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Materials and Methods

Tissue and cell preparation, flow cytometry

Blood was obtained from anaesthetized animals (with isoflurane) by venipuncture of retro-
orbital venus plexus into EDTA tubes. Differential blood counts were obtained using an
automated hematology analyzer (Cell Dyn, Abbott Diagnostics, France or Medonica, Kitvia,
France). White peripheral blood (PB) cells were analyzed by flow cytometry as previously
described’ (FACSCalibur, Becton Dickinson, San Jose, California, USA ); PB BCL-2
expression was performed by flow cytometry using the human specific BCL-2 antibody (BD
Pharmingen, San Diego, CA, USA). Bone marrow (BM) was obtained by flushing long bones
with Hank’s balanced salts solution followed by filtering through a nylon mesh. PB and BM
smears were prepared according to standard hematological techniques. Bone marrow
smears were stained and examined by a cytologist of Hbpital Saint-Louis. The tissue
sections were examined by the Head of Histopathology of Hopital Saint-Louis; and classified
according to the Bethesda proposal® where blast equivalents are designated as “Immature
Forms/Blasts”, which for the purposes of convenience are referred to as blasts herein.
Percentage blasts were determined from the BM smears by counting 100-200 cells. Lin
fractions were separated using an AutoMacs separator (Miltenyi, Auburn, CA). The lineage
depletion kit contained a mixture of specific biotinylated antibodies CD5 (T-cell antigen),
CD45R (lymphocyte antigen), Mac-1, Gr-1(Lys-6G) (granulo-macrophagic differentiation
antigens) and Ter119 (early erythroid antigen). BM LSK cells were estimated using
antibodies Sca-1 conjugated with fluorescent isothiocyanate (FITC) and KIT conjugated with
phycoerythrin (PE) (Becton Dickinson, San Jose, CA). Livers and spleens were fixed
overnight in buffered formalin and embedded in paraffin, sectioned and stained by the
Hépital Saint-Louis Histopathology department. Splenocytes were obtained by soft
dilaceration of the spleen with the piston of a 5 ml Syringe in a petri dish. Cells are washed

in PBS, filtered through a 40 © m nylon mesh and then density centrifugation was conducted

using Lymphoprep (Eurobio, France) to isolate mononuclear splenocytes.



Progenitor Assay

Progenitor assays were performed using the Methocult® media as recommended by the
manufacturer (Stem Cell Technology, Vancouver). This assay kit contained rm-Stem Cell
Factor, rmlIL-3, rhiL-6 growth factors and insulin and transferrin. Briefly 10° bone marrow
cells were centrifuged and resuspended in 3.3 ml Iscove’s media supplemented with 2%
heat inactivated fetal calf serum (FCS), 2 mM glutamine, 5 Ul/ml penicillin, 300 mg/ml
streptomycin. 0.3 ml of cells was added to 3 ml of Methocult® and 1 ml (3x10*) was plated
per 35 mm dish (in triplicate). Cultures were incubated for 7 days at 37°C, 5% CO, in air and
> 95% humidity. Identification and counts of colonies were done according to the technical
manual of the manufacturer. Colonies were counted on day 7 and the mean of the first two

dishes plated was scored.

Immunofluorescence and confocal microscopy

A TRITC directly conjugated hBCL-2 (Santa Cruz Biotechnology, CA), an anti-NRAS
monoclonal antibody was visualized with a goat anti-mouse Alexa 647 secondary antibody
and anti-mitochondria antibody Tom 20 (Santa Cruz Biotechnology, CA) visualized with a
goat anti-rabbit Alexa 488 secondary antibody were used. The fluorescent lectin (Alexa Fluor
488) wheat germ agglutinin (Molecular Probes, Invitrogen, Paisley) was used as a plasma
membrane marker for mouse cells. Slides were analyzed by confocal microscopy on a Zeiss

LSM 510 META confocal laser microscope (Zeiss, lena, Germany).

Flow cytometric apoptosis assessment:AnnexinV/7AAD
Briefly, single cell suspensions were prepared from spleen cells and cultured in low-
serum/cytokine mixture (IMDM/2% FCS/IL-3/SCF/G-CSF/GM-CSF (5 ng/ml)) for 24 h as

recommended by the manufacturer (BD Biosciences, Oxford, UK). 3x10° cells were



collected by centrifugation and labelled with Annexin V-Cy5 (BioVision Inc, CA) and 7-AAD

(BD Biosciences, Oxford, UK) according to manufacturers’ instructions.

Mitochondrial membrane potential (MMP)

Briefly, splenocytes were resuspended at 1x10%/ml in 1xPBS with 50 nM DiOC4(3 )
(Invitrogen, Carlsbad, CA) and incubated at 37°C for 30 min. Cells were washed in 1xPBS
and analysed by flow cytometry using the 488 nm excitation laser and 530/30 nm bandpass
and 670 nm longpass filters. The accumulation of the DiOC,(3) dye within the mitochondria
measured by emission in the green/red channels following excitation reflects the membrane

potential.

ANX-Scintigraphy

Scintigraphic imaging or Single-Photon Emission Computed Tomography (SPECT) was
performed under pentobarbital anesthesia (4 mg/100 g body weight; Ceva Santé Animale,
Libourne, France) in mice, afterintravenous injection of ANX. Planar images were obtained 0
to 45 minutes (dynamic acquisition: 15 images, image duration: 60 seconds, static
acquisitions of 10 minutes duration) after ANX injection. Images were acquired 10 minutes
after injected dose of ANX. In addition, mice which had previously undergone planar imaging
underwent abdominal X/tomoscintigraphy acquisition: mod-list tomographic acquisition was
performed during continuous rotation of the animal placed between 2 parallel collimators
(360° rotation per minute, acquisition duration: 60 minutes from 1 hour to 2 hours after ANX
injection). All acquisitions were performed using a dedicated small animal IMAGER-S/CT
system (Biospace Mesures, Paris, France) equipped with parallel low-energy high-resolution
collimators (matrix 128x128, 15% energy window centred on 140 KeV). ANX uptake in
hepato-splenic area was visually assessed, and activity (mean counts per pixel) ratios
between pre and post treatment (determined on early dynamic images) and underlying

background areas were computed on planar images.



TUNEL

Quantitative data on tissue sections were assessed blindly by 2 pathologists (AJ, CL) on an
Olympus ProvisAX-70 microscope (Olympus, Japan), with wide-field eyepiece number 26.5,
providing a field size of 0.344 mm? at 400x magnification. Cell counts were performed on
three different fields per section, and expressed as the mean number of cells per field (400 x

magnification) using the Olympus SIS software system.

RAS activation assays and Western Blotting

5x10° cells were lysed in 50 mmol/L Tris (pH 7.4), 1% NP40, 15% glycerol, 200 mmol/L
NaCl, 5 mmol/L MgCl,, 5 mmol/L NaF, 1 umol/L leupeptin, 0.1 umol/L aprotinin, and 1
mmol/L phenylmethylsulfonyl fluoride. Detergent-insoluble material was removed by
centrifugation (16,000 g at 4°C for 20 min) and assayed for RAS activation using the GST-
Raf1-Ras Binding Domain protein as previously described.? Densitometric analysis for the
pulldowns was performed using the Aida Image Analyzer. The background was subtracted,
and the signals of the detected bands were normalized to the amount of respective p-actin
loading control band. The relative values were presented as fold increase over control
samples as indicated (error bar = SD; n=3). For Western blots Cyclin D1 and D3, p27<*",
Phospho p38"A" | BCLy. ,BCL-2 threonine and serine antibodies were obtained from Cell
Signaling Technology, Beverly, MA); p21W/CP1 515NB MCL-1, ERK and AKT specific

antibodies were obtained from Santa Cruz Biotechnology, CA,

Effect of ABT-737 on AML spleen cells Ex Vivo

Splenocytes were prepared as above, resuspended at 1x10%ml in culture media (IMDM/2%
FCS/IL-3/SCF/G-CSF/GM-CSF (5 ng/ml) with 10, 100 or 500 nM of ABT-737 dissolved in
DMSO and incubated at 37°C for 24 hours. Cells were washed in 1xTBS and analysed by
Western blotting using ppERK and pAKT antibodies with B-actin as a control for loading

(Cell Signaling Technology, Beverly, MA).



Affymetrix exon array hybridization

For each of the six arrays (three mice each of untreated and ABT-737 treated
vrrs[NRAS/BCL-2] mice), 100 ng of total RNA was first mixed with bacterial transcripts and
the mixture was reverse transcribed into cDNA. After synthesis of double-stranded cDNA, an
in vitro transcription reaction was conducted overnight. Resulting amplified cRNA were
reverse transcribed into sense DNA incorporating dUTP. This single stranded DNA was
treated with a combination of uracil DNA glycosylase and apurinic/apyrimidinic
endonuclease 1. DNA fragments were biotin-labeled by terminal deoxynucleotidyl
transferase. Targets were finally prepared according Affymetrix recommendations for
hybridization of exon arrays. Microarrays were hybridized, washed and scanned using
Affymetrix instruments. Total RNAs RIN values were between 8.3 and 9. Raw data are

controlled with Expression console (Affymetrix).

Array data and statistical analysis

Exon Array data were normalized using quantile normalization. Background correction was
made by using the antigenomic probes and probe selection was made as described
previously.® Only probes targeting exons annotated from FAST DB® transcripts were
selected in order to focus on well-annotated genes, whose mRNA sequences are in public
databases.* Among these selected probes, bad-quality probes (e.g. probes identified by
Affymetrix as “cross-hybridizing”) and probes with too low intensity signal compared to
antigenomic background probes with the same GC content were removed from the analysis.
Only probes with a DABG P value < 0.05 in at least half of the arrays were considered for
statistical analysis.* Only genes expressed in at least one compared condition were
analyzed (i.e. untreated and ABT-737 treated mice). To be considered as expressed, the
DABG p-value had to be < 0.05 for at least half of the gene probes. We performed an

unpaired Student’s t-test to compare gene intensities in the different biological replicates.
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Figure S1

Increased weight of AML mice
after ABT-737 treatment
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Reduced size of AML compared to littermate. AML mouse on the right with wild-type lit-
termate on the left and increased weight of AML mice after treatment. Weight of AML
mice at 3 weeks (Mean+SD of 3 mice) of untreated diseased mice (closed diamond and
solid line) compared to litter mate (n=3, closed square and small dotted line) and
treated mice (n=6, closed triangle and dashed line).

Figure S2
Kaplan-Meier survival curves showing prolonged survival of AML mice
treated with ABT-737
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Treated mice (n=36, red line) compared with untreated (n=63, black line) plotted
from date of birth (p<0.0001).



Supplement S3. Radioisotope heat map of Tc-99 m labelled Annexin-V
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Increased apoptosis of AML treated mice. Paired untreated and treated radioisotope heat
maps of Tc-99m labeled Annexin-V of AML and WT mice (n=3 in each group).



Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link___[Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID | Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Mmp9 up 7.50 .48E-03 | chr2(+):164773730-164781348 ucsc i D12712 7395 ENSMUSG00000017737] 9.57 12.47
Fprl up Is .10E-0: chr17(-):18013452-18020905 ucsc AK137714 4293 ENSMUSG00000045551 7.92 10.80
Stfa3 up L .54E-0: chr16(-):36450623-36455480 ucsc AK014349 0863 ENSMUSG00000054905 8.57 11.32

== up 5] .88E-02 chr11(-):116981960-116982772 ucsc BC104141 = == 7.22 9.94
Cxcr2 up .3 .86E-03 chri(+):74200562-74207812 ucsc BC051677 12765 ENSMUSG00000026180] 8.59 1.26
111f9 up .23 .12E-0: chr2(+):24041999-24054734 ucsc AK156687 215257 ENSMUSG00000044103 8.98 1.62

Tm4sfl up .22 .68E-0: chr3(-):57089533-57105892 ucsc AK134603 17112 ENSMUSG00000027800| 7.54 0.18

Igll1 up N5 .62E-02 chr16(-):16860767-16864079 ucsc AK137552 = ENSMUSG00000075370 7.48 0.10
Dhrs9 up .14 .36E-02 chr2(+):69218500-69242590 ucsc AK080914 241452 ENSMUSG00000027068 6.98 9.60
Irgl up .92 .02E-03 | chrl14(+):103446192-103455790 ucsc AK152635 16365 ENSMUSG00000022126 N7
Mmp8 up .55 .10E-0: chr9(+):7558448-7568486 ucsc AK089336 17394 ENSMUSG00000005800 11.02

Tnfrsf23 up £ .20E-0: chr7(-):150851714-150871781 ucsc AK170037 79201 ENSMUSG0000003761: 9.7
Slfn4 up L .28E-0: chr11(+):82988688-83003717 ucsc BC044865 20558 ENSMUSG00000000204 11.08

Gm5483 up 5 .63E-02 chr16(+):36184298-36188194 ucsc AK089257 433016 ENSMUSG00000079597| 9.7.

Slc7all up y .96E-03 chr3(-):49696447-50247536 ucsc AY766237 26570 ENSMUSG00000027737| 10.07

Ccl2 up 4.95 .48E-0: chr11(+):81849077-81850954 ucsc AK153520 20296 ENSMUSG00000035385 10.12
Cxcl2 up 4.89 .21E-0: chr5(+):91332896-91334964 ucsc chemokine (C-X-C mdCINC-2a // Gro2 // GROb // Mgsq AK155874 20310 ENSMUSG00000058427| 12.21

D730048J04Rik up 4.8 .12E-0: chrl7(-):43671137-43672050 ucsc RIKEN cDNA D73004|--- AK021352 = == 8.96
Padi4 up 4.7¢ .92E-0: chr4(-):140301607-140330119 ucsc peptidyl arginine deim|PADtypelV // Pdi4 AK137625 18602 ENSMUSG00000025330 9.23

== up 4. .84E-02 chr6(-):69327937-69328199 ucsc = == 79554 = == 11.35

- up 4.4 .T4E-02 Chr6(+):67741219-67741492 ucsc == == U29616 = == 10.31
Retnlg up 4.4 .47E-02 chr16(+):48872757-48874609 ucsc resistin like gamma__|Fizz3 // Relmg // Xcpl AJ536019 245195 ENSMUSG00000022651 12k

1700047M11Rik up 4.4 .65E-02 chri(+):184218245-184233420 ucsc RIKEN cDNA 170004]--- AK047804 7330 == 8.88
Alox5 up 4.4 .51E-02 chr6(-):116360098-116411163 ucsc arachidonate 5-lipoxy(5-LO // 5-LOX // 5LO // 5LX AK136868 1689 ENSMUSG00000025701 11.02
Asprvl up 4.40 .79E-02 chr6(+):86577432-8657919 ucsc asﬁanic Eeétidase‘ re|2300003P22Rik // SASP // SASH BC157058 7855 ENSMUSG00000033508 9.27
Sppl up 4.32 .38E-02 chr5(+):104864136-104870067 ucsc secreted phosphoprot{2ar // 44kDabonephosphoprotei Al 0540 0750 ENSMUSG00000029304 11.69
- up 4.27 .56E-02 chr7(+):150735217-150735792 ucsc == == AK013067 = == 8.53
S$100a6 up 4. .08E-02 chr3(+):90417104-9041833 ucsc S100 calcium binding [2A9 // 5B10 // Cacy // CALCYCLI AK151144 20200 ENSMUSG00000001025 11.26
Uppl up 4. .17E-02 chr11(+):9018105-9036172 ucsc uridine phosphorylase|UdRPase // Up // UPase D44464 22271 ENSMUSG00000020407| .62
Myold up 4. .68E-02 chr11(-):80295629-80593528 ucsc miosin ID 9930104HO07Rik // D11Ertd9e BC039700 338367 ENSMUSG00000035441 .27
Clecad up 4. .18E-02 chr6(+):123212127-123225283 ucsc C-type lectin domain f{Clecsf8 // mcl // mMCL // Mpcl AK089500 17474 ENSMUSG000000301 .04
Gm5416 up 4. .70E-02 chr16(+):36210490-36217874 ucsc redicted gene 5416 |--- BC115936 408196 ENSMUSG000000683: 4
Fosl1 up 4.02 .13E-02 chr19(+):5447545-5455945 ucsc fos-like antiaen 1 fra-1 // Fra AK144785 14283 ENSMUSG00000024912 .7/
Steap4 up .94 .36E-02 chr5(+):7960455-798221 ucsc STEAP family membe|1110021017Rik // Tiarp // Tnfaip| AJ319746 117167 ENSMUSG00000012428 il
Hdc up .94 .44E-02 chr2(-):126419398-126444416 ucsc histidine decarboxylagHdc-a // Hdc-c // Hdc-e // Hdc-s /| AK133455 15186 ENSMUSG00000027360 10.20
Mmp25 up .94 .51E-02 chrl7(-):23766146-23782237 ucsc §F730048C11Rik // Leukolysin // BC059059 240047 ENSMUSG0000002390: 10.40

Bstl up .92 .32E-03 chr5(+):44210147-44234550 ucsc 114/A10 // Bp3 // Bstal // CD157| L32812 12182 ENSMUSG00000029082| 10.11

== up .90 .62E-02 chr12(+):8506232-8509364 ucsc == AK143170 = - | i

- up .88 .81E-02 chr5(-):44175285-44177356 ucsc == AK155529 = == | 7.94
Mctpl up .88 .42E-02 chr13(+):76522407-77171071 ucsc multiple C2 domains, {2810465F10Rik AK047562 78771 ENSMUSG00000021596 4
Chstl up .86 .14E-02 chr2(+):92440029-92455407 ucsc carbohydrate (keratan|2610008E20Rik // C6ST // GST-. AK134997 76969 ENSMUSG00000027221 | ] )

== up .82 .56E-0: chrl7(-):74226579-74229003 ucsc | == AKO085737 = == .4 .35
Lilra6 up .78 .72E-0: chr7(-):3859882-3867107 ucsc leukocyte immunogloH 7M1 // Pira3 AK030846 18726 ENSMUSG00000030427| 4 .75
Niacrl up .76 .26E-0: chr5(-):124313581-124315509 ucsc Gpri09a // Gpr109b // HM74 I/ P| AK150795 80885 ENSMUSG00000045502 s 10.15
Ifitmé up .70 .53E-0: chr7(-):148201605-148202807 ucsc fragilis5 AK039626 213002 ENSMUSG00000059108} 10.35 12.24

6430548MO08Rik up .68 .43E-02 chr8(+):122638050-122689204 ucsc AK133157 234797 ENSMUSG00000031824 .07 .94

A430107013Rik up .65 .56E-02 chr6(+):21935907-22205365 ucsc BC151018 214642 ENSMUSG00000062980 6.70 .57
Ankrd22 up .61 .85E-02 chr19(-):34197039-34240545 ucsc AK017360 52024 ENSMUSG00000024774 7.13 5c0)

== up .58 .14E-02 chr19(+):10013755-10015142 ucsc AK155738 = == 5.51 .35
D930030005Rik up .53 .46E-0: chr7(+):75251581-75258241 ucsc AK083489 = - 7.24 9.06
Itgb2| up \ .55E-0: chr16(-):96643898-96665222 ucsc AK158108 16415 ENSMUSG00000000157| 7.10 8.91

Pygl up .4 .27E-02 chr12(-):71291799-71332475 ucsc AK149491 110095 ENSMUSG00000021069 .29 10.06

111 up .4 .76E-02 chri(+):40141586-40182068 ucsc AK132264 6178 ENSMUSG00000026073| .58 10.35
Raetld // Raetle up L .53E-02 chr10(+):21878373-22093943 ucsc FJ594066 379043 // 56554 D000053219 // ENSMUSG| .89 .65
Csf3r up .36 .40E-02 chr4(+):125701903-125722219 ucsc AK144318 2986 ENSMUSG00000028859 .05 10.80
Rasgrp4 up .35 77E-02 chr7(+):29919950-2993897. ucsc AK089282 233046 ENSMUSG00000030589 150 10.33

== up .33 .62E-02 chr6(-):129453790-129456461 ucsc AK080920 = == .84 8.57
Stfal up .32 .28E-02 chr16(+):36277265-36285457 ucsc M92417 20861 ENSMUSG00000071562 10.68 12.41
Stfa2l1 up .30 .21E-02 chr16(+):36156896-36162038 ucsc AK050597 268885 ENSMUSG00000059657| L 11.33

== up .29 .12E-0: chr11(-):74290802-74293812 ucsc = AK144288 = == s 8.59

== up .26 .19E-0: chr19(-):10056413-10056981 ucsc [ == AK145157 = == I 7.73
Thbs1 up .24 .96E-02 chr2(+):117937624-117952868 ucsc tbspl // Thbs-1 // TSP-1 // TSP1 AK145202 21825 ENSMUSG00000040152 . 10.56
Actnl up .24 .32E-03 chr12(-):81268535-81361352 ucsc 3110023F10Rik BC054830 109711 ENSMUSGOUOUOOISlﬁi .94 10.64
Arg2 up .23 .11E-02 0231803-80257287 ucsc arginase type Il All 190886 11847 ENSMUSG00000021125 . 8.59

- up .22 .57E-02 chr11(+):107289590-107297000 ucsc == == AK146139 = == B 7.76
Hal up b .53E-02 chr10(+):92951513-92979506 ucsc histidine ammonia lyajhistidase // Hsd AK014518 15109 ENSMUSG0000002001 7! 9.43

== up L .15E-02 chr7(-):50779586-50781749 ucsc == - AK149443 = == 8.7 10.43

A530064D06Rik up b 4.52E-02 chr17(-):48286076-48304221 ucsc RIKEN cDNA A53006{--- AK171433 328830 ENSMUSG00000043939 7.8 Cls
Fpr2 // Fpr3 up L .44E-02 chr17(+):18024786-18108641 ucsc formyl peptide receptd E330010107Rik // Fpr-rs1 // Fpr-r U78299 14289 // 14294 P000052270 // ENSMUSG 8.98 10.63
F2rl2 up b 2.20E-02 chr13(+):96466808-96472694 ucsc coagulation factor Il (t{PAR3 Al 444 14064 ENSMUSG00000021675 7.68 9.33
Ednra up 11 4.70E-03 chrg(-):80186930-80248364 Ucsc endothelin receptor ty| ET-AR // ETa // Gpcrl0 AK043210 13617 ENSMUSG00000031616 6.34 7.98

== up .10 2.66E-02 chr6(-):125429069-1254309! ucsc = == Al 1196 = == 6.35 .98
Mapk13 up .10 .00E-02 chr17(+):28906274-2891564 ucsc mitogen-activated projp38deltaMAPkinase // SAPK4 /I AK146993 26415 ENSMUSG00000004864| 7.76 .39
Pilrb2 up i 4.43E-02 chr5(-):138307057-1383129i uCsC | paired immunoglobin-|EG545812 AK036467 545812 ENSMUSG00000066682) 7.68 .30
Pnplal up .0 4.95E-02 chr17(+):28995354-29027253 ucsc AK132521 433091 ENSMUSG00000043286 5.90 .52

5| up .0 .34E-02 chri(+):166081962-166150405 ucsc coagulation factor V_|Cf-5 // Cf5 AK137537 14067 ENSMUSG00000026579 7.49 Lilil
Agp9 up .0 .62E-03 chr9(-):70958468-71011096 ucsc aquaporin 9 1700020122Rik AK050042 64008 ENSMUSG00000032204] 7.36 197

== up .0 .57E-02 chr10(+):3363460-3364255 ucsc = == BC053976 = == 7.1 77
Pil6 up .0 .08E-02 chr17(+):29455820-29466358 ucsc eptidase inhibitor 16 [1200009H11Rik AB046537 74116 ENSMUSG00000024011 7.4 .08
Siglec up .0 .85E-02 chr7(+):50606709-50614901 ucsc sialic acid binding Ig-liimSiglec-F // Siglecf AK14620: 233186 ENSMUSG00000039013 57 .37

- up .0 LATE-02 chr14(-):98210625-98213314 ucsc == == AK05186 = == Ni .35
Lrgl up .0 .83E-02 chr17(-):56259100-56261369 ucsc leucine-rich alpha-2-g|1300008B03Rik // 2310031E04ﬂ BC03073: 76905 ENSMUSG00000037095 .0 10.67

== up .02 .05E-02 chr6(-):68860408-68860687 ucsc == == AJ697688 = == .65 11.24
Tiam2 up .02 .75E-02 chr17(+):3326573-3531344 ucsc [T-cell lymphoma invag 3000002F19Rik // mKIAA2016 | BC067048 24001 ENSMUSG00000023800] .05 7.65




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.

GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name [Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
4933412006Rik up .02 2.92E-02 chr13(-):15873497-15894465 ucsc RIKEN cDNA 493341]--- AK016796 = == 5.45 .04
Tarml up .98 4.19E-02 chr7(-):3487791-3503442 ucsc |T cell-interacting, acti9930022N03Rik // Gm9904 AK155804 245126 ENSMUSG00000053338 7.70 .28
Ptgs2 up Y .92E-0: chri(+):151947229-151955147 ucsc prostaglandin-endope|Cox-2 // COX2 // cyclooxygenasg M8824: 19225 ENSMUSG00000032487| 7.82 .39
Pla2g5 up .96 4.61E-0: chré(-):138355159-138419383 ucsc SPLA2 AK090021 18784 ENSMUSG00000041193] 6.08 .65
9830107B12Rik up .89 .70E-02 chr17(-):48262555-48283218 ucsc RIKEN cDNA 983010 AK079398 328829 ENSMUSG00000073386 7.05 8.57
- up .89 2.15E-02 chr15(-):82823800-82826136 ucsc AK159337 = .86 10.40
Treml up .87 4.87E-02 chr17(+):48371933-48386091 ucsc AK089439 58217 ENSMUSG00000042265 .40 10.92
Wipil up .86 4.98E-02 chr11(-):109434646-109472747 ucsc pl4930533H01RIk // D11Ertd498e AK159608 52639 ENSMUSG00000041895 .96 8.47
Mt2 up .85 .22E-02 chr8(+):96696683-96697462 ucsc AK002567 17750 ENSMUSG00000031762| .52 10.03
Adam8 up .85 .09E-02 chr7(-):147164832-147178437 ucsc CD156 // CD156a // E430039A1 BC025584 11501 ENSMUSG00000025473| .90 10.41
5430425K12Rik up .84 .38E-02 chr13(+):81080319-81087858 ucsc RIKEN cDNA 5430424 AK017339 - - NI .6
- up .83 .40E-03 chr7(+):75196005-75198972 ucsc == - AK053468 = == .03 .5
== up .82 .50E-02 chr7(-):71051746-71052522 ucsc = == AK138320 = == e .4
Dgkg up .82 .7T7E-02 chr16(-):22468534-22657295 ucsc diacylglycerol kinase, [2900055E17Rik // Dagk3 // E430Q) AK220294 110197 ENSMUSG00000022861| 7 J
Entpd3 up .81 94E-03 | chr9(+):120448948-120477435 ucsc ectonucleoside triphogCd39I3 // HB6 // NTPDase-3 AK0462. 215446 ENSMUSG00000041608 .1
1810033B17Rik up .80 99E-0: chr8(+):3665754-3669259 ucsc RIKEN cDNA 181003]--- AKO0871 69189 ENSMUSG00000013974| 10.00
== up 7§ 44E-0: chr8(-):11457471-11459742 ucsc = == AK1574. = == | 7.36
Ltf up 7 99E-02 | chr9(+):110921794-110945270 Ucsc lactotransferrin lactoferrin // Lf AK0364! 17002 ENSMUSG00000032496 12.77
Tas2r143 up 7 26E-0 chr6(+):42350237-4235112 uCsC mt2r36 // Tas2r43 BC14823; 387514 ENSMUSG00000046652] 8.14
Cbarl up .7 T4E-O. chr7(-):16832094-16844687 ucsc complement compone|C5aR // C5r1 // Cd88 // D7Msul AK15802 12273 ENSMUSG00000049130 10.31
Cpeb3 up N chr19(-):37096369-37281999 ucsc cytoplasmic polyadeny4831444018Rik // mKIAA0940 AB093274 208922 ENSMUSG00000039652 7.9
Cd300If up ol 14977533-114995306 ucsc CD300 antigen like fa CLM-1 // DIgR2 // F730004D16R BC057864 246746 ENSMUSG00000047798 9.4
Cyp4f18 up N 48E-0: chrg(-):74512381-74533527 ucsc cytochrome P450, fan|1810054N16Rik AKO007 72054 ENSMUSG00000003484 . 10.23
- up .70 .98E-04 chrg(-):35012639-35013410 ucsc == == AK040416 = == .82 8.25
Gent2 up .70 .48E-02 chr13(+):40955137-41056260 ucsc glucosaminyl (N-acety|5330430K10Rik // IGNT // IGnTA| BC094! 14538 ENSMUSG00000021360 .64 10.07
9230118HO8RIk up .70 .26E-02 chr11(+):77855875-77856595 ucsc RIKEN cDNA 923011¢--- AK020356 = == .96 6.39
ler3 up .69 32E-0: chr17(+):35958628-35959861 ucsc immediate early resE%cAMPinduciblegeneS I cl-3 1 ghy| AK051003 15937 ENSMUSG00000003541 Lzl 10.63
== up .68 55E-0: chr6(+):22065067-22066520 ucsc == == AK051981 = == .69 711
Cdk18 up .66 .98E-02 chri(-):134010127-134036268 ucsc |CyC|in-dsEenden[ kinajPctk3 AK004998 18557 ENSMUSG00000026437| .68 9.09
Fam70a up .65 .11E-02 chrX(-):35549750-35605617 ucsc family with sequence §6430550H21Rik AK041985 245386 ENSMUSG00000036502 6.19 7.60
Rab3b up .65 26E-02 chr4(+):108551675-108615929 ucsc RAB3B, member RAS|--- AK082959 69908 ENSMUSG00000003411 6.27 7.67
2010005H15Rik up .64 .28E-02 chr16(+):36221648-36257513 ucsc RIKEN cDNA 2010004--- BC145264 76770 ENSMUSG00000051949 11.62 13.02
5330421C15Rik up 01E-02 chr10(+):5317538-5323044 ucsc RIKEN cDNA 533042]--- AK03917! = == 7.09 8.47
B230303A05Rik up .08E-03 chr13(-):15905387-16008490 ucsc RIKEN cDNA B23030{EG328191 AK04568 5.91 775
== up X 08E-02 chr12(-):86938540-86940124 ucsc = == AK03314: = == 6.49 7.88
Gp49a up .60 .96E-03 chr10(+):51200464-51206509 ucsc glycoprotein 49 A AK16775 14727 ENSMUSG00000062593 10.63 12.01
Prok2 up i50) 63E-02 chr6(-):99661293-9967638! ucsc prokineticin 2 Bombinavariegata8kDaprotein // AF18206/ 50501 ENSMUSG00000030069 6.60 7.97
Slpi up .58 .71E-02 chr2(-):164179807-164182243 ucsc - BC02850! 20568 ENSMUSG00000017002] 11.87 13.23
Vamp5 up A7) 58E-0: chr6(-):72318043-7231862 ucsc BC145141 53620 ENSMUSG00000073002f 5.90 .26
Pilrb1 up .57 66E-0: chr5(-):138293375-138299226 ucsc AJ40084 170741 ENSMUSG00000066684| 7.67 .03
Plekhgl up .56 L47E-02 chri10(-):6379246-6606166 ucsc AK03440: 213783 ENSMUSG00000040624 6.70 .05
9430027J11Rik up .56 .60E-03 chr14(-):98207555-98209066 ucsc - AK054234 = == 5.86 .21
Itgax up A0 82E-02 chr7(+):135273060-135294170 ucsc integrin alpha X Cd11c // CD11C(p150)alphapol; AK155816 16411 ENSMUSG00000030789 7.87 .23
B430306N03Rik up .55 .44E-02 chr17(+):48454627-48466349 ucsc RIKEN cDNA B43030/--- AK046672 320148 ENSMUSG00000043740 8.24 .59
== up .54 36E-02 chr6(+):66866397-66870707 ucsc = == AK05325 = - 7.18 .53
Tnfaip6 up .54 .75E-02 chr2(+):51893623-51912201 ucsc tumor necrosis factor {Tnfip6 // TSG-6 // Tsg6 U83903 21930 ENSMUSG00000053475 .67 .02
== up .54 6.52E-0 chrl1(+):75524275-75524647 ucsc = == AK137857 = - 4.64 .9
Lilrb3 up .52 4.43E-0: chr7(-):3663011-3671993 ucsc leukocyte immunoglot Gp91 // Pirb AK16108 18733 ENSMUSG0000005881! 10.64
Arap3 up 152 4.39E-02 chr18(-):38132282-38158563 ucsc ArfGAP with RhoGAP|Centd3 // DRAG1 // E030006K04 AF46962. 106952 ENSMUSG0000002445! 2 9.0
Sdcl up .51 .35E-02 chr12(+):8778160-8799884 ucsc syndecan 1 CD138 // syn-1 // Synd // Synd1 AK13223 20969 ENSMUSG0000002059: 8.7 10.10
Licam up .50 40E-0: chrX(-):71099328-71126136 ucsc L1 cell adhesion mole{CD171 // L1 // L1-NCAM // NCAI BC05698! 16728 ENSMUSG00000031391 2 .02
Aphlb up .50 33E-0: chr9(-):66623016-66643298 ucsc anterior pharynx defed2310057K14Rik AK162585 208117 ENSMUSG00000032375 8.14 .47
Pycard up .50 .07E-02 chr7(+):135136804-135140112 ucsc PYD and CARD dom&9130417A21Rik // Asc // TMS-1 AK050905 66824 ENSMUSG00000030793] 6.91 .23
== up .50 .54E-03 chr16(-):84974154-84975696 ucsc [ - AK079655 == 7.62 .94
Gm10872 up 88E-0: chr15(-):76097239-76100270 ucsc redicted gene 10872 AK155479 ENSMUSG00000075583 7.58 .90
- up u 45E-0. chr9(-):104204258-104207239 ucsc == - AK155854 = == 181} 10.21
== up .4 .00E-02 chr9(+):74836119-74840160 ucsc | == AK149158 = == .58 7.88
Cpne2 up .4 .30E-02 chr8(+):97056928-97094431 ucsc |copine It 3322401K10Rik // MGC:30751 //| BC03180. 234577 ENSMUSG00000034361| .27 10.57
Tnfaip2 up .4 33E-02 chr12(+):112680869-112693228 ucsc tumor necrosis factor, | Tnfaip2 // tnfb94 // Tnfip2 AK17071! 21928 ENSMUSG00000021281 .26 L=
- up .4 .95E-02 chr12(+):103622378-103624318 ucsc == - AK134104 = == .18 .4
== up .4 L41E-02 chri(+):91644470-916462 ucsc = == AK158736 - - .62
ESSOAOZFlBR\k /I Ntngd up .4 4E-03 chr2(-):29050314-2910851 ucsc |RIKEN cDNA 65304072610016D08RIk // Lmnt2 BC145600 171171 000035513 // ENSMUSG| .16 .4
Gm10693 up .4 6E-02 chr7(-):3812283-3820755 ucsc redicted pseudogeng--- AK137448 675749 ENSMUSG00000074420 .30 10.58
Nirp: up .4 6E-03 chr11(+):59355087-59380458 ucsc NLR family, pyrin dom|Cias1 // cryopyrin // Mmig1 // NAI AYA495377 216799 ENSMUSG00000032691 | .28 .56
9230118N17Rik up .4 2E-02 chr7(+):142758539-142759809 ucsc RIKEN cDNA 923011§--- AK020358 = == .97 .24
A730014G21Rik up .4 .78E-02 chr14(-):98540304-98541878 ucsc |RIKEN cDNA A73001{--- AK042670 = == .40 .68
Mrgpra2b up .4 64E-02 chr7(-):54719177-54784232 ucsc |MAS-related GPR, mnggAZ /I Mrgpra2 AY042192 235712 ENSMUSG00000054040 10.89 12.16
Belpl // Belp2 up .4 .7T4E-03 chr3(-):105819869-105835815 ucsc brain chitinase like prd--- AB081756 229687 ENSMUSG00000043873| 6.47 7.74
Acta2 up .4 69E-02 chr19(-):34315580-34329826 ucsc actin, alpha 2, smooth{0610041G09Rik // a-SMA // Actv| AK156331 11475 ENSMUSG00000035783] 7.29 8.55
E130106KO03Rik up .40 .92E-03 chr11(+):31800792-31806290 ucsc RIKEN cDNA E13010/--- AK053536 = == 6.25 7.51
Pilra. up .39 31E-02 chr5(-):138263180-138277481 ucsc aired immunoglobin-|FDF03 AK041670 231805 ENSMUSG00000046245 10.31 11.56
Olfr1394 up .39 .20E-03 chr11(+):48973515-48974456 ucsc olfactory receptor 139{GA_x6K02T2QP88-6274566-62 BC127968 258273 ENSMUSG00000048378 7.05 8.30
up 70E-0; chr9(-):40170802-40174487 UCSC = AK036269 | .07 7.32
== up 34E-02 | chr6(+):117948025-117948132 ucsc == == AK200217 = == | 0. 10.26
Svil up 34E-0: chr18(+):4920535-5119289 ucsc supervillin B430302E16Rik AK041925 225115 ENSMUSG00000024236 .36 10.60
Cacnalh up 65E-0: chr17(-):25511233-25570729 ucsc calcium channel, voltaalphal3.2 // Cav3.2 // mKIAA112 AK147242 58226 ENSMUSG00000024112| .34 .59
== up i 91E-02 chr5(+):138264512-138277397 ucsc - AK154887 - - | 7. .92
Selm up .36 .83E-02 chr11(+):3414686-3417353 ucsc AKO07957 114679 ENSMUSG0000007570: i .85
Bmx up .35 15E-02 chrX(-):160630774-160696126 ucsc AK04093 12169 ENSMUSG00000031377| 6. E20)
Alox5ap up .35 .73E-02 chr5(+):150076624-150099621 ucsc arachidonate 5-lipoxydarachidonateSlipoxygenaseactiv: AK00400: 11690 ENSMUSG00000060063| 10.71 11.94
Lpcat2 up .34 68E-02 chr8(+):95379249-95443178 ucsc lysophosphatidylcholir| Aytl1 // Aytlla // LPCAT2 // lysoP| AK03943: 270084 ENSMUSG0000003319: 9.45 10.68
- up .34 .42E-03 chr2(+):68827438-68831440 ucsc == AK052110 = == 7.27 .50
Dpep2 up 97E-02 chrg(-):108508844-108520323 ucsc dipeptidase 2 |F630103D06Rik // MBD-2 AF488552 319446 ENSMUSG00000053687, 8.56 .78
Thcld2 up .96E-02 chr4(-):46617263-46663082 ucsc TBC1 domain family, {A630005A06Rik // LOC381605 / AK148289 381605 ENSMUSG00000039813 7.57 i8]




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name [Aliases and Synonyms Representative Transcript ID Entrez Gene ID nsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Nfam1 up i .64E-02 chr15(-):82827166-82863797 ucsc Nfat activating moleci 14921501M20Rik /I Nfam1 AK152688 74039 ENSMUSG00000058099 .0 10.22
Ccdc63 up ¥ .56E-02 chr5(-):122558065-122590832 ucsc coiled-coil domain cor{4921511C16Rik AK029513 330188 ENSI .44 7.65
Ampd3 up 2 .69E-02 chr7(+):117911720-117955917 ucsc adenosine monophosy--- D85596 17 ENS| . 10.19

For up ¥ .75E-02 chr4(+):132530033-132558629 ucsc Gardner-Rasheed fellg——— AK157640 91 ENSI .4 10.68
Bmprila up 2 4.63E-02 chr14(-):35224255-35315745 ucsc |bone morphogenetic [1110037I22Rik // ALK3 // Bmpr // AK132051 66 ENSMUSG00000021796 L d
Pycrl up i .72E-02 chr11(-):120497026-120505014 ucsc rrollne—S—carboX%lat]MGC:11688 AK139185 209027 ENSMUSG00000025140 .95 §
Pmp22 up 2 4.77E-02 chr11(+):62945011-62973048 ucsc |-E>e/ri heral myelin prot{Gas-3 224 8858 ENSMUSG00000018217| 6.62 R
Plp2 up .30 .06E-02 chrX(-):7245069-7248499 ucsc roteolipid protein 2 _[mIMA4 AKO0128: 8824 ENSMUSG00000031146| 8.31 J
== up .30 .56E-02 chr6(-):69176847-69177123 ucsc = == AF13924 = == 11.14 12.34
- up .30 .23E-02 chr19(-):5834138-5835942 ucsc == == AK1340: = == | 7.75 8.94
Ccpgl up 2 .78E-0: chr9(+):72833383-72864145 ucsc cell cycle progression [1700030B06Rik // 1810073J13R| AK1346 72278 ENSMUSG00000034563 NIC) 10.39
Pon3 up .29 .57E-0: chr6(-):5170852-5206253 ucsc paraoxonase 3 == AK076090 269823 39 9.59
Synel up 2 .92E-0: chr10(+):5151834-5325620 ucsc synaptic nuclear enve|8B // A330049MO9Rik // C13003: AF281870 64009 Ll alil il
Cerl2 up .28 .22E-04 chr9(-):110956990-110960024 ucsc 1810047I05Rik // CCR11 // Cmklf AK145946 54199 ENSMUSG00000043953| 10.02 11.21
6030400A10RIk up .28 .50E-02 chr5(+):43656396-43657607 ucsc RIKEN cDNA 603040(--- AK020045 = == .40 )
Oospl up .28 .54E-02 chr19(-):11741950-11765546 ucsc oocyte secreted Ero(eI——— AK033038 170834 ENSMUSG00000041857| .12 .31
== up .28 .17E-02 chr19(+):8094047-8095101 ucsc = == AK161725 = == .29 .48
Clics up .28 .35E-02 chr17(+):44325532-44416455 ucsc chloride intracellular c|5730531E12Rik AK156849 224796 ENSMUSGOUOUOOZ?E‘ .40 .59
== up .28 .00E-02 chr16(-):85136862-85142316 ucsc = == AK050788 = == b E20)
- up .27 4.67E-02 chri(+):185870793-185872680 ucsc == - AK080157 = == | u .86
== up .27 4.32E-02 chr11(-):74245972-74247475 ucsc = == AK082577 = == j P .40
A630001012Rik up .26 1.07E-02 chrg(+):129363131-129375733 ucsc RIKEN cDNA A63000)--- AK172442 = ENSMUSG00000074025 7 .24
Kiral7 up .26 1.58E-02 chr6(-):129781168-129826691 ucsc killer cell lectin-like redLy-49Q // Ly49Q // Ly49q1 AB033769 170733 ENSMUSG00000014543 6. .41
== up .26 4.86E-02 chr5(-):20530334-20531843 ucsc == - AK031795 = == 6.4 .57
Cds9a up .26 .28E-0: chr2(+):103935989-103955506 ucsc CD59a antigen Cd59 // protectin AK002743 12509 ENSMUSG00000032679 7.91 9.09
- up .25 .11E-0: chr14(-):65034144-65035723 ucsc == - AK043889 = == 36 7.53
== up .24 .88E-0: chr9(-):66733725-66734763 ucsc = == AK089540 = == .4 10.58
Clec4e up .24 .23E-0: chr6(-):123231806-123239889 Ucsc C-type lectin domain f{Clecsf9 // Mincle AK150899 56619 ENSMUSG00000030142| N( 10.95
== up .24 .49E-02 chri18(+):4994932-5003074 ucsc = == AK085972 = == 2. 9.39
== up .24 .03E-02 chrl2(+):17764748-17767247 ucsc == == AK136551 = .4 7.58
Rab11fip5 up 22 .69E-02 chr6(-):85284957-85324628 ucsc |—RAB11 family interactj9130206P09Rik // D6Ertd32e // AK129230 52055 ENSMUSG00000051343 .8’ .02
Sepnl up .22 .37E-02 chré(-):134093811-134101229 ucsc selenoprotein N, 1 1110019112Rik BC172935 4777 ENSMUSG00000050989 .56 .72
== up 22 .73E-02 chr19(+):53425731-53429499 ucsc = == AK132339 = .80 EC5)
up .22 .70E-02 chri8(+):4924116-4926394 ucsc AK035407 .03 .18
up > .82E-02 chr6(-):99428489-9943103! ucsc AK032946 70 .84
== up u .76E-02 chr5(+):43639424-4364099 ucsc == == AK142970 = == .05 .20
Slc40al up > .28E-0: chri(-):45964915-45983364 ucsc solute carrier family 4(Dusg // ferroportinl // FPN1 // IR| AK144780 53945 ENSMUSG00000025993 9.06 10.20
- up .20 .38E-0: chr6(-):70285871-7028612; ucsc == - 65536 = == 11.07 12.20
Relll up .20 .42E-02 chr5(-):64300137-6436013f ucsc RELT-like 1 == AK140108 100532 ENSMUSG00000047881 7.86 9.00
Piwil2 up .20 .06E-02 chr14(-):70772285-70828901 ucsc piwi-like homolog 2 (Djmili // Miwilike AB032605 57746 ENSMUSG00000033644 6.25 7.39
Agapl up .20 .86E-02 chri(+):91351380-91791852 ucsc ArfGAP with GTPase {Centg?2 // Ggapl // mKIAA1099 AK147503 347722 ENSMUSG00000055013 7.9 .04
- up .20 .7T4E-03 chr10(-):95226256-95229117 ucsc - AK158373 == 5.7 .86
up 3 .00E-02 chr6(-):99315482-99316577 ucsc AK038328 7.4 i50)
== up b .60E-03 chr19(+):9116598-9117986 ucsc == - AK041788 = == Tl .30
Pfkfba up 3 .60E-02 chr9(+):108893947-108934711 ucsc 6-phosphofructo-2-kin|--- BC057594 270198 ENSMUSG00000025648 .1 .22
Gm4132 up b .66E-03 chr12(-):117518871-117519462 ucsc redicted gene 4132 AK158567 100042963 - .83 .96
== up 3 4.91E-02 chr11(+):82933597-82934121 ucsc = AK080205 = | .96 .08
== up b .50E-02 chr9(-):66755955-66757931 ucsc [ == AK149039 = == | .98 .10
Tnfrsfl7 up 3 .66E-0: chr16(+):11313902-11320165 ucsc tumor necrosis factor {BCM // Tnfrsf13 // Tnfrsf13a AK020247 21935 ENSMUSG00000022496 7.58 .70
5330427013Rik up b .20E-04 chr14(-):64766694-64769704 ucsc RIKEN cDNA 533042]--- AK036170 = == 6.41 .52
Emilin2 up A .34E-0: chr’ -71660897 ucsc |elastin microfibril imedbasilin I FOAP-10 AK171303 246707 ENSMUSG00000024053 8.89 10.00
- up b .11E-0: chr17(-):18045212-18047231 ucsc [ - AK085637 = == 7.80 8.92
Plau up 5 .92E-02 chr14(+):21655884-21662610 ucsc plasminogen activator|u-PA // uPA // urokinase-typeplag 02389 8792 ENSMUSG00000021822| Us 8.40
Gabra4 up . .98E-02 chr5(-):71960969-72049548 Ucsc gamma-aminobutyric {Gabra-4 AK141571 4397 ENSMUSG00000029211 6.0 7.16
Fads3 up .14 .50E-02 chr19(+):10116059-10134600 ucsc fatty acid desaturase J--- AK090042 0527 ENSMUSG00000024664| 7.4 8.57
Hmox1 up b .68E-03 chr8(+):77617516-77624488 ucsc [degD8Wsu38e // hemeoxygenasel AK159959 5368 ENSMUSG00000005413| LT 10.81
B3gnt8 up 5 .78E-02 chr7(+):26412657-26414509 ucsc UDP-GIcNAc:betaGal|B3galt7 // MGC:32391 BC025206 232984 ENSMUSG00000059479 .7 7.79
== up b .48E-02 chr3(-):75756046-75758223 ucsc [ - AK148993 = == .40 7.49
Tcf712 up A .38E-02 chr19(+):55816310-56007721 ucsc |Iranscriglion factor 7-|imch-4B Il mTcf-4E /[ Tcf-4 /] Tcf BC011397 21416 ENSMUSG00000024985 .80 8.89
Mfsd6 up b .72E-03 chri(-):52714296-52784306 ucsc major facilitator superf|2210010LO5Rik // 9630025I22Ril AK035995 98682 ENSMUSG00000055802 .71 10.81
== up 3 .38E-02 chrg(+):3672429-3672954 ucsc = == AK043010 = == 150 7.68
== up b .70E-02 chr6(-):67892071-67892336 ucsc == == AY731704 = == .81 10.89
Fry up 3 .18E-03 | chr5(+):150921242-151193433 ucsc furry homolog (Drosof{9330186A19Rik // cg003 AK157981 320365 ENSMUSG00000056602 .26 8.34
- up b .93E-0: chr2(-):146147191-146148631 ucsc == - AK148925 = == 6.40 7.49
== up 3 .05E-02 chrl7(+):14034118-14035426 ucsc = == AK047822 = == 5.94 7.03
Grina up b .06E-03 chr15(+):76077217-76080339 ucsc glutamate receptor, i0{1110025J15Rik BC019157 66168 ENSMUSG00000022564 11.77 12.86
== up 3 .00E-02 chri4 119413-22121952 ucsc = == AK037322 = == 7.84 8.92
Gsr. up b .05E-02 chr8(+):34763710-34808633 ucsc glutathione reductase |D8Ertd238e // Gr-1 // Grl BC057325 14782 ENSMUSG0000003158: 10.20 11.28
Gpr77 up A .29E-02 chr7(-):16819935-16829504 ucsc G protein-coupled rec{C5L2 // E030029A11Rik AK053187 319430 ENSMUSG0000007436:! 8.4 .54
Slc22a4 up 2.24E-02 chr11(-):53796629-53841606 ucsc solute carrier family 230ctn1 AK143595 30805 ENSMUSG0000002033: 7.0 .14
Pde7b up 4.22E-02 chr10(-):20117810-20444885 ucsc Ehoséhodies{erase 7a--- AK035385 29863 ENSMUSG0000001999 .6 2
4732465J04Rik up 0 1.29E-02 chr10(+):95208711-95259870 ucsc RIKEN cDNA 473246{--- AK169506 = ENSMUSG00000071107] 199] .0l
Tmem176a up 0 2.19E-02 chr6(+):48791504-48797047 ucsc |transmembrane proteil0610011104Rik AK079378 66058 ENSMUSG00000023367| .80 10.87
Pkd2[2 up .10 4.00E-02 chr18(+):34568143-34603772 ucsc olycystic kidney dise{Polycystin-L2 // TRPP5 AK030120 53871 ENSMUSG00000014503 .74 7.81
Semada up ! .13E-02 chr3(-):88239884-88265104 ucsc sema domain, immun{Semab // SemB 859 20351 ENSMUSG00000028064 .38 10.44
== up .0 77E-02 chrl7(+):3486231-3488758 ucsc == == AK078314 = == 17 7.83
Cd9 up .0 .19E-02 chr6(-):125410284-125444778 ucsc CD9 antigen Tspan29 AK012793 12527 ENSMUSG00000030342 .03 10.09
- up .0 .28E-02 chr6(-):70093584-70094140 ucsc == - 17488 = == 11.65 12.70
== up .0 .72E-0: chri(-):170208825-170210590 ucsc = AK08530: = == .07 7.12
Cd14 up .0 .81E-0: chr18(-):36884721-36886396 ucsc CD14 antigen = AK149744 12475 ENSMUSG00000051439 .85 10.90
Gfra2 up .0 .45E-02 chr14(+):71289925-71379645 ucsc lial cell line derived n|GFRalpha-2 // GFRalpha2 AK15457! 14586 ENSMUSG00000022103 .05 hilil
Dcn up .0 .27E-02 chr10(+):96942217-96980785 ucsc decorin DC // SLRR1B AK145905 13179 ENSMUSG00000019929 .59 7.65
== up .0 2.00E-02 chr18(+):5012759-5015499 ucsc = == AK054084 = == .60 7.65
Jup up .0 1.28E-02 chr11(-):100228336-100259089 ucsc junction plakoglobin |D930025P04Rik // gamma-caten| AK171501 16480 ENSMUSG00000001552] .94 8.98




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link _ [Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Dnaselll up .0 .7T4E-02 chrX(-):71518556-71527672 ucsc |deox¥rib0nuclease 1-112310005K03Rik // Dnaselll // Dn| BC023246 69537 ENSMUSG00000019088 7.4 8.51
KIf7. up .0 .58E-03 chri(-):64080059-64168000 ucsc Kruppel-like factor 7 ({9830124P08Rik AF338369 93691 ENSMUSG00000025959 9.0: 10.05
F420015M19Rik up .0 .86E-02 chr17(+):80963368-80965648 ucsc RIKEN cDNA F420011--- AK143604 619329 - OIS 10.15
Laspl up .0 .19E-02 chr11(+):97660982-97700078 ucsc |LIM and SH3 protein JDef-4 // SH3P6 // Tg(11Collal) AK154656 16796 ENSMUSG00000038366 10.15 11.1¢
Ldir up .0 .28E-02 chr9(+):21528042-21554360 ucsc low density lipoprotein|--- AK151968 16835 ENSMUSG00000032193 7.65 .69
Rbpms up .05 .26E-02 chrg(-):34893119-35040292 ucsc 2010300K22Rik // 2700019M19H AK079238 19663 ENSMUSGOUOUOOSl% .12 .15
2210406H18Rik up .05 .23E-04 chr7(-):128206366-128207477 ucsc RIKEN cDNA 221040 AK008836 = == .37 .40
- up .05 .88E-0: chr6(-):51820227-51822669 ucsc [ AK043556 = == | .04 .07
Ptafr up .05 .88E-02 chr4(+):132120138-132136774 ucsc latelet-activating fact|PAFR // PAFreceptor AK032547 19204 ENSMUSG00000056529 Lzl 10.74
1700029J11Rik up .05 .64E-02 | chr2(+):172298046-172299817 ucsc RIKEN cDNA 170002&——— BC137932 76426 ENSMUSG00000027505 199] 8.02
== up .05 .79E-0: chr11(-):88865571-88866327 ucsc AK089357 = == .46 7.50
== up .05 .55E-04 chr11(+):97691483-97694620 ucsc == - AK082834 = == | .65 7.68
4833419F23Rik up .04 .33E-02 chri18(+):4353544-4368918 ucsc RIKEN cDNA 4833414--- AK014726 = ENSMUSG00000086803 .09 8.12
Gm889 up .04 .23E-02 chr12(-):40902080-40926079 ucsc predicted gene 889 |LOC380755 AK134025 380755 ENSMUSG00000071342| .66 7.69
== up .04 .39E-02 chr10(-):82050153-82053008 ucsc = == AK140463 = == .90 .93
Tirap up 0 .88E-02 chr9(-):34994370-35007878 ucsc toll-interleukin 1 receE{C130027E04Rik /[ Mal // MyD88: AK151117 117149 ENSMUSG00000032041 .55 .57
4833407H14Rik up 0: .35E-02 chr19(+):53535111-53537213 ucsc RIKEN cDNA 4833401]--- AK014661 - - £ .61
1110rb up 0 .88E-02 chr16(+):91408734-91410246 ucsc interleukin 10 rece[f(016620401D04Rik /[ CRF2-4 /[ Crfl AK137922 16155 ENSMUSGOUOUOOZZQE‘ 7.0 .10
Sel1l up 0: .68E-02 chr12(-):93045060-93087597 ucsc sel-1 suppressor of lin[Sellh AK220502 20338 ENSMUSG00000020964 gt 10.71
- up .0 .26E-03 chri(+):60836196-60838305 ucsc == - AK037422 = == | 7.94 .95
== up .02 L44E-02 chr3(-):78958512-78963341 ucsc = |- AK04681. = == Us .31
Soat2 up .02 1.59E-02 chr15(+):101981006-101993889 ucsc sterol O-acyltransfera] ACAT2 // D15Wsu97e BC02593 223920 ENSMUSG00000023045 7.46 4T
Atpévoal up 0: 4.64E-02 chr11(+):100870794-100925029 ucsc ATPase, H+ transport| Atp6n1 // Atpénla // V-ATF'asea§ AF21824 11975 ENSMUSG00000019302 i 10.11
Rab11fipl up 0 1.60E-02 chrg(-):28279312-28281484 ucsc RAB11 family interact|2010200K21Rik // 4833414G05| AK042782 75767 ENSMUSG00000031488| 38 9.39
== up 0: 4.55E-02 chrg(+):119817841-119820313 ucsc = == AK037137 = - .00 9.01
Arsg up 0 1.65E-02 | chr11(+):109334686-109434641 ucsc arylsulfatase G 6330406P08RIk AK158726 74008 ENSMUSG00000020604 .70 7.70
Stx11 up .0 3.76E-0 chr10(-):12659787-12684040 ucsc Sznlax\n alil 5830405C08Rik Al 7897 74732 ENSMUSG00000039232 Lalil hilil
4933416MO7RIk up .00 7.82E-0: chrg(+):28253382-28260179 ucsc RIKEN cDNA 493341(--- AK016835 = ENSMUSG00000084961 | .50 7.50
== up .00 .86E-0: chr7(+):75366605-75368165 ucsc = == AK037379 = == .61 7.61
2010310CO7Rik up .00 .87E-0: chr6(+):42320667-42331214 ucsc |RIKEN cDNA 201031(--- AK008560 = == 06 7.06
Gentl up .00 .36E-02 chr19(-):17400633-174473: ucsc lucosaminyl (N-acety|5630400D21Rik // 6-N-acetylgluq D87332 14537 ENSMUSG00000038843 .23 9.23
== up .00 .82E-02 chri(+):185868292-185870661 ucsc == - AK040639 = == 27 10.26
9330160F10Rik up .00 .28E-0: chr11(-):68871220-688739: ucsc RIKEN cDNA 933016(--- AK137386 = ENSMUSG00000072809| .3 8.3
== up £E] .08E-0: chr6(-):70290867-70291174 ucsc [ L09018 = == 10.83 11.83
Gm6209 up B0 .39E-02 chr3(-):50320321-50411145 ucsc redicted gene 6209 |--- AK138462 621304 == 6.1 -1
Myo1f up 190 4.16E-02 chr17(+):33692664-33744709 ucsc mzosln IF C330006B10Rik BC046502 17916 ENSMUSG00000024300) .72 .71
Dgkh up B0 2.55E-02 chr14(-):78969810-79051551 ucsc diacylglycerol kinase, [5930402B05Rik AK133314 380921 ENSMUSG00000034731| 7.34 .33
Zfhx3 up .98 4.08E-02 chrg(+):111238544-111481839 ucsc |zinc flnier homeobox |A230102L03Rik // Atbf1 // WBP9| D26046 11906 ENSMUSG00000038872| 7.81 .80
Ptpre up .98 .01E-02 chr7(+):142729164-142877976 ucsc rotein tyrosine phosp PTPe / PTPepsilon // RPTPepsil 35368 19267 ENSM_USG0000004183_6| 8.95 .94
- up 98 4.23E-02 chr16(-):85155444-85158481 ucsc AK030475 = == 7.01 .00
== up 3 4.74E-02 chr14(-):98494855-98500410 ucsc = :l AK140944 = == SIO2) .90
A530023014Rik up d .12E-03 chr7(-):111503894-111518399 ucsc RIKEN cDNA A53002; AK080092 244183 ENSMUSG00000052749 6.14 12
2310044K18Rik up d .82E-0: chr7(+):90808084-90809473 ucsc RIKEN cDNA 2310044 AK009804 = ENSMUSG00000085080 7.27 8.25
2310016D23Rik up d .17E-0: chri(+):60835688-60860632 ucsc |RIKEN cDNA 231001--- AK009383 = ENSMUSG00000085965 8.58 9.55
Lilrb4 up J .48E-0: chr10(+):51210768-51216419 ucsc leukocyte immunoglo CD85K // Gp49b // HM18 // ILT3 AK155750 14728 ENSMUSG00000062593 11.53 218
- up d .06E-O: chr3(-):50428269-50432334 ucsc == == AK036888 = == 6.34 7.32
Rnd1 up J .87E-02 chr15(-):98493852-98507894 ucsc Rho family GTPase 1 |A830014L09Rik // Arhs AK039992 223881 ENSMUSGOOOOOOSAWE‘ 7.4 8.39
== up d .30E-02 chr11(-):76600433-76602537 ucsc == == AK035648 = == .84 7.82
Ndufal up . .13E-02 chrX(-):34727586-34731140 ucsc NADH dehydrogenasq1810049F12Rik // MWFE AK007840 54405 ENSMUSG00000016427, .74 A
== up d .98E-02 chr14(-):68541069-68546662 ucsc == - AK137797 = == .1 i
4833406M21Rik up d T4E-02 chr13(+):110440121-110441927 ucsc RIKEN cDNA 483340 AK014658 = == 64 7.61
Hrh2 up d .16E-03 chr13(+):54287497-54317801 ucsc histamine receptor H2|--- AK020259 15466 ENSMUSG00000034987| .32 8.29
== up 25 .46E-02 chr6(+):149259938-149262913 ucsc = == AK165110 = == P25 10.22
== up .95 .61E-02 chr10(+):3412317-3413643 ucsc == AK038189 = == 34 .30
Kiflb up B9 .60E-04 chr4(-):148550431-148681844 ucsc kinesin family membe]A530096NO5Rik // D4Mille // Kif! AB023656 16561 ENSMUSG00000063077, .17 .1
- up .95 4.57E-0: chré4(+):31923208-31926070 ucsc == - AK029559 = == .54 .5:
= up £ 6.34E-0 chr3(-):107535977-107540869 ucsc = = AK076420 = == .49 .4
up .95 4.74E-0: chr2(-):60690035-60692497 ucsc == AK028585 = == .86 .82
Cdc42ep2 up £ .31E-02 chr19(-):5916128-5924817 ucsc CDC42 effector pro 110008CO5Rik // Borgl // Cep2| AK083004 104252 ENSMUSG00000045664 .01 .97
D030074K08Rik up .95 .73E-02 chr15(-):93118326-93122130 ucsc RIKEN cDNA D03007, AKO08374 = == 21 .17
== up 25 .66E-0: chr11(-):80581699-80585486 ucsc = AK085124 = == 6.49 .46
== up .95 .64E-0: chr11(-):46181573-46188485 ucsc == |- AK13804 = == 8.30 .26
Mgl up .94 .16E-02 chr6(+):88674425-88778351 ucsc monoglyceride lipase |Magl AJ001118 23945 ENSMUSG00000033174 7. Ll
- up .94 .25E-02 chr19(-):5920971-5923294 ucsc == - AKO04817. = == 6.24 Ak
== up .93 .10E-02 chr10(+):3435489-3441640 ucsc | == AK137924 = = v Ll
- up .93 .22E-03 chri(-):132982829-132988726 ucsc [ == AK14296 = == 8.14 .09
Spry4 up .93 .54E-02 chr18(-):38745926-38761073 ucsc sprouty homolog 4 (DiAO30006018Rik // sprouty4 BC05700! 24066 ENSMUSG00000024427| 7.25 .20
Litaf up .93 .31E-02 chr16(-):10958952-10993216 ucsc LPS-induced TN facto]3222402J11Rik // NAWBP3 // Ne| AKO07870 56722 ENSMUSG00000022500 10.95 11.90
Tmem63a up .93 .24E-02 chri(+):182872596-182905234 ucsc |transmembrane protei MGC:11687 // MGC:25803 AK14489 208795 ENSMUSG00000026519 L 10.74
Syne2 up .93 4.86E-02 chr12(+):76919304-77024005 ucsc i 6820443006Rik // D12Ertd777e AK14525 319565 ENSMUSG00000063450 .95 7.90
Nudt4 up .93 4.57E-02 chr10(-):95009922-95026782 ucsc 4933436C10Rik // DIPP2 // DIPP| AK048062 71207 ENSMUSG00000020029 .87 10.82
Mxd1 up .92 .16E-02 chr6(-):86598976-86619153 ucsc MAX dimerization projMad // Mad1 AK151305 17119 ENSMUSG00000001156 10.23 11.17
== up .92 .49E-02 chr6(-):68718544-68718840 ucsc = == 59097 = == 11.30 12.24
B230312A22Rik up .92 .20E-02 chr4(-):43045288-43059092 ucsc RIKEN cDNA B23031,; BC054736 230088 ENSMUSG00000036002 .38 9.32
== up .92 .55E-02 chr2(+):26448608-26459731 ucsc = == BC054063 = == .73 7.67
Neatl up .92 .36E-03 chr19(+):5843698-5845217 ucsc nuclear paraspeckle al2310043N10Rik AK210060 66961 == .96 7.90
== up .92 4.70E-0 chr14(+):75591945-75593010 ucsc = == AK142448 = == .02 A
Arhgap23 up .92 .53E-0: chr11(+):97312833-97363714 ucsc Rho GTPase activatin|--- BC156993 58996 ENSMUSG00000049807| .56
Cib2 up J .65E-02 chr9(-):54392603-54407995 ucsc calcium and integrin b[2810434123Rik // calciumbinding] AK013240 56506 ENSMUSG00000037493] 7.16 J
== up d .38E-03 chr7(-):135858117-135858753 ucsc == - AK040036 = == 6.36 §28]
Pde2a up J .40E-02 chr7(+):108570223-108661340 ucsc hosphodiesterase 24--- BC086800 207728 ENSMUSG00000030653 9.88 10.81
== up d .26E-02 chr6(-):69714518-69714803 ucsc == == U29621 = == 11.94 12.87
Zyx up 3 .12E-03 chr6(+):42299825-42310145 ucsc zyxin R75157 AK035743 22793 ENSMUSG00000029860 10.21 ks
Fndc3b up d .06E-02 chr3(-):27315078-27610230 ucsc fibronectin type Il don[1600019004Rik // fad104 AK220297 72007 ENSMUSG00000039286 8.84 9.77




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.

GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link _ [Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Gm13710 up 4.50E-02 chr2(-):84340905-84347031 UCsCc predicted gene 13710|--- AK044106 672763 ENSMUSG00000087362) 7.59 8.52
- up .40E-02 chr18(+):46930978-46932725 ucsc == AK052104 = == .78 7.72
up .54E-02 chr18(+):5005688-5008692 UCsCc AK084185 .63 7.56
Fer up .16E-03 chr17(+):64213329-64488843 ucsc fer (fms/fps related) pr C330004K01Rik // Fert // Fert2 BC058100 14158 ENSMUSG00000000127| .25 7.18
Gm14636 up ] -86E-0 chrX(-):18734107-18744370 ucsc 0073274 AK17040! ENSMUSG00000073274] .40 7.33
Snapcs up .90 .41E-0: chr9(+):64028346-64030490 ucsc [small nuclear RNA ac{2010103A03Rik AK007634 330959 ENSMUSG00000032398 .84 777
up .90 .26E-02 chr7(-):135556777-135560834 UCsc AK13794! 43
- up .90 2.56E-02 chr7(-):117943947-117944975 ucsc == == BC05151 = == | 4 .40
Ecml up .90 .24E-0 chr3(-):95538071-95543494 UCsc extracellular matrix pr{p85 AK169939 13601 ENSMUSG00000028108| 8.4 .36
== up .90 4.78E-0: chr14(-):78959157-78962636 ucsc == - AK047588 = == 6. .30
C630004H02Rik up .90 2.14E-02 | chr11(-):115209021-115229040 UCsc RIKEN cDNA C63000)| AK138882 217310 ENSMUSGOOOOOOCM&I 7. 8.54
== up .89 4.97E-02 chrX(+):23320539-23322321 ucsc == == AK155735 = == 6.4 7.40
Rab11fipl up .89 .06E-0 chr8(-):28249770-28285119 UCsCc RABL1 family interactj2010200K21Rik // 4833414GO5H AK030769 75767 ENSMUSG00000031488| 8. 9.56
Rab20 up .89 .48E-0: chrg(-):11453392-11478716 ucsc |RAB20, member RAS|DSEtd350e AK163743 19332 ENSMUSG00000031504 7 8.74
Atpla3 up .89 .24E-02 chr7(-):25763190-25790956 UCsc |ATPase, Na+/K+ trandAtpa-2 // MGC:27631 // MGC:38 BC020177 232975 ENSMUSG00000040907| 9.1 10.05
Itgh2 up .89 .33E-02 chr10(+):76993092-77028453 ucsc integrin beta 2 2E6 // Cd18 // Mac-1beta AK161236 16414 ENSMUSG00000000290) 10.88 11.80
up .89 ATE-02 | chr2(+):117248514-117252234 UCsc AK137791 .86 77
2810455B08Rik up .89 .45E-02 chr16(-):31173760-31174971 ucsc RIKEN cDNA 281045! AK013351 .29 .2.
up .89 .83E-02 chr15(+):74837732-74854840 UCsc AAK0B526: .50 4
AV320309 up .89 2.81E-02 chr12(-):85206142-85207301 ucsc expressed sequence 4--- AK1420: = == .80 7.
Gm10456 up .88 4.03E-02 chrX(+):99246187-99267: UCsc predicted gene 10456|--- AK158124 ENSMUSG00000073037| 7.04 .95
Gm10382 up .88 2.77E-02 chr5(+):125869691-125870924 ucsc EG639281 AK132914 ENSMUSG00000072612| .96 .88
up .88 4.44E-02 | chr5(+):121835531-121837110 UCsc AK1327: .84 .76
- up .88 .15E-02 chré(+):18024764-180274 ucsc == AK034862 .87 .78
Fam63a up .88 4.36E-02 chr3(+):95085766-951000¢ UCsc 1810005HO9RIk // 4930504E06R AK169673 ENSMUSG00000078645| .23 .14
up .88 1.16E-03 chr2(+):68851669-68852536 ucsc - AK078426 .71 .62
up .88 .30E-02 chr19(-):24614754-24619308 UCsc AK143465 .91 7.82
up .88 4.12E-03 chr12(-):32685769-32689892 ucsc = AK142349 == .96 6.87
up .88 44E-02 chr11(-):69477715-69479655 UCsc 827 ENSMUSG00000018774 10.47 11.38
up .88 .05E-02 chri(+):66858889-66861069 ucsc AK087152 == 6.07 .98
up 87 88E-0; chr8(+):63502830-63504067 UCsc AK142998 5.23 .14
- up 07E-O: chr7(-):81536525-81538036 ucsc AK048580 = == 7.67 .58
Megf9 up 78E-0; chr4(+):70091925-70095432 UCsCc AK155926 230316 ENSMUSG00000039270) 6.35 .25
- up 10E-0: chr19(+):55847320-558498 1 ucsc AK084192 = == 6.0 198]
Map3k9 up 47E-02 chr’ 82822576-8288216: ucsc AK155677 338372 ENSMUSG00000042724] 7.0 .93
Abcc3 up 06E-03 chr11(-):94204610-9425431 ucsc AK172420 76408 ENSMUSG00000020865 8.0: .93
OIfr373 up d 88E-0; chr8(+):74623661-74624605 UCsc olfactory receptor 373[GA_x6K02T2NUPS-231686-232) BC119445 258532 ENSMUSG00000061561| 6.2 .10
- up .86 81E-0: chr7(+):124814078-124817091 ucsc == - AK028406 = == | 7.44 .34
up .86 14E-02 chr7(+):90781881-90784327 UCsC AK085487 j 7.7 .67
TIr6 up .86 07E-02 chr5(-):65344339-65351288 ucsc toll-like receptor 6 == AK15425 ENSMUSG00000051498 1! 10.05
up .86 43E-02 chr2(-):60631115-60633239 UCsc - AK037924 15 41
up .86 12E-03 chr16(-):90984152-90987482 ucsc AK044844 .4 .38
up .85 43E-02 | chrX(+):126884289-126886828 UCsCc AK05319! 7 .58
up .85 7E-02 chrg(+):56090638-56093135 ucsc AK04321 = == .3 .20
up .85 1E-02 chr18(-):62337471-62339635 UCsc AAKO0B027| 11555 ENSMUSG00000045730) .4 10.37
up .85 8E-03 | chrli(-):117827403-117830501 ucsc AK13924: 12702 ENSMUSG00000053113| .0! 9.94
up .84 4E-0: chr10(-):9523316-9526424 UCsc AK08489 9.08
- up .84 52E-0. chr2(-):178239492-178240517 ucsc AK155005 = == 48 7.36
up .84 59E-02 chrl7(: 46870217 UCsc AK087286 .36 7.24
Lrrcé up .84 56E-02 chr15(-):66211421-66332456 ucsc leucine rich repeat cor LRTP BC046277 54562 ENSMUSG000000: 5 .38 7.26
up .84 09E-02 chr15(-):53156578-53160207 UCsc AK035801 .09 .97
- up 52E-02 chr6(-):86613182-86615545 ucsc == == AK157959 = == .64 .5:
Hspadl up 78E-02 chr3(+):40549302-40595803 UCsc |heat shock protein 4 1i{94kDa / APG-1 // Osp94. BC110662 18415 ENSMUSG00000025757| .31 A
- up 80E-03 chr3(+):27978112-27981430 ucsc == == AK086672 = == .22 .0
Qsox1 up L42E-02 chrl(-):157625289-157659983 UCsCc quiescin Q6 sulfhydryl[1300003HO02Rik // Qscn6 BC076590 104009 ENSMUSG00000033684] .06 .9
- up 1.80E-02 | chr11(+):120495080-120496439 ucsc == - AK163532 = == .24 L
up .82 4.77E-04 chr9(+):100995190-100996802 UCsc AK051940 6.75 62
up .82 .32E-0: chr5(-):138642904-138644726 ucsc AK080008 7.10 1957l
up .82 4.13E-02 chra(-):31245110-31246804 UCsCc AK157471 7.11 .91
Fhi3 up .82 4.37E-02 chré(+):124377979-124385314 ucsc |four and a half LIM doj--- BC145939 ENSMUSG00000032643| 8.77 .6
BC027582 up .82 .69E-02 chr3(-):103535603-103536476 UCsc cDNA sequence BC07-- BC027582 6. 0|
- up .82 4.95E-02 chr18(+):46924868-4692976: ucsc == AK088507 7.4 128]
up .82 .20E-02 chr15(-):51714272-51715375 UCsc AK08917: 7.4 .30
A730061HO3RIk up 82 4.16E-02 chr14(-):56177937-56179245 ucsc RIKEN cDNA A73006)--- AK04907 = ENSMUSG00000053588 6. .69
up .92E-02 | chrl0(+):127543367-127543909 UCsc AK02104( 6. A7
Rhobtb1 up 4.25E-02 chr10(+):68671300-68752730 ucsc Rho-related BTB dom|1700008H16Rik / 3110048G13H AK005770 69288 ENSMUSGOUOUOUJ.S% i .64
Ipcefl up 6.28E-0: chr10(+):3366075-346017 UCsc interaction protein for [A130090K04Rik AK220339 320495 ENSMUSG00000064065| 8.8 .73
- up 2.29E-0: chr2(-):128137420-128141735 ucsc == AK157535 = == 6.3 .22
Snail up 4.82E-02 | chr2(+):167363702-167368314 UCsCc 'snail homolog 1 (Dros|Sna / Snal // Snail // Snaill AK144478 20613 ENSMUSG00000042821] 7.4 8.28
- up 4.31E-02 chr17(-):29569255-29572403 ucsc == - AK15377 = == .65 7.51
up 4.61E-02 chr15(-):64055063-64059359 UCsCc - AK1417 .96 7.82
Rnasel up .56E-02 chri(+):155596555-155611347 ucsc ribonuclease L (2', 5'-¢2-5A-dependentRNAase // E230( AK1408: 24014 ENSMUSG00000066800 .16 9.02
up d .68E-02 | chr6(+):128596513-128597117 UCsc AK1874f 10.43 11.28
- up .80 4.03E-02 chr10(+):38688347-38691639 ucsc == == AK148977 = == L .02
Agpat9 up .80 78E-02 | chr5(+):101275149-101328120 UCsc 1-acylglycerol-3-phosj|4933407102Rik // A230097K15Ri BCO9676¢ 231510 ENSMUSG00000029314] .9 75
Csfl up .80 .24E-02 chr3(-):107543975-107563388 ucsc colony stimulating fact colony-stimulatingfactor-1 // CSF| AK15426 1297 ENSMUSG00000014599 .4 .26
Sepx1 up .80 .36E-02 chrl7(+):24873587-24879723 UCsCc selenoprotein X1 |D17Wsu82e // MsrB1 // SelR // S| BC09064f 2736 ENSMUSG00000075705| 11.05 11.90
Carhspl up .80 T7E-02 chri6(-):8658674-8672250 ucsc calcium regulated heal1200011K09Rik // D16Ertd465e AK14987 5250 ENSMUSG00000008393| 8.0
up .80 .76E-02 chr12(-):81349138-81352248 Ucsc AK05444 6.0
Cdc42ep4 up .80 .21E-02 chr11(-):113588164-113613130 ucsc CDC42 effector protei|1500041M20Rik // Borg4 // CEP. AK075739 56699 ENSMUSG00000041598 7.4
Coro2b up . L09E-02 chr9(-):62267301-62384852 UCsc coronin, actin binding [E130012P22Rik AK087414 235431 ENSMUSG00000041729) 7.32 X
- up 7 7.24E-03 chrg(+):113498050-113498989 ucsc == - AK031976 = == 5.67 .52
Ggt5 up 7 1.04E-02 chr10(+):75052085-75079945 ucsc gamma-glulamxl&rans{gamma-glmamzl\eukomenase// AK049084 23887 ENSMUSG00000006344] 7.52 .35
1110007CO9RIk up 7 2.40E-02 chr13(-):49298320-49311396 ucsc RIKEN cDNA 111000]--- AK003526 68480 ENSMUSG00000037960 8.80 .64




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.

GEO Accession No.: GSE48601

Gene Symbol P-Value Gene Coordinates (hg19) _ UCSC Link Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
== ol 4 chr12(-):82818818-82821039 ucsc = == BC036387 = == 8.90 .7
2510042018Rik 7 2 chr10(-):58979548-58980426 ucsc RIKEN cDNA 2510047--- AK011095 = == 7.64 .4
Cpeb2 7 chr5(+):43625165-43680960 ucsc cytoplasmic polyadenyA630055H10Rik AK042065 231207 ENSMUSG00000039782| .33
Manlcl 7 4 chré(-):134117605-134260205 ucsc mannosidase, alpha, a——— BC067023 230815 ENSMUSG00000037306 i98]
Ar ol chrX(+):95345001-95513456 ucsc androgen receptor = AK133647 11835 ENSMUSG00000046532 3 .54
Pppir3b ol chrg(+):36438784-36451178 ucsc BC079666 244416 ENSMUSG00000046794| .1 i98]
Dmwd ol chr7(+):19661909-19668125 ucsc dystrophia myotonica-{59 // Dm9 // DMR-N9 S60312 3401 ENSMUSG00000030410 7.6 8.50
4632428N05Rik oll chr10(+):59809651-59893042 ucsc |RIKEN cDNA 463242{--- AK162635 4048 ENSMUSG00000020101 | 10.95 11.78
Sfxn5 ol chr6(-):85163048-85283415 ucsc sideroflexin 5 C230001HO8Rik AK082073 4282 ENSMUSG00000033720 8.11 8.93
Gm12703 ol chr4(-):94696654-94715063 ucsc redicted gene 12703|--- AK086407 100039265 ENSMUSG00000052767| 7.06 7.88
== ol chr3(+):89897073-89898942 ucsc = AK040628 = == .67 9.49
== ol chr2(+):13335759-13337900 ucsc == - AK154824 = == .56 7.38
Pdlim7 ol g chr13(-):55597156-55614799 ucsc PDZ and LIM domain |1110003B01Rik // 2410002J21R}| AK033091 67399 ENSMUSG00000021493 .35 Shily
Ccl4 ol 2 chr11(+):83476087-83478182 ucsc chemokine (C-C motif|Act-2 // AT744.1 /[ MIP-1B // MIP| M23503 20303 ENSMUSG00000018930 .16 7498
Gm7256 ol 4. chri(+):30929515-30930320 ucsc redicted gene 7256 |--- BC028811 638995 1Y) 77
B930049P21Rik 7 chr6(-):99472447-99474162 ucsc RIKEN cDNA B93004--- AK047332 = == 7.51 .33
Dab2ip ( chr2(+):35414093-35586514 ucsc |disabled homolog 2 (02310011D08Rik // mKIAA1743 DQ473307 69601 ENSMUSG00000026883 Let/iL .53
- 7 chr17(-):80591212-80593493 ucsc == == AK046325 = == 5.65 AT
Anxall N( chr14(+):26661656-26706290 ucsc annexin A1l A830099017Rik // Anx11 U65986 11744 ENSMUSG00000021866| 10.12 10.94
== 7 chr14(+):26667996-26669480 ucsc == == AK082026 = == .94 .76
Raplgap2 ( 4.04E-02 chr11(-):74196986-74424419 ucsc RAP1 GTPase activat|Garnl4 // LOC380710 // mKIAAL AK14729 380711 ENSMUSG00000038807, .50 .31
Nbeal2 7! chr9(-):110527376-110556646 ucsc neurobeachin-like 2 |1110014F23Rik // mKIAA0540 BC17211. 235627 ENSMUSG00000056724 .03 .84
== otk 2. chr9(+):72904556-72906495 ucsc = == AK03524: = - .88 .68
- 7! 4 chr7(+):75218326-75220020 ucsc == - AK138254 = == .59 .40
= otk 4. chr6(-):70166849-70167156 ucsc = == X75398 = = 11.09 11.90
== 7! chr5(-):67783389-67785597 ucsc == == AK052318 = == 7.0 7.89
ok chr5(+):151212185-151216263 ucsc furry homolog (Drosof{9330186A19Rik // cg003 AK035256 320365 ENSMUSG00000056602 4 7.28
7! chré(+):62220881-62365035 ucsc regulator of G-protein |4930506N09RIk // C2pa // C2PA; AJ250999 50780 ENSMUSG00000059810 10.08
otk chrl7(+):49567687-49594754 ucsc molybdenum cofactor |3110045D15Rik AK157231 56738 ENSMUSG00000064120 &)
7! chri6(-):5027866-5028477 ucsc == AK049088 = a .00
otk chr12(-):85156282-85160896 ucsc AK142124 7 .66
7 chr6(-):99334601-99338493 ucsc == === AK042037 = === Ta .92
2. chr6(+):70165394-70676751 ucsc immunoglobulin kappdV(kappa)21A 5877 626347 // 626583 000076600 // ENSMUSG| 12.38 13.18
chr5(-):88949540-88956874 ucsc 9530090F24Rik // Jch // Jchain AK078865 16069 ENSMUSG00000067149| 11.94 12.74
4. chr5(-):65481954-65482865 ucsc = == AK050605 = == 7.20 8.00
- chr5(+):122858499-122861083 ucsc == - AK049964 = == 7.12 7.92
= chr3(-):142042563-142044813 ucsc = AK053697 = = 8.91 9.70
== chr17(+):66364818-66367514 ucsc == AK143128 = == 8.55 9.35
C030046101Rik chr10(-):79372798-79379751 ucsc RIKEN cDNA C03004 AK088107 109284 ENSMUSG00000035781 10.29 11.09
Gm11123 chrX(+):103255564-103257555 ucsc predicted gene 11123)--- AK157679 = ENSMUSG00000079474 7.1 T2CHL
== chr10(-):12672100-12675887 ucsc = == AK037271 = == 7.6 .47
Ggtl chr10(+):75031407-75048935 ucsc gammarglulamyltrans1CD224 /I dwg I/ GGT // Ggtp AK079235 14598 ENSMUSGOUOUOOOGS@ 77 .58
== chr7(+):56849811-56862514 ucsc = == BC026601 = - .2 .02
== chr6(-):70067072-70067359 ucsc == _J——— U29575 = == 10.99 11.78
2900056B19Rik chr5(-):103154151-103154852 ucsc RIKEN cDNA 290005 --- AK013703 = == 6.17 .9
Rbm47 chr5(-):66409848-66543147 ucsc |RNA binding motif pro|9530077J19Rik // MGC:18900 AK170082 245945 ENSMUSG00000070780 7.94 Né
Lrrc8d chr5(+):106128987-106244226 ucsc leucine rich repeat cor|2810473G09RIk // 4930525N13H AK137459 231549 ENSMUSG0000004607-91 .4
- chr2(+):120427579-120428785 ucsc == - AK149564 = == | b .5:
== chr2(+):48975855-48978283 ucsc = == AK034737 = - j .9 72
Pygm 4 chr19(+):6384429-6398458 ucsc muscle glycogen phos--- AF124787 19309 ENSMUSG00000032648 4 .25
Lyst chr13(+):13682661-13871067 ucsc lysosomal trafficking r{D13Sfk13 70015 17101 ENSMUSG00000019726 9.82 10.61
== 4. chr12(+):112398557-112401305 ucsc == - AK089901 = == 7.23 8.02
E030047P09Rik 4. chr12(+):103602678-103605338 ucsc RIKEN cDNA E03004|--- AK156527 = = 7.73 8.52
== chrg(+):117346549-117351689 ucsc == == AK079493 = == 7.01 7.1k
Ctsd chr7(-):149561816-149573806 ucsc cathepsin D CatD // CD AK093885 13033 ENSMUSG00000007891| alilil? alil il
Xyltl chr7(+):124524492-124811142 ucsc xylosyltransferase 1 _[--- BC157033 233781 ENSMUSG00000030657| 8. 10.60
Camk2nl chr4(+):138011101-138014058 ucsc calcium/calmodulin-de 1810006K23Rik // CaMKIINalphg AY523601 66259 ENSMUSG00000046447| .8 .64
Slc2a6 chr2(-):26876885-26883511 ucsc solute carrier family 2 [F630103L12Rik // Gluté AK089246 227659 ENSMUSG00000036067| LT .4
8030443L12Rik chri(-):132980851-132981313 ucsc RIKEN cDNA 803044]--- ‘AK020200 = == .22 .0
Gm10345 chr15(+):76124864-76127325 ucsc redicted gene 10345[1700010G02Rik GU144514 100041269 ENSMUSG00000071724 .97 .75
== chr11(-):29903130-29904519 ucsc = == AK053026 = == .47 §2h)
== chr9(+):59728324-59729885 ucsc == |- AK142353 = == 0 .57
Pafah1b3 chr7(-):26080066-26082974 ucsc platelet-activating fact{mus[g] // Pafahg U57746 18476 ENSMUSG00000005447 .48 10.25
- chr10(+):57820114-57824772 ucsc == - AK141104 = == EE] 8.77
; chr6(-):69676567-69676837 ucsc X70264 12.34 13.12
Z chr6(+):68469185-68469441 ucsc U29593 10.76 11.53
== g chr2(+):68729441-68733029 ucsc = AK083008 = 6. 6.90
TsgalO 4. chri(-):37811621-37922145 ucsc testis specific 10 BC066782 211484 6. 7.58
B930069K15Rik 4. chr11(+):105996132-105999643 ucsc RIKEN cDNA B93006! AK081024 = 7 .63
9430098F02Rik chr11(+):51938032-51941281 ucsc |RIKEN cDNA 943009 AK035193 .12
== chrX(+):126544447-126546092 ucsc = AK047731 = - S0} .67
Aphlc chr9(-):66662817-66682528 ucsc anterior pharynx defed0610008A10Rik BC063254 68318 ENSMUSG00000053040 .00 77
D8Ertd158e chrg(+):111261493-111266700 ucsc DNA segment, Chr 8, |- AK142804 - - 4 )
9130230L23Rik chr5(-):66370597-66395525 ucsc RIKEN cDNA 913023 AK033717 231253 ENSMUSGOUOUOOS@ .76 .52
== chr3(-):142049564-142051871 ucsc = AK05166: = == .97 4
- chr2(-):59731151-59734695 ucsc == AK08253 = == 5.98
chri18(+):4930516-4933084 ucsc AK04807! Al -
chr15(-):59619972-59626515 ucsc AK03521 .64 A1
1.65E-02 chr14(+):55737731-55739773 ucsc AK14924: 4. 5.69
- 4.25E-02 chr13(+):23673882-23674604 ucsc == - AK158400 = == E 7.37
== chr12(-):88232354-88233518 ucsc = == AK087306 = == .4
Zbth42 chr12(+):113917039-113920957 ucsc zinc finger and BTB d{Gm5188 // simiRP58 BC046387 382639 ENSMUSGOUOUOOEN% 5 .14
Ndell chr11(-):68634951-68685360 ucsc nuclear distribution ge|2600006007Rik // mNudel BC021434 83431 ENSMUSG00000018736 8.
= chr6(-):99339072-99342668 ucsc - AK037331 = = 7.0




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link _ [Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Gm15832 // Rnf149 up .69 .57E-02 chri(-):39604433-39634252 UCsc redicted gene 15832|1600023E10Rik // Greul4. AK155360 67702 000048234 // ENSMUSG| .46 10.22
== up .69 .11E-02 chr16(+):45198870-45200311 ucsc == == AK142053 = == .62 7.38
Tribl up .69 71E-02 chr15(+):59479904-59488654 UCsc tribbles homoloi 1iD A530090015Rik // Trb1 AK028626 211770 ENSMUSG00000032501] .01 9.77
Gprl37b-ps up .69 .13E-02 chr13(-):12707325-12742662 ucsc |G protein-coupled rec{ENSMUSG00000075118 AF154337 664862 ENSMUSG00000075118 .42 10.18
B230327D02Rik up .69 .21E-02 chr12(-):85252301-85256226 UCsc RIKEN cDNA B23032]--- AK045959 0 .36
Pik3r6 up .69 .81E-02 chr11(+):68316583-68366199 ucsc hosphoinositide-3-Ki AK16994 104709 ENSMUSG00000046207| .23 .98
up .68 .63E-02 chr6(-):3275742-3277855 UCsc AK13800! .92 67
== up .68 .00E-03 chr4(+):115489112-115490999 ucsc | == AK04663 = == .65 40
Fnip2 up .68 .13E-02 chr3(-):79259896-79304444. UCsc folliculin interacting pr{D630023B12Rik // mKIAA1450 BC1163 ENSMUSG00000061175| 79 54
- up .68 72E-02 5146756-45148927 ucsc == == AKO0354! = == 5.98 .73
Apolg up .68 .86E-0 7578229-77587413 UCsc apolipoprotein L 8 [9830006J20Rik // Apol2 AK04604 239552 ENSMUSG00000056656| 7.4 .16
== up .68 .80E-0: chr11(-):51397429-51398155 ucsc == == AK05007 = == 7.4 .23
Fes up .67 41E-02 chr7(-):87522642-87532845 UCsc feline sarcoma oncog%c-fes BC038130 14159 ENSMUSG00000053158| 8. .67
2610306010Rik up J 2.44E-02 | chr7(+):135682446-135683057 ucsc RIKEN cDNA 261030(--- AK012000 = === 8. .47
1zumo1 // Rasipl up d 4.34E-0: chr7(+):52877181-52894463 UCsc izumo sperm-egg fusi{1700058F15Rik // 2610025P08R)| AK156602 69903 // 73456 000044562 // ENSMUSG| 7.11 .85
- up J .31E-0: chr6(-):70264897-70265190 ucsc == - 63807 = == 12.37 13.11
up d .30E-02 chr5(-):20636894-20637842 UCsc - AK155887 - - 5.94 6.68
DSErtd255e up J .T4E-02 chr5(+):119053829-119055139 ucsc DNA segment, Chr 5, AK157080 7 7.89
up d .19E-02 chr5(+):98460614-98463024 UCsc AK085795 B .92
- up J 1.72E-03 chr2(-):73301402-73303562 ucsc == - AK047286 = == u .20
up d .90E-02 980446-99981786 UCsc AK14905¢ .2 .98
Slc9a3r2 up J 4.73E-02 76233-24787251 ucsc solute carrier family 9 [0610011L07Rik // 1200011K07R) AK08480 65962 ENSMUSG00000002504 .76 .50
Card10 up d 17E-02 05568-78633472 UCsc Bimp1 // CARMA3 BC06020: 105844 ENSMUSG00000033170) 7.65 .39
Naip2 up d .31E-02 chr13(-):100914018-100972047 ucsc is|Birc1b // Naip-rs6 // Naip2 AY14700 17948 ENSMUSG00000078945 8.36 .10
E230032D23Rik up d 41E-02 | chr7(+):150813978-150856519 UCsc AK155734 7.08 81
== up .66 42E-02 chr6(+):58643462-58644855 ucsc === - AK136611 = == 5.95 .68
Ufspl up .66 .10E-0 chr5(+):137735876-137736892 UCsc UFM1-specific peptidd 2700038N03Rik / DSErtd655e BC087958 70240 ENSMUSG0000005150; 6.87 .60
== up .66 .68E-0: chr18(-):44792017-44793420 ucsc == == AK082442 = == 7.69 .42
Airn up .66 .22E-02 chr17(+):12959885-12960936 UCsc antisense Igf2r RNA_|2810051F02Rik // 2810434M15H AK081743 104103 ENSMUSG00000064070) 6.30 .03
Prri3 up .66 .12E-03 chr15(+):102289602-102293240 ucsc Eroline rich 13 1110020C13Rik // 2010324E22H AK003850 66151 ENSMUSG00000023048 10.25 10.98
up .66 .02E-02__| chr13(+):110612954-110617992 UCsCc AK143709 6.80 753
- up .66 .82E-02 chr11(-):29675390-2967657. ucsc == == AK052982 = == | 6.50 7.24
Trpm2 up .66 .88E-02 chr10(-):77371672-7743259; UCsc transient receptor potd9830168K16Rik / LTRPC2 // TR| AB166747 28240 ENSMUSG00000009292| 7.4 8.
Slc6a8 up .65 .18E-02 chrX(+):70918489-70927837 ucsc solute carrier family 6 [Creat // CRT AF459435 102857 ENSMUSG00000019558 721 il
up .65 41E-02 chr7(-):107104174-107107511 Ucsc AK143127 7.4 8.
Scnlb up .65 1.81E-02 chr7(-):31901543-31912053 ucsc sodium channel, voltaf--- BC039140 20266 ENSMUSG00000019194| 7.1 i
up .65 4.78E-02 | chr5(+):150953186-150956202 UCsc AK080368 6.8 7.61
1700056E22Rik up .65 .95E-02 chri(-):185856911-185857453 ucsc RIKEN cDNA 170005(--- AK006811 73363 ENSMUSG00000044854| 6.9 7.66
Fcerlg up .65 2.06E-02 chrl(-):173159709-173164438 UCsc Fc receptor, IgE, high[Fcelg / FcR-gamma // FcRgami] AK15560! 14127 ENSMUSG00000058715| 12.05 12.77
- up .65 4.63E-02 chr2(-):152639986-152643242 ucsc == - AK029192 = == 6.27 6.99
up .65 .19E-02 chr16(-):19198647-19260937 UCsCc AY170594 11.36 12.08
1118r1 up .65 .32E-03 chri(+):40522396-40557698 ucsc interleukin 18 receptolll18ralpha // lI1rrp AK17070 16182 ENSMUSG00000026070 b 8.44
B4galt3 up .65 .24E-02 | chrl(+):173200473-173207027 UCsc UDP-Gal:betaGIcNAc|9530061M23Rik // betadGalT-lIl AK15547: 57370 ENSMUSG00000052423| 57 9.48
- up .65 .84E-02 chr13(-):51769165-51771231 ucsc == - AK14053 = == .8 7.60
up .65 .83E-02__| chr11(-):106252163-106255073 UCsCc AK13500: N7 45
Atg7 up .64 .12E-02 chr6(+):114593142-114810630 ucsc 1810013K23Rik // Apg7! AK146992 74244 ENSMUSG00000030314 .0 .81
Pde8a up .64 .67E-02 chr7(+):88358479-88479417 uCsC |phosphodiesterase 84Pde8 AK148238 18584 ENSMUSG00000025584] .6 .34
== up .64 .08E-02 chr6(-):69773346-69773635 ucsc == == 4528 = == 12.27 12.99
1117ra up .64 .83E-02 | chr6(+):120413244-120433747 UCsCc interleukin 17 receiloilll7r//VDW217 AK080226 16172 ENSMUSG00000002897| 10.15 10.87
Orai2 up .64 .04E-03 chr5(-):136623334-136646526 ucsc |ORAI calcium release]A730041015Rik // Tmem142b AK042940 269717 ENSMUSG00000039747| 7.12 7.84
5830438MO1Rik up .64 .99E-04 chr16(+):32303213-32304580 UCsc RIKEN cDNA 583043{--- AK017980 6.10 .81
9130004J05Rik up .64 .11E-O: chr15(-):64118016-64120310 ucsc |RIKEN cDNA 913000--- AK159040 ENSMUSGOUOUOU782% 7.82 .54
Pdelb up .64 .96E-03 | chrl5(+):103333465-103360483 UCsc hosphodiesterase 1H- BC058531 ENSMUSG00000022489) 8.04 .75
up .64 4.71E-0: chr14(-):66798243-66799682 ucsc == AK040874 == 7.46 18
up .64 2.88E-02 | chrl3(-):102507346-102511389 UCsCc AK161087 8.16 88
- up .64 .17E-02 chri(+):141070245-141075537 ucsc == - AK087124 = == 6.69 40
- up .64 4.02E-0: chr1(+):91701105-91702223 UCsc = - AK080524 - - 7.50 8.21
== up .64 .30E-0: chr11(-):33981900-33985355 ucsc == AK051631 = == 6.36 7.08
Grn up .64 46E-02 | chrll(+):102291795-102298127 UCsc ranulin AK018744 14824 ENSMUSG00000034708| 10.96 11.67
- up .63 .48E-03 chrX(-):57480170-57481662 ucsc == AK043987 = == 6.1 87
up .63 .07E-02 chr9(-):113879102-113880119 UCsCc [ - AK016042 7.4 12
Gm10621 up .63 .58E-02 chr9(+):108551059-108553284 ucsc redicted gene 10621 AK155210 100038635 ENSMUSG00000074075 7.7 .47
Dapk2 up .63 .07E-02 chr9(+):66006041-66120047 UCsc death-associated prot AB018 13143 ENSMUSG00000032380) 7.12 82
- up .63 4.42E-02 chr7(+):142735400-142737651 ucsc |;— - AK037215 = == 7.59 128]
Rab7 up .63 .66E-0 chr6(-):87949104-87995257 UCsCc RAB7, member RAS {--- AK148117 19349 ENSMUSG00000079477| .93 .63
Antxr2 up .63 .26E-0: chr5(-):98311802-98460062 ucsc anthrax toxin receptor|2310046B19Rik // cl-35 // CMG- AK166124 71914 ENSMUSG00000029338 .63 10.33
Cxcl10 up .63 4.76E-0: chr5(-):92775667-92777916 UCsc chemokine (C-X-C mdC7 // CRG-2 // gIP-10 // Ifil0 // | AK152967 15945 ENSMUSG00000034855| .16 .86
== up .63 .61E-O: chr4(-):59530855-59533322 ucsc == ﬁ - AK077900 = == T .44
Plaz2g2e up .63 .82E-03 | chr4(+):138433857-138438730 UCsc AF112984 26970 ENSMUSG00000028751] 7.54 .25
Lrsaml up .63 .20E-0: chr2(-):32780742-32816771 ucsc BC04914 227738 ENSMUSG00000026792| 7.07 .78
up .63 .55E-02 | chr2(+):131846942-131849651 UCsc AK042504 7.01 7.
== up .63 .78E-02 chr19(-):9939414-9943485 ucsc AK084060 = == .50 7
Vps37c up .63 L44E-02 chr19(+):10763223-10789117 UCsc AK158833 107305 ENSMUSG00000048832| .21
Slcl4al up .63 .63E-02 chr18(-):78296831-78338859 ucsc AK041979 108052 ENSMUSG00000059336 .10
up .63 .57E-02 chri(-):52841534-52845677 UCsc AK042597 .39
Ets2 up .63 .96E-02 chr16(+):95924027-95942658 ucsc AK038348 23872 ENSMUSG00000022895 9.66 10.37
4930555K19Rik up .63 .36E-0 chr15(+):41005246-41006971 UCsc AK016133 ENSMUSG00000048559) 7.76 4
Naip5 up .63 .08E-02 | chr13(-):100981704-101017295 ucsc AF381771 17951 ENSMUSG00000071203| 8.06 i
up .63 .66E-02 chr13(+):97346580-97347878 Ucsc AK081610 - 7.03 73
Ncf2 up .63 .16E-02 chri(+):154647324-154684121 ucsc neutrophil cytosolic fa{NADPHoxidasesubunit(67kDa) // BC076609 17970 ENSMUSG00000026480 8.26 .96
Gab3 up .62 .61E-02 chrX(-):72212182-72330245 UCsc growth factor receptor|5930433H21Rik AK039787 210710 ENSMUSG00000032750) 7.98 .67
- up .62 .36E-02 chr10(-):6596880-6599631 ucsc == |- AK084167 = == 6.68 .38
up .62 .05E-02 chr8(-):42462790-42466106 UCsCc |- AK086706 6.42 7.12
Sertadl up .62 .91E-02 chr7(+):28271929-28275333 ucsc SERTA domain conta{1110032C13Rik // p34SEI-1 // S{ AF366401 55942 ENSMUSG00000008384 7.65 8.34




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.

GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
== up .62 .48E-02 chri(+):60834133-6083512 ucsc - - AK037749 - == 8. .66
Capn2 up .62 4.03E-02 chri(-):184397387-184447741 ucsc calpain 2 Capa-2 // Capa2 /[ m-calpain D38117 12334 ENSMUSG00000026509 EL i98]
Orm2 up .62 78E-0: chr4(+):63023508-6302691. ucsc orosomucoid 2 Orm-2 BC057985 18406 ENS| 7 ia0)
Atpllb up .62 88E-0. chr3(+):35653056-3575519 ucsc ATPase, class VI, 1110019114Rik // mKIAA0956 AK129248 76295 ENSMUSG00000037400 10.32 11.02
Hcfelrl up .62 84E-0: chr17(+):23810575-23812491 ucsc = AK013438 353502 ENSMUSG00000023904 .85 155
Synj1 up .62 75E-0 chr16(-):90960737-9101131 ucsc AK080946 104015 ENSMUSG0000002297: .70 .40
Fam135a up .62 .21E-02 chri(-):24017934-2410718: ucsc C070446 68187 ENSMUSG0000002615 .76 .45
Numb up .62 .20E-03 chr12(-):85134984-85262808 ucsc C033459 1822. ENSMUSG0000002122. .93 10.62
610010K14Rik // Rnasg up .88E-0: chr11(-):70048710-70053349 ucsc C012258 104457 // 52898 000020831 // ENSMUSG .58 10.28
Pls1 up 4.12E-0: chr9(-):95653065-9574568! ucsc 133070 102502 ENSMUSG0000004949: 199] 7.68
== up 4.93E-02 chr8(-):101609804-101612304 ucsc AK148860 = == .8 .50
Zswim4 up .90E-03 chrg(-):86734577-86760955 ucsc AKO053663 212168 ENSMUSG00000035671| .34 .02
== up .7T4E-02 chrg(-):34970895-34973443 ucsc = == AK033637 = == .0 .78
D830044I16Rik up .37E-02 chr7(-):134115234-134119613 ucsc RIKEN cDNA D83004{--- AK086010 381922 ENSMUSG00000087483| 72 1957l
Derl3 up .02E-02 chr10(+):75356143-75358686 ucsc Derl-like domain fami|1810006120Rik // 1810063P04Ril AB047555 70377 ENSMUSG00000009092 10.38 11.07
== up 4.98E-02 chré4(+):41087787-41108894 ucsc == == AK136940 = == 7.79 8.4
Nup210l up .88E-0: chr3(+):89908054-89971908 ucsc nucleoporin 210-like |4930548011Rik AK019752 77595 ENSMUSG00000027939 6.82 S|
Cd59b up .95E-04 | chr2(+):103909962-103931345 ucsc CD59b antigen == BC038128 333883 ENSMUSG00000068686| 6.50 7.3
== up .66E-02 chri(-):13344564-13346811 ucsc = == AKO0794 = == 7.72 .4
KIf10 up .26E-02 chr15(-):38221219-38230464 ucsc Krup?el—like factor 10 |Egral // Gdnfif // mGIF // Tiegl AK0434 21847 ENSMUSG00000037465 .68 .3
Cyb5r1 up g .30E-02 chri(+):136302358-136308315 ucsc cytochrome b5 reduct{1500005G05Rik // B5R.1 // Ngo3 BCO16: 72017 ENSMUSG00000026456 .5 .18
- up .60 .46E-02 chr9(+):66109962-66111564 ucsc == == AK1366: = == .4 .10
Insr up .60 .30E-02 chrg(-):3095058-3279552 ucsc insulin receptor 14932439J01Rik // CD220 // D63! C17264 16337 ENSMUSG00000005534 .1 .85
Osginl up .60 .27E-02 chrg(+):121961062-121970155 ucsc oxidative stress induc11700012818Rik C022135 71839 ENSMUSG00000074063| ol .39
== up .60 4E-0 chr7(-):28423287-28424331 ucsc = == C104146 = == 7.6 .37
up .60 7E-0. chr6(+):66875614-66879407 ucsc K136294 7.4 .09
== up .60 0E-02 chr6(+):21943235-21946479 ucsc = |- AK084370 = - 6.59 .27
Thap6 up .60 .57E-02 chr5(+):92391414-92401090 ucsc THAP domain contain[4930534K21Rik BC089377 381650 ENSMUSG00000060466 7.37 .05
== up .60 .38E-02 chr4(+):116862548-116863496 ucsc = == AK15454 = - 6.91 )
== up .60 .13E-02 chr3(-):27511373-27514902 ucsc == == AK1420 6.50 A7
A930010G16Rik up .60 .93E-02 chr2(-):4939492-4940852 ucsc RIKEN cDNA A93001{C430048F02Rik AK02084 = == 7.98 8.66
Trp53inp: up .60 .40E-03 chr2(+):155207554-165215582 ucsc transformation related|1110029F20Rik // Tp53inp2 AK170132 68728 ENSMUSG00000038375 9.94 10.61
2010002N04Rik up .60 38E-0: chr18(-):60633847-60661641 ucsc RIKEN cDNA 2010004cl-41 // Nid67 AK143383 106878 ENSMUSG00000038059 8.55 23
C230073G13Rik up .60 43E-0: chr17(+):71202103-71206299 ucsc RIKEN cDNA C23007| AK08263 7.72 40
== up .60 94E-02 chr16(+):23989161-23992539 ucsc = AK14972. 2 .37
== up .60 55E-02 | chrl(+):196819454-196822389 ucsc == == AK14851 = == 7.24 .92
Arl11l up .60 22E-0: chr14(+):61928590-61930773 ucsc ADP-ribosylation factd ARLTS1 // C730007L20Rik BC06409: 219144 ENSMUSG00000043157| 7.67 8.35
Samd8 up .60 01E-04 chr14(+):22569752-22617947 ucsc sterile aIEha motif doal 110053F04Rik // 1700010P07R| AK147528 67630 ENSMUSG00000021770) 8.06 8.74
Gpri37b up .60 24E-02 chr13(-):13449890-13485891 ucsc G protein-coupled rec{2310041G17Rik // C80741 // Tm]| AK080884 83924 ENSMUSGOOOOOOZ'_E{ 10.88 iy
Ccdc88c up .60 74E-03 chr12(-):102149734-102267269 ucsc coiled-coil domain cor|0610010D24Rik // Daple BC063255 68339 ENSMUSG00000021182| 9.4 10.16
F7 up E50 .45E-02 chr8(+):13026033-13035809 ucsc coagulation factor VII [Cf7 // FVII /[ mfVI AK154742 14068 ENSMUSG00000031443 Us 7.96
Arrbl up .59 2.16E-02 | chr7(+):106683974-106755281 ucsc arrestin, beta 1 1200006117Rik // beta-arrestinl AK147566 109689 ENSMUSG00000018909 4 10.21
Vsig10l up £ 14E-0: chr7(+):50726428-50727383 ucsc ZV-set and immunogl{2210412E05Rik AK008908 75690 ENSMUSG00000070604 4 9.70
== up .59 7.20E-0: chr5(+):123109748-123111574 ucsc [ - AK086885 = == 4 7.21
Gm10459 up 45 29E-02 chr5(+):33994749-33995904 ucsc predicted gene 10459|--- AK132920 = ENSMUSG00000073044 .84 7.51
Optn up .59 77E-02 chr2(-):4941688-4985091 ucsc optineurin |4930441007Rik // TENIA-INTP BC061185 71648 ENSMUSG00000026672 a 7.95
Tmem63b up E50 44E-0: chrl7(-):45797121-45823172 ucsc |transmembrane protei|-— AK159673 224807 ENSMUSG00000036026 8. 9.27
Limal up .59 28E-0. chr’ 9608904-99705849 ucsc LIM domain and actin|1110021C24Rik // 3526402A12R AK049350 65970 ENSMUSG0000002302 6.86 7.53
3100002H20Rik up £ 34E-0: chrl5 2616146-72617516 ucsc RIKEN cDNA 310000]--- AK013917 = == iE5S] 8.22
Ahnak2 up .59 40E-0: chri 14023209-114040869 ucsc i AK138503 100041194 ENSMUSG00000072812| 7.23 7.89
2310058N22Rik up £ .81E-02 chr12(+):117617687-117619252 ucsc AK009987 = == 7.49 8.16
Farp2 up .59 .70E-03 chri(+):95408654-95518551 ucsc AK050860 227377 ENSMUSG00000034066| .95 7.62
== up E50 4.75E-02 chr11(-):6190873-6191850 ucsc AK08584 = == .09 6.76
B930032C10Rik up .58 4.39E-02 chr9(+):56821681-56822545 ucsc AK04717 .78 7.45
== up .58 .53E-0: chr6(-):72552998-72555496 ucsc = AK04566. .88 9.54
- up .58 .81E-04 chr4(-):14727393-14728408 ucsc == - AK045390 = == .62 7.28
== up .58 .92E-02 chri(-):133901165-133904587 ucsc = == AK086589 = == .58 8.24
Map4k3 up .58 .07E-02 chr17(-):80979855-81127356 ucsc mitogen-activated pro{4833416MO7Rik // 9530052P13H BC172686 225028 ENSMUSG00000024242| 7.96 8.63
Sun2 up .58 .15E-02 chr15(-):79554501-79572967 ucsc Sadl and UNC84 doaBZSOSSQLOBRIk //'Unc84b AK172398 223697 ENSMUSG00000042524 10.59 iil2s
- up .58 .27E-02 chr15(+):38448540-38449821 ucsc == - AK007010 = == 7.17 7.83
== up .58 .01E-02 chr11(-):60050099-60051715 ucsc = AK054085 7.62 8.28
- up .85E-02 chr9(+):58443041-58444380 ucsc == AKO037677 7.02 7.68
D10Ertd709e up .62E-02 chr10(+):110605692-110611969 ucsc DNA segment, Chr 10| AK155618 L2 10.37
- up .70E-02 chr7(-):74512602-74515867 ucsc == - AK142457 = == .61 .26
== up .37E-02 chr6(+):145252830-145253703 ucsc = == AK084624 = - .40 .04
4930509K18RIik up .11E-02 chré(+):40260263-40264752 ucsc RIKEN cDNA 4930504--- AK015738 ENSMUSG00000087137 .54 18}
Txnip up .34E-0: chr3(+):96361880-96365780 ucsc thioredoxin interacting{Hyplipl // mVDUP1 // THIF // VD) Al 403 ENSMUSG00000038393 11.01 11.66
S100a1l up .53E-0: chr3(+):93324416-93330209 ucsc 5100 calcium bindiné cal // calgizzarin // Emap1 // S10 AK164352 ENSMUSG00000027907| 12.11 12.76
9630019E01Rik up .90E-02 chr2(-):146227353-146230503 ucsc RIKEN cDNA 9630014--- AK051384 == 6.12 6.78
A430019L02RIk up .28E-03 chr18(+):46918210-46921631 ucsc RIKEN cDNA A43001 AK039850 9.75 10.40
== up .67E-02 chr16(-):84949930-84954283 ucsc = == AK132225 = == 7.42 8.07
Ly6cl up .94E-02 chr15(-):74875447-74879260 ucsc lymphocyte antigen 6 |Ly-6C // Ly6c BC010764 17067 ENSMUSG00000079018] 11.89 12.54
== up .32E-02 chr12(-):82815947-82817018 ucsc = == /AK04900! = == 8.08 .73
== up d .19E-02 | chr11(-):103533947-103535970 ucsc == == AKO07857. = == 7.55 .20
Ddx26b up .56 .41E-0: chrX(+):53708024-53761019 ucsc DEAD/H (Asp-Glu-Ala]4930535D10Rik // 6330505F04R] AK08394: 236790 ENSMUSG00000035967, .10 .74
Prickle3 up .56 .00E-04 chrX(+):7234512-7245312 ucsc rickle homolog 3 (DrqLmo6 // Sfc16 BC02367. 54630 ENSMUSG00000031145 .06 .70
== up .56 .08E-02 chr5(-):4868348-4870266 ucsc = == AK140028 = == .27 .91
Pxn up .56 .80E-02 chr5(+):115956696-116005995 ucsc paxillin Pax AK149933 19303 ENSMUSG00000029528 10.23 10.87
== up .56 4.11E-02 chr5(+):54437971-54440089 ucsc = == AK036868 = == 5} S5
Blcap up .56 .64E-02 chr2(-):157382099-157392098 ucsc bladder cancer associ|Bc10 AK018127 53619 ENSMUSG00000067787 .11 .75
4833420D23Rik up .56 .27E-02 chr18(+):10747875-10748963 ucsc RIKEN cDNA 483342(--- AK014733 - - .94 i50)
1gl-V1 up .56 .76E-02 chr16(-):19061721-19085594 ucsc immunoglobulin IambilBlOOﬂOOlRik AK008094 16142 ENSMUSG00000076934| 12.57 13.22
Col4a3bp up .56 .16E-02 chr13(+):97312572-97407970 ucsc collagen, type 1V, alph2810404015Rik // 9230101K0&ﬁ AK030305 68018 ENSMUSG00000021669 9.22 9.87
Rara up .56 .60E-03 chr11(+):98798989-98836254 ucsc [retinoic acid receptor, [RARalphal [ BC040383 19401 ENSMUSG00000037992 9.56 10.20




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name [Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
== up £ 4.98E-02 chr9(-):73762497-73765678 ucsc = AK143113 = == | 5 150
Tcplll2 up .55 2.16E-02 chr10(+):84039369-84077098 ucsc t-complex 11 (mouse E430026E19R|k AK146035 216198 ENSMUSG00000020034 8. .60
Apob48r up £ .38E-02 chr7(+):133728455-133732638 ucsc apolipoprotein B48 reqApob-48r AK156422 171504 ENSMUSG00000042759 7.4 -
Leng9 up .55 4.10E-02 chr7(+):4100927-4101997 ucsc leukocyte receptor clu|9530024C23Rik // F630035L11R AK143899 243813 ENSMUSG00000043432| 7.86 .4
Ulk1 up £ .14E-0: chr5(-):111213507-111239118 ucsc Unc-51 like kinase 1 ({mKIAA0722 // Unc51.1 AK154939 22241 ENSMUSG00000029512 g .24
up .55 .39E-0: chr2(-):128211989-128215224 ucsc AK049458 .44
up £ .59E-02 chr2(+):164352390-164355181 ucsc AK162674 .4 7l
== up .55 .92E-03 chr15(+):12286809-12289792 ucsc AK046972 = == 4 7.66
Naip6 // Naip7 up £ .16E-02 chr13(-):101051035-101087630 ucsc AF135494 17952 ENSMUSG00000078942| g .56
Eml up .55 .18E-02 chrl. 06349169 ucsc C15694 78943 ENSMUSG00000020715 § .88
Mapk7 up 5] 4.49E-02 chr11(-):61302314-61307741 ucsc C03359: 23939 ENSMUSG00000001034 .4 Lilil
Lpar4 up .54 .28E-02 chrX(+):104115974-104127826 ucsc C05217! 78134 ENSMUSG00000049929 .4 .04
Kihl18 up 4 .23E-02 chr9(-):110328431-110379198 ucsc 7302 270201 ENSMUSG00000054792| g L)
- up 4 .73E-02 chr9(-):30996839-31004373 ucsc AK13989 = == | il 7.82
Scarbh2 up 4 .40E-02 chr5(-):92870335-92934667 ucsc scavenger receptor cl d9330185J12R|k// Cd36I2 // LGP AK14910: 12492 ENSMUSG00000029426 8.7 9.34
Cldn12 up 4 4.16E-02 chr5(-):5505111-55148 ucsc claudin 12 == BC02405 64945 ENSMUSG00000046798 7.0 7.68
== up 4 .18E-04 chr5(+):140797574-140799798 ucsc = = AK033884 = == 1k .82
up 4 4.81E-0: chr5(+):34938989-34941762 ucsc AK137996 7.39 02
== up 4 .54E-03 | chr4(+):154939967-154943551 ucsc = == AK049013 = == 7.65 .27
Cd101 up 4 .26E-0: chr3(-):100797588-100833418 ucsc CD101 antigen 1gsf2 // LOC381460 AM849329 630146 ENSMUSG00000086564 7.12 .75
== up 4 .24E-02 chr3():78939643-78942394 ucsc = == AK086153 = == 6.44 .07
- up .54 .51E-02 chri(-):36418467-36420462 ucsc == == AK054094 = == 7.66 128]
Dopey?2 up .54 .32E-0: chr16(+):93712174-93810835 ucsc dopey family member [0610038MO1Rik // 2610510B01H AK147255 70028 ENSMUSG00000022946 Ll .14
Tram2 up 4 .24E-0: chri(-):20991460-21069307 ucsc translocating chain-as|C330003D03Rik // MGC:25725 BC018212 170829 ENSMUSG00000041779 .92 10.55
Tmem71 up 4 .82E-0: chr15(-):66357774-66392609 ucsc transmembrane Evo(ei == AK088711 213068 ENSMUSG00000036944] .44 10.06
== up 4 .10E-0: chri(+):195107465-195110037 ucsc AK031888 == .98 61
D930049A15Rik up 4 .26E-0: chr14(-):26077009-26280615 ucsc RIKEN cDNA D93004 Al 741 ENSMUSGOOOOOOB7§ .67 .30
== up 4 .03E-0: chr14(+):17137024-17140838 ucsc == |- AK078789 = == 7.8 .44
Serpincl up 4 .70E-02 chri(+):162908777-162933141 ucsc serine (or cysteine; antithrombin // At-3 // At3 /[ ATIII BC019447 11905 ENSMUSG00000026715 6.7 .34
Dapkl up 4 .06E-02 chrl3(+) 60703313-60864551 ucsc death associated prot2310039H24Rik // 2810425C21H BCO0601! 69635 ENSMUSG00000021559 7.1 it
7175 // 1gh-1a // 1gh-6 /I up 4 .91E-02 4493110-117232532 ucsc expressed sequence 41810060009Rik // B1H12 // B4H| AK00782 0795 // 380809 // 4346090000076641 // ENSMUSQ 11.07 11.7¢
up 4 .63E-02 :52756546-52760009 ucsc == AK04204 = == 7.47 8.09
A(Ml up .54 .27E-02 6312031-136329925 ucsc adiponectin recej 10112810031L11R|k AK1436! 72674 ENSMUSG00000026457, 10.51 11.13
up .54 .68E-03 9718296-119719255 ucsc == - AKO076735 = == 7.21 7.83
F830004M19Rik up .53 .67E-02 9389399-89393422 ucsc RIKEN cDNA F830004--- AK089612 = == 7.19 7.80
KihI2 up .53 .13E-02 :67218472-67373822 ucsc kelch-like 2, Ma{ven (|6030411N21Rik // ABP-KELCH AK220570 77113 ENSMUSG00000031605 7.26 7.87
Ftl1 up .53 1.71E-02 :52713315-52715214 ucsc ferritin light chain 1 [Ftl // L-ferritin AK088647 14325 ENSMUSG00000050708 .7 10.31
- up .53 1.20E-02 4915638-124918080 ucsc == - AK15883 ) .92
up .53 4.65E-02 19947626-149¢ ucsc | AKO7777 .22
- up .53 1.51E-02 132715449-132717930 ucsc - == AKO03821 = == L .72
liéra up .53 4.38E-02 :88537959-89717119 ucsc interleukin 6 receptor,|CD126 // IL-6R // IL-6receptoralp| 976 16194 ENSMUSG00000027947, I 10.50
Cox4i2 up .53 .12E-02 chr2(+):152579909-152590773 ucsc cytochrome ¢ oxidase|Cox4b // CoxIV-2 AF271382 84682 ENSMUSG00000009876 2 8.41
== up .53 41E-02 chr2(+):131318142-131319023 ucsc - - AK086876 = == 8.62 9.24
111f6 up .53 .13E-02 chr2(+):24070937-2408122. ucsc interleukin 1 family, m{Fil1 // Fillepsilon // IL-1H1 AK004061 54448 ENSMUSG00000026984 7.07 7.68
== up .53 .62E-02 chr18(-):10164047-1016655: ucsc = == AK034190 = == 8.10 8.71
Nfkbiz up .53 .20E-03 chr16(-):55811488-5583901 ucsc nuclear factor of kapp{Mail AB020974 80859 ENSMUSG00000035356 10.15 10.76
== up .53 .31E-02 chr16(+):93532631-9353427 ucsc = == AK133433 = - 7.54 3
9530001J02Rik up .53 .08E-02 chr15(-):77665519-7766726: ucsc RIKEN cDNA 9530007--- AK079170 = == 7.69
== up .53 .27E-0: chr15(+):6556394-6557469 ucsc = == AK079993 = - 8.35
- up .53 .28E-0: chr13(-):97955748-97958492 ucsc == == AK138569 = 7.42 03
Syne2 up .53 .13E-02 chrl2(+):77132601-77211887 ucsc synaptic nuclear enve|6820443006Rik // D12Ertd777e BCO07656! 319565 ENSMUSG00000063450 Let/iL .32
Tmc6 up .53 .01E-02 chr11(-):117627300-117641954 ucsc transmembrane chan§| D11Ertd204e // EVER1 AK09017 217353 ENSMUSG00000025572 9.74 10.36
Znrf3 up .53 3.10E-02 chr11(-):5178605-5281744 ucsc zinc and ring finger 3 [LOC382477 BC15108: 407821 ENSMUSG00000041961 8.44 .06
== up .63 7.30E-03 chr11(+):77860487-77861858 ucsc |- AK14302 7.58 .20
Kenglotl up £ .72E-0: chr7(-):150485092-150486286 ucsc KCNQl overlapping I[IKVIg&l-aS I Litl AK13535: 30 .90
- up .52 .48E-0: chr7(-):135552482-135554507 ucsc == == AK07951 = == .55 .15
CIn3 up £ .14E-02 chr7(-):133714721-133729332 ucsc ceroid lipofuscinosis, r{battenin AK13403 12752 ENSMUSG00000030720 .34 55
Cyp2s1 up .52 .46E-02 chr7(-):26587490-26601933 ucsc cytochrome P450, faﬁlZOOUllClSRik AK16294° 74134 ENSMUSG00000040703 .67 .28
Dmpk up £ .37E-02 chr7(+):19669219-19679168 ucsc dystrophia myotonica- DM // Dm15 BC056615 13400 ENSMUSG00000030409 7.67 .27
- up .52 .42E-02 chr6(-):3283194-3296071 ucsc == - AK035387 = == .69 .30
== up £ .91E-02 chr6(+):120650428-120655206 ucsc = == AK143075 = - | .14 5]
Tpenl up .52 .28E-03 chr5(-):120984167-121038683 ucsc two pore channel 1 [5730403B01Rik AK148129 252972 ENSMUSG00000032741| .60 .21
KIf3 up i) .62E-0: chr5(+):65194627-65221368 ucsc KruEEeI -like factor 3 (19930027G08Rik // BKLF // Tef-2 AK157576 16599 ENSMUSG00000029178 10.04 10.65
Gm568 up .52 .44E-0; chr4(-):47021191-47023653 ucsc 43 BC028561 = ENSMUSG00000048824| 7.78 8.38
Sirpa, up .52 .08E-02 chr2(+):129418573-129457959 UCsC i 72a ]l P84 I/ Ptpns1 /[ AK159617 19261 ENSMUSG00000037902] 11.75 12.35
Snap23 up .52 .05E-02 chr2(+):120393406-120426458 ucsc /I Sndt // Syndet AK019162 20619 ENSMUSG00000027287| 10.21 10.81
Lypdéb up £ .79E-02 chr2(+):49643206-49804366 ucsc 24Rik AK009282 71897 ENSMUSG00000026765 6.65 7.25
Pnmal up .52 .37E-02 chr12(-):85487082-85489442 ucsc araneolastlc antige 5730402C15Rik AK136933 0481 ENSMUSG00000054383| 7.09 7.70
Pstpipl up d .09E-02 chr9(+):55937779-55976683 ucsc CD2BP1 // def-2 AK088150 9200 ENSM_USG00000032322| .31 .91
Ranbp10 up d .22E-02 chrg(-):108292210-108351251 ucsc RAN b\ndln protein 1]4432417NO3Rik AY337314 4334 ENSMUSG00000037415] .08 .67
Hgsnat up d .7T9E-02 chrg(-):27054926-27087220 ucsc heparan-alpha-glucos{9430010M12Rik // D8Ertd354e // AK035264 52120 Lalil .71
Ypel3_ up d .28E-03 chr7(+):133920488-133924023 ucsc 0610043B10Rik // 1190001G19H AK003371 66090 10.25 10.85
Samd9l up J 2.90E-02 chr6(-):3322260-3349573 ucsc BC079894 209086 13 73
Tg[brS up d 4.87E-02 chr5(-):107535591-107718615 ucsc fg1110036H20RIk // betaglycan // BC070428 21814 ENSMUSG00000029287| .09 .68
= up d .13E-02 chr4(-):120825289-120827210 ucsc = == AK079898 = == | .47 .06
Sdc3 up d .36E-02 | chr4(+):130348452-130382233 ucsc syndecan 3 MGC:65603 // MGC:69616 // mK| AK129153 20970 ENSMUSG00000025743] .36 .96
Parp4 up d .78E-03 chr14(+):57267106-57278635 ucsc poly (ADP-ribose) polyAdprtl1 // C030027K23Rik // E23| BC025847 328417 ENSMUSGOOOOOOS4&] L LS
9530083012Rik up d .69E-02 | chr13(+):110245592-110254034 ucsc RIKEN cDNA 953008]--- AK140: == .98 .57
== up d 4.54E-02 chr13(+):101053186-101086552 ucsc - BC126! 8! .43
- up d 1.72E-02 chri(+):153614309-153616055 ucsc - |- AK134! = == Tl 17
Eml6 up d 6.20E-0: chr11(-):29643051-29925941 ucsc echlnoderm microtuby2900083P10Rik // C230094A16ﬂ AK049034 237711 ENSMUSG00000044072 6.7 7.37
== up d 7.62E-0: chr10(-):58969126-58972521 ucsc AK048905 = == 6.8: 7.42
Fut4 up J 2.33E-02 chr9(-):14552903-14556566 ucsc fucos ltransferase 4 |3 -fucosyl-N-acetyl-| Iaclosamlneeq AK041752 14345 ENSMUSG00000049307| 7.22 7.80
Casp4 up .50 4.28E-02 chr9(+):5308858-5336783 ucsc caspase 4, apoptosis-|Casp11 // Caspase-11 // ich-3 AK160328 12363 ENSMUSG00000033538 9.93 10.51




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
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up .50 4.95E-02 | chr5(+):151178302-151178911 UcsC | AK05130: 7.35 9.
Cxcl3 up .50 2.55E-02 chr5(+):91215125-912171 ucsc chemokine (C-X-C mdDcip1 AY31140; 330122 ENSMUSG00000029379 .21 7
up .50 47E-02 chr5(+):32439289-324420 ucsc AK143311 .76 .34
up .50 4.85E-02 chrl():93848570-93850207 ucsc AK143069 .84 4
Ly6c2 up .50 .54E-02 chri5(-):74938588-74942243 ucsc lymphocyte antigen 6 |-— D86232 100041546 ENSMUSG00000022584 12.7¢ 13.37
1700112E06RIK up .50 .99E-02 chri4(+):23396948-23418490 ucsc RIKEN cDNA 17001112700009F18Rik AK012226 76633 ENSMUSG00000063458 7.31 7.90
up .50 -10E-0: chrl1(+):85533350-85534384 ucsc 6099 6.31 .90
Nfic up .50 .32E-0; chri0(-):80858936-80893883 ucsc nuclear factor I/IC___|1110019L22Rik / 1500041016R AK147496 18029 ENSMUSGOUOUOO7S%‘ 8.31 .90
Sipr3 down .99 2.34E-02 chri3(+):51504130-51518166 ucsc AK084944 13610 ENSMUSG00000067586 11.04 .46
down .81 4.62E-02 chri7(+):89045457-89047197 ucsc AK078720 8.43 .94
Hs3stl down .74 2.03E-02 chr5(-):40005174-40146714 ucsc AF019385 15476 ENSMUSG00000051022 9.27 82
Gpri7l down .73 2.29E-02 chr3(-):58895802-58905744 ucsc AK154964 229323 ENSMUSG00000050075 10.94 .50
Zc3h12c down .69 4.27E-02 chro(-):51923490-51934770 ucsc AK22041 244871 ENSMUSG00000035164 3 .50
Rab30 down .59 4.56E-02 chr7(+):99890216-99985626 ucsc AK14220] 75985 ENSMUSG0000003064: .90 53
down 4 2.04E-0 chr10(-):32358637-32359292 ucsc AK03938! .46 .18
Ccr6 down 2.40E-0. chrl7(+):8429077-8449992 ucsc AB01603! 12458 ENSMUSG00000040899 .11 .86
Pkib down I 4.00E-02 chr10(+):57351781-57460918 ucsc AK15695! 18768 ENSMUSG00000019876 .01 79
Serpinb6b down ) .18E-03 chri3(+):33057312-33070931 ucsc |serine (or cysteine) pNK13 // ovalbumin // Spil2 AK078753 20708 ENSMUSG00000042842] .39 .18
2310074N15Rik down I 49E-02 chr5(+):23953724-23954302 ucsc RIKEN cDNA 2310074-— AK010155 .55 35
OIfr31 down .30 .33E-02 chri1(+):58630430-58631503 ucsc olfactory receptor 313|GA_x6K02T2NKPP-590035-589 BC120742 258529 ENSMUSG00000070438 7.1 .97
5730405012Rik down .25 _76E-02 chr11(-):5655010-5658302 ucsc RIKEN cDNA 573040-— AK053288 7.0 .92
9530001D17Rik down .23 .0BE-03 chri3(+):54843313-54843693 ucsc RIKEN cDNA 953000 AK020532 .8 71
down I 54E-02_| chrl4(-):121909725-121918335 ucsc AK029385 .51 37
down ! .94E-03 chri8(-):72333717-72334936 ucsc AK043078 .92 79
Icos down I .85E-02 chri(+):61034761-61057158 ucsc inducible T-cell co-stin-— AK030827 54167 ENSMUSG00000026009 10.89 .79
Cxcr5 down ! L40E-02 chro():44319871-44369961 ucsc chemochine (C-X-C gsln I/ CXCR-5 /] Gper6 AK133064 12145 ENSMUSG00000047880 10.77 .68
down I .83E-04 chr3(+):58902452-58903248 ucsc AK155223 | 7.51 42
Cds3 down X 42E-0; chri3(+):43880551-43898501 ucsc CDB83 antigen AK075888 2522 ENSMUSG00000015396 10.66 .58
OIfr33 down I 81E-02 | chr7(-):109861969-109862925 ucsc olfactory receptor 33 |GA_x6K02T2PBJ9-5431102-543 BC104111 8332 6.41 33
Cabel down ! 71E-02__| chri(-):182095369-182126099 ucsc chaperone, ABC1 acti|4632432J16Rik // mKIAAO451 AK014605 7426 9.82 75
Myc down I .89E-02 chrl5(+):61816913-61821907 ucsc myelocytomatosis ondbHLHe39 // c-myc // Myc2 // Niar, AK145084 7869 11.87 10.81
HsphL down 0 80E-02 | chr5():150416862-150438871 ucsc -159105 /THSP110 AK083179 15505 38 33
Olfr1166 down 0! .34E-02 chr2(-):87963521-8796515! ucsc olfactory receptor 116|GA_x6K02T2Q125-49616865-49 BC051250 258644 50 46
RIn3 down .0: J58E-02 chr8(-):86566966-8656887 ucsc relaxin 3 M3 AB076565 212108 ENSMUSG00000045232 .56 53
down .02 .85E-02__| chri13(+):118708308-118710328 ucsc AK13928; .67 .65
down .99 L40E-02 chr8(-):61200466-6120414 ucsc - AK14874 .35 .36
down .97 .86E-02 | chr6(+):105994916-105997435 ucsc AK1410( 6.75 77
Olfr1248 down .97 .99E-02 chr2(-):89457325-89458405 ucsc olfactory receptor 124|GA_x6K02T2Q125-51059648-5] BC1507 258787 ENSMUSG00000075080 6.68 71
Bcard down .96 .94E-02_| chr3(+):121997052-122233098 ucsc breast cancer anti-estiAND-34 AKO157 29815 ENSMUSG00000028121 10.17 .20
5730408A14Rik down .95 1.84E-02 | chri():177308984-177310808 ucsc RIKEN cDNA 5730405——— AK01751! 6.51 54
4833403J16Rik down .94 4.82E-02 chr6(+):48705337-48706367 ucsc RIKEN cDNA 483340]-— AK01465! 8.70 74
Cxcl13 down .93 L49E-02 chr5(+):96385943-96390087 ucsc chemokine (C-X-C m%ANGIEZ J/[BCA-1//BLC /] Scyb]] AK16024; 55085 ENSMUSG00000023078 7.37 42
4930535E02Rik down .93 _66E-0: chr3(-):68563831-68565357 ucsc RIKEN cDNA 493053-— AK01597 7.80 .85
Pxdn down .92 .58E-0: chri12(+):30622473-30702522 ucsc 2310075M15Rik // mKIAA0230 / AK122223 69675 ENSMUSG00000020674 7.70 75
Maf down .91 .88E-02 | chr8(-):118225335-118228975 ucsc 2810401A20Rik // A230108G15H AK033026 17132 ENSMUSG00000055435 7.4 .56
down .90 .59E-02 chrX(-):23952318-23954569 ucsc AK157457 6.7 .86
3110037C07Rik down .90 .36E-02 chr3(+):19211657-19213735 ucsc RIKEN cDNA 311003]-— AK014131 7.7 .82
Tnfrsf9 down .89 .63E-02__| chrd(+):150294297-150320204 ucsc tumor necrosis factor {4-1BB // A930040111Rik / Cd13 AK019885 21042 ENSMUSG00000028965 8.8: .90
Btia down .88 .87E-0; chrl6(+):45224447-45253003 ucsc B and T lymphocyte aj-— AK041334 208154 ENSMUSG00000052013 9.9 9!
Nop16 down .88 .84E-04 chri3(-):54685552-54691436 ucsc [NOP16 nucleolar prot{D13Wsul77e AK013251 28126 ENSMUSG00000025869 10.35 4
Angpti2 down .87 57E-02 chr2(+):33071480-33103234 ucsc angiopoietin-ike 2__|Arp2 AK155464 26360 ENSMUSG00000004105 8.98 0!
Actg2 down .86 74E-02 chr6(-):83462904-83486226 ucsc actin, gamma 2, smod/Act-4 // Act4 / ACTA3 // SMGA BC00204; 11468 ENSMUSG00000059430 6.85 .95
down .86 .66E-0: chr16(-):46154902-46155020 ucsc AK18837: ;I 11.65 10.75
Rhox4g down .85 4.98E-0. chrX(-):35061008-35065834 ucsc reproductive homeobdRhox4.7 AJ97267 664608 ENSMUSG00000079628 8.4 7.59
4930504CO9Rik down .85 2.08E-02 chr15(+):69100961-69105150 ucsc RIKEN cDNA 4930503--- AK01569! 7. .94
1fnas down 4.25E-02 chra(+):88481429-88481998 ucsc interferon alpha 5 __|Ifa5 BC120911 15068 ENSMUSG00000076440 7. .25
3110031N09Rik down J 4.92E-02 chr5(-):69947796-69948121 ucsc RIKEN cDNA 311003]-— AK014107 7. .82
Tmem97 down d .88E-02 chr11(-):78355320-78364249 ucsc transmembrane protei{1810014L12Rik // D11Bhm182e AK155107 69071 ENSMUSG00000037278 EL §28]
Fam43a down ] .06E-02 chr16(+):30601567-30602810 ucsc family with sequence §-—- BC026202 224093 ENSMUSG00000046546 9.4 .59
down .80 .09E-02 chri3(-):52182976-52192038 ucsc AK029587 7.93 08
Gm10911 down . .86E-02 chr7(-):96536854-96539833 ucsc predicted gene 10911 AK085394 ENSMUSG00000078084 8.48 64
down 7 .55E-02 chri0(+):36461152-36463155 ucsc AK082216 6.24 40
down 7 76E-02 chr4(-):81191980-81192790 ucsc AK047382 7.70 6
down 7 .29E-02 chri8(-):46395138-46397350 ucsc - AK131923 8.60 76
Hspdl down 7 -22E-0! chrl(-):55134679-55144728 ucsc AK146831 15510 ENSMUSG00000025980 10.42 .58
Rilpl2 down 7 .36E-0; chr5(-):124913276-124928377 ucsc AK133760 80291 ENSMUSG00000029401 10.30 47
OIfr987 down 7 .18E-02 chr2(-):85171054-85172128 ucsc BC147166 257951 ENSMUSG00000075223 .59 76
Gm16489 down 7 .32E-02 chri7(+):51989564-51991838 ucsc BC026389 ENSMUSG00000078225 6.80 .97
Ferla down 7 07E-02 | chri():172847706-172857714 ucsc AK172370 98752 ENSMUSG00000038421 10.64 .82
down 7 76E-02 chr3(+):8929332-8929974 ucsc AK213834 | 7.05 23
Zcchc18 down 7" .89E-02 | chrX(+):133527715-133533011 ucsc AK134856 66995 ENSMUSG00000031428 7.50 .69
Gm10498 down 7 .66E-02 chri7():44163201-4416434i ucsc AK136747 ENSMUSG00000073395 7.60 7
Rapgef5 down 7! .56E-02 | chrl2(+):118754951-118998209 UCSC AK0299 217944 ENSMUSG00000041992| .80 .9
Bcl2alb down 2 4.96E-02 chr9(+):89094111-8910266: ucsc BC0287 12045 10.02 2
OIfr836 down 74 .78E-02 chro(+):18925401-18926355 ucsc olfactory receptor 836|GA_x6K02T2PVTD-12857805-1: BC106¢ 258557 ENSMUSG00000059303 .27 4
5730447C08Rik down 7 ATE-02 chr2():13942605-13943023 ucsc RIKEN cDNA 573044]-— AKO17| .04 .25
9530004P13Rik down N7/ .18E-02 chr8(-):37710048-37711020 ucsc RIKEN cDNA 9530004-— /AK020544 .86 .08
Dcbid: down 7. .67E-02 chr10(+):51953424-52041183 ucsc |discoidin, CUB and Lq4631413K11Rik BC026771 66686 ENSMUSG0000001989 .33 54
Pipn2; down N7/ 72E-02_| chr3(+):103663717-103716175 ucsc rotein tyrosine phosp70zpep // Ptpn8 AK153812 19260 ENSMUSG0000002784: 11.01 10.22
H2-Eb2 down 7. .68E-03 chri7(+):34462619-34477173 ucsc histocompatibility 2, cl| A130038HO9Rik // H-2Eb2 // 1a-§ AK137912 381001 ENSMUSG0000006734; 9.92 .14
Cycl down N7/ 49E-02 chr15(+):76173951-76176364 ucsc cytochrome ¢-1 2610002H19Rik AK011288 66445 ENSMUSG0000002255 10.28 4
Pa2g4 down 7. .39E-02__| chr10(-):127994822-128003068 ucsc roliferation-associate| Ebp1 // Plfaj AK144645 18813 ENSMUSG0000002536 10.72 .94
Detd down 7 “12E-03 chr8(+):49195346-49227017 ucsc dCMP deaminase __|6030466NO5RIk AK077663 320685 ENSMUSG00000031562 9.74 I
Alpk2 down T .01E-02 chri8(-):65425188-65509190 ucsc alpha-kinase 2 [Hak AK132555 225638 ENSMUSG00000032845 7.43 .66




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.
GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name Aliases and Synonyms Representative Transcript ID Entrez Gene ID EnsEMBL ID Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Tsc22d1 down 71 .99E-02 chr14(+):76814768-76907569 UCsc TSC22 domamfamilzJEgrs 11 Tgfbli4 // TSC-22 AK17332; 21807 ENSMUSG00000022010) .59 81
== down .70 .63E-02 | chr10(+):116343825-116344080 Ucsc == == AK21686 = == 6.36 .60
Olfr1143 down .70 .84E-0 chr2(+):87642536-87643734 UCsc olfactory receptor 114|GA_x6K02T2Q125-49303473-49 C14020: 258290 ENSMUSG00000068815| 6.66 .89
Apex1 down .70 .42E-0: chr14(+):51544653-51546813 ucsc apurinic/apyrimidinic ¢ HAP1 // Ref-1 C05240: 11792 ENSMUSG00000035960 10.04 27
Rpf2 down .69 .22E-02 chr10(-):39936828-39966846 UCsCc ribosome Eroduc(ionf 2810470K21Rik // Bxdcl C02509: 67239 ENSMUSG00000038510) .75 .00
Cd3eap down .69 .83E-02 chr7(-):19942217-19944805 ucsc CD3E antigen, epsilor|2610103M17Rik / Asel // PAF4! C071199 70333 ENSMUSG00000047649| .57 .81
down .69 .33E-02 | chr7(+):126726521-126727849 UCsCc K142536 .08 .32
Ahcy down .69 .64E-03 chr2(-):154885050-154900193 ucsc S-adenosylhomocyste| CuBP // SAHH BC086781 269378 ENSMUSG00000027597] 10.16 .40
Set down .69 .25E-02 chr2(+):29917372-29928089 UCsc SET translocation __|2610030F17Rik // 5730420M11K AK172327 56086 ENSMUSG00000054766| .40 .64
== down .69 .11E-02 chr16(+):72159192-72160483 Uucsc == == AK081909 = == 98 .22
Bdhl down .69 .12E-0 chr16(+):31422380-31458986 UCsc 3-hydroxybutyrate det|2310032J20Rik / Bdh BC043683 71911 ENSMUSG00000046598| .51 75
- down .69 .89E-02 | chr15(+):100693467-100695147 ucsc == - AK084403 = == .30 .54
Hoxa9 down .68 .76E-04 chr6(-):52173099-52177369 UCsc homeobox A9 D6a9 // Hox-1.7 AB005457 15405 ENSMUSG00000038227| g .88
Unc119b down .68 4.65E-0: chr5(-):115572572-115584985 ucsc unc-119 homolog B ({--- AK082614 106840 ENSMUSG00000046562 9.0: .26
down .68 .97E-02 chr15(-):36067976-36070141 UCsc AK158239 7.0 .32
Frmd7 down .67 .00E-02 chrX(-):48245822-48248799 ucsc FERM domain contai EG665849 // LOC385354 AK032347 = ENSMUSG00000036131| .60 .86
down .66 .30E-02 chr8(-):17151623-17155670 UCsC AK148894 .54 .81
Ruvbl1 down .66 .69E-02 chr6(+):88415424-88447566 ucsc RuvB-like protein 1 |2510009G06Rik // Pontin52 // Tij AK146374 56505 ENSMUSG00000030079 .58 .85
Cctéa down .66 61E-02 | chr5(+):130297889-130300376 UCsC chaperonin containing|Cct6 // Cctz-1 // chaperonincont AK200859 12466 ENSMUSG00000029447| 10.97 10.25
Pcgfé down .66 .09E-02 chr19(-):47108109-47125398 ucsc olycomb group ring f{4933407A11Rik // MBLR // Mel1! AK155067 71041 ENSMUSG00000025050 .75 .01
down .66 L40E-02 chr17(+):75643757-75645635 UCsc AK036790 6.4 .67
B3gnt5 down .66 .33E-02 chr16(+):19760299-19772548 ucsc UDP-GIcNAc:betaGal AK083839 108105 ENSMUSG00000022686| 10.24 .50
Dkcl down .65 .95E-04 chrX(+):72341405-72355114 UCsc dyskeratosis conéeni&i AK167973 245474 ENSMUSG00000031403| B I
- down .65 .79E-02 | chr9(+):119768969-119770373 ucsc == - AK145378 = == .
down .65 .00E-02 chr8(+):11637151-11638324 UCsc AK085930 4
Snrpd2 down .65 4.01E-02 chr7(+):19735187-19738076 ucsc small nuclear ribonucl{1810009A06Rik // SMD2 BC043014 107686 ENSMUSG00000040824| g
1700047018Rik down .65 .21E-02 chr7(+):13366209-1336695 UCsCc RIKEN cDNA 170004]--- AK006720 .55
Pole4 down .65 .36E-02 chr6(-):82571851-8260287 ucsc olymerase (DNA-dirg2400007P05Rik // 5830430F06R| AK145365 66979 ENSMUSG00000030042| .28
Cd3s down .65 .27E-02 chr5(+):44260048-4430361 UCsC CD38 antigen Cd38-rs1 AK038439 12494 ENSMUSG00000029084] 11.14
Cedc112 down .65 .03E-02 chr18(-):46441819-46442848 ucsc |coiled-coil domain cor|8430438MO1Rik AK018477 240261 ENSMUSG00000079668 5.60
down .65 .56E-02 chr14(-):40106542-40110301 UCsc AK049684 5.96
Mcm5 down .64 .31E-02 chr8(+):77633427-77652004 Ucsc minichromosome mair|Cdc46 // mCD46 // Mcmd5 AK033196 17218 ENSMUSG00000005410 10.07
Fami185a down .64 .98E-02 chr5(+):20930776-20987942 UCsc family with sequence {-- Al 22 330050 ENSMUSG00000047221] 7.27
A730015C16Rik down .64 .57E-02 chr4(-):108520004-108521224 ucsc RIKEN cDNA A73001]--- AK042682 = == 7.06
Tomm5 down .64 .89E-02 chra(-):45118087-45120981 UCsC |translocase of outer m{1110019J04Rik AK003822 68512 ENSMUSG00000078713| .35
Cct3 down .64 .20E-02 chr3(+):88101044-88125688 ucsc |chaperonin containing|Cctg // Tepl-rs3 // TriC-P5 AK146360 12462 ENSMUSG00000001416 28]
Gm2447 down .64 .01E-05 chr3(+):52543645-52580576 UCsc redicted gene 2447 |--- AK040707 100039832 .38
Gdfs down .64 .22E-02 chr2(-):155767279-155770791 ucsc rowth differentiation {bp // brp // cartilage-derivedmorp AB259648 14563 ENSMUSG00000038259 .66
C030024C20Rik down .64 .20E-02 chr16(-):38533200-38533735 UCsc RIKEN cDNA C03002]--- AK021101 .38
== down .64 .01E-02 chr13(-):32792703-32794504 ucsc === - AK033351 = == .65
4930511J24Rik down .64 .54E-03 | chrl2(+):111149993-111151728 UCsc RIKEN cDNA 493051]--- AK015759 .48
Chordcl down .63 .23E-0: chr9(+):18096710-18119259 ucsc |cysteine and histidine{1110001009Rik // Chp-1 // morg| AK132696 66917 ENSMUSG00000001774 .16
Tas2r102 down .63 7.20E-04 chr6(+):132712148-132713202 UCsCc . type 2,|mGRO2 // mt2r51 // STC9-7 // Ta| BC165964 387339 ENSMUSG00000056901| .38
Gm10069 down .63 5.08E-03 | chr6(+):128388773-128453298 ucsc == BC091771 = ENSMUSG00000059659 .67
Ptprcap down .63 .20E-0: chr19(+):4154648-4156713 UCSC |protein tyrosine phosp|CD-45-AP // LSM-1 AK088334 19265 ENSMUSG00000045826| .84
Zfp36I1 down .63 4.94E-0: chr12(-):81208747-81214001 ucsc zinc finger protein 36, [Brf1 // cMG1 // D530020L 18RIk /| AK051035 12192 ENSMUSG00000021127| 10.05
Trmt6la down .63 49E-02 | chrl2(+):112916344-112922113 UCsc tRNA methyltransfera{6720458F09Rik AK032824 328162 ENSMUSG00000060950) .69
== down .63 .25E-02 chr12(+):7394768-7396438 ucsc AK133145 = == .85
Olfr157 down .62 .70E-02 chra(-):43847693-43849386 UCsc N78B-16110014-1¢ BC137912 100040268 ENSMUSG00000059101 11
Psatl down .62 .01E-02 chr19(-):15979617-15999550 ucsc EPIP // PSA AK032487 107272 ENSMUSG00000024640 .56
1700019N12Rik down .62 .62E-02 chr19(+):6996675-6997479 UCsCc Rik AK020779 67077 ENSMUSG0000005062: .01
Olfr173 down .62 .06E-03 chr16(-):58796575-58797738 ucsc olfactory receptor 173|GA_x54KRFPKG5P-54960233-§ BC137837 259002 ENSMUSG00000049362 .75
down .62 .82E-02 chr11(-):70791309-70796518 UCsC complement comEoniDMWsulSZe /I HABP1 [ P32 AK01074f 12261 ENSMUSG00000018446| .32
4930588G05Rik down .62 .50E-03 chri0( 4961096-104963416 ucsc RIKEN cDNA 4930584--- AK01983 = == .30
down d .14E-02 chr8(-):120313239-120315411 UCsCc AAK03800! .36
Sprr2k down J .30E-02 chr3(+):92236518-92237673 ucsc small proline-rich protq--- BC116868 20765 ENSMUSG00000054215 .55
Ppid down d .29E-02 chr3(+):79395262-79407571 UCsC peptidylprolyl isomera]4930564J03Rik // cyclophilin40 / AK151091 67738 ENSMUSG00000027804] .94
== down J .83E-02 2335859-122338388 ucsc == - AK154231 = == .89
Gprl8 down d .94E-02 2310475-122315069 UCsCc G protein-coupled rec AK157029 110168 ENSMUSG00000050350) .89
- down J .49E-02 chr11(+):32590106-32591943 ucsc == - AK084253 = == .38
down d .98E-04 chr9(-):29503663-29505598 UCsc AK159021 4
Gadd45gipl down 0 .10E-0: chrg(+):87356175-87359381 ucsc growth arrest and DNA2310040G17Rik // Crifl AK028227 102060 ENSMUSG00000033751| .74
Cdca? down .60 .60E-02 chr2(+):72314265-72324947 UCsC cell division cycle ass{2310021GO01Rik // JPOL AK02867: 66953 ENSMUSG00000055612) A4
Hspel down .60 .53E-02 chri(+):55145161-55148150 ucsc heat shock protein 1 ({Hsp10 // mitochondrialchaperonif AK08812 15528 ENSMUSG00000073676 .14
Prmt5 down 0 .55E-02 chr14(-):55126016-55136308 UCsC AK07634 27374 ENSMUSG00000023110) 7
- down .60 .17E-02 chrl4(+):124366485-124368273 ucsc === - AK08984 = == .62
2310044G17Rik down .60 .14E-02 chr12(+):88287992-88306312 UCsCc RIKEN cDNA 231004{mKIAA1737 AK122546 217732 ENSMUSG00000034157| 7
Nobl down .59 .64E-03 chrg(-):109936389-109948953 ucsc NIN1/RPN12 binding |1700021109Rik // ART-4 // Nob1| BC103793 67619 ENSMUSG00000003848 .1
down .59 .56E-02 chr5(-):65821346-65822819 UCsCc |- AK140061 .01
Cctba down .59 .05E-02 chr5(+):130293391-130297434 ucsc chaperonin containing|Cct6 // Cctz-1 // chaperonincont AK216762 12466 ENSMUSG00000029447| NE
Fam92a down .59 .30E-02 chra(-):12080870-12099145 UCsC family with sequence {6720467C03Rik AK088705 68099 ENSMUSG00000028218| .23
C130079B0O9Rik down .59 .87E-02 chr15(-):73231193-73233604 ucsc RIKEN cDNA C13007|--- AK048576 = == 129]
down .59 .01E-02 chr11(-):94481753-94483250 UCsc | AK076819 .91
Impdh2 down .58 .28E-03 chr9(+):108462766-108467926 ucsc '-phosphate ¢IMPdehydrogenasetypell AK169129 23918 ENSMUSG00000062867| .11
Pus3 down .58 .76E-02 chr9(+):35366177-35374768 UCsCc 42610020J05Rik / 5730412F04Ri AK030639 67049 ENSMUSG00000032103| .90
Mavs down .58 .66E-02 chr2(+):131059797-131073758 ucsc [mitochondrial antiviral| D430028G21Rik // IPS-1 AK15374 228607 ENSMUSG00000037523] 77
Pola2 down .58 .33E-02 chr19(-):5940548-5964204 UCsCc polymerase (DNA dire]-—- AK1338: 18969 ENSMUSG00000024833| .44
BC048355 down .58 .64E-02 chr17(+):46633717-46636572 ucsc cDNA sequence BC04c-Myc-responsive // MGC:54855 BC0827! 381101 ENSMUSG00000040658 .99
down .58 41E-02 chr11(+):86926583-86927836 UCsCc - AK053454 8.89
- down d .38E-02 chr7(-):108725484-108727277 ucsc == - AK041306 = == | 7.73
down J .36E-0 chr7(-):73759984-73764034 UCsCc AK144264 .01
Prmt1 down d .39E-04 chr7(-):52231359-52241738 ucsc rotein arginine N-me{6720434DO09Rik // Hrmt1I2 AK146927 15469 ENSMUSG00000052429 .06
Egr2 down J .82E-02 chr10(+):67000616-67004935 UCsCc early growth reséons%Egr-Z II'Krox-20 // Krox20 // NGH| AK155585 13654 .04
Phgdh down d .00E-03 chr3(-):98117093-98143848 ucsc [3-phosphoglycerate d{3-PGDH / 3PGDH // A10 // PGA AK169684 236539 ENSMUSG00000053398 .30




Supplementary Table S1. List of the 997 Regulated Genes of AML mice treated with ABT-737(Fold-change 2 1.5; P-Value < 0.05); 764 upregulated and 233 downregulated genes.

GEO Accession No.: GSE48601

Gene Symbol Regulation Fold-Change P-Value Gene Coordinates (hg19) UCSC Link Gene Name [Aliases and Synonyms Representative Transcript ID Entrez Gene ID nsEMBL ID [ Intensity NRAS-BCL2 Intensity NRAS-BCL2 ABT-737
Olfr1414 down .08E-03 chrl(-):94407625-94408640 UCcsC olfactory receptor 141]GA_x6K02T2R7CC-81245243-8 BC120830 259041 ENSMUSG00000042849 6.91 .26
Dis3 down .85E-02 chri4(-):99475853-99498985 ucsc DIS3 mitotic control h42810028N01Rik AK03831. 72662 ENSMUSG00000033166 9.29 .64
Olfr429 down 58E-02__| chri(+):176019169-176020111 ucsc olfactory receptor 429|GA_x6K02T2P20D-21090094-2 BC12797: 258717 ENSMUSG00000049528 7.30 .65
down ] .23E-02 chri0(-):91618596-91621875 ucsc | AK05131 7.62 .97
down .56 17E-02 chr7(-):22558890-22560240 ucsc | Al 4 7.59 .95
Ctps down .56 .30E-02_| chr4(-):120212471-120242882 ucsc cytidine 5-triphosphat] AK14647! 51797 ENSMUSG00000028633 .30 .66
down .56 67E-02 chr3():20118504-20119207 ucsc Al 1 Y .97
Rexod down .56 .62E-02 chr2(-):26809086-26819838 ucsc REX4, RNA exonuclejXPMC2H BC06014’ 227656 ENSMUSG00000052406 .4 .81
down .56 82E-0 chrl7(-):93989959-93994457 ucsc AK156535 N 34
Hmgn1 down .56 37E-0. chri6(-):96342225-96349337 ucsc high mobility group nu[HMG-14 // Hmg14 AK010763 15312 ENSMUSG00000040681| .4 .82
down .56 0E-02 chri2(-):40778044-40781730 ucsc AK143801 | 1 55
Cenpw down .55 4E-03 chri0(-):29914390-29920343 ucsc [centromere protein W|2610036L11Rik BC05007: 66311 ENSMUSG00000075266] .20 .58
Slc25a4 down .55 7E-02 chrg(-):47292528-47296387 ucsc solute carrier family 2§adeninenucleotidetranslocase-1 AK07807 11739 ENSMUSG00000031633| 10.1( .47
down .55 1E-02 chr6(-):12072441-12075162 ucsc AK037624 .60 .96
Rpl9 down .55 6E-02 chr5(-):65779602-65782810 ucsc ribosomal protein L9 BC013165 20005 ENSMUSG00000047215 .88 .25
Smyd2 down .55 82E-02 | chri(-):191704373-191746172 ucsc SET and MYND doma1110020E07RIik // KMT3C // Zmy| AK150857 226830 ENSMUSG00000026603 .94 31
Uck2 down .55 O5E-02 | chrl(-):169156219-169215264 ucsc uridine-cytidine kinas%TSAQOC& 1/ Umpk AF23663 80914 ENSMUSG00000026558 11.31 10.67
OIfr102 down .55 48E-02 chri7(-):37450356-37451382 ucsc olfactory receptor 102|GA_x6K02T2PSCP-1775063-17 BC1391 258218 ENSMUSG00000049234 7.09 4
down .54 86E-02 chrM(+):9459-9804 ucsc AK1390; .03 4
down .54 86E-02 chr9():9224948-9226139 ucsc | AK087344 .95 :
Nop2 down .54 50E-02 | chr6(+):125081927-125094770 ucsc NOP2 nucleolar Brole1120kDal/ Noll AK079914 110109 ENSMUSG00000038279 .02 4
Ly9 down .54 O2E-03 | chri(-):173518763-173537541 ucsc lymphocyte antigen 9 [CD229 // Lgp100 / SLAMF3 // T. AK088815 17085 ENSMUSG00000004707 10.52 .90
StipL down .54 12E-02 chr19(-):7095192-7114458 ucsc stress-induced phospl{Hop // Hsp70/Hsp90organizini /AK088494 20867 ENSMUSG00000024966 10.83 10.21
4930515G13Rik down .54 76E-02 chri7(-):21937511-21938807 ucsc RIKEN cDNA 493051 AK015795 75098 ENSMUSG00000049202 8.01 7.39
4930428D20Rik down .54 _89E-02 chr16(-):69796386-69800627 ucsc RIKEN cDNA 493042{-— AK019586 | 7.16 54
Yars2 down .54 3.40E-02 chri6(+):16303057-16309725 ucsc tyrosyl-tRNA syntheta]2210023C10RIK AK138504 70120 ENSMUSG00000022792] .16 54
1110067D22Rik down .54 1.10E-02 chr11(-):20723358-20731239 ucsc RIKEN cDNA 111006]-— AK156350 216551 ENSMUSG00000042363 .26 .64
Sms down .53 472E-02__| chrX():153881785-153930219 ucsc spermine synthase _|SpmST AK166665 20603 ENSMUSG00000071708 .30 .69
down .53 2.98E-02 | chrx(-):140317303-140319727 ucsc AK045457 19 .58
Fam60a down .53 25E-02 | chr6(-):148869588-148894966 ucsc family with sequence {Pptcs1 // Tera AK145384 56306 ENSMUSG00000039985 10.28 .67
Mbd4 down .53 4.08E-02 | chr6(-):115791217-115803383 ucsc me&hél-CEG binding d[Med1 AK161005 17193 ENSMUSG00000030 8.76
B630006KOIRik down .53 4.89E-02 chr6(+):41517478-41520684 ucsc RIKEN cDNA B63000|--- AK037902 6.77
Mcm down .53 4.95E-02 | chr5(-):138605817-138613651 ucsc minichromosome mailmCDC47 // Mcmd7 AK13274 17220 ENSMUSG00000029730 10.45 .84
Garl down .53 52E-02 | chr3(-):129527831-129534239 ucsc GARL ribonucleoprotg C430047J18Rik // GAR1 // Nola]] BC048685 68147 ENSMUSG00000028010 .67 0!
down .53 68E-03 | chr2(+):113543305-113545587 ucsc AK085610 .42 81
Mrrf down .53 35E-0. chr2(+):35992173-36046169 ucsc mitochondrial ribosom|2400002D02Rik AK032371 67871 ENSMUSG00000026887 .54 .92
down .53 61E-02 chr19(-):42002733-42004477 ucsc AK080328 19 57
Hells down .53 95E-02 chri9(+):39005434-39042769 ucsc helicase, lymphoid sp{E130115I21Rik // LSH // Lysh I/ BC090671 15201 ENSMUSG00000025001 8.38 77
MC5r down .53 18E-02 chri8(+):68497250-68499377 ucsc melanocortin 5 recept{-— U08354 17203 ENSMUSG0000000748 7.22 61
DmxI1 down .53 35E-02 chri8(+):49992651-50123908 ucsc Dmx-like 1 C630007L23Rik AY590892 240283 ENSMUSG0000003741 9.48 .86
Olfr128 down .53 89E-02 chrl7(+):38060483-38061500 ucsc olfactory receptor 128|GA_x6K02T2PSCP-2374126-23 BC139087 383243 ENSMUSG0000005903 7.38 77
down .53 27E-02 chri3(+):53124287-53130459 ucsc AK132507 7.25 .64
Nhp2 down .53 0E-02 chrl1(+):51433250-51437216 ucsc 2410130MO7Rik // D11Ertd175e AK019134 52530 ENSMUSG00000001056 10.32 .70
Bfsp2 down .52 4E-02_| chr9(-):103327255-103382658 ucsc BC068172 107993 ENSMUSG00000032556 .20 59
Mclr down .52 6E-02 | chr8(+):125931005-125934522 ucsc AK148437 17199 ENSMUSG00000074037 .86 .26
Sic7a6 down .52 56E-02 | chr8(+):108692756-108722604 ucsc AK165629 330836 ENSMUSG00000031904 .60 .99
Isynal down .52 .36E-02 chr8(+):73118380-73121187 ucsc AF288525 71780 ENSMUSG00000019139 10.39 .78
Rplp2 down .52 55E-02_| chr7(+):148633542-148637484 ucsc AK012402 67186 ENSMUSG00000025508 5.77 17
at down .52 _10E-02 chr5(-):77342274-77380597 UCSsC |phosphoribosyl pyropi{5730454C12Rik // MGC:38417 AK159859 231327 ENSMUSG000000292486| 9.26 .65
1110001D16Rik down .52 4.44E-03 | chr4(-):151306487-151306960 ucsc AK003212 7.90 .30
Sf3a3 down .52 4.31E-02 | chra(+):124392060-124409704 ucsc AK030743 75062 ENSMUSG00000028902 10.34 74
Nop58 down .52 L4BE-02 chri(+):59741849-59769036 ucsc [NOP58 ribonucleopro{MSSP // Nol5 // SIKsimilarproteir| AK044216 55089 ENSMUSG00000026020 .38 78
E2f1 down .52 .06E-02 chr2(-):154385370-154395590 UCSC |E2F transcription factdE2F-1 AK153968 13555 ENSMUSG00000027490) .75 .15
Eifla down .52 .22E-05 chri8(+):46757357-46769867 ucsc eukaryotic translation [Efla // Eftu // elF-1A /] Eif4c AK019451 13664 ENSMUSG00000057561 .92 .32
Cenpm down .52 .68E-02 chr15(-):82064509-82075178 ucsc centromere protein M |2610019103Rik AK017679 66570 ENSMUSG00000068101 .45 84
DIkL down .52 .58E-02__| chr12(+):110691432-110701545 ucsc delta-like 1 homolog ({DIKI // FAL // Peg // pG2 /] pref- EU434917 13386 ENSMUSG00000040856 .88 28
Timd2 down .52 14E-02 chrl1(-):46482462-46520566 ucsc T-cell immunoglobulin| TIM-2 // Tim2 BC028829 171284 ENSMUSG00000040413 7.20 .59
down .52 81E-02 chri1(+):95590074-95592261 ucsc AK043141 7.34 74
Aasdhppt down .88E-0! chro(-):4294793-4309496 ucsc ‘aminoadipate-semiald|2010309J24Rik // 2810407B07R AK029523 67618 ENSMUSG00000025894 8.80 .20
down L01E-0; chr8(+):68175738-68178110 ucsc AK086228 7.68 .08
Rps3 down 4.76E-0 chr7(-):106626410-106632163 ucsc ribosomal protein S3 |D7Ertd795e AK164077 27050 ENSMUSG00000030744 11.98 11.38
Whscr22 down .83E-0; chr5(-):135528829-135540830 ucsc Williams Beuren synd{1110003N24Rik AK002497 66138 ENSMUSG00000005378 10.15 9.55
Srm down .00E-02_| chra(+):147965611-147968727 ucsc spermidine synthase |SpdST // SpdSy AK028359 20810 ENSMUSG00000006442 11.17 10.57
down .81E-02 | chr3():141556649-141559349 ucsc AK082979 6.86 6.27
Lbh down T7E-02 chrl7(+):73267645-73291282 ucsc limb-bud and heart _|1810009F10Rik // 6720416L16R BC052470 77889 ENSMUSG00000024063 11.12 10.52
Gart down 2.46E-02 chr16(-):91621649-91647199 ucsc i Gaps // Prgs AK146355 14450 ENSMUSG00000022962 .7 .20
Nip7 down ] 4.89E-02 | chr8(+):109580777-109583145 ucsc 1110017C15Rik // 6330509M23] AK003739 66164 ENSMUSG0000003191 .69
down .50 6.90E-03__| chr7(-):141390192-141391945 ucsc AK038353 .37
down .50 4.81E-02 chr7(-):28620206-28622620 ucsc | AK042484 .34 75
FKbp4. down .50 .91E-02 | chr6(-):128379556-128388675 ucsc FK506 binding protein| FKBP-52 // FKBP52 AK051433 14228 ENSMUSG00000030357 9. .70
Wdr75 down .50 4.23E-02 chrl(+):45852294-45880481 ucsc WD repeat domain 75|1300003A18Rik / 2410118I19Ri AK004869 73674 ENSMUSG00000025995 10.15 .56
down .50 .68E-02 chr16(+):6576126-6578413 ucsc | AK078732 7.7 14
Gpri83 down .50 279E-02 | chrl4(-):122351773-122364417 ucsc G protein-coupled rec{Ebi2 AK156005 321019 ENSMUSG00000051212] 11.58 10.99




