
652287) = 0.154 

FIGURE S7
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Gene Correl. Location microRNA Correl. Location NSC Drug Name Correl. Status

C6orf138 0.62 6p12.3 hsa-miR-34a 0.56 1p36.22 756876 nutlin-3 0.85 Not Approved
FDXR 0.60 17q25.2 hsa-miR-34a* 0.42 1p36.22 689874  - 0.55 Not Approved
MDM2 0.59 12q15 hsa-miR-34b* 0.39 11q23.1 689873  - 0.53 Not Approved
CDKN1A 0.58 6p21.31 hsa-miR-150* 0.39 19q13.32 689872  - 0.53 Not Approved
TM4SF18 0.55 3q24 hsa-miR-139-3p 0.32 11q13.4 125066 Bleomycin 0.45 FDA Approved
GDF15 0.55 19p13.11 hsa-miR-330-3p 0.32 19q13.2 6171 1,8-cineole 0.45 Not Approved
BAX 0.54 19q13.31 hsa-miR-135a* 0.32 3p21.1
RPS27L 0.52 15q22.31 hsa-miR-501-5p 0.30 Xp11.22
RRM2B 0.52 8q22.3 hsa-miR-874 0.30 5q31.2
TMEM5 0.51 12q14.3 hsa-miR-1226* 0.28 3p21.31
SPATA18 0.51 4q12 hsa-miR-513a-5p 0.28 Xq27.3
XPC 0.51 3p25.1 hsa-miR-629* 0.27 15q23
DDB2 0.49 11p11.2 hsa-miR-134 0.26 14q32.31

619003 MX2 0.38 Not Approved
153353 L-Alanosine 0.38 Not Approved
26980 Mitomycin 0.38 FDA Approved
61586 Phleomycin 0.38 Not Approved
145668 Cyclocytidine HCl 0.37 Not Approved
686288 Aminoflavone 0.37 Not Approved
63878 Cytarabine HCl 0.36 FDA Approved

AMIGO3 -0.49 3p21.31 hsa-miR-15a -0.34 13q14.3 625457 - -0.42 Not Approved
ZNF470 -0.49 19q13.33 hsa-miR-16-2* -0.34 3q25.33 651925 - -0.43 Not Approved
LZIC -0.49 1p36.22 hsa-miR-33a -0.38 22q13.2 655620 - -0.44 Not Approved
USP1 -0.50 1p31.3 hsa-miR-130b -0.42 22q11.23 699807 - -0.44 Not Approved
ZNF20 -0.50 19p13.2 hsa-miR-16 -0.42 3q25.33 84423 - -0.45 Not Approved
ZNF266 -0.55 19p13.2 hsa-miR-361-5p -0.43 Xq21.2 726311 - -0.46 Not Approved
ZNF44 -0.58 19p13.2 hsa-miR-15b -0.43 3q25.33 645647 benzamide -0.48 Not Approved
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MCF7: AUC=0.85, n1 = 18, n2 = 66
MDA−MB−231/ATCC: AUC=0.71, n1 = 54, n2 = 15
HS 578T: AUC=0.7, n1 = 54, n2 = 32
MDA−N: AUC=0.83, n1 = 18, n2 = 10
BT−549: AUC=0.87, n1 = 57, n2 = 13
T−47D: AUC=0.76, n1 = 44, n2 = 33
MDA−MB−468: AUC=0.88, n1 = 14, n2 = 56
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SF−268: AUC=0.68, n1 = 29, n2 = 13
SF−295: AUC=0.6, n1 = 20, n2 = 48
SF−539: AUC=0.76, n1 = 24, n2 = 37
SNB−19: AUC=0.85, n1 = 67, n2 = 10
SNB−75: AUC=0.75, n1 = 38, n2 = 41
U251: AUC=0.65, n1 = 23, n2 = 25

Central Nervous System
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COLO 205: AUC=0.72, n1 = 30, n2 = 42
HCT−116: AUC=0.74, n1 = 15, n2 = 38
HCT−15: AUC=0.72, n1 = 53, n2 = 12
HT29: AUC=0.56, n1 = 19, n2 = 39
KM12: AUC=0.84, n1 = 35, n2 = 54
SW−620: AUC=0.7, n1 = 34, n2 = 26
HCC−2998: AUC=0.71, n1 = 37, n2 = 26
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K−562: AUC=0.65, n1 = 23, n2 = 42
CCRF−CEM: AUC=0.8, n1 = 26, n2 = 67
HL−60(TB): AUC=0.53, n1 = 28, n2 = 69
MOLT−4: AUC=0.6, n1 = 20, n2 = 59
RPMI−8226: AUC=0.84, n1 = 38, n2 = 38
SR: AUC=0.71, n1 = 19, n2 = 73
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A549/ATCC: AUC=0.63, n1 = 14, n2 = 35
EKVX: AUC=0.64, n1 = 63, n2 = 28
HOP−62: AUC=0.68, n1 = 22, n2 = 28
HOP−92: AUC=0.7, n1 = 27, n2 = 80
NCI−H23: AUC=0.86, n1 = 24, n2 = 27
NCI−H322M: AUC=0.68, n1 = 59, n2 = 24
NCI−H460: AUC=0.75, n1 = 20, n2 = 66
NCI−H522: AUC=0.76, n1 = 16, n2 = 45
NCI−H226: AUC=0.72, n1 = 48, n2 = 33
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IGROV1: AUC=0.78, n1 = 30, n2 = 39
OVCAR−3: AUC=0.83, n1 = 37, n2 = 13
OVCAR−4: AUC=0.77, n1 = 63, n2 = 11
OVCAR−5: AUC=0.44, n1 = 55, n2 = 19
NCI/ADR−RES: AUC=0.85, n1 = 86, n2 = 17
SK−OV−3: AUC=0.66, n1 = 43, n2 = 30
OVCAR−8: AUC=0.91, n1 = 21, n2 = 26
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PC−3: AUC=0.68, n1 = 40, n2 = 31
DU−145: AUC=0.81, n1 = 25, n2 = 22
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CAKI−1: AUC=0.78, n1 = 34, n2 = 50
RXF−393: AUC=0.81, n1 = 16, n2 = 44
SN12C: AUC=0.79, n1 = 25, n2 = 29
UO−31: AUC=0.74, n1 = 38, n2 = 39
786−0: AUC=0.75, n1 = 26, n2 = 27
A498: AUC=0.72, n1 = 24, n2 = 73
ACHN: AUC=0.59, n1 = 26, n2 = 50
TK−10: AUC=0.59, n1 = 47, n2 = 34

Renal
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