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SUPPLEMENTAL MATERIALS AND METHODS 

Cell culture conditions and reagents 
Human multiple myeloma (MM) cell lines KMM-1, U266, KMM-1PIR, U266PIR, RPMI-8226, 

KMS-18, KMS-27, SK-MM-1, NCI-H929, CMA-03; human chronic myelogenous leukemia 

cell line K-562; human mantle cell lymphoma (MCL) cell lines JeKo-1, SP-49, Mino, 

Granta-519; human Burkitt’s lymphoma (BL) cell lines HS-Sultan and Raji were obtained 

from DSMZ (German Collection of Microorganisms and Cell Cultures, Braunschweig, 

Germany), ATCC (American Type Culture Collection, Manassas, Virginia, USA), or 

generated in our lab and authenticated by DNA fingerprinting using GenePrint system 

(Promega, Madison, Wisconsin, USA). Cell lines were maintained in RPMI 1640 medium 

(EuroClone, Pero, Italy), supplemented with 2 mM of L-glutamine, 100 U/mL of penicillin, 

100 μg/mL of streptomycin (Gibco), 10-20% fetal bovine serum (FBS; Sigma-Aldrich, St. 

Louis, Missouri, USA), and grown at 37°C in humidified atmosphere with 5% CO2. CMA-03 

cells were supplemented with 10 ng/mL IL-6.1 293T cells obtained from DSMZ were 

cultured under standard conditions (37°C in humidified atmosphere, with 5% CO2) in 

DMEM supplemented with 10% FBS. For hypoxic experiments, cells were cultured (24 

hours before the treatment and until the end of the experiment) under 1% oxygen 

concentration using a Hypoxia Chamber (STEMCELL Technologies, Vancouver, Canada). 

For experiments with glucose deprivation, RPMI 1640 medium without glucose (Corning 

New York, USA), supplemented with 100 U/mL of penicillin, 100 μg/mL of streptomycin 

(Gibco), and 10% FBS was used. Cells were seeded at 1-2 x 105 cells/mL before 

treatments. Peripheral blood mononuclear cells (PBMCs) from healthy blood donors were 

provided by the local Blood Bank (Fondazione Strumia) and isolated on a Ficoll-Hypaque 

density gradient. Bone marrow white cells (containing more than 20% of myeloma cells) 

were obtained from routine BM aspirates of myeloma patients. They were collected by 

buffy coat, incubated with Red Blood Cell Lysing Buffer (Sigma), suspended in RPMI-10% 

FBS medium and seeded (106 cells/mL) on a 50% confluent HS-5 cell monolayer. 

Informed consent was obtained from all enrolled patients after the procedures were 

approved by the local ethical committee. Carfilzomib (PR-171), AGI-6780, and 3-TYP were 

obtained from Selleckchem (Munich, Germany), bortezomib (PS-341) from Millennium 

Pharmaceuticals (Cambridge, Massachusetts, USA), ixazomib (MLN9708) and Nampt-IN-

1 from MedChemtronica (Stockholm, Sweden), FK866 and GMX-1778 from Sigma, and 

AGK7 from Cayman Chemical (Ann Arbor, Michigan, USA). 

  



 3

shRNA screening 
The shRNA library targeting 152 cancer driver genes (supplemental Table S1) was 

assembled with 684 lentiviral shRNA (pLKO backbone) from The RNAi consortium (TRC - 

https://www.broadinstitute.org/rnai-consortium/rnai-consortium-shrna-library) 

(supplemental Table S2). Lentiviral infections were optimized in U bottom 96-well plates 

for growth conditions, plate types, viral dose, and assay time points. KMM-1PIR cells were 

seeded at a density of 20 000 cells/well, incubated for 24 hours, and infected using viral 

volumes of shRNA lentiviral supernatants sufficient to transduce 30% of cells (day -3). 

After 24h the cells were selected with puromycin (2.5 μg/mL) (day -2). Infected cells were 

detected using Cell Titer Glo (Promega) luminescence assay performed in duplicate two 

days after selection (day 0). Percentage of transduction (T) was defined as: (average 

luminescence value of puromycin selected samples/average luminescence of unselected 

samples) x 100 (supplemental Table S4). As controls, we used samples infected with 

different doses of empty shRNA (CTRL_PURO), non-targeting shRNA (CTRL_67C), GFP 

empty vector (CTRL_GFP), or non-infected cells (NT) with or without puromycin selection 

(supplemental Table S4). Samples with T<10% were excluded from subsequent analysis. 

At day 0 KMM-1PIR cells were splitted and treated with 2.5 nM carfilzomib (CFZ) or with 

control diluent (DMSO) every 72 hours. Cell Titer Glo was performed 3 and 7 days post-

treatment. Luminescence value were used to calculate Cell Growth (CG), Growth Rate 

(GC), and Z-Score for each time point. CG was calculated as the ratio between day 3 (or 

day 7) and day 0 luminescence values, adjusted for dilution factor. GR was calculated as 

follow: GR = (CG shRNA infected cells/CG control cells) x 100 (supplemental Table S5). 

Z-score was calculated using the following formula: Z= (X - μ)/σ; X: GR at given time point 

(day 3 or day 7); μ: average GR of controls; σ: standard deviation of controls 

(supplemental Table S6). We selected samples with Z-score lower than -0.75 (162 

shRNAs) at day 3, and -0.8 (195 shRNA) at day 7. Within these groups candidate genes 

were selected according to the following criteria: more than one shRNA sequence per 

gene determine growth inhibition in presence of CFZ; shRNA reduces target gene 

expression by at least 60%; positive hits are present both at day 3 and day 7 (19 genes), 

or within the top 5 at day 7 (5 genes) (Supplemental Table S7). Top 24 scoring genes 

were validated in U266PIR cell line using similar protocol for the primary screening, scaled 

up to 6 cm dishes (data not shown; Figure 1C). Correlation analysis between gene 

silencing and phenotype was used to define top three candidates. 
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Virus production and in vitro transduction 

High titer lentiviral stocks were produced in 293T cells by co-transfecting the expression 

vector (in pLKO, pCW57.1, pLX304, pLVTHM backbones) and packaging vectors (pCMV-

dR8.74, VSV-G/pMD2.G) with the Effectene Transfection Reagent (Qiagen, Milan, Italy), 

according to the manufacturer's instructions. Supernatants were harvested over 36 to 60 

hours, filtrated (0.22 µm pore), and used directly. Aliquots of virus, plus 4-8 μg/mL 

polybrene, were used to infect KMM-1, KMM-1PIR, U266, U266PIR, and KMS-27 cells (1 x 

105/mL). Fresh medium was supplemented 2 hours after infection. 

SIRT3 construct 
pCW57.1-SIRT3-FLAG vector was constructed by replacing the Cas9 of the pCW57.1-

Cas9 vector (Addgene plasmid # 50661) with the SIRT3-Flag cassette from pcDNA3.1+ 

(Addegene plasmid # 13814), using the NheI-BamHI sites. Stable cell lines expressing the 

construct were selected by treatment with 2 µg/mL puromycin (Sigma-Aldrich) for 24 

hours. SIRT3 expression was induced by doxycycline treatment (1 μg/mL) for 72h. 

IDH2 construct 
IDH2 was amplified by PCR from KMM-1PIR using specific primers and cloned into 

pENTR1A no ccdB vector (Eric Campeau, http://ericcampeau.com/). Lentiviral expression 

vector pLX304-IDH2-FLAG was generated by Gateway recombination (Gateway System, 

Invitrogen). KMM-1PIR cells expressing the construct were selected by treatment with 7.5 

µg/mL blasticidin (Sigma-Aldrich) for 48 hours.  

Inducible shIDH2  
pLVTHM-GFP-shIDH2 vector was constructed by subcloning the U6 promoter–shIDH2-A4 

cassette into the EcoRI-ClaI sites of the pLVTHM vector,2 kindly provided by D. Trono 

(University of Geneva, Geneva, Switzerland). For conditional RNAi, KMS-27 cells were 

transduced at high efficiency with pLV-DsRed-tTRKRAB plasmid, expanded, and used for 

transduction with pLVTHM-GFP-shIDH2 lentiviral particles. Next, cells were treated with 

doxycycline (1 μg/mL) for 12 hours to induce shIDH2 expression, double 

GFP+DsRed+ cells were flow sorted (FACSAriaIII, BD Biosciences, San Jose, California, 

USA) and expanded. 

shSIRT3 
Five different shRNAs glycerol stocks were purchased (Sigma-Aldrich: TRCN0000331109, 

TRCN0000038893, TRCN0000038892, TRCN0000038890, TRCN0000038889). High titer 

lentiviral stocks were produced as described above. Stable cell lines expressing the 

shRNA were selected by treatment with 2 µg/mL puromycin for 24 hours. 
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Purification of total RNA and Reverse Transcription-quantitative Polymerase Chain 
Reaction (RT-qPCR)  
Total RNA was extracted using Magmax 96 Total RNA isolation kit (Ambion) or RNeasy 

Mini Kit (Qiagen) according to the manufacturer’s instructions. cDNA was obtained from 

total RNA, previously treated with RQ1 RNase-free DNase (Promega), using iScript RT 

(Bio-Rad Laboratories, Richmond, CA) or Superscript III reverse transcriptase (Invitrogen, 

Carlsbad, CA), following the manufacturer’s instructions. Quantitative PCR reactions were 

performed in 384-well plates with a Thermal iCycler (Bio-Rad Laboratories, Hercules, CA; 

USA) using the Bio-Rad iQ SYBR Green Supermix according to the manufacturer’s 

instructions. The PCR cycling conditions were as follows: 95°C for 5 minutes followed by 

40 cycles at 94°C for 10 seconds and 60°C for 30 seconds. The oligonucleotide primer 

pairs used for RT-qPCR were designed with PrimerBLAST 

(http://www.ncbi.nlm.nih.gov/tools/primer-blast/), and available upon request. To confirm 

the amplification specificity, the PCR products were subjected to the analysis of melting 

curve. All PCR assays were performed in triplicate and the average Ct (cycles to 

threshold) was used for the comparative Ct method.3 Quantification of GAPDH levels 

served as an endogenous control. Control infections with scrambled shRNA, empty vector, 

or non-infected cells were used to define 100% expression. 

DNA sequencing 
Genomic DNA of KMM-1, U266, KMM-1PIR, and U266PIR cell lines was extracted using 

DNeasy Blood & Tissue Kit (Quiagen). Exon 4 of the IDH2 gene was analyzed by PCR 

amplification and bidirectional direct sequencing using the ABI PRISM 3100 Genetic 

Analyzer (Applied Biosystems, Foster City, California, USA). Primer sequences are 

available upon request. 

Western Blotting 

Protein extracts were prepared using Lysis Buffer containing 20 mM Tris-HCl (pH 7.4), 150 

mM NaCl, 5 mM EDTA, 1% Triton X-100, 1 mM PMSF, 10 mM NaF, 1 mM Na3VO4, and 

Protease Inhibitor Cocktail (Roche, Basilea, Switzerland). Total protein concentrations 

were measured using Bio-Rad DC protein assay kit (Bio-Rad). Equal amounts of protein 

lysates were resolved by SDS-PAGE, transferred to nitrocellulose membrane, and probed 

with the following primary antibodies: rabbit PARP-1 (H-250; sc-7150, Santa Cruz 

Biotechnology, Dallas, Texas, USA), mouse actin (clone C4; MAB1501, Merck Millipore, 

Burlington, Massachusetts, USA), mouse ubiquitin (13-1600, Zymed), mouse IDH2  

(ab55271, Abcam, Cambridge, UK), mouse vinculin (SAB4200080, Sigma), mouse cycline 
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E (HE12; sc-247, Santa Cruz Biotechnology), rabbit cyclin A (H-432; sc-751, Santa Cruz 

Biotechnology), rabbit cyclin B1 (H433; sc-752, Santa Cruz Biotechnology), mouse p21 

(610233, BD Biosciences), mouse p27 (610241, BD Biosciences), rabbit cleaved PARP-1 

(5625, Cell Signaling Technology, Leiden, The Netherlands), rabbit cleaved caspase-9 

(7237, Cell Signaling Technology), rabbit cleaved caspase-7 (8438, Cell Signaling 

Technology), rabbit cleaved caspase-3 (9664, Cell Signaling Technology), rabbit sirtuin 3 

(D22A3; 5490, Cell Signaling Technology), mouse α-tubulin (clone B-5-1-2, T5168, 

Sigma). 

Gene Expression Profiling 

Total RNA samples were processed according to manufacturer’s procedure for global 

gene expression profiling onto GeneChip® Human Gene 2.0 ST arrays (Affymetrix Inc., 

Santa Clara, CA). Normalized expression values were obtained using Robust Multi Array 

Average (RMA) procedure. A custom annotation pipeline was applied that combined 

GENCODE v25 (Ensembl v87) annotations with the CDF (Chip Definition File) version 21 

for gene annotations freely available at 

http://brainarray.mbni.med.umich.edu/Brainarray/Database/CustomCDF/21.0.0/genecodeg

.asp. The expression levels of 18 642 Ensembl genes were obtained. Probes mapping to 

regions with ambiguous detection due to transcript overlapping were discarded.  

Hierarchical agglomerative clustering based on the most variable genes (genes whose 

average change in expression levels varied at least two fold from the mean across the 

entire panel) was performed using Pearson's correlation and average as distance and 

linkage methods, respectively, by means of DNA-Chip Analyzer software.4 Supervised 

analyses were carried out using the Significant Analysis of Microarrays software version 

5.005 using the web application  provided  in  the  shiny  package  of the  R  software   

(https://github.com/MikeJSeo/SAM). The cut-off point for statistical significance (at a q-

value 0) was determined by tuning the Δ parameter on the false discovery rate and 

controlling the q-value of the selected probes. Functional annotation clustering using 

DAVID 6.8 (https://david.ncifcrf.gov/) was applied at high stringency on gene-ontology 

terms and significant clusters (Enrichment Score, ES>1.3) were selected for each list of 

differentially expressed genes.  

Analysis of apoptosis and cell cycle 

Apoptosis was measured by flow cytometry after staining with tetrametylrodamine methyl 

ester (TMRM; Molecular Probes, Eugene, Oregon, USA) or Annexin V-FITC Kit (Miltenyi 

Biotec, Bergisch Gladbach, Germany), according to the manufacturer's instructions. 
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CD138+ cells were identified by anti hCD138-FITC antibodies (clone: 44F9; 130-098-197, 

Miltenyi Biotec). Cell cycle was measured by propidium iodide (PI) staining - flow 

cytometry. Briefly, cells were washed in PBS, treated with RNase (0.14 mg/mL) and 

incubated with propidium iodide (28.57 µg/mL). Data were acquired using FACSCanto II 

cytofluorimeter and processed with FACSDiva 8.0 software (BD Biosciences). 

Reactive oxygen species (ROS) production 
ROS production was detected by flow cytometry using 20 μM 2′,7′-Dichlorofluorescin 

diacetate (Sigma-Aldrich) incubated for 30 minutes at 37°C. Mitochondrial ROS production 

was detected by flow cytometry using the MitoSOX Red mitochondrial superoxide indicator 

(Thermo Fisher Scientific, Waltham, Massachusetts, USA), according to the 

manufacturer's instructions.  

Mitochondria isolation 
To isolate mitochondrial fractions, cells were washed twice in ice-cold PBS, then lysed in 

0.5 mL mitochondria lysis buffer (50 mM Tris, 100 mM KCl, 5 mN MgCl2, 1.8 mM ATP, 1 

mM EDTA pH 7.2), supplemented with protease inhibitor cocktail III (Calbiochem), 1 mM 

PMSF, and 250 mM NaF. Samples were clarified by centrifuging at 650 × g for 3 min at 

4°C; the supernatant was collected and centrifuged at 13 000 × g for 5 min at 4°C. The 

cytosolic extract was transferred to a new series of tubes and stored at −80°C after protein 

quantification. The pellet containing mitochondria was washed once with lysis buffer and 

re-suspended in 0.25 mL mitochondria resuspension buffer (250 mM sucrose, 15 mM 

K2HPO4, 2 mM MgCl2, 0.5 mM EDTA). A 50 μL aliquot was sonicated and used for the 

measurement of protein content. 

NF-κB activity 

Protein extracts were prepared using Lysis Buffer containing 20 mM Tris-HCl (pH 7.4), 150 

mM NaCl, 5 mM EDTA, 0.1% Triton X-100, 1 mM PMSF, 10 mM NaF, 1 mM Na3VO4, and 

Protease Inhibitor Cocktail (Roche). NF-κB activity was assessed using the TransAM™ 

Flexi NF-κB Family kit (Active Motif, Carlsbad, California, USA). Briefly, total protein 

extracts (5 µg) were incubated with biotinylated probe containing the κB consensus site 5′-

GGGACTTTCC-3′ (1 pmol). Binding of NF-κB subunits to the κB target sites was detected 

using specific primary antibodies against NF-κB p50, p52, p65, c-Rel, and RelB, according 

to the manufacturer's instructions. Absorbance at 450 nm was measured with a Packard 

EL340 microplate reader (Bio-Tek Instruments, Winooski, Vermont, USA). For each set of 

experiments, a blank was prepared with bi-distilled water, and its absorbance was 
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subtracted from that obtained in the presence of protein extracts. Data obtained are 

absorbance units·mg−1 cell proteins. 
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SUPPLEMENTAL FIGURES AND LEGENDS 

 
 

 
 
 
Figure S1. The multiple myeloma cell lines KMM-1PIR and U266PIR are cross-resistant 
to the proteasome inhibitors bortezomib (BTZ) and carfilzomib (CFZ). KMM-1PIR and 
U266PIR cells were generated from the parental cell lines cultured in presence of 
increasing concentrations of BTZ. (A) KMM1, KMM-1PIR, U266, and U266PIR cells were 
treated with the indicated concentrations of BTZ. Levels of PARP-1 cleavage were 
analyzed by western blotting 24 hours post-treatment. Actin protein expression was 
included for protein loading normalization. (B-C) KMM1, KMM-1PIR, U266, and U266PIR 
cells were treated with the indicated concentrations of BTZ or CFZ. Cell viability was 
measured by TMRM staining-flow cytometry 72 hours post-treatment. (D) KMM-1, KMM-
1PIR, and U266PIR cell lines were treated with control solvent (DMSO) or BTZ (10 nM) for 
24 hours. Accumulation of ubiquitinated proteins induced by proteasome inhibition was 
assayed by western blotting with anti-ubiquitin antibody. Actin protein expression was 
included for protein loading normalization. 
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Figure S2. (A) KMM-1PIR and (B) U266PIR cells were transduced with lentiviral particles 
expressing two shRNAs (shIDH2_A4, shIDH2_A6) targeting IDH2, empty vector (pLKO 
empty), or left untransduced (UT). IDH2 silencing was monitored by RT-qPCR after 
puromycin selection. (C) Representative western blot showing IDH2 expression levels in 
U266PIR cells transduced with lentiviral particles expressing the empty vector (pLKO 
empty) or the shRNAs targeting IDH2: shIDH2_A4 and shIDH2_A6. Vinculin protein 
expression was included for protein loading normalization.  
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Figure S3 (A-D) Sanger-sequencing showing wild-type IDH2 codon 140 (CGG, R140) and 
wild-type IDH2 codon 172 (AGG, R172) of (A) KMM-1, (B) KMM-1PIR, (C) U266, and (D) 
U266PIR cells (yellow rectangles). (E) IDH2 mRNA expression levels monitored by RT-
qPCR in KMM-1, KMM-1PIR, U266, and U266PIR cells. Data are represented as fold change 
(FC) over the sensitive counterpart.  
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Figure S4. KMS-27 treated with increasing doses of AGI-6780 were analyzed for (A) 
IDH2, (B) IDH3, (C) IDH1 activity 6 hours post-treatment, (D) and for cell viability 
measured by TMRM staining-flow cytometry 48 hours post-treatment. 
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Figure S5. U266PIR50 cells were generated from U266 cultured in presence of increasing 
concentrations of BTZ. (A) U266 and U266PIR50 cells were treated with the indicated 
concentrations of BTZ. Levels of PARP-1 cleavage were analyzed by western blotting 24 
hours post-treatment. Actin protein expression was included for protein loading 
normalization. (B-D) U266 and U266PIR50 cells were treated with the indicated 
concentrations of (B) BTZ, (C) CFZ, or (D) ixazomib (IXA). Cell viability was measured by 
TMRM staining-flow cytometry 72 hours post-treatment. Data are the means ± s.d. of 
three, two, and five independent experiments, respectively (*P<.05; **P<.01; ***P<.001). 
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Figure S6. (A-B) KMS-27 and U266 cells were left untreated (UT), treated with DMSO, 
CFZ (2.5 nM and 5 nM, respectively; single administration), AGI-6780 (5 µM; every 48 
hours), or the combination of the two drugs. Cell viability was measured by TMRM 
staining-flow cytometry at the indicated time points. Data are the means ± s.d. of three 
independent experiments. (C-D) KMS-27 and U266 cells were treated with sub-lethal 
concentrations of CFZ (1.25 or 2.5 nM CFZ, respectively) in combination or not with 5 μM 
AGI-6780. Drugs were administered every 48h. Cell viability was measured by TMRM 
staining-flow cytometry at the indicated time points. Data are the means ± s.d. of two 
independent experiments (*P<.05). 
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Figure S7. KMS-27 were cultured in normoxic (21% O2) or hypoxic (1% O2) conditions for 
24 hours. Then, cells were treated with DMSO, CFZ (2.5 nM; every 48 hours), AGI-6780 (5 
µM; every 48 hours), or the combination of the two drugs. Cell viability was measured by 
TMRM staining-flow cytometry 96 hours post-treatment. Data are the means ± s.d. of three 
independent experiments (*P<.05). 
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Figure S8. A. KMM-1 and NCI-H929 cell lines were treated with AGI-6780 (5 μM and 10 
μM, respectively) in combination or not with CFZ (5 nM and 2.5 nM, respectively). Cell 
cycle was measured by flow cytometry 24 hours post-treatment. B. Representative cell 
cycle of NCI-H929 treated with AGI-6780 (10 μM) in combination or not with CFZ (2.5 nM). 
Cell cycle was measured by flow cytometry 24 hours post-treatment. 
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Figure S9. Gene expression profile analysis of MM cells treated with CFZ, AGI-6780, 
or the combination of the two drugs. (A) KMS-27 cells were treated with DMSO, CFZ 
(2.5 nM), AGI-6780 (5 µM), or the combination of the two drugs and analyzed 6 (n = 3) and 
12 hours (n = 2) post-treatment using GeneChip® Human Gene 2.0 ST arrays. Expression 
values were normalized by Robust Multi Array Average (RMA) procedure and supervised 
analyses carried out using the Significant Analysis of Microarrays software (q-value = 0). 
(Upper panel) Venn diagram obtained overlapping genes modulated by CFZ (115) or 
CFZ/AGI-6780 (261) treatments. (Lower panel) Eisen plot of the expression values of 261 
transcripts modulated by CFZ/AGI-6780 treatment. (B) Functional stratification of 
CFZ/AGI-6780-regulated genes. Genes differentially expressed in KMS-27 cells were 
grouped according to their functional categories. Pathway analyses of classical PIs targets 
such as unfolded protein response (UPR), NF-κB, cell cycle, apoptosis, and oxidative 
phosphorylation (OX-PHOS) were affected in response to CFZ alone and these effects 
were enhanced by the combination with AGI-6780. 
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Figure S10. IDH2 inhibition synergizes with first- and second-generation PIs in B-
cell hematological malignancies. (A) KMS-27 cells were left untreated (UT), treated with 
DMSO, bortezomib (BTZ; 3 nM; single administration), AGI-6780 (5 µM; every 48 hours), 
or the combination of the two drugs. Cell viability was measured by TMRM staining-flow 
cytometry 10 days post-treatment. Data are the means ± s.d. of three independent 
experiments. (B) KMS-27 cells were left untreated (UT), treated with DMSO, ixazomib 
(IXA; 12.5 nM; single administration), AGI-6780 (5 µM; every 48 hours), or the combination 
of the two drugs. Cell viability was measured by TMRM staining-flow cytometry 10 days 
post-treatment. Data are the means ± s.d. of three independent experiments. (C) KMM-1 
cells were cultured in absence or presence of glucose in the medium for 7 days. IDH1, 
IDH2, and IDH3 activities were measured after 1 and 7 days of starvation. (D) KMM-1 cells 
were pleated in presence or absence of glucose for 24 hours and left untreated (UT), 
treated with DMSO, CFZ (2.5 nM), AGI-6780 (5 µM), or the combination of the two drugs. 
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Cell viability was measured by TMRM staining-flow cytometry 48 hours post-treatment. 
Data are the means ± s.d. of five independent experiments. (E) Representative western 
blot showing SIRT3 and IDH2 expression levels in KMM-1PIR cells transduced with 
lentiviral particles expressing: pLX304-empty vector, pLX304-IDH2-FLAG, pCW57.1-
SIRT3-FLAG. The expression of SIRT3 was induced by 72 hours of doxycycline 
administration. α-tubulin protein expression was included for protein loading normalization. 
(F) IDH2 activity was measured in KMM-1PIR cells 72 hours after doxycycline 
administration. Data are the means ± s.d. of four independent experiments. (G) KMM-1PIR 

cells expressing doxycycline-inducible SIRT3 and constitutively expressing IDH2 or empty 
vector control were treated with DMSO, CFZ (10 nM), AGI-6780 (5 µM), or the 
combination of the two drugs. Cell viability was measured by TMRM staining-flow 
cytometry 48 hours post-treatment. Data are the means ± s.d. of four independent 
experiments (*P<.05; **P<.01; ***P<.001).  
 
 
 
 

 
 
 
Figure S11. Reactive oxygen species (ROS) concentration in MM cells treated with 
CFZ/AGI-6780 combination. (A) KMS-27 cells were left untreated (UT), treated with 
DMSO, CFZ (2.5 nM), AGI-6780 (5 µM), or the combination of the two drugs. 
Mitochondrial ROS concentration was measured in viable cells by MitoSOX/Annexin V 
staining-flow cytometry. MitoSOX mean fluorescence intensities are represented as fold 
change (FC) over UT cells 12 and 24 hours post-treatment. Data are the means ± s.d. of 
three independent experiments. (B) KMS-27 cells treated as described above were 
analyzed for intracellular ROS by 2′,7′-Dichlorofluorescin diacetate (DCF-DA) staining-flow 
cytometry and represented as fold change (FC) over UT cells 12 and 24 hours post-
treatment. Data are the means ± s.d. of two independent experiments.  
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Figure S12. (A-D) KMS-27 and KMM-1PIR untreated (UT), treated with DMSO, CFZ (2.5 
nM and 5 nM, respectively), AGI-6780 (5 µM), or the combination of the two drugs were 
analyzed for (A-B) IDH1 and (C-D) IDH3 activities 6 hours post-treatment. Data are the 
means ± s.d. of four independent experiments (*P<0.05). 
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Figure S13. Combinatorial treatment with CFZ and AGI-6780 acts through the 
inhibition of the NAMPT/SIRT3/IDH2 pathway. (A) KMS-27 cells were left untreated 
(UT), treated with DMSO, or FK866 (10 nM), for 48 hours, and then vehicle or CFZ (2.5 
nM) were added for a further 48 hours. Cells were analyzed for tricarboxylic acid (TCA) 
cycle activity 6 hours post-treatment with CFZ. Data are the means ± s.d. of three 
independent experiments. (B) KMS-27 cells were left untreated (UT), treated with DMSO, 
or GMX-1778 (10 nM), for 48 hours, and then vehicle or CFZ (2.5 nM) were added for a 
further 48 hours. Cell viability was measured by TMRM staining-flow cytometry 48 hours 
post-treatment of CFZ. Data are the means ± s.d. of three independent experiments. (C) 
KMS-27 cells were left untreated (UT), treated with DMSO, or Nampt-IN-1 (200 nM), for 48 
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hours, and then vehicle or CFZ (3.75 nM) were added for a further 48 hours. Cell viability 
was measured by Annexin- staining-flow cytometry 48 hours post-treatment of CFZ. Data 
are the means ± s.d. of five independent experiments. (D) KMS-27 cells treated with 
DMSO, CFZ (1.67 nM), AGK7 (10 µM), or the combination of the two drugs were analyzed 
for tricarboxylic acid (TCA) cycle activity 6 hours post-treatment. Data are the means ± s.d. 
of three independent experiments. (E) KMS-27 cells were left untreated (UT), treated with 
DMSO, or 3-TYP (50 or 100 µM), for 48 hours, and then vehicle or CFZ (3.75 nM) were 
added for a further 48 hours. Cell viability was measured by TMRM staining-flow cytometry 
48 hours post-treatment of CFZ. Data are the means ± s.d. of five independent 
experiments. (F) Representative western blot showing SIRT3 expression levels in KMM-1 

cells transduced with lentiviral particles expressing the shRNAs targeting SIRT3 (UTR = 
untransduced). α-tubulin protein expression was included for protein loading normalization. 
(G) KMM-1 cells were transduced with shRNAs targeting SIRT3 (shSIRT3_A, shSIRT3_B, 
shSIRT3_D, UTR = untrasduced) and treated or not with CFZ (5 nM). Cell viability was 
measured by TMRM staining-flow cytometry 48 hours post-treatment. Data are the means 
± s.d. of two independent experiments (*P<.05; **P<.01; ***P<.001).  
  



 23

SUPPLEMENTAL TABLE LEGENDS 
 
Supplemental Table S1. List of target genes used in shRNA screening. 
 
Supplemental Table S2. List of shRNA sequences.  
 
Supplemental Table S3. List of RT-qPCR primers specific for the indicated target 
sequences.  
 
Supplemental Table S4. Transduction value (T) for each shRNA sequence.  
 
Supplemental Table S5. Growth Rate data. 
 
Supplemental Table S6. Average Z-Scores. 
 
Supplemental Table S7. List of TOP24 genes. 
 



ABL1 DNMT2 JAK3 RAC1
ABL2 DNMT3 JNK1 RAC2
AKT1 E2F1 JNK2 RAC3
AKT2 EGFR JNK3 REL
ALK EIF4B JUN RELA
ARNT1 EIF4E KDM1A RELB
ATF1 ENOA KIT RHO
ATF3 EP2 KRAS ROS1
ATG5 EPAS1 LDHA RPS6
ATG7 ERBB2 LEF1 RUNX1
AURKA ERBB3 LTA4H RUNX2
AURKB ERBB4 LTB4R SGK1
BATF3 ERK1 LTC4S SIRT1
BCAR1 ERK2 MAFF SKP2
BCL2 ETS1 MAML2 SLC2A1
BCL2A1 EZH2 MCL1 SMAD2
BCL3 FBX05 MDM2 SMAD3
BECN1 FLI1 MET SMAD4
BRAF FLT3 MLL1 SMO
BTRCP FOS MLL2 SNAI2
CA9 GLI1 MTOR SOX2
CBFB GLI2 MYC SRC
CCND1 HDAC1 NANOG SRCIN1
CDC2 HDAC2 NFKB1 STAT1
CDC42 HDAC6 NFKB2 STAT3
CDH2 HIF1A NOTCH1 STAT5A
CDK2 HRAS NOTCH3 STAT5B
CDK4 IAP1 NRAS TCF4
CDK6 IAP2 OCT4 TERT
CDK7 IDH1 P38 TNS4
CDKN1A IDH2 PARP1 TRAF6
CEBPB IGF1R PDGFRA TWIST1
CFLIP IKKA PDGFRB UBE2D2
CRAF IKKB PGC1A VEGFR1
CREB IL17RA PI3KCA VEGFR2
CTNNB1 IL23R PLK1 VEGFR3
CYSLTR1 IRF4 PTGES XIAP
DNMT1 JAK2 PTK2 ZEB1

Elisabetta Mereu
Table S1



GENE_SYMBOL GENE_DESCRIPTION GENE_ID REFSEQ_ID TRC_ID OLIG_SEQ CLONE_NAME PLATE_Number PLATE_ROW PLATE_COLUMN
ABL1 v-abl Abelson murine leukemia viral oncogene homolog 1 25 NM_005157 TRCN0000039900 CCGGGCTGAAATCCACCAAGCCTTTCTCGAGAAAGGCTTGGTGGATTTCAGCTTTTTG NM_005157.2-1823s1c1 4 G 5
ABL1 v-abl Abelson murine leukemia viral oncogene homolog 1 25 NM_005157 TRCN0000039901 CCGGGCAGTCATGAAAGAGATCAAACTCGAGTTTGATCTCTTTCATGACTGCTTTTTG NM_005157.2-1226s1c1 4 G 6
ABL1 v-abl Abelson murine leukemia viral oncogene homolog 1 25 NM_005157 TRCN0000121277 CCGGGAGTTCTTGAAGCATTTCAAACTCGAGTTTGAAATGCTTCAAGAACTCTTTTTG NM_005157.3-4458s1c1 4 G 7
ABL1 v-abl Abelson murine leukemia viral oncogene homolog 1 25 NM_005157 TRCN0000121279 CCGGCCTCAGTTCGGTGAAGGAAATCTCGAGATTTCCTTCACCGAACTGAGGTTTTTG NM_005157.3-3354s1c1 4 G 8
ABL1 v-abl Abelson murine leukemia viral oncogene homolog 1 25 NM_005157 TRCN0000121281 CCGGACTTGGTGAAGGTAGCTGATTCTCGAGAATCAGCTACCTTCACCAAGTTTTTTG NM_005157.3-1127s1c1 4 G 9
ABL2 v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene) 27 NM_005158 TRCN0000002031 CCGGGCGAACAGATATTACCATGAACTCGAGTTCATGGTAATATCTGTTCGCTTTTT NM_005158.x-750s1c1 4 G 10
ABL2 v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene) 27 NM_005158 TRCN0000002032 CCGGCGGTCAGTATGGAGAGGTTTACTCGAGTAAACCTCTCCATACTGACCGTTTTT NM_005158.x-786s1c1 4 G 11
ABL2 v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene) 27 NM_005158 TRCN0000002033 CCGGCCCTCAAACTCGCAACAAATTCTCGAGAATTTGTTGCGAGTTTGAGGGTTTTT NM_005158.x-3279s1c1 4 G 12
ABL2 v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene) 27 NM_005158 TRCN0000230772 CCGGTACAGTGGGTGCACGATATATCTCGAGATATATCGTGCACCCACTGTATTTTTG NM_005158.3-6038s21c1 4 H 1
ABL2 v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene) 27 NM_005158 TRCN0000230770 CCGGATACATGCCATACGGGAATTTCTCGAGAAATTCCCGTATGGCATGTATTTTTTG NM_005158.3-1010s21c1 4 H 2
AKT1 v-akt murine thymoma viral oncogene homolog 1 207 NM_005163 TRCN0000039794 CCGGGATCCTCAAGAAGGAAGTCATCTCGAGATGACTTCCTTCTTGAGGATCTTTTTG NM_005163.1-735s1c1 4 H 3
AKT1 v-akt murine thymoma viral oncogene homolog 1 207 NM_005163 TRCN0000039797 CCGGCGCGTGACCATGAACGAGTTTCTCGAGAAACTCGTTCATGGTCACGCGTTTTTG NM_005163.1-628s1c1 4 H 4
AKT1 v-akt murine thymoma viral oncogene homolog 1 207 NM_005163 TRCN0000010162 CCGGGGACAAGGACGGGCACATTAACTCGAGTTAATGTGCCCGTCCTTGTCCTTTTT NM_005163.x-1044s1c1 4 H 5
AKT1 v-akt murine thymoma viral oncogene homolog 1 207 NM_005163 TRCN0000010163 CCGGCGAGTTTGAGTACCTGAAGCTCTCGAGAGCTTCAGGTACTCAAACTCGTTTTT NM_005163.x-642s1c1 4 H 6
AKT1 v-akt murine thymoma viral oncogene homolog 1 207 NM_005163 TRCN0000010174 CCGGGGACTACCTGCACTCGGAGAACTCGAGTTCTCCGAGTGCAGGTAGTCCTTTTT NM_005163.x-981s1c1 4 H 7
AKT2 v-akt murine thymoma viral oncogene homolog 2 208 NM_001626 TRCN0000265855 CCGGGACCCAACACCTTTGTCATACCTCGAGGTATGACAAAGGTGTTGGGTCTTTTTG NM_001626.3-468s21c1 2 C 9
AKT2 v-akt murine thymoma viral oncogene homolog 2 208 NM_001626 TRCN0000255918 CCGGTCCTCACTGCGCTGAAGTATGCTCGAGCATACTTCAGCGCAGTGAGGATTTTTG NM_001626.3-894s21c1 2 C 10
AKT2 v-akt murine thymoma viral oncogene homolog 2 208 NM_001626 TRCN0000255917 CCGGAGGACCTTCCACGTGGATTCTCTCGAGAGAATCCACGTGGAAGGTCCTTTTTTG NM_001626.3-518s21c1 2 C 11
AKT2 v-akt murine thymoma viral oncogene homolog 2 208 NM_001626 TRCN0000265834 CCGGCGGCTCCTTCATTGGGTACAACTCGAGTTGTACCCAATGAAGGAGCCGTTTTTG NM_001626.3-358s21c1 2 C 12
AKT2 v-akt murine thymoma viral oncogene homolog 2 208 NM_001626 TRCN0000255915 CCGGTACCGCCCAGTCCATCACAATCTCGAGATTGTGATGGACTGGGCGGTATTTTTG NM_001626.3-1591s21c1 2 D 1
ALK ALK receptor tyrosine kinase 238 NM_004304 GATCCCCGGGCGAGCTACTATAGAAATTCAAGAGATTTCTATAGTAGCTCGCCCTTTTTGGAAA 8 G 6
ARNT aryl hydrocarbon receptor nuclear translocator 405 NM_001668 TRCN0000356098 CCGGACTAGGTCCCACAGCTAATTTCTCGAGAAATTAGCTGTGGGACCTAGTTTTTTG NM_001668.2-1592s21c1 2 D 2
ARNT aryl hydrocarbon receptor nuclear translocator 405 NM_001668 TRCN0000356128 CCGGAGGGCGTATCCTGGATCTAAACTCGAGTTTAGATCCAGGATACGCCCTTTTTTG NM_001668.2-842s21c1 2 D 3
ARNT aryl hydrocarbon receptor nuclear translocator 405 NM_001668 TRCN0000003816 CCGGGCCTACACTCTCCAACACAATCTCGAGATTGTGTTGGAGAGTGTAGGCTTTTT NM_001668.x-1559s1c1 2 D 4
ARNT aryl hydrocarbon receptor nuclear translocator 405 NM_001668 TRCN0000003817 CCGGCCTTTGTCTTTCTGTGTACTTCTCGAGAAGTACACAGAAAGACAAAGGTTTTT NM_001668.x-3146s1c1 2 D 5
ARNT aryl hydrocarbon receptor nuclear translocator 405 NM_001668 TRCN0000003819 CCGGGAGAAGTCAGATGGTTTATTTCTCGAGAAATAAACCATCTGACTTCTCTTTTT NM_001668.x-1770s1c1 2 D 6
ATF1 activating transcription factor 1 466 NM_005171 TRCN0000013563 CCGGCCTACAGGTTTGCATTTGTTTCTCGAGAAACAAATGCAAACCTGTAGGTTTTT NM_005171.2-1396s1c1 4 H 8
ATF1 activating transcription factor 1 466 NM_005171 TRCN0000273833 CCGGTGAAGGATCTTTATTCCAATACTCGAGTATTGGAATAAAGATCCTTCATTTTTG NM_005171.3-1063s21c1 4 H 9
ATF1 activating transcription factor 1 466 NM_005171 TRCN0000273890 CCGGGCATAGGCTCCTCACAGAAAGCTCGAGCTTTCTGTGAGGAGCCTATGCTTTTTG NM_005171.3-418s21c1 4 H 10
ATF1 activating transcription factor 1 466 NM_005171 TRCN0000273888 CCGGAGTTCAGGGAGCTCACATTTCCTCGAGGAAATGTGAGCTCCCTGAACTTTTTTG NM_005171.3-335s21c1 4 H 11
ATF1 activating transcription factor 1 466 NM_005171 TRCN0000273834 CCGGCCTACAGGTTTGCATTTGTTTCTCGAGAAACAAATGCAAACCTGTAGGTTTTTG NM_005171.3-1438s21c1 4 H 12
ATF3 activating transcription factor 3 467 NM_001674 TRCN0000013568 CCGGCCGCCTTTCATCTGGATTCTACTCGAGTAGAATCCAGATGAAAGGCGGTTTTT NM_001674.1-993s1c1 8 G 10
ATF3 activating transcription factor 3 467 NM_001674 TRCN0000013571 CCGGCCTGAAGAAGATGAAAGGAAACTCGAGTTTCCTTTCATCTTCTTCAGGTTTTT NM_001674.1-411s1c1 8 G 11
ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 9474 NM_004849 TRCN0000330395 CCGGAGATTGAAGGATCAACTATTTCTCGAGAAATAGTTGATCCTTCAATCTTTTTTG NM_004849.2-1175s21c1 4 D 5
ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 9474 NM_004849 TRCN0000330394 CCGGCCTGAACAGAATCATCCTTAACTCGAGTTAAGGATGATTCTGTTCAGGTTTTTG NM_004849.2-1197s21c1 4 D 6
ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 9474 NM_004849 TRCN0000330392 CCGGCCTTTCATTCAGAAGCTGTTTCTCGAGAAACAGCTTCTGAATGAAAGGTTTTTG NM_004849.2-942s21c1 4 D 7
ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 9474 NM_004849 TRCN0000151963 CCGGCCTGAACAGAATCATCCTTAACTCGAGTTAAGGATGATTCTGTTCAGGTTTTTTG NM_004849.1-1170s1c1 4 D 8
ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 9474 NM_004849 TRCN0000151474 CCGGCCTTTCATTCAGAAGCTGTTTCTCGAGAAACAGCTTCTGAATGAAAGGTTTTTTG NM_004849.1-915s1c1 4 D 9
ATG7 ATG7 autophagy related 7 homolog (S. cerevisiae) 10533 NM_006395 TRCN0000007584 CCGGGCCTGCTGAGGAGCTCTCCATCTCGAGATGGAGAGCTCCTCAGCAGGCTTTTT NM_006395.1-2173s1c1 5 G 12
AURKA aurora kinase A 6790 NM_003600 TRCN0000000658 CCGGAGGCCACTGAATAACACCCAACTCGAGTTGGGTGTTATTCAGTGGCCTTTTTT NM_003600.x-524s1c1 8 E 10
AURKA aurora kinase A 6790 NM_003600 TRCN0000000657 CCGGGAGTCTACCTAATTCTGGAATCTCGAGATTCCAGAATTAGGTAGACTCTTTTT NM_003600.x-870s1c1 8 E 11
AURKA aurora kinase A 6790 NM_003600 TRCN0000000656 CCGGCCTGTCTTACTGTCATTCGAACTCGAGTTCGAATGACAGTAAGACAGGTTTTT NM_003600.x-985s1c1 8 E 12
AURKA aurora kinase A 6790 NM_003600 TRCN0000000655 CCGGACGAGAATTGTGCTACTTATACTCGAGTATAAGTAGCACAATTCTCGTTTTTT NM_003600.x-1676s1c1 8 F 1
AURKA aurora kinase A 6790 NM_003600 TRCN0000010533 CCGGCACATACCAAGAGACCTACAACTCGAGTTGTAGGTCTCTTGGTATGTGTTTTT NM_003600.x-1252s1c1 8 F 2
AURKB aurora kinase B 9212 NM_004217 TRCN0000219657 CCGGTTAACGCGGCACTTCACAATTCTCGAGAATTGTGAAGTGCCGCGTTAATTTTTG NM_004217.2-263s1c1 4 A 11
AURKB aurora kinase B 9212 NM_004217 TRCN0000199198 CCGGCAGCGAGTCCTCCGGAAAGAGCTCGAGCTCTTTCCGGAGGACTCGCTGTTTTTTG NM_004217.2-137s1c1 4 A 12
AURKB aurora kinase B 9212 NM_004217 TRCN0000000776 CCGGCTACCTCCTCCTTTGTTTAATCTCGAGATTAAACAAAGGAGGAGGTAGTTTTT NM_004217.x-1185s1c1 4 B 1
AURKB aurora kinase B 9212 NM_004217 TRCN0000000777 CCGGCCTGCGTCTCTACAACTATTTCTCGAGAAATAGTTGTAGAGACGCAGGTTTTT NM_004217.x-468s1c1 4 B 2
AURKB aurora kinase B 9212 NM_004217 TRCN0000000779 CCGGGAAGAGCTGCACATTTGACGACTCGAGTCGTCAAATGTGCAGCTCTTCTTTTT NM_004217.x-558s1c1 4 B 3
BATF3 basic leucine zipper ATF-like transcription factor 3 55509 NM_018664 TRCN0000017886 CCGGTGCTCAGAGAAGTCGGAAGAACTCGAGTTCTTCCGACTTCTCTGAGCATTTTT NM_018664.1-367s1c1 8 G 7
BATF3 basic leucine zipper ATF-like transcription factor 3 55509 NM_018664 TRCN0000017885 CCGGGCACCTGACAGAGGCACTGAACTCGAGTTCAGTGCCTCTGTCAGGTGCTTTTT NM_018664.1-490s1c1 8 G 8
BATF3 basic leucine zipper ATF-like transcription factor 3 55509 NM_018664 TRCN0000017883 CCGGCCCTATGAACTTTGTGCCAGTCTCGAGACTGGCACAAAGTTCATAGGGTTTTT NM_018664.1-544s1c1 8 G 9
BCAR1 breast cancer anti-estrogen resistance 1 9564 NM_014567 TRCN0000115982 CCGGCCCAGGAATCTGTATATATTTCTCGAGAAATATATACAGATTCCTGGGTTTTTG NM_014567.2-2870s1c1 6 D 3
BCAR1 breast cancer anti-estrogen resistance 1 9564 NM_014567 TRCN0000115983 CCGGGCCACAGGACATCTATGATGTCTCGAGACATCATAGATGTCCTGTGGCTTTTTG NM_014567.2-855s1c1 6 D 4
BCAR1 breast cancer anti-estrogen resistance 1 9564 NM_014567 TRCN0000115984 CCGGGCTGAAGCAGTTTGAACGACTCTCGAGAGTCGTTCAAACTGCTTCAGCTTTTTG NM_014567.2-2223s1c1 6 D 5
BCL2 B-cell CLL/lymphoma 2 596 NM_000633 TRCN0000298551 CCGGTGGAAATCCGACCACTAATTGCTCGAGCAATTAGTGGTCGGATTTCCATTTTTG NM_000633.2-1505s21c1 1 C 12
BCL2 B-cell CLL/lymphoma 2 596 NM_000633 TRCN0000298549 CCGGGCACACCTGGATCCAGGATAACTCGAGTTATCCTGGATCCAGGTGTGCTTTTTG NM_000633.2-1048s21c1 1 D 1
BCL2 B-cell CLL/lymphoma 2 596 NM_000633 TRCN0000010303 CCGGTGGATGACTGAGTACCTGAACCTCGAGGTTCAGGTACTCAGTCATCCATTTTTG NM_000633.x-557s1c1 1 D 2
BCL2 B-cell CLL/lymphoma 2 596 NM_000633 TRCN0000040069 CCGGCCGGGAGATAGTGATGAAGTACTCGAGTACTTCATCACTATCTCCCGGTTTTTG NM_000633.1-64s1c1 1 D 3
BCL2 B-cell CLL/lymphoma 2 596 NM_000633 TRCN0000040071 CCGGGTGATGAAGTACATCCATTATCTCGAGATAATGGATGTACTTCATCACTTTTTG NM_000633.1-74s1c1 1 D 4
BCL2A1 BCL2 related protein A1 597 NM_004049 TRCN0000033494 CCGGGCCAGAACACTATTCAACCAACTCGAGTTGGTTGAATAGTGTTCTGGCTTTTT NM_004049.2-382s1c1 8 G 12
BCL2A1 BCL2 related protein A1 597 NM_004049 TRCN0000033497 CCGGGAGTTTGAAGACGGCATCATTCTCGAGAATGATGCCGTCTTCAAACTCTTTTT NM_004049.2-415s1c1 8 H 1
BCL3 B-cell CLL/lymphoma 3 602 NM_005178 TRCN0000020069 CCGGCTCGACATCTACAACAACCTACTCGAGTAGGTTGTTGTAGATGTCGAGTTTTT NM_005178.2-510s1c1 8 D 4
BCL3 B-cell CLL/lymphoma 3 602 NM_005178 TRCN0000020070 CCGGCCTCCCAATTTCTTCCTTCCTCTCGAGAGGAAGGAAGAAATTGGGAGGTTTTT NM_005178.2-1269s1c1 8 D 5
BCL3 B-cell CLL/lymphoma 3 602 NM_005178 TRCN0000020071 CCGGCGCCAACGTGAACGCGCAAATCTCGAGATTTGCGCGTTCACGTTGGCGTTTTT NM_005178.2-914s1c1 8 D 6
BCL3 B-cell CLL/lymphoma 3 602 NM_005178 TRCN0000020072 CCGGCGGAGCCTTACTGCCTTTGTACTCGAGTACAAAGGCAGTAAGGCTCCGTTTTT NM_005178.2-272s1c1 8 D 7
BCL3 B-cell CLL/lymphoma 3 602 NM_005178 TRCN0000020073 CCGGCGCTGACAGCAGCCTCAAGAACTCGAGTTCTTGAGGCTGCTGTCAGCGTTTTT NM_005178.2-1013s1c1 8 D 8
BECN1 beclin 1, autophagy related 8678 NM_003766 TRCN0000299864 CCGGCCCGTGGAATGGAATGAGATTCTCGAGAATCTCATTCCATTCCACGGGTTTTTG NM_003766.3-1051s21c1 3 H 4
BECN1 beclin 1, autophagy related 8678 NM_003766 TRCN0000299790 CCGGGCCAGGATGATGTCCACAGAACTCGAGTTCTGTGGACATCATCCTGGCTTTTTG NM_003766.3-418s21c1 3 H 5
BECN1 beclin 1, autophagy related 8678 NM_003766 TRCN0000299789 CCGGCTCAAGTTCATGCTGACGAATCTCGAGATTCGTCAGCATGAACTTGAGTTTTTG NM_003766.3-1447s21c1 3 H 6
BECN1 beclin 1 (coiled-coil, myosin-like BCL2 interacting protein) 8678 NM_003766 TRCN0000033549 CCGGCCCGTGGAATGGAATGAGATTCTCGAGAATCTCATTCCATTCCACGGGTTTTTG NM_003766.2-1022s1c1 3 H 7
BECN1 beclin 1 (coiled-coil, myosin-like BCL2 interacting protein) 8678 NM_003766 TRCN0000033552 CCGGCTCAAGTTCATGCTGACGAATCTCGAGATTCGTCAGCATGAACTTGAGTTTTTG NM_003766.2-1418s1c1 3 H 8
BIRC2 baculoviral IAP repeat-containing 2 329 NM_001166 TRCN0000320944 CCGGAGTCTGCTTTGGTACTAATAACTCGAGTTATTAGTACCAAAGCAGACTTTTTTG NM_001166.3-3376s21c1 1 G 3
BIRC2 baculoviral IAP repeat-containing 2 329 NM_001166 TRCN0000355782 CCGGTGAATACACCTGTGGTTAAATCTCGAGATTTAACCACAGGTGTATTCATTTTTG NM_001166.3-2571s21c1 1 G 4
BIRC2 baculoviral IAP repeat-containing 2 329 NM_001166 TRCN0000378682 CCGGACAACTGGAGAGAACTATAAACTCGAGTTTATAGTTCTCTCCAGTTGTTTTTTG NM_001166.3-2654s21c1 1 G 5
BIRC2 baculoviral IAP repeat-containing 2 329 NM_001166 TRCN0000368422 CCGGACTGCTTGTTATGCATCATTTCTCGAGAAATGATGCATAACAAGCAGTTTTTTG NM_001166.3-3512s21c1 1 G 6
BIRC2 baculoviral IAP repeat-containing 2 329 NM_001166 TRCN0000003780 CCGGGCCGAATTGTCTTTGGTGCTTCTCGAGAAGCACCAAAGACAATTCGGCTTTTT NM_001166.x-3398s1c1 1 G 7
BIRC3 baculoviral IAP repeat-containing 3 330 NM_001165 TRCN0000355806 CCGGTCTACTAACTGCCGGAATTATCTCGAGATAATTCCGGCAGTTAGTAGATTTTTG NM_001165.3-4183s21c1 1 F 10
BIRC3 baculoviral IAP repeat-containing 3 330 NM_001165 TRCN0000355769 CCGGGTACCGAATGTCTACGTATTCCTCGAGGAATACGTAGACATTCGGTACTTTTTG NM_001165.3-2872s21c1 1 F 11
BIRC3 baculoviral IAP repeat-containing 3 330 NM_001165 TRCN0000003775 CCGGGCAGAGTCATCAATTATCCATCTCGAGATGGATAATTGATGACTCTGCTTTTT NM_001165.x-3851s1c1 1 F 12
BIRC3 baculoviral IAP repeat-containing 3 330 NM_001165 TRCN0000003776 CCGGGCACTACAAACACAATATTCACTCGAGTGAATATTGTGTTTGTAGTGCTTTTT NM_001165.x-4821s1c1 1 G 1
BIRC3 baculoviral IAP repeat-containing 3 330 NM_001165 TRCN0000003778 CCGGCAGTTCGTACATTTCTTTCATCTCGAGATGAAAGAAATGTACGAACTGTTTTT NM_001165.x-4575s1c1 1 G 2
BRAF v-raf murine sarcoma viral oncogene homolog B1 673 NM_004333 TRCN0000380549 GTACCGGCTGATGATGAGAGGTCTAATCCTCGAGGATTAGACCTCTCATCATCAGTTTTTTG NM_004333.4-614s21c1 4 B 4
BRAF v-raf murine sarcoma viral oncogene homolog B1 673 NM_004333 TRCN0000382327 GTACCGGGCATAATCCACCATCAATATACTCGAGTATATTGATGGTGGATTATGCTTTTTTG NM_004333.4-274s21c1 4 B 5
BRAF v-raf murine sarcoma viral oncogene homolog B1 673 NM_004333 TRCN0000382440 GTACCGGAGAACACTTGTGTGGTTAAAGCTCGAGCTTTAACCACACAAGTGTTCTTTTTTTG NM_004333.4-2477s21c1 4 B 6
BRAF v-raf murine sarcoma viral oncogene homolog B1 673 NM_004333 TRCN0000381693 GTACCGGCCCTACCTATGCCTGTGTTTGCTCGAGCAAACACAGGCATAGGTAGGGTTTTTTG NM_004333.4-2729s21c1 4 B 7
BRAF v-raf murine sarcoma viral oncogene homolog B1 673 NM_004333 TRCN0000381659 GTACCGGCCCAAATTCTCGCCTCTATTGCTCGAGCAATAGAGGCGAGAATTTGGGTTTTTTG NM_004333.4-2184s21c1 4 B 8
BTRC beta-transducin repeat containing 8945 NM_003939 TRCN0000006543 CCGGGCGTTGTATTCGATTTGATAACTCGAGTTATCAAATCGAATACAACGCTTTTT NM_003939.2-1532s1c1 4 A 2
BTRC beta-transducin repeat containing 8945 NM_003939 TRCN0000006545 CCGGGCTGAACTTGTGTGCAAGGAACTCGAGTTCCTTGCACACAAGTTCAGCTTTTT NM_003939.2-627s1c1 4 A 3
BTRC beta-transducin repeat containing 8945 NM_003939 TRCN0000314900 CCGGACTTGCCCAGGACCCATTAAACTCGAGTTTAATGGGTCCTGGGCAAGTTTTTTG NM_003939.3-1845s21c1 4 A 4
BTRC beta-transducin repeat containing 8945 NM_003939 TRCN0000314969 CCGGGCTGAACTTGTGTGCAAGGAACTCGAGTTCCTTGCACACAAGTTCAGCTTTTTG NM_003939.3-627s21c1 4 A 5
CA9 carbonic anhydrase IX 768 NM_001216 TRCN0000183853 CCGGCTACCTGAAGTTAAGCCTAAACTCGAGTTTAGGCTTAACTTCAGGTAGTTTTTTG NM_001216.1-325s1c1 1 H 1
CA9 carbonic anhydrase IX 768 NM_001216 TRCN0000319003 CCGGCTACCTGAAGTTAAGCCTAAACTCGAGTTTAGGCTTAACTTCAGGTAGTTTTTG NM_001216.2-325s21c1 1 H 2
CA9 carbonic anhydrase IX 768 NM_001216 TRCN0000349593 CCGGCAGCCGCTACTTCCAATATGACTCGAGTCATATTGGAAGTAGCGGCTGTTTTTG NM_001216.2-1005s21c1 1 H 3
CA9 carbonic anhydrase IX 768 NM_001216 TRCN0000349592 CCGGGAATAATGCCCACAGGGACAACTCGAGTTGTCCCTGTGGGCATTATTCTTTTTG NM_001216.2-420s21c1 1 H 4
CA9 carbonic anhydrase IX 768 NM_001216 TRCN0000349591 CCGGGATCTACCTACTGTTGAGGCTCTCGAGAGCCTCAACAGTAGGTAGATCTTTTTG NM_001216.2-376s21c1 1 H 5
CBFB core-binding factor, beta subunit 865 NM_001755 TRCN0000275239 CCGGTGACCTCAAACTTCGTTAATTCTCGAGAATTAACGAAGTTTGAGGTCATTTTTG NM_001755.2-838s21c1 2 D 12
CBFB core-binding factor, beta subunit 865 NM_001755 TRCN0000285324 CCGGGAGAAGCAGGCAAGGTATATTCTCGAGAATATACCTTGCCTGCTTCTCTTTTTG NM_001755.2-530s21c1 2 E 1
CBFB core-binding factor, beta subunit 865 NM_001755 TRCN0000275242 CCGGCCGCGAGTGTGAGATTAAGTACTCGAGTACTTAATCTCACACTCGCGGTTTTTG NM_001755.2-327s21c1 2 E 2
CBFB core-binding factor, beta subunit 865 NM_001755 TRCN0000275241 CCGGGAAGATAGAGACAGGTCTCATCTCGAGATGAGACCTGTCTCTATCTTCTTTTTG NM_001755.2-721s21c1 2 E 3
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CBFB core-binding factor, beta subunit 865 NM_001755 TRCN0000275243 CCGGGCTGGCAGTAACTGGCAAGAACTCGAGTTCTTGCCAGTTACTGCCAGCTTTTTG NM_001755.2-774s21c1 2 E 4
CCND1 cyclin D1 595 NM_053056 TRCN0000295876 CCGGTGTTGTAAGAATAGGCATTAACTCGAGTTAATGCCTATTCTTACAACATTTTTG NM_053056.2-1440s21c1 6 H 7
CCND1 cyclin D1 595 NM_053056 TRCN0000295873 CCGGCCACAGATGTGAAGTTCATTTCTCGAGAAATGAACTTCACATCTGTGGTTTTTG NM_053056.2-778s21c1 6 H 8
CCND1 cyclin D1 595 NM_053056 TRCN0000295875 CCGGTCCTCTCCAGAGTGATCAAGTCTCGAGACTTGATCACTCTGGAGAGGATTTTTG NM_053056.2-904s21c1 6 H 9
CCND1 cyclin D1 595 NM_053056 TRCN0000295874 CCGGACAACTTCCTGTCCTACTACCCTCGAGGGTAGTAGGACAGGAAGTTGTTTTTTG NM_053056.2-871s21c1 6 H 10
CCND1 cyclin D1 595 NM_053056 TRCN0000288598 CCGGGAACAAACAGATCATCCGCAACTCGAGTTGCGGATGATCTGTTTGTTCTTTTTG NM_053056.2-728s21c1 6 H 11
CDC42 cell division cycle 42 998 NM_001791 TRCN0000047630 CCGGCCTGATATCCTACACAACAAACTCGAGTTTGTTGTGTAGGATATCAGGTTTTTG NM_001791.2-161s1c1 8 A 1
CDC42 cell division cycle 42 998 NM_001791 TRCN0000047632 CCGGCAGATGTATTTCTAGTCTGTTCTCGAGAACAGACTAGAAATACATCTGTTTTTG NM_001791.2-328s1c1 8 A 2
CDH2 cadherin 2, type 1, N-cadherin (neuronal) 1000 NM_001792 TRCN0000312701 CCGGGTGCAACAGTATACGTTAATACTCGAGTATTAACGTATACTGTTGCACTTTTTG NM_001792.3-1483s21c1 2 E 10
CDH2 cadherin 2, type 1, N-cadherin (neuronal) 1000 NM_001792 TRCN0000370054 CCGGGGAACGCTGCAGATCTATTTACTCGAGTAAATAGATCTGCAGCGTTCCTTTTTG NM_001792.3-2224s21c1 2 E 11
CDH2 cadherin 2, type 1, N-cadherin (neuronal) 1000 NM_001792 TRCN0000349742 CCGGGCATTCAGAAGCTAGGCTTTACTCGAGTAAAGCCTAGCTTCTGAATGCTTTTTG NM_001792.3-3242s21c1 2 E 12
CDH2 cadherin 2, type 1, N-cadherin (neuronal) 1000 NM_001792 TRCN0000327706 CCGGCGCATTATGCAAGACTGGATTCTCGAGAATCCAGTCTTGCATAATGCGTTTTTG NM_001792.3-546s21c1 2 F 1
CDH2 cadherin 2, type 1, N-cadherin (neuronal) 1000 NM_001792 TRCN0000053981 CCGGCGCATTATGCAAGACTGGATTCTCGAGAATCCAGTCTTGCATAATGCGTTTTTG NM_001792.2-292s1c1 2 F 2
CDK1 cell division cycle 2, G1 to S and G2 to M 983 NM_001786 TRCN0000000582 CCGGGCTGTACTTCGTCTTCTAATTCTCGAGAATTAGAAGACGAAGTACAGCTTTTT NM_001786.x-1131s1c1 2 E 5
CDK1 cell division cycle 2, G1 to S and G2 to M 983 NM_001786 TRCN0000000583 CCGGGTGGAATCTTTACAGGACTATCTCGAGATAGTCCTGTAAAGATTCCACTTTTT NM_001786.x-820s1c1 2 E 6
CDK1 cell division cycle 2, G1 to S and G2 to M 983 NM_001786 TRCN0000196603 CCGGGATTCAGAAATTGATCAACTCCTCGAGGAGTTGATCAATTTCTGAATCTTTTTTG NM_001786.2-748s1c1 2 E 7
CDK1 cell division cycle 2, G1 to S and G2 to M 983 NM_001786 TRCN0000195140 CCGGCCAGTTGACATTTGGAGTATACTCGAGTATACTCCAAATGTCAACTGGTTTTTTG NM_001786.2-679s1c1 2 E 8
CDK1 cell division cycle 2, G1 to S and G2 to M 983 NM_001786 TRCN0000196602 CCGGGTTTCCATATGTTATGTCAACCTCGAGGTTGACATAACATATGGAAACTTTTTTG NM_001786.2-1038s1c1 2 E 9
CDK2 cyclin-dependent kinase 2 1017 NM_001798 TRCN0000197236 CCGGGACAGGGATTGTGCTTCATTCCTCGAGGAATGAAGCACAATCCCTGTCTTTTTTG NM_001798.2-1781s1c1 2 F 3
CDK2 cyclin-dependent kinase 2 1017 NM_001798 TRCN0000195003 CCGGCCTCAGAATCTGCTTATTAACCTCGAGGTTAATAAGCAGATTCTGAGGTTTTTTG NM_001798.2-621s1c1 2 F 4
CDK2 cyclin-dependent kinase 2 1017 NM_001798 TRCN0000000587 CCGGGCCCTCTGAACTTGCCTTAAACTCGAGTTTAAGGCAAGTTCAGAGGGCTTTTT NM_001798.x-1222s1c1 2 F 5
CDK2 cyclin-dependent kinase 2 1017 NM_001798 TRCN0000000588 CCGGGCCTGATTACAAGCCAAGTTTCTCGAGAAACTTGGCTTGTAATCAGGCTTTTT NM_001798.x-932s1c1 2 F 6
CDK2 cyclin-dependent kinase 2 1017 NM_001798 TRCN0000000590 CCGGCTATGCCTGATTACAAGCCAACTCGAGTTGGCTTGTAATCAGGCATAGTTTTT NM_001798.x-928s1c1 2 F 7
CDK4 cyclin-dependent kinase 4 1019 NM_000075 TRCN0000000362 CCGGCCTTCCCATTTCTCTACACTACTCGAGTAGTGTAGAGAAATGGGAAGGTTTTT NM_000075.x-1320s1c1 1 A 1
CDK4 cyclin-dependent kinase 4 1019 NM_000075 TRCN0000000363 CCGGCCTAGATTTCCTTCATGCCAACTCGAGTTGGCATGAAGGAAATCTAGGTTTTT NM_000075.x-608s1c1 1 A 2
CDK4 cyclin-dependent kinase 4 1019 NM_000075 TRCN0000196698 CCGGGAGATTACTTTGCTGCCTTAACTCGAGTTAAGGCAGCAAAGTAATCTCTTTTTTG NM_000075.2-1257s1c1 1 A 3
CDK4 cyclin-dependent kinase 4 1019 NM_000075 TRCN0000196986 CCGGGTTCTTCTGCAGTCCACATATCTCGAGATATGTGGACTGCAGAAGAACTTTTTTG NM_000075.2-780s1c1 1 A 4
CDK4 cyclin-dependent kinase 4 1019 NM_000075 TRCN0000010520 CCGGACAGTTCGTGAGGTGGCTTTACTCGAGTAAAGCCACCTCACGAACTGTTTTTT NM_000075.x-384s1c1 1 A 5
CDK6 cyclin-dependent kinase 6 1021 NM_001259 TRCN0000194893 CCGGCATGAGATGTTCCTATCTTAACTCGAGTTAAGATAGGAACATCTCATGTTTTTTG NM_001259.5-4765s1c1 1 H 7
CDK6 cyclin-dependent kinase 6 1021 NM_001259 TRCN0000196337 CCGGGTAACAGATATCGATGAACTACTCGAGTAGTTCATCGATATCTGTTACTTTTTTG NM_001259.5-1189s1c1 1 H 8
CDK6 cyclin-dependent kinase 6 1021 NM_001259 TRCN0000196261 CCGGGAGAAGTTTGTAACAGATATCCTCGAGGATATCTGTTACAAACTTCTCTTTTTTG NM_001259.5-1180s1c1 1 H 9
CDK7 cyclin-dependent kinase 7 (MO15 homolog, Xenopus laevis, cdk-activating kinase) 1022 NM_001799 TRCN0000000592 CCGGGCTGTAGAAGTGAGTTTGTAACTCGAGTTACAAACTCACTTCTACAGCTTTTT NM_001799.x-1212s1c1 2 F 8
CDK7 cyclin-dependent kinase 7 (MO15 homolog, Xenopus laevis, cdk-activating kinase) 1022 NM_001799 TRCN0000000595 CCGGGTGGGCTGTTGGCTGTATATTCTCGAGAATATACAGCCAACAGCCCACTTTTT NM_001799.x-676s1c1 2 F 9
CDK7 cyclindependent kinase 7 1022 NM_001799 TRCN0000196306 CCGGGAAACTGATCTAGAGGTTATACTCGAGTATAACCTCTAGATCAGTTTCTTTTTTG NM_001799.2-371s1c1 2 F 10
CDK7 cyclindependent kinase 7 1022 NM_001799 TRCN0000196691 CCGGGTAAATGCTGTAGAAGTGAGTCTCGAGACTCACTTCTACAGCATTTACTTTTTTG NM_001799.2-1206s1c1 2 F 11
CDK7 cyclin-dependent kinase 7 1022 NM_001799 TRCN0000230910 CCGGGAAACTGATCTAGAGGTTATACTCGAGTATAACCTCTAGATCAGTTTCTTTTTG NM_001799.3-464s21c1 2 F 12
CDKN1A cyclin dependent kinase inhibitor 1A 1026 NM_000389 TRCN0000040125 CCGGGAGCGATGGAACTTCGACTTTCTCGAGAAAGTCGAAGTTCCATCGCTCTTTTTG NM_000389.2-233s1c1 8 B 11
CDKN1A cyclin dependent kinase inhibitor 1A 1026 NM_000389 TRCN0000040126 CCGGGACAGATTTCTACCACTCCAACTCGAGTTGGAGTGGTAGAAATCTGTCTTTTTG NM_000389.2-535s1c1 8 B 12
CDKN1A cyclin dependent kinase inhibitor 1A 1026 NM_000389 TRCN0000010401 CCGGAGAGGTTCCTAAGAGTGCTGGCTCGAGCCAGCACTCTTAGGAACCTCTTTTTTG NM_000389.x-934s1c1 8 C 1
CEBPB CCAAT/enhancer binding protein beta 1051 NM_005194 TRCN0000007442 CCGGCGACTTCCTCTCCGACCTCTTCTCGAGAAGAGGTCGGAGAGGAAGTCGTTTTT NM_005194.2-540s1c1 8 B 1
CEBPB CCAAT/enhancer binding protein beta 1051 NM_005194 TRCN0000007443 CCGGGCACAGCGACGAGTACAAGATCTCGAGATCTTGTACTCGTCGCTGTGCTTTTT NM_005194.2-1002s1c1 8 B 2
CFLAR CASP8 and FADD-like apoptosis regulator 8837 NM_003879 TRCN0000007228 CCGGCACCTGTAATCCCAGCACTTTCTCGAGAAAGTGCTGGGATTACAGGTGTTTTT NM_003879.3-1954s1c1 3 H 9
CFLAR CASP8 and FADD-like apoptosis regulator 8837 NM_003879 TRCN0000350280 CCGGCTCACCTTGTTTCGGACTATACTCGAGTATAGTCCGAAACAAGGTGAGTTTTTG NM_003879.4-712s21c1 3 H 10
CFLAR CASP8 and FADD-like apoptosis regulator 8837 NM_003879 TRCN0000364099 CCGGCTCTACAGAGTGAGGCGATTTCTCGAGAAATCGCCTCACTCTGTAGAGTTTTTG NM_003879.4-627s21c1 3 H 11
CFLAR CASP8 and FADD-like apoptosis regulator 8837 NM_003879 TRCN0000378209 CCGGACATGGGCCGAGGCAAGATAACTCGAGTTATCTTGCCTCGGCCCATGTTTTTTG NM_003879.4-808s21c1 3 H 12
CFLAR CASP8 and FADD-like apoptosis regulator 8837 NM_003879 TRCN0000364098 CCGGCCAGATCAACTGGATTTATTACTCGAGTAATAAATCCAGTTGATCTGGTTTTTG NM_003879.4-888s21c1 4 A 1
CHUK conserved helixloophelix ubiquitous kinase 1147 NM_001278 TRCN0000219675 CCGGTAGGGTCTGGGATTCGATATTCTCGAGAATATCGAATCCCAGACCCTATTTTTG NM_001278.3-438s1c1 1 H 10
CHUK conserved helixloophelix ubiquitous kinase 1147 NM_001278 TRCN0000199496 CCGGGCAGATGACGTATGGGATATCCTCGAGGATATCCCATACGTCATCTGCTTTTTTG NM_001278.3-1543s1c1 1 H 11
CHUK conserved helix-loop-helix ubiquitous kinase 1147 NM_001278 TRCN0000244902 CCGGACAGCGTGCCATTGATCTATACTCGAGTATAGATCAATGGCACGCTGTTTTTTG NM_001278.3-1738s21c1 1 H 12
CHUK conserved helix-loop-helix ubiquitous kinase 1147 NM_001278 TRCN0000244904 CCGGGGTTAATGTAGTATGGTATATCTCGAGATATACCATACTACATTAACCTTTTTG NM_001278.3-3312s21c1 2 A 1
CHUK conserved helix-loop-helix ubiquitous kinase 1147 NM_001278 TRCN0000244903 CCGGTGGCCATTTAAGCACTATTATCTCGAGATAATAGTGCTTAAATGGCCATTTTTG NM_001278.3-2206s21c1 2 A 2
CREB1 cAMP responsive element binding protein 1 1385 NM_004379 TRCN0000226467 CCGGACGGTGCCAACTCCAATTTACCTCGAGGTAAATTGGAGTTGGCACCGTTTTTTG NM_004379.2-644s21c1 4 B 10
CREB1 cAMP responsive element binding protein 1 1385 NM_004379 TRCN0000226468 CCGGACAGCACCCACTAGCACTATTCTCGAGAATAGTGCTAGTGGGTGCTGTTTTTTG NM_004379.2-905s21c1 4 B 11
CREB1 cAMP responsive element binding protein 1 1385 NM_004379 TRCN0000226466 CCGGACATTAGCCCAGGTATCTATGCTCGAGCATAGATACCTGGGCTAATGTTTTTTG NM_004379.2-284s21c1 4 B 12
CREB1 cAMP responsive element binding protein 1 1385 NM_004379 TRCN0000378139 CCGGCAATACAGCTGGCTAACAATGCTCGAGCATTGTTAGCCAGCTGTATTGTTTTTG NM_004379.3-778s21c1 4 C 1
CREB1 cAMP responsive element binding protein 1 1385 NM_004379 TRCN0000356046 CCGGGCCTGAAAGCAACTACAGAATCTCGAGATTCTGTAGTTGCTTTCAGGCTTTTTG NM_004379.3-1352s21c1 4 C 2
CTNNB1 catenin (cadherin-associated protein), beta 1, 88kDa 1499 NM_001904 TRCN0000314991 CCGGTTGTTATCAGAGGACTAAATACTCGAGTATTTAGTCCTCTGATAACAATTTTTG NM_001904.3-2031s21c1 2 G 1
CTNNB1 catenin (cadherin-associated protein), beta 1, 88kDa 1499 NM_001904 TRCN0000314990 CCGGATCTGTCTGCTCTAGTAATAACTCGAGTTATTACTAGAGCAGACAGATTTTTTG NM_001904.3-1309s21c1 2 G 2
CTNNB1 catenin (cadherin-associated protein), beta 1, 88kDa 1499 NM_001904 TRCN0000350477 CCGGGGGAGTGGTTTAGGCTATTTGCTCGAGCAAATAGCCTAAACCACTCCCTTTTTG NM_001904.3-2708s21c1 2 G 3
CTNNB1 catenin (cadherin-associated protein), beta 1, 88kDa 1499 NM_001904 TRCN0000314921 CCGGTCTAACCTCACTTGCAATAATCTCGAGATTATTGCAAGTGAGGTTAGATTTTTG NM_001904.3-1541s21c1 2 G 4
CTNNB1 catenin (cadherin-associated protein), beta 1, 88kDa 1499 NM_001904 TRCN0000314920 CCGGGCTTGGAATGAGACTGCTGATCTCGAGATCAGCAGTCTCATTCCAAGCTTTTTG NM_001904.3-2333s21c1 2 G 5
CYSLTR1 cysteinyl leukotriene receptor 1 10800 NM_006639 TRCN0000011327 CCGGCCTCTCCGTGTGGTCTATTATCTCGAGATAATAGACCACACGGAGAGGTTTTT NM_006639.2-629s1c1 5 H 11
CYSLTR1 cysteinyl leukotriene receptor 1 10800 NM_006639 TRCN0000011328 CCGGGCTTTGTATGTCAACCTCTATCTCGAGATAGAGGTTGACATACAAAGCTTTTT NM_006639.2-704s1c1 5 H 12
CYSLTR1 cysteinyl leukotriene receptor 1 10800 NM_006639 TRCN0000356870 CCGGCTTTGACCCTCTCCTATATTTCTCGAGAAATATAGGAGAGGGTCAAAGTTTTTG NM_006639.2-1267s21c1 5 A 1
CYSLTR1 cysteinyl leukotriene receptor 1 10800 NM_006639 TRCN0000356933 CCGGTCTGTTACACAATGATCATTTCTCGAGAAATGATCATTGTGTAACAGATTTTTG NM_006639.2-1020s21c1 6 A 2
CYSLTR1 cysteinyl leukotriene receptor 1 10800 NM_006639 TRCN0000356931 CCGGCTCTCCGTGTGGTCTATTATGCTCGAGCATAATAGACCACACGGAGAGTTTTTG NM_006639.2-630s21c1 6 A 3
DNMT1 DNA (cytosine-5-)-methyltransferase 1 1786 NM_001379 TRCN0000232750 CCGGACCGAATTGGCCGGATCAAAGCTCGAGCTTTGATCCGGCCAATTCGGTTTTTTG NM_001379.1-3209s21c1 2 A 8
DNMT1 DNA (cytosine-5-)-methyltransferase 1 1786 NM_001379 TRCN0000232751 CCGGGAGGTTCGCTTATCAACTAATCTCGAGATTAGTTGATAAGCGAACCTCTTTTTG NM_001379.1-5229s21c1 2 A 9
DNMT1 DNA (cytosine-5-)-methyltransferase 1 1786 NM_001379 TRCN0000364177 CCGGGACGACCCTGACCTCAAATATCTCGAGATATTTGAGGTCAGGGTCGTCTTTTTG NM_001379.2-1261s21c1 2 A 10
DNMT1 DNA (cytosine-5-)-methyltransferase 1 1786 NM_001379 TRCN0000364186 CCGGGATCAAGACTACGCGAGATTCCTCGAGGAATCTCGCGTAGTCTTGATCTTTTTG NM_001379.2-2788s21c1 2 A 11
DNMT1 DNA (cytosine-5-)-methyltransferase 1 1786 NM_001379 TRCN0000364187 CCGGATCAAATTGTGCAGTACTTTGCTCGAGCAAAGTACTGCACAATTTGATTTTTTG NM_001379.2-5202s21c1 2 A 12
DNMT3A DNA (cytosine-5-)-methyltransferase 3 alpha 1788 NM_022552 TRCN0000035754 CCGGCCCAAGGTCAAGGAGATTATTCTCGAGAATAATCTCCTTGACCTTGGGTTTTTG NM_022552.3-1650s1c1 6 F 2
DNMT3A DNA (cytosine-5-)-methyltransferase 3 alpha 1788 NM_022552 TRCN0000035755 CCGGCCGGCTCTTCTTTGAGTTCTACTCGAGTAGAACTCAAAGAAGAGCCGGTTTTTG NM_022552.3-2441s1c1 6 F 3
DNMT3A DNA (cytosine-5-)-methyltransferase 3 alpha 1788 NM_022552 TRCN0000035756 CCGGGCCTCAGAGCTATTACCCAATCTCGAGATTGGGTAATAGCTCTGAGGCTTTTTG NM_022552.3-507s1c1 6 F 4
DNMT3A DNA (cytosine-5-)-methyltransferase 3 alpha 1788 NM_022552 TRCN0000035757 CCGGCCAGATGTTCTTCGCTAATAACTCGAGTTATTAGCGAAGAACATCTGGTTTTTG NM_022552.3-2072s1c1 6 F 5
DNMT3A DNA (cytosine-5-)-methyltransferase 3 alpha 1788 NM_022552 TRCN0000035758 CCGGCCACCAGAAGAAGAGAAGAATCTCGAGATTCTTCTCTTCTTCTGGTGGTTTTTG NM_022552.3-1527s1c1 6 F 6
DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta 1789 NM_006892 TRCN0000035684 CCGGGCCTCAAGACAAATTGCTATACTCGAGTATAGCAATTTGTCTTGAGGCTTTTTG NM_006892.3-1514s1c1 6 A 4
DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta 1789 NM_006892 TRCN0000035685 CCGGGCCCGTGATAGCATCAAAGAACTCGAGTTCTTTGATGCTATCACGGGCTTTTTG NM_006892.3-2553s1c1 6 A 5
DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta 1789 NM_006892 TRCN0000035686 CCGGCCATGCAACGATCTCTCAAATCTCGAGATTTGAGAGATCGTTGCATGGTTTTTG NM_006892.3-2269s1c1 6 A 6
DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta 1789 NM_006892 TRCN0000035688 CCGGCCTGTCATTGTTTGATGGCATCTCGAGATGCCATCAAACAATGACAGGTTTTTG NM_006892.3-2052s1c1 6 A 7
DNMT3B DNA (cytosine-5-)-methyltransferase 3 beta 1789 NM_006892 TRCN0000035687 CCGGGCAGGCAGTAGGAAATTAGAACTCGAGTTCTAATTTCCTACTGCCTGCTTTTTG NM_006892.3-1414s1c1 6 A 8
E2F1 E2F transcription factor 1 1869 NM_005225 TRCN0000000249 CCGGTAACTGCACTTTCGGCCCTTTCTCGAGAAAGGGCCGAAAGTGCAGTTATTTTT NM_005225.x-1819s1c1 5 A 1
E2F1 E2F transcription factor 1 1869 NM_005225 TRCN0000039660 CCGGCGTGGACTCTTCGGAGAACTTCTCGAGAAGTTCTCCGAAGAGTCCACGTTTTTG NM_005225.1-948s1c1 5 A 2
E2F1 E2F transcription factor 1 1869 NM_005225 TRCN0000010327 CCGGACATCACCAACGTCCTTGAGCTCGAGCTCAAGGACGTTGGTGATGTCTTTTTG NM_005225.x-628s1c1 5 A 3
E2F1 E2F transcription factor 1 1869 NM_005225 TRCN0000010328 CCGGCTACTCAGCCTGGAGCAAGAACTCGAGTTCTTGCTCCAGGCTGAGTAGTTTTTG NM_005225.x-1171s1c1 5 A 4
E2F1 E2F transcription factor 1 1869 NM_005225 TRCN0000039659 CCGGCGCTATGAGACCTCACTGAATCTCGAGATTCAGTGAGGTCTCATAGCGTTTTTG NM_005225.1-502s1c1 5 A 5
EGFR epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) 1956 NM_005228 TRCN0000121068 CCGGGCCACAAAGCAGTGAATTTATCTCGAGATAAATTCACTGCTTTGTGGCTTTTTG NM_005228.3-3849s1c1 5 A 6
EGFR epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) 1956 NM_005228 TRCN0000295971 CCGGCCTCCAGAGGATGTTCAATAACTCGAGTTATTGAACATCCTCTGGAGGTTTTTG NM_005228.3-396s21c1 5 A 7
EGFR epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) 1956 NM_005228 TRCN0000295969 CCGGGCCACAAAGCAGTGAATTTATCTCGAGATAAATTCACTGCTTTGTGGCTTTTTG NM_005228.3-3849s21c1 5 A 8
EGFR epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) 1956 NM_005228 TRCN0000010329 CCGGAGAATGTGGAATACCTAAGGCTCGAGCCTTAGGTATTCCACATTCTCTTTTTG NM_005228.x-4705s1c1 5 A 9
EGFR epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian) 1956 NM_005228 TRCN0000039634 CCGGGCTGGATGATAGACGCAGATACTCGAGTATCTGCGTCTATCATCCAGCTTTTTG NM_005228.3-3095s1c1 5 A 10
EIF4B eukaryotic translation initiation factor 4B 1975 NM_001417 TRCN0000236427 CCGGTGGTAATGACAGTGATATAATCTCGAGATTATATCACTGTCATTACCATTTTTG NM_001417.4-2356s21c1 2 B 1
EIF4B eukaryotic translation initiation factor 4B 1975 NM_001417 TRCN0000236424 CCGGTGTTACAGAAGAGTCAATTAACTCGAGTTAATTGACTCTTCTGTAACATTTTTG NM_001417.4-524s21c1 2 B 2
EIF4B eukaryotic translation initiation factor 4B 1975 NM_001417 TRCN0000236423 CCGGGACCGCTATGAAGACCGATATCTCGAGATATCGGTCTTCATAGCGGTCTTTTTG NM_001417.4-1092s21c1 2 B 3
EIF4B eukaryotic translation initiation factor 4B 1975 NM_001417 TRCN0000236425 CCGGGCCGGGATATGGATCGATATGCTCGAGCATATCGATCCATATCCCGGCTTTTTG NM_001417.4-943s21c1 2 B 4
EIF4B eukaryotic translation initiation factor 4B 1975 NM_001417 TRCN0000236426 CCGGGACAAGTATCGAGATCGTTATCTCGAGATAACGATCTCGATACTTGTCTTTTTG NM_001417.4-870s21c1 2 B 5
EIF4E eukaryotic translation initiation factor 4E 1977 NM_001968 TRCN0000310424 CCGGCGGCTGATCTCCAAGTTTGATCTCGAGATCAAACTTGGAGATCAGCCGTTTTTG NM_001968.3-1704s21c1 2 G 6
EIF4E eukaryotic translation initiation factor 4E 1977 NM_001968 TRCN0000062573 CCGGCCACTCTGTAATAGTTCAGTACTCGAGTACTGAACTATTACAGAGTGGTTTTTG NM_001968.2-1774s1c1 2 G 7
EIF4E eukaryotic translation initiation factor 4E 1977 NM_001968 TRCN0000062574 CCGGCCAAAGATAGTGATTGGTTATCTCGAGATAACCAATCACTATCTTTGGTTTTTG NM_001968.2-1426s1c1 2 G 8
EIF4E eukaryotic translation initiation factor 4E 1977 NM_001968 TRCN0000062575 CCGGCCGACTACAGAAGAGGAGAAACTCGAGTTTCTCCTCTTCTGTAGTCGGTTTTTG NM_001968.2-898s1c1 2 G 9
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EIF4E eukaryotic translation initiation factor 4E 1977 NM_001968 TRCN0000062576 CCGGCGGCTGATCTCCAAGTTTGATCTCGAGATCAAACTTGGAGATCAGCCGTTTTTG NM_001968.2-1036s1c1 2 G 10
EPAS1 endothelial PAS domain protein 1 2034 NM_001430 TRCN0000003803 CCGGAGGTGGAGCTAACAGGACATACTCGAGTATGTCCTGTTAGCTCCACCTTTTTT NM_001430.x-517s1c1 8 G 1
EPAS1 endothelial PAS domain protein 1 2034 NM_001430 TRCN0000003804 CCGGCGACCTGAAGATTGAAGTGATCTCGAGATCACTTCAATCTTCAGGTCGTTTTT NM_001430.x-1631s1c1 8 G 2
EPAS1 endothelial PAS domain protein 1 2034 NM_001430 TRCN0000003805 CCGGGCGCAAATGTACCCAATGATACTCGAGTATCATTGGGTACATTTGCGCTTTTT NM_001430.x-2419s1c1 8 G 3
EPAS1 endothelial PAS domain protein 1 2034 NM_001430 TRCN0000003806 CCGGCAGTACCCAGACGGATTTCAACTCGAGTTGAAATCCGTCTGGGTACTGTTTTT NM_001430.x-1694s1c1 8 G 4
EPAS1 endothelial PAS domain protein 1 2034 NM_001430 TRCN0000003807 CCGGCCATGAGGAGATTCGTGAGAACTCGAGTTCTCACGAATCTCCTCATGGTTTTT NM_001430.x-566s1c1 8 G 5
ERBB2 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) 2064 NM_004448 TRCN0000382352 GTACCGGGCCTTCGACAACCTCTATTACCTCGAGGTAATAGAGGTTGTCGAAGGCTTTTTTG NM_004448.2-3884s21c1 4 C 3
ERBB2 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) 2064 NM_004448 TRCN0000381441 GTACCGGTCTGCTACCAGGACACGATTTCTCGAGAAATCGTGTCCTGGTAGCAGATTTTTTG NM_004448.2-720s21c1 4 C 4
ERBB2 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) 2064 NM_004448 TRCN0000039882 CCGGGAATATGTGAACCAGCCAGATCTCGAGATCTGGCTGGTTCACATATTCTTTTTG NM_004448.1-3562s1c1 4 C 5
ERBB2 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) 2064 NM_004448 TRCN0000039878 CCGGTGTCAGTATCCAGGCTTTGTACTCGAGTACAAAGCCTGGATACTGACATTTTTG NM_004448.1-4355s1c1 4 C 6
ERBB2 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) 2064 NM_004448 TRCN0000039881 CCGGCAGTGCCAATATCCAGGAGTTCTCGAGAACTCCTGGATATTGGCACTGTTTTTG NM_004448.1-1221s1c1 4 C 7
ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 2065 NM_001982 TRCN0000194972 CCGGCTTCGTCATGTTGAACTATAACTCGAGTTATAGTTCAACATGACGAAGTTTTTTG NM_001982.2-544s1c1 2 G 11
ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 2065 NM_001982 TRCN0000199993 CCGGCCACGGTATCTGGTCATAAAGCTCGAGCTTTATGACCAGATACCGTGGTTTTTTG NM_001982.2-3110s1c1 2 G 12
ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 2065 NM_001982 TRCN0000218445 GTACCGGGTCTACAACAAGCTAACTTTCCTCGAGGAAAGTTAGCTTGTTGTAGACTTTTTTG NM_001982.2-983s21c1 2 H 1
ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 2065 NM_001982 TRCN0000010344 CCGGAATTCTCTACTCTACCATTGCTCGAGCAATGGTAGAGTAGAGAATTCTTTTTG NM_001982.x-475s1c1 2 H 2
ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 2065 NM_001982 TRCN0000009835 CCGGAGGTTAGGAGTAGATATTGACTCGAGTCAATATCTACTCCTAACCTCTTTTTG NM_001982.x-4705s1c1 2 H 3
ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) 2066 NM_005235 TRCN0000001411 CCGGGCGCAGGAAACATCTATATTACTCGAGTAATATAGATGTTTCCTGCGCTTTTT NM_005235.x-1394s1c1 5 A 11
ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) 2066 NM_005235 TRCN0000314628 CCGGCAGAGATGCAATGATAGTTATCTCGAGATAACTATCATTGCATCTCTGTTTTTG NM_005235.2-4150s21c1 5 A 12
ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) 2066 NM_005235 TRCN0000382311 GTACCGGATCAAGCTCAACTTCGTATTTCTCGAGAAATACGAAGTTGAGCTTGATTTTTTTG NM_005235.2-2215s21c1 5 B 1
ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) 2066 NM_005235 TRCN0000381480 GTACCGGACGAGCACAAGGATAACATTGCTCGAGCAATGTTATCCTTGTGCTCGTTTTTTTG NM_005235.2-2524s21c1 5 B 2
ERBB4 v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) 2066 NM_005235 TRCN0000379973 GTACCGGAGAGTTGGTGGAACCATTAACCTCGAGGTTAATGGTTCCACCAACTCTTTTTTTG NM_005235.2-2174s21c1 5 B 3
ERK1 mitogen-activated protein kinase 3 5595 NM_002746 GATCCCCGCCATGAGAGATGTCTACATTCAAGAGATGTAGACATCTCTCATGGCTTTTTGGAAA 8 H 2
ERK2 mitogen-activated protein kinase 1 5594 NM_002745 GATCCCCGAGGATTGAAGTAGAACAGTTCAAGAGACTGTTCTACTTCAATCCTCTTTTTGGAAA 8 H 3
ETS1 ETS proto-oncogene 1, transcription factor 2113 NM_005238 TRCN0000005588 CCGGCCCAGAATTATCAGGAACATACTCGAGTATGTTCCTGATAATTCTGGGTTTTT NM_005238.2-3566s1c1 8 E 2
ETS1 ETS proto-oncogene 1, transcription factor 2113 NM_005238 TRCN0000005591 CCGGCTGGAATTACTCACTGATAAACTCGAGTTTATCAGTGAGTAATTCCAGTTTTT NM_005238.2-1296s1c1 8 E 3
EZH2 enhancer of zeste homolog 2 (Drosophila) 2146 NM_004456 TRCN0000353069 CCGGTATGATGGTTAACGGTGATCACTCGAGTGATCACCGTTAACCATCATATTTTTG NM_004456.3-2278s21c1 4 C 8
EZH2 enhancer of zeste homolog 2 (Drosophila) 2146 NM_004456 TRCN0000040074 CCGGGCTAGGTTAATTGGGACCAAACTCGAGTTTGGTCCCAATTAACCTAGCTTTTTG NM_004456.3-1544s1c1 4 C 9
EZH2 enhancer of zeste homolog 2 (Drosophila) 2146 NM_004456 TRCN0000040077 CCGGCCCAACATAGATGGACCAAATCTCGAGATTTGGTCCATCTATGTTGGGTTTTTG NM_004456.3-950s1c1 4 C 10
EZH2 enhancer of zeste homolog 2 (Drosophila) 2146 NM_004456 TRCN0000010475 CCGGAAACAGCTGCCTTAGCTTCACTCGAGTGAAGCTAAGGCAGCTGTTTCTTTTTG NM_004456.x-2450s1c1 4 C 11
FBXO5 F-box protein 5 26271 NM_012177 TRCN0000004332 CCGGTCGCTGTAATTCACCTGCAAACTCGAGTTTGCAGGTGAATTACAGCGATTTTT NM_012177.x-1218s1c1 6 B 2
FBXO5 F-box protein 5 26271 NM_012177 TRCN0000349561 CCGGCCAGACCAATATCCCAACAAACTCGAGTTTGTTGGGATATTGGTCTGGTTTTTG NM_012177.3-656s21c1 6 B 3
FBXO5 F-box protein 5 26271 NM_012177 TRCN0000318513 CCGGCGGTGTAGTATCCTGAGGTTTCTCGAGAAACCTCAGGATACTACACCGTTTTTG NM_012177.3-1557s21c1 6 B 4
FBXO5 F-box protein 5 26271 NM_012177 TRCN0000318512 CCGGCGAAAGCCTCAAAGCCTGTATCTCGAGATACAGGCTTTGAGGCTTTCGTTTTTG NM_012177.3-1225s21c1 6 B 5
FBXO5 F-box protein 5 26271 NM_012177 TRCN0000318570 CCGGTCGCTGTAATTCACCTGCAAACTCGAGTTTGCAGGTGAATTACAGCGATTTTTG NM_012177.3-1246s21c1 6 B 6
FLI1 Fli-1 proto-oncogene, ETS transcription factor 2313 NM_002017 TRCN0000005324 CCGGGCACAAACGATCAGTAAGAATCTCGAGATTCTTACTGATCGTTTGTGCTTTTT NM_002017.2-911s1c1 8 E 4
FLI1 Fli-1 proto-oncogene, ETS transcription factor 2313 NM_002017 TRCN0000005326 CCGGGCTGTTGTCACACCTCAGTTACTCGAGTAACTGAGGTGTGACAACAGCTTTTT NM_002017.2-730s1c1 8 E 5
FLT1 fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) 2321 NM_002019 TRCN0000230834 CCGGACTCGTGGCTACTCGTTAATTCTCGAGAATTAACGAGTAGCCACGAGTTTTTTG NM_002019.3-1438s21c1 2 H 4
FLT1 fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) 2321 NM_002019 TRCN0000230833 CCGGGCCGGAAGTTGTATGGTTAAACTCGAGTTTAACCATACAACTTCCGGCTTTTTG NM_002019.3-1377s21c1 2 H 5
FLT1 fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) 2321 NM_002019 TRCN0000230835 CCGGTCCATACCCAGGAGTACAAATCTCGAGATTTGTACTCCTGGGTATGGATTTTTG NM_002019.3-3579s21c1 2 H 6
FLT1 fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) 2321 NM_002019 TRCN0000218557 GTACCGGAGACTGACTACCTATCAATTACTCGAGTAATTGATAGGTAGTCAGTCTTTTTTTG NM_002019.3-2657s21c1 2 H 7
FLT1 fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) 2321 NM_002019 TRCN0000230836 CCGGTGCCAGTATTATGCATATATACTCGAGTATATATGCATAATACTGGCATTTTTG NM_002019.3-4367s21c1 2 H 8
FLT3 fms-related tyrosine kinase 3 2322 NM_004119 TRCN0000000773 CCGGGCTAACTTCTACAAACTGATTCTCGAGAATCAGTTTGTAGAAGTTAGCTTTTT NM_004119.x-2743s1c1 4 A 6
FLT3 fms-related tyrosine kinase 3 2322 NM_004119 TRCN0000000775 CCGGCTGGAATTTAAGTCGTGTGTTCTCGAGAACACACGACTTAAATTCCAGTTTTT NM_004119.x-2461s1c1 4 A 7
FLT3 fms-related tyrosine kinase 3 2322 NM_004119 TRCN0000039706 CCGGCCCTGCTTTACACATTAAGAACTCGAGTTCTTAATGTGTAAAGCAGGGTTTTTG NM_004119.1-545s1c1 4 A 8
FLT3 fms-related tyrosine kinase 3 2322 NM_004119 TRCN0000194748 CCGGCCAATTCAAGTGAAGATTATGCTCGAGCATAATCTTCACTTGAATTGGTTTTTTG NM_004119.1-1115s1c1 4 A 9
FLT3 fms-related tyrosine kinase 3 2322 NM_004119 TRCN0000009886 CCGGCAAGATCTGCCTGTGATCAAGCTCGAGCTTGATCACAGGCAGATCTTGTTTTTG NM_004119.x-139s1c1 4 A 10
FLT4 fms-related tyrosine kinase 4 2324 NM_002020 TRCN0000000638 CCGGAGCAGATAGAGAGCAGGCATACTCGAGTATGCCTGCTCTCTATCTGCTTTTTT NM_002020.x-3875s1c1 2 H 9
FLT4 fms-related tyrosine kinase 4 2324 NM_002020 TRCN0000256731 CCGGACAACGGCATCCAGCGATTTCCTCGAGGAAATCGCTGGATGCCGTTGTTTTTTG NM_002020.4-1017s21c1 2 H 10
FLT4 fms-related tyrosine kinase 4 2324 NM_002020 TRCN0000256730 CCGGCACCGTGTGGGCTGAGTTTAACTCGAGTTAAACTCAGCCCACACGGTGTTTTTG NM_002020.4-835s21c1 2 H 11
FLT4 fms-related tyrosine kinase 4 2324 NM_002020 TRCN0000267642 CCGGAGGCAGCATACGTCAGCATTTCTCGAGAAATGCTGACGTATGCTGCCTTTTTTG NM_002020.4-3995s21c1 2 H 12
FLT4 fms-related tyrosine kinase 4 2324 NM_002020 TRCN0000380656 GTACCGGTCTGGAGGAGCAATGCGAATACTCGAGTATTCGCATTGCTCCTCCAGATTTTTTG NM_002020.4-2548s21c1 3 A 1
FOS v-fos FBJ murine osteosarcoma viral oncogene homolog 2353 NM_005252 TRCN0000016004 CCGGGCGGAGACAGACCAACTAGAACTCGAGTTCTAGTTGGTCTGTCTCCGCTTTTT NM_005252.2-654s1c1 5 B 4
FOS FBJ murine osteosarcoma viral oncogene homolog 2353 NM_005252 TRCN0000273985 CCGGTTAACCTGGTGCTGGATATTTCTCGAGAAATATCCAGCACCAGGTTAATTTTTG NM_005252.2-1657s21c1 5 B 5
FOS FBJ murine osteosarcoma viral oncogene homolog 2353 NM_005252 TRCN0000273987 CCGGACCTATCTGGGTCCTTCTATGCTCGAGCATAGAAGGACCCAGATAGGTTTTTTG NM_005252.2-1033s21c1 5 B 6
FOS FBJ murine osteosarcoma viral oncogene homolog 2353 NM_005252 TRCN0000273986 CCGGTAAGATGGCTGCAGCCAAATGCTCGAGCATTTGGCTGCAGCCATCTTATTTTTG NM_005252.2-596s21c1 5 B 7
FOS FBJ murine osteosarcoma viral oncogene homolog 2353 NM_005252 TRCN0000273941 CCGGGCGGAGACAGACCAACTAGAACTCGAGTTCTAGTTGGTCTGTCTCCGCTTTTTG NM_005252.2-654s21c1 5 B 8
GLI1 GLI family zinc finger 1 2735 NM_005269 TRCN0000232063 CCGGCATCCATCACAGATCGCATTTCTCGAGAAATGCGATCTGTGATGGATGTTTTTG NM_005269.1-3414s21c1 5 B 9
GLI1 GLI family zinc finger 1 2735 NM_005269 TRCN0000257245 CCGGTACATCAACTCCGGCCAATAGCTCGAGCTATTGGCCGGAGTTGATGTATTTTTG NM_005269.1-1595s21c1 5 B 10
GLI1 GLI family zinc finger 1 2735 NM_005269 TRCN0000232061 CCGGCTGGCTGCACCAAACGCTATACTCGAGTATAGCGTTTGGTGCAGCCAGTTTTTG NM_005269.1-1178s21c1 5 B 11
GLI1 GLI family zinc finger 1 2735 NM_005269 TRCN0000232062 CCGGTACCTGCTTCGGGCAAGATATCTCGAGATATCTTGCCCGAAGCAGGTATTTTTG NM_005269.1-1837s21c1 5 B 12
GLI1 GLI family zinc finger 1 2735 NM_005269 TRCN0000232060 CCGGGGAACCCTTGGAAGGTGATATCTCGAGATATCACCTTCCAAGGGTTCCTTTTTG NM_005269.1-654s21c1 5 C 1
GLI2 GLI-Kruppel family member GLI2 2736 NM_005270 TRCN0000238364 CCGGCCTGGCATGACTACCACTATGCTCGAGCATAGTGGTAGTCATGCCAGGTTTTTG NM_005270.4-3733s21c1 5 C 2
GLI2 GLI-Kruppel family member GLI2 2736 NM_005270 TRCN0000238363 CCGGGTACCATTACGAGCCTCATTCCTCGAGGAATGAGGCTCGTAATGGTACTTTTTG NM_005270.4-246s21c1 5 C 3
GLI2 GLI-Kruppel family member GLI2 2736 NM_005270 TRCN0000238362 CCGGTGAGTCGTCCAGCCAAATTTACTCGAGTAAATTTGGCTGGACGACTCATTTTTG NM_005270.4-6490s21c1 5 C 4
GLI2 GLI-Kruppel family member GLI2 2736 NM_005270 TRCN0000238361 CCGGCTGGACAGGGATGACTGTAAGCTCGAGCTTACAGTCATCCCTGTCCAGTTTTTG NM_005270.4-1291s21c1 5 C 5
HDAC1 histone deacetylase 1 3065 NM_004964 TRCN0000197198 CCGGGCAACCATAAGACAAACTCCTCTCGAGAGGAGTTTGTCTTATGGTTGCTTTTTTG NM_004964.2-1774s1c1 4 E 8
HDAC1 histone deacetylase 1 3065 NM_004964 TRCN0000195467 CCGGCGGTTAGGTTGCTTCAATCTACTCGAGTAGATTGAAGCAACCTAACCGTTTTTTG NM_004964.2-871s1c1 4 E 9
HDAC1 histone deacetylase 1 3065 NM_004964 TRCN0000195103 CCGGCCTAATGAGCTTCCATACAATCTCGAGATTGTATGGAAGCTCATTAGGTTTTTTG NM_004964.2-1036s1c1 4 E 10
HDAC1 histone deacetylase 1 3065 NM_004964 TRCN0000004814 CCGGCGTTCTTAACTTTGAACCATACTCGAGTATGGTTCAAAGTTAAGAACGTTTTT NM_004964.2-1717s1c1 4 E 11
HDAC1 histone deacetylase 1 3065 NM_004964 TRCN0000004818 CCGGGCTGCTCAACTATGGTCTCTACTCGAGTAGAGACCATAGTTGAGCAGCTTTTT NM_004964.2-186s1c1 4 E 12
HDAC2 histone deacetylase 2 3066 NM_001527 TRCN0000197086 CCGGGCTGTGAAGTTAAACCGACAACTCGAGTTGTCGGTTTAACTTCACAGCTTTTTTG NM_001527.1-568s1c1 2 B 6
HDAC2 histone deacetylase 2 3066 NM_001527 TRCN0000196590 CCGGGACGGTATCATTCCATAAATACTCGAGTATTTATGGAATGATACCGTCTTTTTTG NM_001527.1-789s1c1 2 B 7
HDAC2 histone deacetylase 2 3066 NM_001527 TRCN0000195198 CCGGCAGACTGATATGGCTGTTAATCTCGAGATTAACAGCCATATCAGTCTGTTTTTTG NM_001527.1-589s1c1 2 B 8
HDAC2 histone deacetylase 2 3066 NM_001527 TRCN0000004823 CCGGGCAAATACTATGCTGTCAATTCTCGAGAATTGACAGCATAGTATTTGCTTTTT NM_001527.1-863s1c1 2 B 9
HDAC2 histone deacetylase 2 3066 NM_001527 TRCN0000004819 CCGGCAGTCTCACCAATTTCAGAAACTCGAGTTTCTGAAATTGGTGAGACTGTTTTT NM_001527.1-1678s1c1 2 B 10
HDAC6 histone deacetylase 6 10013 NM_006044 TRCN0000314976 CCGGCATCCCATCCTGAATATCCTTCTCGAGAAGGATATTCAGGATGGGATGTTTTTG NM_006044.2-3840s21c1 5 G 2
HDAC6 histone deacetylase 6 10013 NM_006044 TRCN0000381610 GTACCGGTCCCATTGCCTACGAGTTTAACTCGAGTTAAACTCGTAGGCAATGGGATTTTTTG NM_006044.2-2265s21c1 5 G 3
HDAC6 histone deacetylase 6 10013 NM_006044 TRCN0000381582 GTACCGGGAGGGTCCTTATCGTAGATTGCTCGAGCAATCTACGATAAGGACCCTCTTTTTTG NM_006044.2-828s21c1 5 G 4
HDAC6 histone deacetylase 6 10013 NM_006044 TRCN0000004839 CCGGCATCCCATCCTGAATATCCTTCTCGAGAAGGATATTCAGGATGGGATGTTTTT NM_006044.2-3840s1c1 5 G 5
HDAC6 histone deacetylase 6 10013 NM_006044 TRCN0000004842 CCGGCGGTAATGGAACTCAGCACATCTCGAGATGTGCTGAGTTCCATTACCGTTTTT NM_006044.2-2049s1c1 5 G 6
HIF1A hypoxia inducible factor 1 alpha subunit 3091 NM_001530 TRCN0000003810 CCGGGTGATGAAAGAATTACCGAATCTCGAGATTCGGTAATTCTTTCATCACTTTTT NM_001530.x-1048s1c1 8 C 2
HIF1A hypoxia inducible factor 1 alpha subunit 3092 NM_001530 TRCN0000003811 CCGGCGGCGAAGTAAAGAATCTGAACTCGAGTTCAGATTCTTTACTTCGCCGTTTTT NM_001530.x-369s1c1 8 C 3
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene homolog 3265 NM_005343 TRCN0000040091 CCGGGACGTGCCTGTTGGACATCCTCTCGAGAGGATGTCCAACAGGCACGTCTTTTTG NM_005343.1-147s1c1 5 C 6
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene homolog 3265 NM_005343 TRCN0000010357 CCGGCAAGAGTGCGCTGACCATCCACTCGAGTGGATGGTCAGCGCACTCTTGTTTTTG NM_005343.x-45s1c1 5 C 7
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene homolog 3265 NM_005343 TRCN0000010358 CCGGAGAGGATTCCTACCGGAAGCACTCGAGTGCTTCCGGTAGGAATCCTCTTTTTTG NM_005343.x-108s1c1 5 C 8
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene homolog 3265 NM_005343 TRCN0000040092 CCGGTGGCTGCACGCACTGTGGAATCTCGAGATTCCACAGTGCGTGCAGCCATTTTTG NM_005343.1-359s1c1 5 C 9
HRAS v-Ha-ras Harvey rat sarcoma viral oncogene homolog 3265 NM_005343 TRCN0000040088 CCGGGAGGATTCCTACCGGAAGCACCTCGAGGTGCTTCCGGTAGGAATCCTCTTTTTG NM_005343.1-108s1c1 5 C 10
IDH1 isocitrate dehydrogenase 1 (NADP+), soluble 3417 NM_005896 TRCN0000312464 CCGGGCTTTGGAAGAAGTCTCTATTCTCGAGAATAGAGACTTCTTCCAAAGCTTTTTG NM_005896.2-1306s21c1 5 E 2
IDH1 isocitrate dehydrogenase 1 (NADP+), soluble 3417 NM_005896 TRCN0000349719 CCGGGCTGCTTGCATTAAAGGTTTACTCGAGTAAACCTTTAATGCAAGCAGCTTTTTG NM_005896.2-1363s21c1 5 E 3
IDH1 isocitrate dehydrogenase 1 (NADP+), soluble 3417 NM_005896 TRCN0000312463 CCGGCCTTTGTATCTGAGCACCAAACTCGAGTTTGGTGCTCAGATACAAAGGTTTTTG NM_005896.2-850s21c1 5 E 4
IDH1 isocitrate dehydrogenase 1 (NADP+), soluble 3417 NM_005896 TRCN0000312411 CCGGCGAATCATTTGGGAATTGATTCTCGAGAATCAATTCCCAAATGATTCGTTTTTG NM_005896.2-292s21c1 5 E 5
IDH1 isocitrate dehydrogenase 1 (NADP+), soluble 3417 NM_005896 TRCN0000027298 CCGGGCTGCTTGCATTAAAGGTTTACTCGAGTAAACCTTTAATGCAAGCAGCTTTTT NM_005896.2-1363s1c1 5 E 6
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 3418 NM_002168 TRCN0000027225 CCGGGTGGACATCCAGCTAAAGTATCTCGAGATACTTTAGCTGGATGTCCACTTTTT NM_002168.2-309s1c1 3 A 2
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 3418 NM_002168 TRCN0000229434 CCGGTGATGAGATGACCCGTATTATCTCGAGATAATACGGGTCATCTCATCATTTTTG NM_002168.2-251s21c1 3 A 3
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 3418 NM_002168 TRCN0000229778 CCGGCCAAGAACACCATACTGAAAGCTCGAGCTTTCAGTATGGTGTTCTTGGTTTTTG NM_002168.2-835s21c1 3 A 4
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 3418 NM_002168 TRCN0000027245 CCGGCGACTTCGACAAGAATAAGATCTCGAGATCTTATTCTTGTCGAAGTCGTTTTT NM_002168.2-914s1c1 3 A 5
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 3418 NM_002168 TRCN0000027296 CCGGGCTGTACATGAGCACCAAGAACTCGAGTTCTTGGTGCTCATGTACAGCTTTTT NM_002168.2-821s1c1 3 A 6
IGF1R insulin-like growth factor 1 receptor 3480 NM_000875 TRCN0000121297 CCGGCCTCTCTGCTTCATAACGGAACTCGAGTTCCGTTATGAAGCAGAGAGGTTTTTG NM_000875.2-4484s1c1 1 D 5
IGF1R insulin-like growth factor 1 receptor 3480 NM_000875 TRCN0000121299 CCGGCTTCTACTACAGCGAGGAGAACTCGAGTTCTCCTCGCTGTAGTAGAAGTTTTTG NM_000875.2-3879s1c1 1 D 6
IGF1R insulin-like growth factor 1 receptor 3480 NM_000875 TRCN0000121300 CCGGCATCAACAATGAGTACAACTACTCGAGTAGTTGTACTCATTGTTGATGTTTTTG NM_000875.2-633s1c1 1 D 7
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IGF1R insulin-like growth factor 1 receptor 3480 NM_000875 TRCN0000039675 CCGGGCCGAAGATTTCACAGTCAAACTCGAGTTTGACTGTGAAATCTTCGGCTTTTTG NM_000875.2-3475s1c1 1 D 8
IGF1R insulin-like growth factor 1 receptor 3480 NM_000875 TRCN0000039677 CCGGGCCTTTCACATTGTACCGCATCTCGAGATGCGGTACAATGTGAAAGGCTTTTTG NM_000875.2-2427s1c1 1 D 9
IKBKB inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta 3551 NM_001556 TRCN0000018919 CCGGCCATGATGAATCTCCTCCGAACTCGAGTTCGGAGGAGATTCATCATGGTTTTT NM_001556.1-1538s1c1 2 B 11
IKBKB inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta 3551 NM_001556 TRCN0000018915 CCGGGCACTGGGAAAGTATCTGAAACTCGAGTTTCAGATACTTTCCCAGTGCTTTTT NM_001556.1-3745s1c1 2 B 12
IKBKB inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta 3551 NM_001556 TRCN0000018916 CCGGCCAGCCAAGAAGAGTGAAGAACTCGAGTTCTTCACTCTTCTTGGCTGGTTTTT NM_001556.1-2278s1c1 2 C 1
IKBKB inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta 3551 NM_001556 TRCN0000018917 CCGGGCTGGTTCATATCTTGAACATCTCGAGATGTTCAAGATATGAACCAGCTTTTT NM_001556.1-1107s1c1 2 C 2
IKBKB inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta 3551 NM_001556 TRCN0000018918 CCGGCGGAAGTACCTGAACCAGTTTCTCGAGAAACTGGTTCAGGTACTTCCGTTTTT NM_001556.1-490s1c1 2 C 3
IL17RA interleukin 17 receptor A 23765 NM_014339 TRCN0000059153 CCGGGTGGAACGAATCTACCCATTACTCGAGTAATGGGTAGATTCGTTCCACTTTTTG NM_014339.3-802s1c1 6 C 10
IL17RA interleukin 17 receptor A 23765 NM_014339 TRCN0000059154 CCGGGCTGAACACCAATGAACGTTTCTCGAGAAACGTTCATTGGTGTTCAGCTTTTTG NM_014339.3-487s1c1 6 C 11
IL17RA interleukin 17 receptor A 23765 NM_014339 TRCN0000059155 CCGGCGACTGGTTCGAATGTGAGAACTCGAGTTCTCACATTCGAACCAGTCGTTTTTG NM_014339.3-1879s1c1 6 C 12
IL17RA interleukin 17 receptor A 23765 NM_014339 TRCN0000059156 CCGGCCACAGTTGCTTTGAGCACATCTCGAGATGTGCTCAAAGCAACTGTGGTTTTTG NM_014339.3-859s1c1 6 D 1
IL17RA interleukin 17 receptor A 23765 NM_014339 TRCN0000059157 CCGGGCTAAACTGCACGGTCAAGAACTCGAGTTCTTGACCGTGCAGTTTAGCTTTTTG NM_014339.3-274s1c1 6 D 2
IL23R interleukin 23 receptor 149233 NM_144701 TRCN0000060838 CCGGCGACAATACTACAGTTGTATACTCGAGTATACAACTGTAGTATTGTCGTTTTTG NM_144701.2-1492s1c1 7 A 5
IL23R interleukin 23 receptor 149233 NM_144701 TRCN0000060839 CCGGGCAGCAATTAAGAACTGCCAACTCGAGTTGGCAGTTCTTAATTGCTGCTTTTTG NM_144701.2-245s1c1 7 A 6
IL23R interleukin 23 receptor 149233 NM_144701 TRCN0000060840 CCGGCCTGATCTCAACACTGGATATCTCGAGATATCCAGTGTTGAGATCAGGTTTTTG NM_144701.2-1517s1c1 7 A 7
IL23R interleukin 23 receptor 149233 NM_144701 TRCN0000060841 CCGGGCAGTAATAGCCCTTTACATACTCGAGTATGTAAAGGGCTATTACTGCTTTTTG NM_144701.2-113s1c1 7 A 8
IL23R interleukin 23 receptor 149233 NM_144701 TRCN0000060842 CCGGCCCAGTGAAACTATTCCAGAACTCGAGTTCTGGAATAGTTTCACTGGGTTTTTG NM_144701.2-1823s1c1 7 A 9
IRF4 interferon regulatory factor 4 3662 NM_002460 TRCN0000014763 CCGGGCCCAAATTCTCCTCTCTAAACTCGAGTTTAGAGAGGAGAATTTGGGCTTTTT NM_002460.1-3226s1c1 8 D 1
IRF4 interferon regulatory factor 4 3662 NM_002460 TRCN0000014764 CCGGGCCATTCCTCTATTCAAGAATCTCGAGATTCTTGAATAGAGGAATGGCTTTTT NM_002460.1-1439s1c1 8 D 2
IRF4 interferon regulatory factor 4 3662 NM_002460 TRCN0000014767 CCGGGCTCTTTGACACACAGCAGTTCTCGAGAACTGCTGTGTGTCAAAGAGCTTTTT NM_002460.1-1176s1c1 8 D 3
JAK2 Janus kinase 2 3717 NM_004972 TRCN0000382030 GTACCGGAGTGATCCTGGCATTAGTATTCTCGAGAATACTAATGCCAGGATCACTTTTTTTG NM_004972.3-2586s21c1 4 F 1
JAK2 Janus kinase 2 (a protein tyrosine kinase) 3717 NM_004972 TRCN0000003178 CCGGCCCTGACCCTAAATAATACATCTCGAGATGTATTATTTAGGGTCAGGGTTTTT NM_004972.x-4564s1c1 4 F 2
JAK2 Janus kinase 2 (a protein tyrosine kinase) 3717 NM_004972 TRCN0000003179 CCGGCACAGTTTGAAGAGAGACATTCTCGAGAATGTCTCTCTTCAAACTGTGTTTTT NM_004972.x-3019s1c1 4 F 3
JAK2 Janus kinase 2 (a protein tyrosine kinase) 3717 NM_004972 TRCN0000003180 CCGGGCTTTGTCTTTCGTGTCATTACTCGAGTAATGACACGAAAGACAAAGCTTTTT NM_004972.x-1578s1c1 4 F 4
JAK2 Janus kinase 2 (a protein tyrosine kinase) 3717 NM_004972 TRCN0000003181 CCGGGCAGAATTAGCAAACCTTATACTCGAGTATAAGGTTTGCTAATTCTGCTTTTT NM_004972.x-2826s1c1 4 F 5
JAK3 Janus kinase 3 (a protein tyrosine kinase, leukocyte) 3718 NM_000215 TRCN0000000384 CCGGCCAGGACAGACAACCAGATTTCTCGAGAAATCTGGTTGTCTGTCCTGGTTTTT NM_000215.x-1057s1c1 1 A 6
JAK3 Janus kinase 3 (a protein tyrosine kinase, leukocyte) 3718 NM_000215 TRCN0000196943 CCGGGTTCAAGACAGATGGGCATATCTCGAGATATGCCCATCTGTCTTGAACTTTTTTG NM_000215.2-3623s1c1 1 A 7
JAK3 Janus kinase 3 (a protein tyrosine kinase, leukocyte) 3718 NM_000215 TRCN0000199764 CCGGGCCGAGTTCCTGCGGATGATGCTCGAGCATCATCCGCAGGAACTCGGCTTTTTTG NM_000215.2-3153s1c1 1 A 8
JAK3 Janus kinase 3 (a protein tyrosine kinase, leukocyte) 3718 NM_000215 TRCN0000195429 CCGGCACTGCACAGTGATTTCATTGCTCGAGCAATGAAATCACTGTGCAGTGTTTTTTG NM_000215.2-2689s1c1 1 A 9
JAK3 Janus kinase 3 (a protein tyrosine kinase, leukocyte) 3718 NM_000215 TRCN0000199258 CCGGCGAATCCCTCTCGGACAACATCTCGAGATGTTGTCCGAGAGGGATTCGTTTTTTG NM_000215.2-3047s1c1 1 A 10
JUN jun oncogene 3725 NM_002228 TRCN0000355647 CCGGTTCTGGCCTGCCTTCGTTAACCTCGAGGTTAACGAAGGCAGGCCAGAATTTTTG NM_002228.3-2528s21c1 3 A 7
JUN jun oncogene 3725 NM_002228 TRCN0000355645 CCGGTGGGTGCCAACTCATGCTAACCTCGAGGTTAGCATGAGTTGGCACCCATTTTTG NM_002228.3-1997s21c1 3 A 8
JUN jun oncogene 3725 NM_002228 TRCN0000355646 CCGGCACGTTAACAGTGGGTGCCAACTCGAGTTGGCACCCACTGTTAACGTGTTTTTG NM_002228.3-1986s21c1 3 A 9
JUN v-jun sarcoma virus 17 oncogene homolog (avian) 3725 NM_002228 TRCN0000039591 CCGGACTCATGCTAACGCAGCAGTTCTCGAGAACTGCTGCGTTAGCATGAGTTTTTTG NM_002228.2-1937s1c1 3 A 10
JUN v-jun sarcoma virus 17 oncogene homolog (avian) 3725 NM_002228 TRCN0000039592 CCGGCCTGATAATCCAGTCCAGCAACTCGAGTTGCTGGACTGGATTATCAGGTTTTTG NM_002228.2-1208s1c1 3 A 11
KDM1A lysine (K)-specific demethylase 1A 23028 NM_015013 TRCN0000382379 GTACCGGGGAGCTCCTGATTTGACAAAGCTCGAGCTTTGTCAAATCAGGAGCTCCTTTTTTG NM_015013.3-2833s21c1 6 D 6
KDM1A amine oxidase (flavin containing) domain 2 23028 NM_015013 TRCN0000046069 CCGGGCTCCAATACTGTTGGCACTACTCGAGTAGTGCCAACAGTATTGGAGCTTTTTG NM_015013.1-2168s1c1 6 D 7
KDM1A amine oxidase (flavin containing) domain 2 23028 NM_015013 TRCN0000046071 CCGGGCTACATCTTACCTTAGTCATCTCGAGATGACTAAGGTAAGATGTAGCTTTTTG NM_015013.1-1232s1c1 6 D 8
KDM1A amine oxidase (flavin containing) domain 2 23028 NM_015013 TRCN0000046068 CCGGGCCTAGACATTAAACTGAATACTCGAGTATTCAGTTTAATGTCTAGGCTTTTTG NM_015013.1-1812s1c1 6 D 9
KDM1A amine oxidase (flavin containing) domain 2 23028 NM_015013 TRCN0000046072 CCGGCCACGAGTCAAACCTTTATTTCTCGAGAAATAAAGGTTTGACTCGTGGTTTTTG NM_015013.1-1896s1c1 6 D 10
KDR kinase insert domain receptor (a type III receptor tyrosine kinase) 3791 NM_002253 TRCN0000195185 CCGGCATTTGAAGATATCCCGTTAGCTCGAGCTAACGGGATATCTTCAAATGTTTTTTG NM_002253.1-4016s1c1 3 A 12
KDR kinase insert domain receptor (a type III receptor tyrosine kinase) 3791 NM_002253 TRCN0000197167 CCGGGACTGGCTTTGGCCCAATAATCTCGAGATTATTGGGCCAAAGCCAGTCTTTTTTG NM_002253.1-481s1c1 3 B 1
KDR kinase insert domain receptor (a type III receptor tyrosine kinase) 3791 NM_002253 TRCN0000195082 CCGGCCACAGATCATGTGGTTTAAACTCGAGTTTAAACCACATGATCTGTGGTTTTTTG NM_002253.1-2389s1c1 3 B 2
KDR kinase insert domain receptor (a type III receptor tyrosine kinase) 3791 NM_002253 TRCN0000195236 CCGGCTGGAATGAATACCCTCATATCTCGAGATATGAGGGTATTCATTCCAGTTTTTTG NM_002253.1-5245s1c1 3 B 3
KDR kinase insert domain receptor (a type III receptor tyrosine kinase) 3791 NM_002253 TRCN0000196398 CCGGGATGAAAGTTACCAGTCTATTCTCGAGAATAGACTGGTAACTTTCATCTTTTTTG NM_002253.1-919s1c1 3 B 4
KIT v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog 3815 NM_000222 TRCN0000271280 CCGGACACCAGCAGTGGATCTATATCTCGAGATATAGATCCACTGCTGGTGTTTTTTG NM_000222.2-1119s21c1 1 A 11
KIT v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog 3815 NM_000222 TRCN0000284340 CCGGACGAGTTGGCCCTAGACTTAGCTCGAGCTAAGTCTAGGGCCAACTCGTTTTTTG NM_000222.2-2366s21c1 1 A 12
KIT v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog 3815 NM_000222 TRCN0000363087 CCGGACCTGAATAAATGGTAGTAATCTCGAGATTACTACCATTTATTCAGGTTTTTTG NM_000222.2-3355s21c1 1 B 1
KIT v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog 3815 NM_000222 TRCN0000378437 CCGGTATCAGTTCAGCGAGAGTTAACTCGAGTTAACTCTCGCTGAACTGATATTTTTG NM_000222.2-915s21c1 1 B 2
KIT v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog 3815 NM_000222 TRCN0000363125 CCGGACTTCATCTAACGAGATTAAACTCGAGTTTAATCTCGTTAGATGAAGTTTTTTG NM_000222.2-1215s21c1 1 B 3
KRAS v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog 3845 NM_004985 TRCN0000010369 CCGGCAGTTGAGACCTTCTAATTGGCTCGAGCCAATTAGAAGGTCTCAACTGTTTTTG NM_004985.x-1160s1c1 4 F 6
KRAS v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog 3845 NM_033360 TRCN0000369099 CCGGTGAAGATATTCACCATTATAGCTCGAGCTATAATGGTGAATATCTTCATTTTTG NM_033360.2-451s21c1 6 H 3
KRAS v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog 3845 NM_033360 TRCN0000377271 CCGGCCTTGACGATACAGCTAATTCCTCGAGGAATTAGCTGTATCGTCAAGGTTTTTG NM_033360.2-234s21c1 6 H 4
KRAS v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog 3845 NM_033360 TRCN0000352609 CCGGCAGTTGAGACCTTCTAATTGGCTCGAGCCAATTAGAAGGTCTCAACTGTTTTTG NM_033360.2-1273s21c1 6 H 5
KRAS v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog 3845 NM_033360 TRCN0000363721 CCGGGAGGGCTTTCTTTGTGTATTTCTCGAGAAATACACAAAGAAAGCCCTCTTTTTG NM_033360.2-407s21c1 6 H 6
LDHA lactate dehydrogenase A 3939 NM_005566 TRCN0000026541 CCGGCCAAAGATTGTCTCTGGCAAACTCGAGTTTGCCAGAGACAATCTTTGGTTTTT NM_005566.1-320s1c1 5 D 4
LDHA lactate dehydrogenase A 3939 NM_005566 TRCN0000026554 CCGGCGTTTGAAGAAGAGTGCAGATCTCGAGATCTGCACTCTTCTTCAAACGTTTTT NM_005566.1-1040s1c1 5 D 5
LDHA lactate dehydrogenase A 3939 NM_005566 TRCN0000164922 CCGGGCCTGTGCCATCAGTATCTTACTCGAGTAAGATACTGATGGCACAGGCTTTTTTG NM_005566.1-197s1c1 5 D 6
LDHA lactate dehydrogenase A 3939 NM_005566 TRCN0000165175 CCGGGCAAACTCCAAGCTGGTCATTCTCGAGAATGACCAGCTTGGAGTTTGCTTTTTTG NM_005566.1-356s1c1 5 D 7
LDHA lactate dehydrogenase A 3939 NM_005566 TRCN0000026538 CCGGCCACCATGATTAAGGGTCTTTCTCGAGAAAGACCCTTAATCATGGTGGTTTTT NM_005566.1-918s1c1 5 D 8
LEF1 lymphoid enhancer binding factor 1 51176 NM_016269 TRCN0000020161 CCGGCCACACTGACAGTGACCTAATCTCGAGATTAGGTCACTGTCAGTGTGGTTTTT NM_016269.2-1473s1c1 8 E 6
LEF1 lymphoid enhancer binding factor 1 51176 NM_016269 TRCN0000020162 CGGGCACGGAAAGAAAGACAGCTACTCGAGTAGCTGTCTTTCTTTCCGTGCTTTTT NM_016269.2-1708s1c1 8 E 7
LTA4H leukotriene A4 hydrolase 4048 NM_000895 TRCN0000050863 CCGGCGGCCCTTATTCAAGGATCTTCTCGAGAAGATCCTTGAATAAGGGCCGTTTTTG NM_000895.1-1773s1c1 1 D 10
LTA4H leukotriene A4 hydrolase 4048 NM_000895 TRCN0000050864 CCGGGCCTCCCATAAAGCCCAATTACTCGAGTAATTGGGCTTTATGGGAGGCTTTTTG NM_000895.1-1430s1c1 1 D 11
LTA4H leukotriene A4 hydrolase 4048 NM_000895 TRCN0000050865 CCGGCCCTGCTACCTGATTGCTTTACTCGAGTAAAGCAATCAGGTAGCAGGGTTTTTG NM_000895.1-663s1c1 1 D 12
LTA4H leukotriene A4 hydrolase 4048 NM_000895 TRCN0000050867 CCGGCGCAATTCCTTTGGCGCTAAACTCGAGTTTAGCGCCAAAGGAATTGCGTTTTTG NM_000895.1-1718s1c1 1 E 1
LTA4H leukotriene A4 hydrolase 4048 NM_000895 TRCN0000331189 CCGGCGCAATTCCTTTGGCGCTAAACTCGAGTTTAGCGCCAAAGGAATTGCGTTTTTG NM_000895.1-1718s21c1 1 E 2
LTB4R leukotriene B4 receptor 1241 NM_181657 TRCN0000263027 CCGGAGCTTTGTGGTGTGGAGTATCCTCGAGGATACTCCACACCACAAAGCTTTTTTG NM_181657.1-1826s21c1 7 A 10
LTB4R leukotriene B4 receptor 1241 NM_181657 TRCN0000358275 CCGGGTACATAGTCTGCAGATAATACTCGAGTATTATCTGCAGACTATGTACTTTTTG NM_181657.3-3388s21c1 7 A 11
LTB4R leukotriene B4 receptor 1241 NM_181657 TRCN0000368569 CCGGCCCTCTCAAGTTAAACGAACTCTCGAGAGTTCGTTTAACTTGAGAGGGTTTTTG NM_181657.3-2961s21c1 7 A 12
LTB4R leukotriene B4 receptor 1241 NM_181657 TRCN0000369177 CCGGTGGCCAGCTACTCGGACATAGCTCGAGCTATGTCCGAGTAGCTGGCCATTTTTG NM_181657.3-2522s21c1 7 B 1
LTB4R leukotriene B4 receptor 1241 NM_181657 TRCN0000358274 CCGGTTCATCTCTCTGCTGGCTATCCTCGAGGATAGCCAGCAGAGAGATGAATTTTTG NM_181657.3-1975s21c1 7 B 2
LTC4S leukotriene C4 synthase 4056 NM_000897 TRCN0000045543 CCGGGCAAGCCTACTTCTCCCTGCACTCGAGTGCAGGGAGAAGTAGGCTTGCTTTTTG NM_000897.2-150s1c1 1 E 3
LTC4S leukotriene C4 synthase 4056 NM_000897 TRCN0000045547 CCGGCACCCGAGTTCGAGCGCGTCTCTCGAGAGACGCGCTCGAACTCGGGTGTTTTTG NM_000897.2-224s1c1 1 E 4
LTC4S leukotriene C4 synthase 4056 NM_000897 TRCN0000045545 CCGGTCCTGCTGCAAGCCTACTTCTCTCGAGAGAAGTAGGCTTGCAGCAGGATTTTTG NM_000897.2-143s1c1 1 E 5
LTC4S leukotriene C4 synthase 4056 NM_000897 TRCN0000045544 CCGGACCCGAGTTCGAGCGCGTCTACTCGAGTAGACGCGCTCGAACTCGGGTTTTTTG NM_000897.2-225s1c1 1 E 6
MAFF MAF bZIP transcription factor F 23764 NM_012323 TRCN0000016448 CCGGCGAGGAGGTGACACGGCTCAACTCGAGTTGAGCCGTGTCACCTCCTCGTTTTT NM_012323.2-391s1c1 8 A 8
MAFF MAF bZIP transcription factor F 23764 NM_012323 TRCN0000016449 CCGGAGCTCTAAAGATCAAGCGAGACTCGAGTCTCGCTTGATCTTTAGAGCTTTTTT NM_012323.2-280s1c1 8 A 9
MAFF MAF bZIP transcription factor F 23764 NM_012323 TRCN0000016450 CCGGCGTGTGCCAGAAGGAGGAGCTCTCGAGAGCTCCTCCTTCTGGCACACGTTTTTG NM_012323.2-469s1c1 8 A 10
MAFF MAF bZIP transcription factor F 23764 NM_012323 TRCN0000084751 CCGGCGTGAAGCGCGTGTGCCAGAACTCGAGTTCTGGCACACGCGCTTCACGTTTTTG NM_010755.2-315s1c1 8 A 11
MAFF MAF bZIP transcription factor F 23764 NM_012323 TRCN0000016452 CCGGGCTGAGCGAGAACACGCCGCACTCGAGTGCGGCGTGTTCTCGCTCAGCTTTTTG NM_012323.2-301s1c1 8 A 12
MAML2 mastermind-like 2 (Drosophila) 84441 NM_032427 TRCN0000232804 CCGGAGGCCACCTCCAGATTATAAACTCGAGTTTATAATCTGGAGGTGGCCTTTTTTG NM_032427.1-3671s21c1 6 G 5
MAML2 mastermind-like 2 (Drosophila) 84441 NM_032427 TRCN0000232806 CCGGCAGGATACAGTATCCAATTTACTCGAGTAAATTGGATACTGTATCCTGTTTTTG NM_032427.1-4984s21c1 6 G 6
MAML2 mastermind-like 2 (Drosophila) 84441 NM_032427 TRCN0000232802 CCGGTCAATGAACTGACCAACATATCTCGAGATATGTTGGTCAGTTCATTGATTTTTG NM_032427.1-2214s21c1 6 G 7
MAML2 mastermind-like 2 (Drosophila) 84441 NM_032427 TRCN0000232805 CCGGTACCTTAGGGCCAAGTAATAACTCGAGTTATTACTTGGCCCTAAGGTATTTTTG NM_032427.1-4021s21c1 6 G 8
MAML2 mastermind-like 2 (Drosophila) 84441 NM_032427 TRCN0000232803 CCGGGACCATCACCAGGTCCATTTGCTCGAGCAAATGGACCTGGTGATGGTCTTTTTG NM_032427.1-2691s21c1 6 G 9
MAPK14 mitogen-activated protein kinase 14 1432 NM_001315 TRCN0000196472 CCGGGTACTTCCTGTGTACTCTTTACTCGAGTAAAGAGTACACAGGAAGTACTTTTTTG NM_001315.1-2333s1c1 2 A 3
MAPK14 mitogen-activated protein kinase 14 1432 NM_001315 TRCN0000000510 CCGGCCATGTTCAGTTCCTTATCTACTCGAGTAGATAAGGAACTGAACATGGTTTTT NM_001315.x-737s1c1 2 A 4
MAPK14 mitogen-activated protein kinase 14 1432 NM_001315 TRCN0000000511 CCGGCCATGAGGCAAGAAACTATATCTCGAGATATAGTTTCTTGCCTCATGGTTTTT NM_001315.x-1118s1c1 2 A 5
MAPK14 mitogen-activated protein kinase 14 1432 NM_001315 TRCN0000000509 CCGGGCCGTATAGGATGTCAGACAACTCGAGTTGTCTGACATCCTATACGGCTTTTT NM_001315.x-3701s1c1 2 A 6
MAPK14 mitogen-activated protein kinase 14 1432 NM_001315 TRCN0000000513 CCGGCCATTTCAGTCCATCATTCATCTCGAGATGAATGATGGACTGAAATGGTTTTT NM_001315.x-534s1c1 2 A 7
MAPK8 mitogen-activated protein kinase 8 5599 NM_139049 TRCN0000196850 CCGGGTGTCTTCAATGTCAACAGATCTCGAGATCTGTTGACATTGAAGACACTTTTTTG NM_139049.1-1212s1c1 7 H 12
MAPK8 mitogen-activated protein kinase 8 5599 NM_139049 TRCN0000352709 CCGGGAGTCGGTTAGTCATTGATAGCTCGAGCTATCAATGACTAACCGACTCTTTTTG NM_139049.1-1335s21c1 7 A 1
MAPK8 mitogen-activated protein kinase 8 5599 NM_139049 TRCN0000342576 CCGGCAGTAAGGACTTACGTTGAAACTCGAGTTTCAACGTAAGTCCTTACTGTTTTTG NM_139049.1-781s21c1 7 A 2
MAPK8 mitogen-activated protein kinase 8 5599 NM_139049 TRCN0000342626 CCGGGACTCAGAACACAACAAACTTCTCGAGAAGTTTGTTGTGTTCTGAGTCTTTTTG NM_139049.1-864s21c1 7 A 3
MAPK8 mitogen-activated protein kinase 8 5599 NM_139049 TRCN0000352648 CCGGGTGTCTTCAATGTCAACAGATCTCGAGATCTGTTGACATTGAAGACACTTTTTG NM_139049.1-1212s21c1 7 A 4
MAPK9 mitogen-activated protein kinase 9 5601 NM_002752 TRCN0000001016 CCGGGTTATTCACATGGAGCTGGATCTCGAGATCCAGCTCCATGTGAATAACTTTTT NM_002752.x-401s1c1 3 C 12
MAPK9 mitogen-activated protein kinase 9 5601 NM_002752 TRCN0000001012 CCGGGAGCAGTTAGAGTAGGTGAATCTCGAGATTCACCTACTCTAACTGCTCTTTTT NM_002752.x-1567s1c1 3 D 1
MAPK9 mitogen-activated protein kinase 9 5601 NM_002752 TRCN0000001013 CCGGGATGTGTATTTGGTTATGGAACTCGAGTTCCATAACCAAATACACATCTTTTT NM_002752.x-356s1c1 3 D 2
MAPK9 mitogen-activated protein kinase 9 5601 NM_002752 TRCN0000001014 CCGGCTGTGAGGAATTATGTCGAAACTCGAGTTTCGACATAATTCCTCACAGTTTTT NM_002752.x-813s1c1 3 D 3
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MAPK9 mitogen-activated protein kinase 9 5601 NM_002752 TRCN0000001015 CCGGAGGGATTGTTTGTGCTGCATTCTCGAGAATGCAGCACAAACAATCCCTTTTTT NM_002752.x-160s1c1 3 D 4
MCL1 myeloid cell leukemia sequence 1 (BCL2-related) 4170 NM_021960 TRCN0000194663 CCGGCTGATAACTATGCAGGTTTAACTCGAGTTAAACCTGCATAGTTATCAGTTTTTTG NM_021960.3-2092s1c1 6 E 4
MCL1 myeloid cell leukemia sequence 1 (BCL2-related) 4170 NM_021960 TRCN0000196390 CCGGGCCTAGTTTATCACCAATAATCTCGAGATTATTGGTGATAAACTAGGCTTTTTTG NM_021960.3-1773s1c1 6 E 5
MCL1 myeloid cell leukemia sequence 1 (BCL2-related) 4170 NM_021960 TRCN0000199070 CCGGCGCCATCATGTCGCCCGAAGACTCGAGTCTTCGGGCGACATGATGGCGTTTTTTG NM_021960.3-481s1c1 6 E 6
MCL1 myeloid cell leukemia sequence 1 (BCL2-related) 4170 NM_021960 TRCN0000197024 CCGGGAGCTGGTTTGGCATATCTAACTCGAGTTAGATATGCCAAACCAGCTCTTTTTTG NM_021960.3-1155s1c1 6 E 7
MCL1 myeloid cell leukemia sequence 1 (BCL2-related) 4170 NM_021960 TRCN0000196914 CCGGGCAGGATTGTGACTCTCATTTCTCGAGAAATGAGAGTCACAATCCTGCTTTTTTG NM_021960.3-915s1c1 6 E 8
MDM2 Mdm2 p53 binding protein homolog (mouse) 4193 NM_002392 TRCN0000355726 CCGGTAGTATAATTGACCTACTTTGCTCGAGCAAAGTAGGTCAATTATACTATTTTTG NM_002392.3-1906s21c1 3 B 5
MDM2 Mdm2 p53 binding protein homolog (mouse) 4193 NM_002392 TRCN0000355727 CCGGCTCTCGACTCAGAAGATTATACTCGAGTATAATCTTCTGAGTCGAGAGTTTTTG NM_002392.3-1063s21c1 3 B 6
MDM2 Mdm2 p53 binding protein homolog (mouse) 4193 NM_002392 TRCN0000355725 CCGGATTATCTGGTGAACGACAAAGCTCGAGCTTTGTCGTTCACCAGATAATTTTTTG NM_002392.3-827s21c1 3 B 7
MDM2 Mdm2, transformed 3T3 cell double minute 2, p53 binding protein (mouse) 4193 NM_002392 TRCN0000003380 CCGGCTCAGCCATCAACTTCTAGTACTCGAGTACTAGAAGTTGATGGCTGAGTTTTT NM_002392.x-1495s1c1 3 B 8
MET met proto-oncogene (hepatocyte growth factor receptor) 4233 NM_000245 TRCN0000121233 CCGGTCAACTTCTTTGTAGGCAATACTCGAGTATTGCCTACAAAGAAGTTGATTTTTG NM_000245.2-765s1c1 1 B 4
MET met proto-oncogene (hepatocyte growth factor receptor) 4233 NM_000245 TRCN0000121248 CCGGCCTTCAGAAGGTTGCTGAGTACTCGAGTACTCAGCAACCTTCTGAAGGTTTTTG NM_000245.2-418s1c1 1 B 5
MET met proto-oncogene (hepatocyte growth factor receptor) 4233 NM_000245 TRCN0000196685 CCGGGCTGTGAGAATATACACTTACCTCGAGGTAAGTGTATATTCTCACAGCTTTTTTG NM_000245.2-2829s1c1 1 B 6
MET met proto-oncogene (hepatocyte growth factor receptor) 4233 NM_000245 TRCN0000196443 CCGGGTGTGTTGTATGGTCAATAACCTCGAGGTTATTGACCATACAACACACTTTTTTG NM_000245.2-4799s1c1 1 B 7
MET met proto-oncogene (hepatocyte growth factor receptor) 4233 NM_000245 TRCN0000009850 CCGGCAGAATGTCATTCTACATGAGCTCGAGCTCATGTAGAATGACATTCTGTTTTTG NM_000245.x-345s1c1 1 B 8
MLL myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila) 4297 NM_005933 TRCN0000005954 CCGGGCACTGTTAAACATTCCACTTCTCGAGAAGTGGAATGTTTAACAGTGCTTTTT NM_005933.1-2990s1c1 5 F 5
MLL myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila) 4297 NM_005933 TRCN0000005956 CCGGCGCCTAAAGCAGCTCTCATTTCTCGAGAAATGAGAGCTGCTTTAGGCGTTTTT NM_005933.1-11113s1c1 5 F 6
MLL myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila) 4297 NM_005933 TRCN0000257388 CCGGGATTCGAACACCCAGTTATTCCTCGAGGAATAACTGGGTGTTCGAATCTTTTTG NM_005933.2-6455s21c1 5 F 7
MLL myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila) 4297 NM_005933 TRCN0000234743 CCGGTGCCAAGCACTGTCGAAATTACTCGAGTAATTTCGACAGTGCTTGGCATTTTTG NM_005933.2-11231s21c1 5 F 8
MLL myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophila) 4297 NM_005933 TRCN0000234744 CCGGTGCCTGGAAGGAGCCTATTATCTCGAGATAATAGGCTCCTTCCAGGCATTTTTG NM_005933.2-12214s21c1 5 F 9
MLL2 myeloid/lymphoid or mixed-lineage leukemia 2 8085 NM_003482 TRCN0000235743 CCGGCGTAGAAGAGGACCTACTAATCTCGAGATTAGTAGGTCCTCTTCTACGTTTTTG NM_003482.3-4542s21c1 3 G 11
MLL2 myeloid/lymphoid or mixed-lineage leukemia 2 8085 NM_003482 TRCN0000235745 CCGGAGCACATGGAGTGCGAAATTACTCGAGTAATTTCGCACTCCATGTGCTTTTTTG NM_003482.3-4973s21c1 3 G 12
MLL2 myeloid/lymphoid or mixed-lineage leukemia 2 8085 NM_003482 TRCN0000235744 CCGGCCACTGGCCCTGACTACTATTCTCGAGAATAGTAGTCAGGGCCAGTGGTTTTTG NM_003482.3-13802s21c1 3 H 1
MLL2 myeloid/lymphoid or mixed-lineage leukemia 2 8085 NM_003482 TRCN0000235742 CCGGCATCTACATGTTCCGAATAAACTCGAGTTTATTCGGAACATGTAGATGTTTTTG NM_003482.3-16347s21c1 3 H 2
MLL2 myeloid/lymphoid or mixed-lineage leukemia 2 8085 NM_003482 TRCN0000235741 CCGGCTGTTGTATAGTTGGACTATGCTCGAGCATAGTCCAACTATACAACAGTTTTTG NM_003482.3-18165s21c1 3 H 3
MTOR FK506 binding protein 12-rapamycin associated protein 1 2475 NM_004958 TRCN0000039783 CCGGGCTGCTGTTGAAGAATATATTCTCGAGAATATATTCTTCAACAGCAGCTTTTTG NM_004958.2-7897s1c1 4 E 3
MTOR FK506 binding protein 12-rapamycin associated protein 1 2475 NM_004958 TRCN0000039784 CCGGGCAACCCTTCTTTGACAACATCTCGAGATGTTGTCAAAGAAGGGTTGCTTTTTG NM_004958.2-640s1c1 4 E 4
MTOR FK506 binding protein 12-rapamycin associated protein 1 2475 NM_004958 TRCN0000039785 CCGGGCTGTGCTACACTACAAACATCTCGAGATGTTTGTAGTGTAGCACAGCTTTTTG NM_004958.2-5477s1c1 4 E 5
MTOR FK506 binding protein 12-rapamycin associated protein 1 2475 NM_004958 TRCN0000199323 CCGGCCCGGATCATTCACCCTATTGCTCGAGCAATAGGGTGAATGATCCGGGTTTTTTG NM_004958.2-3537s1c1 4 E 6
MTOR FK506 binding protein 12-rapamycin associated protein 1 2475 NM_004958 TRCN0000195453 CCGGCAGGCCTATGGTCGAGATTTACTCGAGTAAATCTCGACCATAGGCCTGTTTTTTG NM_004958.2-6293s1c1 4 E 7
MYC v-myc myelocytomatosis viral oncogene homolog (avian) 4609 NM_002467 TRCN0000039642 CCGGCCTGAGACAGATCAGCAACAACTCGAGTTGTTGCTGATCTGTCTCAGGTTTTTG NM_002467.2-1377s1c1 3 B 9
MYC v-myc myelocytomatosis viral oncogene homolog (avian) 4609 NM_002467 TRCN0000344503 CCGGATCATCATCCAGGACTGTATGCTCGAGCATACAGTCCTGGATGATGATTTTTTG NM_002467.4-952s21c1 3 B 10
MYC v-myc myelocytomatosis viral oncogene homolog (avian) 4609 NM_002467 TRCN0000312580 CCGGACTGAAAGATTTAGCCATAATCTCGAGATTATGGCTAAATCTTTCAGTTTTTTG NM_002467.3-2002s21c1 3 B 11
MYC v-myc myelocytomatosis viral oncogene homolog (avian) 4609 NM_002467 TRCN0000353004 CCGGACTCGGTGCAGCCGTATTTCTCTCGAGAGAAATACGGCTGCACCGAGTTTTTTG NM_002467.4-620s21c1 3 B 12
MYC v-myc myelocytomatosis viral oncogene homolog (avian) 4609 NM_002467 TRCN0000174055 CCGGCCTGAGACAGATCAGCAACAACTCGAGTTGTTGCTGATCTGTCTCAGGTTTTTG NM_002467.2-1377s1c2 3 C 1
NANOG Nanog homeobox 79923 NM_024865 TRCN0000004884 CCGGGCTGCTAAGGACAACATTGATCTCGAGATCAATGTTGTCCTTAGCAGCTTTTT NM_024865.1-1680s1c1 8 C 8
NANOG Nanog homeobox 79923 NM_024865 TRCN0000004885 CCGGGCTTTGAAGCATCCGACTGTACTCGAGTACAGTCGGATGCTTCAAAGCTTTTT NM_024865.1-254s1c1 8 C 9
NANOG Nanog homeobox 79923 NM_024865 TRCN0000004886 CCGGCTGTAAAGAATCTTCACCTATCTCGAGATAGGTGAAGATTCTTTACAGTTTTT NM_024865.1-270s1c1 8 C 10
NANOG Nanog homeobox 79923 NM_024865 TRCN0000004887 CCGGCCTGGAACAGTCCCTTCTATACTCGAGTATAGAAGGGACTGTTCCAGGTTTTT NM_024865.1-920s1c1 8 C 11
NANOG Nanog homeobox 79923 NM_024865 TRCN0000004888 CCGGCCTAAACTACTCCATGAACATCTCGAGATGTTCATGGAGTAGTTTAGGTTTTT NM_024865.1-1095s1c1 8 C 12
NFKB1 nuclear factor kappa B subunit 1 4790 NM_003998 TRCN0000006517 CCGGCGCCTGAATCATTCTCGATTTCTCGAGAAATCGAGAATGATTCAGGCGTTTTT NM_003998.2-3484s1c1 8 C 4
NFKB1 nuclear factor kappa B subunit 1 4790 NM_003998 TRCN0000006518 CCGGCCAGAGTTTACATCTGATGATCTCGAGATCATCAGATGTAAACTCTGGTTTTT NM_003998.2-2853s1c1 8 C 5
NFKB1 nuclear factor kappa B subunit 1 4790 NM_003998 TRCN0000006519 CCGGGCCTGAACAAATGTTTCATTTCTCGAGAAATGAAACATTTGTTCAGGCTTTTT NM_003998.2-497s1c1 8 C 6
NFKB1 nuclear factor kappa B subunit 1 4790 NM_003998 TRCN0000006520 CCGGCCTTTCCTCTACTATCCTGAACTCGAGTTCAGGATAGTAGAGGAAAGGTTTTT NM_003998.2-1506s1c1 8 C 7
NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) 4791 NM_002502 TRCN0000006516 CCGGGCCCAATTTAACAACCTGGGTCTCGAGACCCAGGTTGTTAAATTGGGCTTTTT NM_002502.2-554s1c1 3 C 2
NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) 4791 NM_002502 TRCN0000355955 CCGGGGACATGACTGCCCAATTTAACTCGAGTTAAATTGGGCAGTCATGTCCTTTTTG NM_002502.3-575s21c1 3 C 3
NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) 4791 NM_002502 TRCN0000356005 CCGGTCCAAACAGTTCACCTATTACCTCGAGGTAATAGGTGAACTGTTTGGATTTTTG NM_002502.3-1152s21c1 3 C 4
NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) 4791 NM_002502 TRCN0000356047 CCGGACATTGAGGTTCGGTTCTATGCTCGAGCATAGAACCGAACCTCAATGTTTTTTG NM_002502.3-964s21c1 3 C 5
NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) 4791 NM_002502 TRCN0000355953 CCGGTCATTGAGCAGATAGTCTATGCTCGAGCATAGACTATCTGCTCAATGATTTTTG NM_002502.3-1702s21c1 3 C 6
NOTCH1 Notch homolog 1, translocation-associated (Drosophila) 4851 NM_017617 TRCN0000350330 CCGGCCGGGACATCACGGATCATATCTCGAGATATGATCCGTGATGTCCCGGTTTTTG NM_017617.3-6258s21c1 6 D 11
NOTCH1 Notch homolog 1, translocation-associated (Drosophila) 4851 NM_017617 TRCN0000320476 CCGGCTGAACCAGGGCACGTGTATTCTCGAGAATACACGTGCCCTGGTTCAGTTTTTG NM_017617.3-2401s21c1 6 D 12
NOTCH1 Notch homolog 1, translocation-associated (Drosophila) 4851 NM_017617 TRCN0000350254 CCGGAGGGAAGTTGAACGAGCATAGCTCGAGCTATGCTCGTTCAACTTCCCTTTTTTG NM_017617.3-8066s21c1 6 E 1
NOTCH1 Notch homolog 1, translocation-associated (Drosophila) 4851 NM_017617 TRCN0000350253 CCGGCGCTGCCTGGACAAGATCAATCTCGAGATTGATCTTGTCCAGGCAGCGTTTTTG NM_017617.3-1510s21c1 6 E 2
NOTCH1 Notch homolog 1, translocation-associated (Drosophila) 4851 NM_017617 TRCN0000003360 CCGGCGCTGCCTGGACAAGATCAATCTCGAGATTGATCTTGTCCAGGCAGCGTTTTT NM_017617.x-1510s1c1 6 E 3
NOTCH3 Notch homolog 3 (Drosophila) 4854 NM_000435 TRCN0000363291 CCGGGGTGATCGGCTCGGTAGTAATCTCGAGATTACTACCGAGCCGATCACCTTTTTG NM_000435.2-4804s21c1 1 B 9
NOTCH3 Notch homolog 3 (Drosophila) 4854 NM_000435 TRCN0000363264 CCGGTCTGCAAGGACCGAGTCAATGCTCGAGCATTGACTCGGTCCTTGCAGATTTTTG NM_000435.2-1524s21c1 1 B 10
NOTCH3 Notch homolog 3 (Drosophila) 4854 NM_000435 TRCN0000363316 CCGGTTTGTAACGTGGAGATCAATGCTCGAGCATTGATCTCCACGTTACAAATTTTTG NM_000435.2-2034s21c1 1 B 11
NOTCH3 Notch homolog 3 (Drosophila) 4854 NM_000435 TRCN0000020237 CCGGCTGTGACACAAATCCGGTGAACTCGAGTTCACCGGATTTGTGTCACAGTTTTT NM_000435.1-1173s1c1 1 B 12
NOTCH3 Notch homolog 3 (Drosophila) 4854 NM_000435 TRCN0000020238 CCGGCCAATGCCAACTGAAGAGGATCTCGAGATCCTCTTCAGTTGGCATTGGTTTTT NM_000435.1-5491s1c1 1 C 1
NRAS neuroblastoma RAS viral (v-ras) oncogene homolog 4893 NM_002524 TRCN0000300368 CCGGCAGTGCCATGAGAGACCAATACTCGAGTATTGGTCTCTCATGGCACTGTTTTTG NM_002524.3-446s21c1 3 C 7
NRAS neuroblastoma RAS viral (v-ras) oncogene homolog 4893 NM_002524 TRCN0000300442 CCGGCGCACTGACAATCCAGCTAATCTCGAGATTAGCTGGATTGTCAGTGCGTTTTTG NM_002524.3-305s21c1 3 C 8
NRAS neuroblastoma RAS viral (v-ras) oncogene homolog 4893 NM_002524 TRCN0000300367 CCGGCAAGAGTTACGGGATTCCATTCTCGAGAATGGAATCCCGTAACTCTTGTTTTTG NM_002524.3-656s21c1 3 C 9
NRAS neuroblastoma RAS viral (v-ras) oncogene homolog 4893 NM_002524 TRCN0000300369 CCGGCCATCAATAATAGCAAGTCATCTCGAGATGACTTGCTATTATTGATGGTTTTTG NM_002524.3-502s21c1 3 C 10
NRAS neuroblastoma RAS viral (v-ras) oncogene homolog 4893 NM_002524 TRCN0000300441 CCGGGAAACCTGTTTGTTGGACATACTCGAGTATGTCCAACAAACAGGTTTCTTTTTG NM_002524.3-399s21c1 3 C 11
PARP1 poly (ADP-ribose) polymerase 1 142 NM_001618 TRCN0000356476 CCGGTTTCTAAGTGTTCGTCTTTAGCTCGAGCTAAAGACGAACACTTAGAAATTTTTG NM_001618.3-3589s21c1 2 C 4
PARP1 poly (ADP-ribose) polymerase 1 142 NM_001618 TRCN0000356550 CCGGTGGAAAGATGTTAAGCATTTACTCGAGTAAATGCTTAACATCTTTCCATTTTTG NM_001618.3-3619s21c1 2 C 5
PARP1 poly (ADP-ribose) polymerase family, member 1 142 NM_001618 TRCN0000007929 CCGGGCAGCTTCATAACCGAAGATTCTCGAGAATCTTCGGTTATGAAGCTGCTTTTT NM_001618.2-2715s1c1 2 C 6
PARP1 poly (ADP-ribose) polymerase family, member 1 142 NM_001618 TRCN0000007931 CCGGGCTTCACATATCAGCAGGTTACTCGAGTAACCTGCTGATATGTGAAGCTTTTT NM_001618.2-2962s1c1 2 C 7
PARP1 poly (ADP-ribose) polymerase family, member 1 142 NM_001618 TRCN0000007932 CCGGCGACCTGATCTGGAACATCAACTCGAGTTGATGTTCCAGATCAGGTCGTTTTT NM_001618.2-885s1c1 2 C 8
PDGFRA platelet derived growth factor receptor alpha 5156 NM_006206 TRCN0000001422 CCGGCCCAACTTTCTTATCCAACTTCTCGAGAAGTTGGATAAGAAAGTTGGGTTTTT NM_006206.x-5736s1c1 8 F 8
PDGFRA platelet derived growth factor receptor alpha 5156 NM_006206 TRCN0000001423 CCGGCCAGCCTCATATAAGAAGAAACTCGAGTTTCTTCTTATATGAGGCTGGTTTTT NM_006206.x-2687s1c1 8 F 9
PDGFRA platelet derived growth factor receptor alpha 5156 NM_006206 TRCN0000001424 CCGGCCAGCTTTCATTACCCTCTATCTCGAGATAGAGGGTAATGAAAGCTGGTTTTT NM_006206.x-463s1c1 8 F 10
PDGFRA platelet derived growth factor receptor alpha 5156 NM_006206 TRCN0000001425 CCGGCGGTGAAAGACAGTGGAGATTCTCGAGAATCTCCACTGTCTTTCACCGTTTTT NM_006206.x-1236s1c1 8 F 11
PDGFRA platelet derived growth factor receptor alpha 5156 NM_006206 TRCN0000001426 CCGGCAATGGACTTACCCTGGAGAACTCGAGTTCTCCAGGGTAAGTCCATTGTTTTT NM_006206.x-1130s1c1 8 F 12
PDGFRB platelet derived growth factor receptor beta 5159 NM_002609 TRCN0000001997 CCGGGCTCACCATCATCTCCCTTATCTCGAGATAAGGGAGATGATGGTGAGCTTTTT NM_002609.x-1985s1c1 8 F 3
PDGFRB platelet derived growth factor receptor beta 5159 NM_002609 TRCN0000001998 CCGGCCAAAGGAGGACCCATCTATACTCGAGTATAGATGGGTCCTCCTTTGGTTTTT NM_002609.x-2371s1c1 8 F 4
PDGFRB platelet derived growth factor receptor beta 5159 NM_002609 TRCN0000001999 CCGGCCCTCAGTCTTAATCCATCCACTCGAGTGGATGGATTAAGACTGAGGGTTTTT NM_002609.x-4435s1c1 8 F 5
PDGFRB platelet derived growth factor receptor beta 5159 NM_002609 TRCN0000196262 CCGGGCAACTTTGATCAACGAGTCTCTCGAGAGACTCGTTGATCAAAGTTGCTTTTT NM_002609.3-2834s1c1 8 F 6
PDGFRB platelet derived growth factor receptor beta 5159 NM_002609 TRCN0000199396 CCGGCACCATTCCATGCCGAGTAACCTCGAGGTTACTCGGCATGGAATGGTGTTTTT NM_002609.3-904s1c1 8 F 7
PIK3CA phosphoinositide-3-kinase, catalytic, alpha polypeptide 5290 NM_006218 TRCN0000196951 CCGGGCACAATCCATGAACAGCATTCTCGAGAATGCTGTTCATGGATTGTGCTTTTTTG NM_006218.2-3455s1c1 5 G 7
PIK3CA phosphoinositide-3-kinase, catalytic, alpha polypeptide 5290 NM_006218 TRCN0000196582 CCGGGCATTAGAATTTACAGCAAGACTCGAGTCTTGCTGTAAATTCTAATGCTTTTTTG NM_006218.2-3471s1c1 5 G 8
PIK3CA phosphoinositide-3-kinase, catalytic, alpha polypeptide 5290 NM_006218 TRCN0000196795 CCGGGAATTGGAGATCGTCACAATACTCGAGTATTGTGACGATCTCCAATTCTTTTTTG NM_006218.2-2892s1c1 5 G 9
PIK3CA phosphoinositide-3-kinase, catalytic, alpha polypeptide 5290 NM_006218 TRCN0000195203 CCGGCCAGATGTATTGCTTGGTAAACTCGAGTTTACCAAGCAATACATCTGGTTTTTTG NM_006218.2-1900s1c1 5 G 10
PIK3CA phosphoinositide-3-kinase, catalytic, alpha polypeptide 5290 NM_006218 TRCN0000382236 GTACCGGGCTTGAAGAGTGTCGAATTATCTCGAGATAATTCGACACTCTTCAAGCTTTTTTG NM_006218.2-2452s21c1 5 G 11
PLK1 polo-like kinase 1 (Drosophila) 5347 NM_005030 TRCN0000121072 CCGGCCTCCTCACTCCCACCTGCATCTCGAGATGCAGGTGGGAGTGAGGAGGTTTTTG NM_005030.3-1893s1c1 4 F 7
PLK1 polo-like kinase 1 (Drosophila) 5347 NM_005030 TRCN0000121073 CCGGCGAGCTGCTTAATGACGAGTTCTCGAGAACTCGTCATTAAGCAGCTCGTTTTTG NM_005030.3-944s1c1 4 F 8
PLK1 polo-like kinase 1 (Drosophila) 5347 NM_005030 TRCN0000121075 CCGGGTTCTTTACTTCTGGCTATATCTCGAGATATAGCCAGAAGTAAAGAACTTTTTG NM_005030.3-962s1c1 4 F 9
PLK1 polo-like kinase 1 (Drosophila) 5347 NM_005030 TRCN0000121324 CCGGGCTCATCTTGTGCCCACTGATCTCGAGATCAGTGGGCACAAGATGAGCTTTTTG NM_005030.3-1673s1c1 4 F 10
PLK1 polo-like kinase 1 (Drosophila) 5347 NM_005030 TRCN0000121325 CCGGCCCGAGGTGCTGAGCAAGAAACTCGAGTTTCTTGCTCAGCACCTCGGGTTTTTG NM_005030.3-711s1c1 4 F 11
POU5F1B POU class 5 homeobox 1B 5462 NM_001159542 TRCN0000350798 CCGGAGAAGTCCCAGGACATCAAAGCTCGAGCTTTGATGTCCTGGGACTTCTTTTTTG NM_001159542.1-656s21c1 1 F 5
POU5F1B POU class 5 homeobox 1B 5462 NM_001159542 TRCN0000337408 CCGGCGAAACCCACACTGCAGATCACTCGAGTGATCTGCAGTGTGGGTTTCGTTTTTG NM_001159542.1-1013s21c1 1 F 6
POU5F1B POU class 5 homeobox 1B 5462 NM_001159542 TRCN0000337406 CCGGGAGAGGCAACCTGGAGAATTTCTCGAGAAATTCTCCAGGTTGCCTCTCTTTTTG NM_001159542.1-978s21c1 1 F 7
POU5F1B POU class 5 homeobox 1B 5462 NM_001159542 TRCN0000337407 CCGGTTGGGATTAAGTTCTTCATTCCTCGAGGAATGAAGAACTTAATCCCAATTTTTG NM_001159542.1-1415s21c1 1 F 8
POU5F1B POU class 5 homeobox 1B 5462 NM_001159542 TRCN0000337344 CCGGAGCTTCAAGAACATGTGTAAGCTCGAGCTTACACATGTTCTTGAAGCTTTTTTG NM_001159542.1-832s21c1 1 F 9
PPARGC1A peroxisome proliferative activated receptor, gamma, coactivator 1, alpha 10891 NM_013261 TRCN0000001169 CCGGGACAGCGAAGATGAAAGTGATCTCGAGATCACTTTCATCTTCGCTGTCTTTTT NM_013261.x-1657s1c1 6 C 5
PPARGC1A peroxisome proliferator-activated receptor gamma, coactivator 1 alpha 10891 NM_013261 TRCN0000364084 CCGGGACTATTGCCAGTCAATTAATCTCGAGATTAATTGACTGGCAATAGTCTTTTTG NM_013261.3-1273s21c1 6 C 6
PPARGC1A peroxisome proliferator-activated receptor gamma, coactivator 1 alpha 10891 NM_013261 TRCN0000364086 CCGGTCGTGTTCCCGATCACCATATCTCGAGATATGGTGATCGGGAACACGATTTTTG NM_013261.3-1849s21c1 6 C 7
PPARGC1A peroxisome proliferator-activated receptor gamma, coactivator 1 alpha 10891 NM_013261 TRCN0000364085 CCGGTATGACAGCTACGAGGAATATCTCGAGATATTCCTCGTAGCTGTCATATTTTTG NM_013261.3-2020s21c1 6 C 8
PPARGC1A peroxisome proliferator-activated receptor gamma, coactivator 1 alpha 10891 NM_013261 TRCN0000364087 CCGGTTCCATGAAGACACGCTTAAACTCGAGTTTAAGCGTGTCTTCATGGAATTTTTG NM_013261.3-2948s21c1 6 C 9
PTGER2 prostaglandin E receptor 2 (subtype EP2), 53kDa 5732 NM_000956 TRCN0000014147 CCGGGAATGAAACCTCTTCCCGAAACTCGAGTTTCGGGAAGAGGTTTCATTCTTTTT NM_000956.2-1012s1c1 1 E 7
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PTGER2 prostaglandin E receptor 2 (subtype EP2), 53kDa 5732 NM_000956 TRCN0000358050 CCGGATAGCATCTGGAAGATCATTTCTCGAGAAATGATCTTCCAGATGCTATTTTTTG NM_000956.3-1357s21c1 1 E 8
PTGER2 prostaglandin E receptor 2 (subtype EP2), 53kDa 5732 NM_000956 TRCN0000358049 CCGGGCTCCTTGCCTTTCACGATTTCTCGAGAAATCGTGAAAGGCAAGGAGCTTTTTG NM_000956.3-1078s21c1 1 E 9
PTGER2 prostaglandin E receptor 2 (subtype EP2), 53kDa 5732 NM_000956 TRCN0000358048 CCGGGTACAGCCAGACCAGATTAAACTCGAGTTTAATCTGGTCTGGCTGTACTTTTTG NM_000956.3-1714s21c1 1 E 10
PTGER2 prostaglandin E receptor 2 (subtype EP2), 53kDa 5732 NM_000956 TRCN0000357977 CCGGCACAGTCAGATGCCAGTAAACCTCGAGGTTTACTGGCATCTGACTGTGTTTTTG NM_000956.3-1294s21c1 1 E 11
PTGES prostaglandin E synthase 9536 NM_004878 TRCN0000045937 CCGGCTGGGCTTCGTCTACTCCTTTCTCGAGAAAGGAGTAGACGAAGCCCAGTTTTTG NM_004878.3-306s1c1 4 D 10
PTGES prostaglandin E synthase 9536 NM_004878 TRCN0000290183 CCGGCTGGGCTTCGTCTACTCCTTTCTCGAGAAAGGAGTAGACGAAGCCCAGTTTTTG NM_004878.4-306s21c1 4 D 11
PTGES prostaglandin E synthase 9536 NM_004878 TRCN0000290182 CCGGGAACGACATGGAGACCATCTACTCGAGTAGATGGTCTCCATGTCGTTCTTTTTG NM_004878.4-272s21c1 4 D 12
PTGES prostaglandin E synthase 9536 NM_004878 TRCN0000333431 CCGGGCTGCTGGTCATCAAGATGTACTCGAGTACATCTTGATGACCAGCAGCTTTTTG NM_004878.4-116s21c1 4 E 1
PTGES prostaglandin E synthase 9536 NM_004878 TRCN0000290184 CCGGGCTCTGCAGATCCTCTGGGAACTCGAGTTCCCAGAGGATCTGCAGAGCTTTTTG NM_004878.4-474s21c1 4 E 2
PTK2 PTK2 protein tyrosine kinase 2 5747 NM_005607 TRCN0000121129 CCGGGCCCAGGTTTACTGAACTTAACTCGAGTTAAGTTCAGTAAACCTGGGCTTTTTG NM_005607.3-2217s1c1 5 D 9
PTK2 PTK2 protein tyrosine kinase 2 5747 NM_005607 TRCN0000121207 CCGGCCCAGGAGAGAATGAAGCAAACTCGAGTTTGCTTCATTCTCTCCTGGGTTTTTG NM_005607.3-4258s1c1 5 D 10
PTK2 PTK2 protein tyrosine kinase 2 5747 NM_005607 TRCN0000121318 CCGGCCGATTGGAAACCAACATATACTCGAGTATATGTTGGTTTCCAATCGGTTTTTG NM_005607.3-2779s1c1 5 D 11
PTK2 PTK2 protein tyrosine kinase 2 5747 NM_005607 TRCN0000196310 CCGGGATGTTGGTTTAAAGCGATTTCTCGAGAAATCGCTTTAAACCAACATCTTTTTTG NM_005607.3-817s1c1 5 D 12
PTK2 PTK2 protein tyrosine kinase 2 5747 NM_005607 TRCN0000194984 CCGGCAACAGGTGAAGAGCGATTATCTCGAGATAATCGCTCTTCACCTGTTGTTTTTTG NM_005607.3-664s1c1 5 E 1
RAC1 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) 5879 NM_006908 TRCN0000004869 CCGGCCTTCTTAACATCACTGTCTTCTCGAGAAGACAGTGATGTTAAGAAGGTTTTT NM_006908.3-2007s1c1 8 A 3
RAC1 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) 5879 NM_006908 TRCN0000004870 CCGGGCTAAGGAGATTGGTGCTGTACTCGAGTACAGCACCAATCTCCTTAGCTTTTT NM_006908.3-677s1c1 8 A 4
RAC1 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) 5879 NM_006908 TRCN0000004871 CCGGCGCAAACAGATGTGTTCTTAACTCGAGTTAAGAACACATCTGTTTGCGTTTTT NM_006908.3-459s1c1 8 A 5
RAC1 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) 5879 NM_006908 TRCN0000004872 CCGGCGTGAAGAAGAGGAAGAGAAACTCGAGTTTCTCTTCCTCTTCTTCACGTTTTT NM_006908.3-784s1c1 8 A 6
RAC1 ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) 5879 NM_006908 TRCN0000004873 CCGGCCCTACTGTCTTTGACAATTACTCGAGTAATTGTCAAAGACAGTAGGGTTTTT NM_006908.3-340s1c1 8 A 7
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) 5880 NM_002872 TRCN0000291759 CCGGAGGAGATTGACTCGGTGAAATCTCGAGATTTCACCGAGTCAATCTCCTTTTTTG NM_002872.3-557s21c1 3 D 5
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) 5880 NM_002872 TRCN0000291828 CCGGGACAAGGACACCATCGAGAAACTCGAGTTTCTCGATGGTGTCCTTGTCTTTTTG NM_002872.3-481s21c1 3 D 6
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) 5880 NM_002872 TRCN0000291758 CCGGCCTGTGAGAGTCTTCAAACTTCTCGAGAAGTTTGAAGACTCTCACAGGTTTTTG NM_002872.3-1361s21c1 3 D 7
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) 5880 NM_002872 TRCN0000291829 CCGGCCACCGTGTTTGACAACTATTCTCGAGAATAGTTGTCAAACACGGTGGTTTTTG NM_002872.3-218s21c1 3 D 8
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) 5880 NM_002872 TRCN0000291757 CCGGTCTCATCAGCTACACCACCAACTCGAGTTGGTGGTGTAGCTGATGAGATTTTTG NM_002872.3-174s21c1 3 D 9
RAC3 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) 5881 NM_005052 TRCN0000047288 CCGGCCGGGAGATTGGCTCTGTGAACTCGAGTTCACAGAGCCAATCTCCCGGTTTTTG NM_005052.2-544s1c1 4 F 12
RAC3 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) 5881 NM_005052 TRCN0000047291 CCGGGAAGAAGTGCACCGTCTTCTACTCGAGTAGAAGACGGTGCACTTCTTCTTTTTG NM_005052.2-664s1c1 4 G 1
RAC3 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) 5881 NM_005052 TRCN0000047292 CCGGTGACGTCTTTCTGATCTGCTTCTCGAGAAGCAGATCAGAAAGACGTCATTTTTG NM_005052.2-331s1c1 4 G 2
RAC3 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) 5881 NM_005052 TRCN0000307769 CCGGTGACGTCTTTCTGATCTGCTTCTCGAGAAGCAGATCAGAAAGACGTCATTTTTG NM_005052.2-331s21c1 4 G 3
RAC3 ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) 5881 NM_005052 TRCN0000307770 CCGGGAAGAAGTGCACCGTCTTCTACTCGAGTAGAAGACGGTGCACTTCTTCTTTTTG NM_005052.2-664s21c1 4 G 4
RAF1 v-raf-1 murine leukemia viral oncogene homolog 1 5894 NM_002880 TRCN0000196264 CCGGGCTTTGGTACTATGGAACTTTCTCGAGAAAGTTCCATAGTACCAAAGCTTTTTTG NM_002880.2-2862s1c1 3 D 10
RAF1 v-raf-1 murine leukemia viral oncogene homolog 1 5894 NM_002880 TRCN0000195646 CCGGCCAACACTCTCTACCGAAGATCTCGAGATCTTCGGTAGAGAGTGTTGGTTTTTTG NM_002880.2-2220s1c1 3 D 11
RAF1 v-raf-1 murine leukemia viral oncogene homolog 1 5894 NM_002880 TRCN0000001064 CCGGCATGAGTATTTAGAGGAAGTACTCGAGTACTTCCTCTAAATACTCATGTTTTT NM_002880.x-2399s1c1 3 D 12
RAF1 v-raf-1 murine leukemia viral oncogene homolog 1 5894 NM_002880 TRCN0000001065 CCGGGCTTCCTTATTCTCACATCAACTCGAGTTGATGTGAGAATAAGGAAGCTTTTT NM_002880.x-1764s1c1 3 E 1
RAF1 v-raf-1 murine leukemia viral oncogene homolog 1 5894 NM_002880 TRCN0000001068 CCGGGAGACATGAAATCCAACAATACTCGAGTATTGTTGGATTTCATGTCTCTTTTT NM_002880.x-1529s1c1 3 E 2
REL v-rel reticuloendotheliosis viral oncogene homolog (avian) 5966 NM_002908 TRCN0000039983 CCGGCCACCTATATAGATGCAGCATCTCGAGATGCTGCATCTATATAGGTGGTTTTTG NM_002908.1-2071s1c1 3 E 3
REL v-rel reticuloendotheliosis viral oncogene homolog (avian) 5966 NM_002908 TRCN0000039985 CCGGGCTGTCTAATTGTTCTGTGAACTCGAGTTCACAGAACAATTAGACAGCTTTTTG NM_002908.1-1647s1c1 3 E 4
REL v-rel reticuloendotheliosis viral oncogene homolog (avian) 5966 NM_002908 TRCN0000039986 CCGGCCAGGAAGTTAGTGAATCTATCTCGAGATAGATTCACTAACTTCCTGGTTTTTG NM_002908.1-981s1c1 3 E 5
REL v-rel reticuloendotheliosis viral oncogene homolog (avian) 5966 NM_002908 TRCN0000039987 CCGGGCAGATAACAGCATGATAAATCTCGAGATTTATCATGCTGTTATCTGCTTTTTG NM_002908.1-1885s1c1 3 E 6
REL v-rel reticuloendotheliosis viral oncogene homolog (avian) 5966 NM_002908 TRCN0000010421 CCGGCTTCAGTTGTGCAGATAACAGCTCGAGCTGTTATCTGCACAACTGAAGTTTTTG NM_002908.x-1875s1c1 3 E 7
RELA v-rel reticuloendotheliosis viral oncogene homolog A (avian) 5970 NM_021975 TRCN0000353629 CCGGAGAGGACATTGAGGTGTATTTCTCGAGAAATACACCTCAATGTCCTCTTTTTTG NM_021975.3-803s21c1 6 E 9
RELA v-rel reticuloendotheliosis viral oncogene homolog A (avian) 5970 NM_021975 TRCN0000329877 CCGGATGGATTCATTACAGCTTAATCTCGAGATTAAGCTGTAATGAATCCATTTTTTG NM_021975.3-2189s21c1 6 E 10
RELA v-rel reticuloendotheliosis viral oncogene homolog A, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3, p65 (avian) 5970 NM_021975 TRCN0000014683 CCGGGCCTTAATAGTAGGGTAAGTTCTCGAGAACTTACCCTACTATTAAGGCTTTTT NM_021975.1-2282s1c1 6 E 11
RELA v-rel reticuloendotheliosis viral oncogene homolog A, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3, p65 (avian) 5970 NM_021975 TRCN0000014684 CCGGCGGATTGAGGAGAAACGTAAACTCGAGTTTACGTTTCTCCTCAATCCGTTTTT NM_021975.1-888s1c1 6 E 12
RELA v-rel reticuloendotheliosis viral oncogene homolog A, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3, p65 (avian) 5970 NM_021975 TRCN0000014686 CCGGCACCATCAACTATGATGAGTTCTCGAGAACTCATCATAGTTGATGGTGTTTTT NM_021975.1-1067s1c1 6 F 1
RELB v-rel reticuloendotheliosis viral oncogene homolog B 5971 NM_006509 TRCN0000280360 CCGGGCTGCGGATTTGCCGAATTAACTCGAGTTAATTCGGCAAATCCGCAGCTTTTTG NM_006509.2-1032s21c1 5 H 1
RELB v-rel reticuloendotheliosis viral oncogene homolog B 5971 NM_006509 TRCN0000280362 CCGGCATGCTTCTGAAGTGGACATACTCGAGTATGTCCACTTCAGAAGCATGTTTTTG NM_006509.2-1968s21c1 5 H 2
RELB v-rel reticuloendotheliosis viral oncogene homolog B, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3 (avian) 5971 NM_006509 TRCN0000014713 CCGGCATGCTTCTGAAGTGGACATACTCGAGTATGTCCACTTCAGAAGCATGTTTTT NM_006509.2-1968s1c1 5 H 3
RELB v-rel reticuloendotheliosis viral oncogene homolog B, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3 (avian) 5971 NM_006509 TRCN0000014714 CCGGGCTGCGGATTTGCCGAATTAACTCGAGTTAATTCGGCAAATCCGCAGCTTTTT NM_006509.2-1032s1c1 5 H 4
RELB v-rel reticuloendotheliosis viral oncogene homolog B, nuclear factor of kappa light polypeptide gene enhancer in B-cells 3 (avian) 5971 NM_006509 TRCN0000014716 CCGGAGCCCGTCTATGACAAGAAATCTCGAGATTTCTTGTCATAGACGGGCTTTTTT NM_006509.2-995s1c1 5 H 5
RHO rhodopsin (opsin 2, rod pigment) (retinitis pigmentosa 4, autosomal dominant) 6010 NM_000539 TRCN0000003751 CCGGCATCAACTTCCTCACGCTCTACTCGAGTAGAGCGTGAGGAAGTTGATGTTTTT NM_000539.x-254s1c1 1 C 7
RHO rhodopsin (opsin 2, rod pigment) (retinitis pigmentosa 4, autosomal dominant) 6010 NM_000539 TRCN0000003752 CCGGACCTCCTGATAGTGAACATTTCTCGAGAAATGTTCACTATCAGGAGGTTTTTT NM_000539.x-1841s1c1 1 C 8
RHO rhodopsin 6010 NM_000539 TRCN0000355894 CCGGAGGACTCTGTGGCCGACTATACTCGAGTATAGTCGGCCACAGAGTCCTTTTTTG NM_000539.3-1152s21c1 1 C 9
RHO rhodopsin 6010 NM_000539 TRCN0000355826 CCGGTGACCATCCCAGCGTTCTTTGCTCGAGCAAAGAACGCTGGGATGGTCATTTTTG NM_000539.3-958s21c1 1 C 10
RHO rhodopsin 6010 NM_000539 TRCN0000355895 CCGGCTACAACCCTGTCATCTATATCTCGAGATATAGATGACAGGGTTGTAGTTTTTG NM_000539.3-995s21c1 1 C 11
ROS1 v-ros UR2 sarcoma virus oncogene homolog 1 (avian) 6098 NM_002944 TRCN0000000953 CCGGTGGGAAATAGAGAGTTGAGATCTCGAGATCTCAACTCTCTATTTCCCATTTTT NM_002944.x-7254s1c1 3 E 8
ROS1 v-ros UR2 sarcoma virus oncogene homolog 1 (avian) 6098 NM_002944 TRCN0000000956 CCGGCCACAGCTACAAACCAACAAACTCGAGTTTGTTGGTTTGTAGCTGTGGTTTTT NM_002944.x-4143s1c1 3 E 9
ROS1 c-ros oncogene 1 , receptor tyrosine kinase 6098 NM_002944 TRCN0000231664 CCGGTGATAATGAGATGGGATATTACTCGAGTAATATCCCATCTCATTATCATTTTTG NM_002944.2-3772s21c1 3 E 10
ROS1 c-ros oncogene 1 , receptor tyrosine kinase 6098 NM_002944 TRCN0000231665 CCGGCTGTGGATGGAGATCTTATATCTCGAGATATAAGATCTCCATCCACAGTTTTTG NM_002944.2-4365s21c1 3 E 11
ROS1 c-ros oncogene 1 , receptor tyrosine kinase 6098 NM_002944 TRCN0000231666 CCGGCTCGCCAGAGACATCTATAAACTCGAGTTTATAGATGTCTCTGGCGAGTTTTTG NM_002944.2-6512s21c1 3 E 12
RPS6 ribosomal protein S6 6194 NM_001010 TRCN0000040079 CCGGCCCAAGATTCAGCGTCTTGTTCTCGAGAACAAGACGCTGAATCTTGGGTTTTTG NM_001010.2-562s1c1 1 E 12
RPS6 ribosomal protein S6 6194 NM_001010 TRCN0000040082 CCGGGCTGCAGAATATGCTAAACTTCTCGAGAAGTTTAGCATATTCTGCAGCTTTTTG NM_001010.2-658s1c1 1 F 1
RPS6 ribosomal protein S6 6194 NM_001010 TRCN0000293739 CCGGTACTTTCTATGAGAAGCGTATCTCGAGATACGCTTCTCATAGAAAGTATTTTTG NM_001010.2-117s21c1 1 F 2
RPS6 ribosomal protein S6 6194 NM_001010 TRCN0000010430 CCGGATGAACGCAAACTTCGTACTCTCGAGAGTACGAAGTTTGCGTTCATCTTTTTG NM_001010.x-100s1c1 1 F 3
RPS6 ribosomal protein S6 6194 NM_001010 TRCN0000010431 CCGGTACTTTCTATGAGAAGCGTATCTCGAGATACGCTTCTCATAGAAAGTATTTTTG NM_001010.x-117s1c1 1 F 4
RUNX1 runt-related transcription factor 1 (acute myeloid leukemia 1; aml1 oncogene) 861 NM_001754 TRCN0000013660 CCGGCCTCGAAGACATCGGCAGAAACTCGAGTTTCTGCCGATGTCTTCGAGGTTTTT NM_001754.2-1051s1c1 2 D 7
RUNX1 runt-related transcription factor 1 861 NM_001754 TRCN0000338492 CCGGTCGCCCTGTTTGGCATCTAATCTCGAGATTAGATGCCAAACAGGGCGATTTTTG NM_001754.4-2091s21c1 2 D 8
RUNX1 runt-related transcription factor 1 861 NM_001754 TRCN0000338490 CCGGGAACCACTCCACTGCCTTTAACTCGAGTTAAAGGCAGTGGAGTGGTTCTTTTTG NM_001754.4-949s21c1 2 D 9
RUNX1 runt-related transcription factor 1 861 NM_001754 TRCN0000358353 CCGGTTCGTACCCACAGTGCTTCATCTCGAGATGAAGCACTGTGGGTACGAATTTTTG NM_001754.4-223s21c1 2 D 10
RUNX1 runt-related transcription factor 1 861 NM_001754 TRCN0000358352 CCGGCTGTGATGGCTGGCAATGATGCTCGAGCATCATTGCCAGCCATCACAGTTTTTG NM_001754.4-582s21c1 2 D 11
RUNX2 runt-related transcription factor 2 860 NM_004348 TRCN0000013655 CCGGCAGCACTCCATATCTCTACTACTCGAGTAGTAGAGATATGGAGTGCTGTTTTT NM_004348.1-1278s1c1 4 B 9
SGK serum/glucocorticoid regulated kinase 1 6446 NM_005627 TRCN0000040176 CCGGGCCTGAGCTTATGAATGCCAACTCGAGTTGGCATTCATAAGCTCAGGCTTTTTG NM_005627.2-252s1c1 8 B 3
SGK serum/glucocorticoid regulated kinase 1 6446 NM_005627 TRCN0000040177 CCGGCATGTCTTCTTCTCCTTAATTCTCGAGAATTAAGGAGAAGAAGACATGTTTTTG NM_005627.2-1111s1c1 8 B 4
SGK serum/glucocorticoid regulated kinase 1 6446 NM_005627 TRCN0000010432 CCGGCAATTCTCATCGCTTTCATGACTCGAGTCATGAAAGCGATGAGAATTGTTTTTG NM_005627.x-107s1c1 8 B 5
SGK serum/glucocorticoid regulated kinase 1 6446 NM_005627 TRCN0000009866 CCGGGAAATGTACGACAACATTCTGCTCGAGCAGAATGTTGTCGTACATTTCTTTTT NM_005627.x-952s1c1 8 B 6
SGK serum/glucocorticoid regulated kinase 1 6446 NM_005627 TRCN0000009867 CCGGTATGTGTGTTTCCGAATGTTTCTCGAGAAACATTCGGAAACACACATATTTTTG NM_005627.x-1369s1c1 8 B 7
SIRT1 sirtuin (silent mating type information regulation 2 homolog) 1 (S. cerevisiae) 23411 NM_012238 TRCN0000229632 CCGGGATGATCAAGAGGCAATTAATCTCGAGATTAATTGCCTCTTGATCATCTTTTTG NM_012238.3-2217s21c1 6 B 7
SIRT1 sirtuin (silent mating type information regulation 2 homolog) 1 (S. cerevisiae) 23411 NM_012238 TRCN0000229631 CCGGGAGACTGTGATGTCATAATTACTCGAGTAATTATGACATCACAGTCTCTTTTTG NM_012238.3-1492s21c1 6 B 8
SIRT1 sirtuin (silent mating type information regulation 2 homolog) 1 (S. cerevisiae) 23411 NM_012238 TRCN0000229633 CCGGTGGCCATTTCCCTACTTATAACTCGAGTTATAAGTAGGGAAATGGCCATTTTTG NM_012238.3-3757s21c1 6 B 9
SIRT1 sirtuin (silent mating type information regulation 2 homolog) 1 (S. cerevisiae) 23411 NM_012238 TRCN0000018981 CCGGGCGGGAATCCAAAGGATAATTCTCGAGAATTATCCTTTGGATTCCCGCTTTTT NM_012238.3-1113s1c1 6 B 10
SIRT1 sirtuin (silent mating type information regulation 2 homolog) 1 (S. cerevisiae) 23411 NM_012238 TRCN0000018983 CCGGGCGGCTTGATGGTAATCAGTACTCGAGTACTGATTACCATCAAGCCGCTTTTT NM_012238.3-1958s1c1 6 B 11
SKP2 S-phase kinase-associated protein 2 (p45) 6502 NM_005983 TRCN0000007530 CCGGGCCTAAGCTAAATCGAGAGAACTCGAGTTCTCTCGATTTAGCTTAGGCTTTTT NM_005983.2-434s1c1 5 F 10
SKP2 S-phase kinase-associated protein 2 (p45) 6502 NM_005983 TRCN0000007532 CCGGCCATTGTCAATACTCTCGCAACTCGAGTTGCGAGAGTATTGACAATGGTTTTT NM_005983.2-844s1c1 5 F 11
SKP2 S-phase kinase-associated protein 2 (p45) 6502 NM_005983 TRCN0000007534 CCGGGATAGTGTCATGCTAAAGAATCTCGAGATTCTTTAGCATGACACTATCTTTTT NM_005983.2-1137s1c1 5 F 12
SKP2 S-phase kinase-associated protein 2 (p45) 6502 NM_005983 TRCN0000350486 CCGGGCCTAAGCTAAATCGAGAGAACTCGAGTTCTCTCGATTTAGCTTAGGCTTTTTG NM_005983.2-434s21c1 5 G 1
SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 6513 NM_006516 TRCN0000043585 CCGGCTTCTATTACTCCACGAGCATCTCGAGATGCTCGTGGAGTAATAGAAGTTTTTG NM_006516.1-1049s1c1 5 H 6
SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 6513 NM_006516 TRCN0000043586 CCGGCCAAAGTGATAAGACACCCGACTCGAGTCGGGTGTCTTATCACTTTGGTTTTTG NM_006516.1-1598s1c1 5 H 7
SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 6513 NM_006516 TRCN0000043587 CCGGCTTCAAAGTTCCTGAGACTAACTCGAGTTAGTCTCAGGAACTTTGAAGTTTTTG NM_006516.1-1526s1c1 5 H 8
SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 6513 NM_006516 TRCN0000043583 CCGGGCCACACTATTACCATGAGAACTCGAGTTCTCATGGTAATAGTGTGGCTTTTTG NM_006516.1-2310s1c1 5 H 9
SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 6513 NM_006516 TRCN0000043584 CCGGGCGGAATTCAATGCTGATGATCTCGAGATCATCAGCATTGAATTCCGCTTTTTG NM_006516.1-455s1c1 5 H 10
SMAD2 SMAD, mothers against DPP homolog 2 (Drosophila) 4087 NM_005901 TRCN0000010477 CCGGCAAGTACTCCTTGCTGGATTGCTCGAGCAATCCAGCAAGGAGTACTTGTTTTTG NM_005901.x-1543s1c1 5 E 7
SMAD2 SMAD, mothers against DPP homolog 2 (Drosophila) 4087 NM_005901 TRCN0000010478 CCGGCATGATCCAGTATCACAGTATCTCGAGATACTGTGATACTGGATCATGTTTTTG NM_005901.x-1971s1c1 5 E 8
SMAD2 SMAD, mothers against DPP homolog 2 (Drosophila) 4087 NM_005901 TRCN0000040035 CCGGGCGTTGCTCAAGCATGTCATACTCGAGTATGACATGCTTGAGCAACGCTTTTTG NM_005901.3-1631s1c1 5 E 9
SMAD2 SMAD, mothers against DPP homolog 2 (Drosophila) 4087 NM_005901 TRCN0000040036 CCGGCGATTAGATGAGCTTGAGAAACTCGAGTTTCTCAAGCTCATCTAATCGTTTTTG NM_005901.3-417s1c1 5 E 10
SMAD2 SMAD, mothers against DPP homolog 2 (Drosophila) 4087 NM_005901 TRCN0000040037 CCGGCCTAAGTGATAGTGCAATCTTCTCGAGAAGATTGCACTATCACTTAGGTTTTTG NM_005901.3-1295s1c1 5 E 11
SMAD3 SMAD family member 3 4088 NM_005902 TRCN0000353587 CCGGTCCGCATGAGCTTCGTCAAAGCTCGAGCTTTGACGAAGCTCATGCGGATTTTTG NM_005902.3-1413s21c1 5 E 12
SMAD3 SMAD family member 3 4088 NM_005902 TRCN0000330055 CCGGGCCTCAGTGACAGCGCTATTTCTCGAGAAATAGCGCTGTCACTGAGGCTTTTTG NM_005902.3-1218s21c1 5 F 1
SMAD3 SMAD family member 3 4088 NM_005902 TRCN0000330128 CCGGTGAGCAGAACAGGTAGTATTACTCGAGTAATACTACCTGTTCTGCTCATTTTTG NM_005902.3-1839s21c1 5 F 2
SMAD3 SMAD family member 3 4088 NM_005902 TRCN0000330056 CCGGGGATTGAGCTGCACCTGAATGCTCGAGCATTCAGGTGCAGCTCAATCCTTTTTG NM_005902.3-1482s21c1 5 F 3
SMAD3 SMAD family member 3 4088 NM_005902 TRCN0000330127 CCGGGAGCCTGGTCAAGAAACTCAACTCGAGTTGAGTTTCTTGACCAGGCTCTTTTTG NM_005902.3-406s21c1 5 F 4
SMAD4 SMAD family member 4 4089 NM_005359 TRCN0000288653 CCGGGCAGACAGAAACTGGATTAAACTCGAGTTTAATCCAGTTTCTGTCTGCTTTTTG NM_005359.5-2343s21c1 5 C 11
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SMAD4 SMAD family member 4 4089 NM_005359 TRCN0000295816 CCGGTACCATACAGAGAACATTGGACTCGAGTCCAATGTTCTCTGTATGGTATTTTTG NM_005359.5-754s21c1 5 C 12
SMAD4 SMAD, mothers against DPP homolog 4 (Drosophila) 4089 NM_005359 TRCN0000040032 CCGGGTACTTCATACCATGCCGATTCTCGAGAATCGGCATGGTATGAAGTACTTTTTG NM_005359.3-1848s1c1 5 D 1
SMAD4 SMAD, mothers against DPP homolog 4 (Drosophila) 4089 NM_005359 TRCN0000040028 CCGGGCAGACAGAAACTGGATTAAACTCGAGTTTAATCCAGTTTCTGTCTGCTTTTTG NM_005359.3-2038s1c1 5 D 2
SMAD4 SMAD, mothers against DPP homolog 4 (Drosophila) 4089 NM_005359 TRCN0000040031 CCGGCGAGTTGTATCACCTGGAATTCTCGAGAATTCCAGGTGATACAACTCGTTTTTG NM_005359.3-636s1c1 5 D 3
SMO smoothened, frizzled class receptor 6608 NM_005631 TRCN0000014363 CCGGCCAACCTCTTTGCGTTTCCTTCTCGAGAAGGAAACGCAAAGAGGTTGGTTTTT NM_005631.3-3296s1c1 8 D 9
SMO smoothened, frizzled class receptor 6608 NM_005631 TRCN0000014364 CCGGGTGGAGAAGATCAACCTGTTTCTCGAGAAACAGGTTGATCTTCTCCACTTTTT NM_005631.3-1829s1c1 8 D 10
SMO smoothened, frizzled class receptor 6608 NM_005631 TRCN0000014365 CCGGCCTGATGGACACAGAACTCATCTCGAGATGAGTTCTGTGTCCATCAGGTTTTT NM_005631.3-2602s1c1 8 D 11
SMO smoothened, frizzled class receptor 6608 NM_005631 TRCN0000014366 CCGGCATCTTTGTCATCGTGTACTACTCGAGTAGTACACGATGACAAAGATGTTTTT NM_005631.3-1228s1c1 8 D 12
SMO smoothened, frizzled class receptor 6608 NM_005631 TRCN0000014367 CCGGCCTGACTGTGAGATCAAGAATCTCGAGATTCTTGATCTCACAGTCAGGTTTTT NM_005631.3-1793s1c1 8 E 1
SNAI2 snail homolog 2 (Drosophila) 6591 NM_003068 TRCN0000271298 CCGGGCGCCCTGAAGATGCATATTCCTCGAGGAATATGCATCTTCAGGGCGCTTTTTG NM_003068.3-679s21c1 3 F 1
SNAI2 snail homolog 2 (Drosophila) 6591 NM_003068 TRCN0000271297 CCGGTTTATGCAATAAGACCTATTCCTCGAGGAATAGGTCTTATTGCATAAATTTTTG NM_003068.3-557s21c1 3 F 2
SNAI2 snail homolog 2 (Drosophila) 6591 NM_003068 TRCN0000271300 CCGGTCCGGATACTCCTCATCTTTGCTCGAGCAAAGATGAGGAGTATCCGGATTTTTG NM_003068.3-393s21c1 3 F 3
SNAI2 snail homolog 2 (Drosophila) 6591 NM_003068 TRCN0000284362 CCGGGAGTGACGCAATCAATGTTTACTCGAGTAAACATTGATTGCGTCACTCTTTTTG NM_003068.3-970s21c1 3 F 4
SNAI2 snail homolog 2 (Drosophila) 6591 NM_003068 TRCN0000271239 CCGGCCGAAGCCAAATGACAAATAACTCGAGTTATTTGTCATTTGGCTTCGGTTTTTG NM_003068.3-1016s21c1 3 F 5
SOX2 SRY-box 2 6657 NM_003106 TRCN0000003253 CCGGCTGCCGAGAATCCATGTATATCTCGAGATATACATGGATTCTCGGCAGTTTTT NM_003106.x-2378s1c1 8 E 8
SOX2 SRY-box 2 6657 NM_003106 TRCN0000085749 CCGGGCCCACCTACAGCATGTCCTACTCGAGTAGGACATGCTGTAGGTGGGCTTTTT NM_011443.2-1027s1c1 8 E 9
SRC v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) 6714 NM_198291 TRCN0000195339 CCGGCATCCTCAGGAACCAACAATTCTCGAGAATTGTTGGTTCCTGAGGATGTTTTTTG NM_198291.1-2718s1c1 7 B 6
SRC v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) 6714 NM_198291 TRCN0000199313 CCGGGCTGACAGTTTGTGGCATCTTCTCGAGAAGATGCCACAAACTGTCAGCTTTTTTG NM_198291.1-3422s1c1 7 B 7
SRC v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) 6714 NM_198291 TRCN0000363725 CCGGGCGGCTCCAGATTGTCAACAACTCGAGTTGTTGACAATCTGGAGCCGCTTTTTG NM_198291.1-675s21c1 7 B 8
SRC v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) 6714 NM_198291 TRCN0000038149 CCGGGCTCGGCTCATTGAAGACAATCTCGAGATTGTCTTCAATGAGCCGAGCTTTTTG NM_198291.1-1579s1c1 7 B 9
SRC v-src sarcoma (Schmidt-Ruppin A-2) viral oncogene homolog (avian) 6714 NM_198291 TRCN0000038150 CCGGGACAGACCTGTCCTTCAAGAACTCGAGTTCTTGAAGGACAGGTCTGTCTTTTTG NM_198291.1-648s1c1 7 B 10
SRCIN1 SNAP25-interacting protein 80725 NM_025248 TRCN0000164281 CCGGCTTCAACAAGAGCGTGGACTTCTCGAGAAGTCCACGCTCTTGTTGAAGTTTTTTG NM_025248.1-2784s1c1 6 F 7
SRCIN1 SNAP25-interacting protein 80725 NM_025248 TRCN0000163913 CCGGCCAGAACCTCTATCCCTGTATCTCGAGATACAGGGATAGAGGTTCTGGTTTTTTG NM_025248.1-3716s1c1 6 F 8
SRCIN1 SNAP25-interacting protein 80725 NM_025248 TRCN0000162192 CCGGCAGAACCTCTATCCCTGTATTCTCGAGAATACAGGGATAGAGGTTCTGTTTTTTG NM_025248.1-3717s1c1 6 F 9
SRCIN1 SNAP25-interacting protein 80725 NM_025248 TRCN0000163238 CCGGGCAGCCAAACTACTGGAGTTTCTCGAGAAACTCCAGTAGTTTGGCTGCTTTTTTG NM_025248.1-546s1c1 6 F 10
SRCIN1 SNAP25-interacting protein 80725 NM_025248 TRCN0000163534 CCGGGCAGGCCACTAAACCATCTAACTCGAGTTAGATGGTTTAGTGGCCTGCTTTTTTG NM_025248.1-3639s1c1 6 F 11
STAT1 signal transducer and activator of transcription 1, 91kDa 6772 NM_007315 TRCN0000280024 CCGGCCCTGAAGTATCTGTATCCAACTCGAGTTGGATACAGATACTTCAGGGTTTTTG NM_007315.3-2376s21c1 6 A 9
STAT1 signal transducer and activator of transcription 1, 91kDa 6772 NM_007315 TRCN0000280021 CCGGCTGGAAGATTTACAAGATGAACTCGAGTTCATCTTGTAAATCTTCCAGTTTTTG NM_007315.3-875s21c1 6 A 10
STAT1 signal transducer and activator of transcription 1, 91kDa 6772 NM_007315 TRCN0000004267 CCGGCTGGAAGATTTACAAGATGAACTCGAGTTCATCTTGTAAATCTTCCAGTTTTT NM_007315.x-838s1c1 6 A 11
STAT1 signal transducer and activator of transcription 1, 91kDa 6772 NM_007315 TRCN0000004268 CCGGCCCAAAGTATCAGGACGAGAACTCGAGTTCTCGTCCTGATACTTTGGGTTTTT NM_007315.x-2870s1c1 6 A 12
STAT1 signal transducer and activator of transcription 1, 91kDa 6772 NM_007315 TRCN0000004265 CCGGCCCTGAAGTATCTGTATCCAACTCGAGTTGGATACAGATACTTCAGGGTTTTT NM_007315.x-2339s1c1 6 B 1
STAT3 signal transducer and activator of transcription 3 6774 NM_003150 TRCN0000020840 CCGGGCTGACCAACAATCCCAAGAACTCGAGTTCTTGGGATTGTTGGTCAGCTTTTT NM_003150.2-1664s1c1 8 B 8
STAT3 signal transducer and activator of transcription 3 6774 NM_003150 TRCN0000020842 CCGGGCACAATCTACGAAGAATCAACTCGAGTTGATTCTTCGTAGATTGTGCTTTTT NM_003150.2-458s1c1 8 B 9
STAT3 signal transducer and activator of transcription 3 6774 NM_003150 GATCCCCCTTCAGACCCGTCAACAAATTCAAGAGATTTGTTGACGGGTCTGAAGTTTTTGGAAA 8 B 10
STAT5A signal transducer and activator of transcription 5A 6776 NM_003152 TRCN0000019308 CCGGGACCATGTACTCGATCAGGATCTCGAGATCCTGATCGAGTACATGGTCTTTTT NM_003152.2-2868s1c1 3 F 6
STAT5A signal transducer and activator of transcription 5A 6776 NM_003152 TRCN0000232136 CCGGCCCACGTTTCCCGGGATATATCTCGAGATATATCCCGGGAAACGTGGGTTTTTG NM_003152.2-3761s21c1 3 F 7
STAT5A signal transducer and activator of transcription 5A 6776 NM_003152 TRCN0000232134 CCGGGGACCTTCTTGTTGCGCTTTACTCGAGTAAAGCGCAACAAGAAGGTCCTTTTTG NM_003152.2-2479s21c1 3 F 8
STAT5A signal transducer and activator of transcription 5A 6776 NM_003152 TRCN0000232135 CCGGACCATTCACCACGCGGGATTTCTCGAGAAATCCCGCGTGGTGAATGGTTTTTTG NM_003152.2-2573s21c1 3 F 9
STAT5A signal transducer and activator of transcription 5A 6776 NM_003152 TRCN0000232133 CCGGTCCGGCACATTCTGTACAATGCTCGAGCATTGTACAGAATGTGCCGGATTTTTG NM_003152.2-967s21c1 3 F 10
STAT5B signal transducer and activator of transcription 5B 6777 NM_012448 TRCN0000232139 CCGGTCCGCTGCATCCGCCATATATCTCGAGATATATGGCGGATGCAGCGGATTTTTG NM_012448.3-486s21c1 6 B 12
STAT5B signal transducer and activator of transcription 5B 6777 NM_012448 TRCN0000232140 CCGGTATGTCCCTGAAACGAATTAACTCGAGTTAATTCGTTTCAGGGACATATTTTTG NM_012448.3-1423s21c1 6 C 1
STAT5B signal transducer and activator of transcription 5B 6777 NM_012448 TRCN0000232138 CCGGCCATTGAGGTGCGGCATTATTCTCGAGAATAATGCCGCACCTCAATGGTTTTTG NM_012448.3-249s21c1 6 C 2
STAT5B signal transducer and activator of transcription 5B 6777 NM_012448 TRCN0000232137 CCGGCATCAGATGCAAGCGTTATATCTCGAGATATAACGCTTGCATCTGATGTTTTTG NM_012448.3-215s21c1 6 C 3
STAT5B signal transducer and activator of transcription 5B 6777 NM_012448 TRCN0000232141 CCGGGTGTCAAGGCAGATTAGTTATCTCGAGATAACTAATCTGCCTTGACACTTTTTG NM_012448.3-4933s21c1 6 C 4
TCF4 transcription factor 4 6925 NM_003199 TRCN0000015036 CCGGGAAAGGAATCTGAATCCGAAACTCGAGTTTCGGATTCAGATTCCTTTCTTTTT NM_003199.1-2066s1c1 3 F 11
TCF4 transcription factor 4 6925 NM_003199 TRCN0000015037 CCGGCACGAAATCTTCGGAGGACAACTCGAGTTGTCCTCCGAAGATTTCGTGTTTTT NM_003199.1-1774s1c1 3 F 12
TCF4 transcription factor 4 6925 NM_003199 TRCN0000274213 CCGGGAGACTGAACGGCAATCTTTCCTCGAGGAAAGATTGCCGTTCAGTCTCTTTTTG NM_003199.2-2901s21c1 3 G 1
TCF4 transcription factor 4 6925 NM_003199 TRCN0000274214 CCGGCACGAAATCTTCGGAGGACAACTCGAGTTGTCCTCCGAAGATTTCGTGTTTTTG NM_003199.2-2187s21c1 3 G 2
TCF4 transcription factor 4 6925 NM_003199 TRCN0000274163 CCGGGAAAGGAATCTGAATCCGAAACTCGAGTTTCGGATTCAGATTCCTTTCTTTTTG NM_003199.2-2479s21c1 3 G 3
TERT telomerase reverse transcriptase 7015 NM_003219 TRCN0000180780 CCGGGAAGAGTGTCTGGAGCAAGTTCTCGAGAACTTGCTCCAGACACTCTTCTTTTTTG NM_003219.1-1786s1c1 3 G 4
TERT telomerase reverse transcriptase 7015 NM_003219 TRCN0000180472 CCGGGCATTGGAATCAGACAGCACTCTCGAGAGTGCTGTCTGATTCCAATGCTTTTTTG NM_003219.1-1812s1c1 3 G 5
TERT telomerase reverse transcriptase 7015 NM_198253 TRCN0000240463 CCGGTCTGCTACTCCATCCTGAAAGCTCGAGCTTTCAGGATGGAGTAGCAGATTTTTG NM_198253.2-3183s21c1 7 B 3
TERT telomerase reverse transcriptase 7015 NM_198253 TRCN0000240466 CCGGGACGGTGTGCACCAACATCTACTCGAGTAGATGTTGGTGCACACCGTCTTTTTG NM_198253.2-3043s21c1 7 B 4
TERT telomerase reverse transcriptase 7015 NM_198253 TRCN0000240467 CCGGCCCACATAGGAATAGTCCATCCTCGAGGATGGACTATTCCTATGTGGGTTTTTG NM_198253.2-3762s21c1 7 B 5
TNS4 tensin 4 84951 NM_032865 TRCN0000158321 CCGGCAATGACCTCATCCGACACTTCTCGAGAAGTGTCGGATGAGGTCATTGTTTTTTG NM_032865.3-1638s1c1 6 G 10
TNS4 tensin 4 84951 NM_032865 TRCN0000155108 CCGGGCCTCAGTTTCCTCAATCATACTCGAGTATGATTGAGGAAACTGAGGCTTTTTTG NM_032865.3-2465s1c1 6 G 11
TNS4 tensin 4 84951 NM_032865 TRCN0000155855 CCGGCCTTGACTCCTACATTGACTTCTCGAGAAGTCAATGTAGGAGTCAAGGTTTTTTG NM_032865.3-405s1c1 6 G 12
TNS4 tensin 4 84951 NM_032865 TRCN0000156914 CCGGGAAGTGGCAGAAGTACTGCAACTCGAGTTGCAGTACTTCTGCCACTTCTTTTTTG NM_032865.3-2103s1c1 6 H 1
TNS4 tensin 4 84951 NM_032865 TRCN0000156915 CCGGGAGAACGTATGCCACCTCTTTCTCGAGAAAGAGGTGGCATACGTTCTCTTTTTTG NM_032865.3-2173s1c1 6 H 2
TRAF6 TNF receptor-associated factor 6 7189 NM_004620 TRCN0000356117 CCGGTTCATAGTTTGAGCGTTATACCTCGAGGTATAACGCTCAAACTATGAATTTTTG NM_004620.2-1077s21c1 4 C 12
TRAF6 TNF receptor-associated factor 6 7189 NM_004620 TRCN0000356118 CCGGTATCTCAGAGGTCCGGAATTTCTCGAGAAATTCCGGACCTCTGAGATATTTTTG NM_004620.2-1111s21c1 4 D 1
TRAF6 TNF receptor-associated factor 6 7189 NM_004620 TRCN0000356146 CCGGTTAGAGAGGTCACTTACTATTCTCGAGAATAGTAAGTGACCTCTCTAATTTTTG NM_004620.2-1938s21c1 4 D 2
TRAF6 TNF receptor-associated factor 6 7189 NM_004620 TRCN0000356147 CCGGTCCAGACTCAAGAGTACTAAACTCGAGTTTAGTACTCTTGAGTCTGGATTTTTG NM_004620.2-2139s21c1 4 D 3
TRAF6 TNF receptor-associated factor 6 7189 NM_004620 TRCN0000007352 CCGGCCTGGATTCTACACTGGCAAACTCGAGTTTGCCAGTGTAGAATCCAGGTTTTT NM_004620.2-1379s1c1 4 D 4
TWIST1 twist homolog 1 (Drosophila) 7291 NM_000474 TRCN0000367828 CCGGCTCTGGAGCTGGATAACTAAACTCGAGTTTAGTTATCCAGCTCCAGAGTTTTTG NM_000474.3-1046s21c1 1 C 2
TWIST1 twist homolog 1 (Drosophila) 7291 NM_000474 TRCN0000358496 CCGGGGAACTATAAGAACACCTTTACTCGAGTAAAGGTGTTCTTATAGTTCCTTTTTG NM_000474.3-1397s21c1 1 C 3
TWIST1 twist homolog 1 (Drosophila) 7291 NM_000474 TRCN0000378362 CCGGATGGCAAGCTGCAGCTATGTGCTCGAGCACATAGCTGCAGCTTGCCATTTTTTG NM_000474.3-865s21c1 1 C 4
TWIST1 twist homolog 1 (Drosophila) 7291 NM_000474 TRCN0000378353 CCGGAGTCCGCAGTCTTACGAGGAGCTCGAGCTCCTCGTAAGACTGCGGACTTTTTTG NM_000474.3-646s21c1 1 C 5
TWIST1 twist homolog 1 (Drosophila) 7291 NM_000474 TRCN0000367866 CCGGAGCTGAGCAAGATTCAGACCCCTCGAGGGGTCTGAATCTTGCTCAGCTTTTTTG NM_000474.3-776s21c1 1 C 6
UBE2D2 ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) 7322 NM_003339 TRCN0000003387 CCGGCTCCAGCACTAACTATTTCAACTCGAGTTGAAATAGTTAGTGCTGGAGTTTTT NM_003339.x-907s1c1 3 G 6
UBE2D2 ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) 7322 NM_003339 TRCN0000003390 CCGGTGTCCATCTGTTCTCTGTTGTCTCGAGACAACAGAGAACAGATGGACATTTTT NM_003339.x-937s1c1 3 G 7
UBE2D2 ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) 7322 NM_003339 TRCN0000314565 CCGGGCTGAGATTAGTGGTGGATTTCTCGAGAAATCCACCACTAATCTCAGCTTTTTG NM_003339.2-2004s21c1 3 G 8
UBE2D2 ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) 7322 NM_003339 TRCN0000350299 CCGGTGTCCATCTGTTCTCTGTTGTCTCGAGACAACAGAGAACAGATGGACATTTTTG NM_003339.2-937s21c1 3 G 9
UBE2D2 ubiquitin-conjugating enzyme E2D 2 (UBC4/5 homolog, yeast) 7322 NM_003339 TRCN0000314505 CCGGGTTCTCTGTTGTGTGATCCCACTCGAGTGGGATCACACAACAGAGAACTTTTTG NM_003339.2-946s21c1 3 G 10
XIAP X-linked inhibitor of apoptosis 331 NM_001167 TRCN0000231578 CCGGAGATATCTGGGAGCAACTATACTCGAGTATAGTTGCTCCCAGATATCTTTTTTG NM_001167.2-1321s21c1 1 G 8
XIAP X-linked inhibitor of apoptosis 331 NM_001167 TRCN0000231577 CCGGATCCATCCATGGCAGATTATGCTCGAGCATAATCTGCCATGGATGGATTTTTTG NM_001167.2-904s21c1 1 G 9
XIAP X-linked inhibitor of apoptosis 331 NM_001167 TRCN0000231579 CCGGACACGTACTTGTGCGAATTATCTCGAGATAATTCGCACAAGTACGTGTTTTTTG NM_001167.2-2149s21c1 1 G 10
XIAP baculoviral IAP repeat-containing 4 331 NM_001167 TRCN0000003785 CCGGAGCTGTAGATAGATGGCAATACTCGAGTATTGCCATCTATCTACAGCTTTTTT NM_001167.x-332s1c1 1 G 11
XIAP baculoviral IAP repeat-containing 4 331 NM_001167 TRCN0000003787 CCGGGACATGGATATACTCAGTTAACTCGAGTTAACTGAGTATATCCATGTCTTTTT NM_001167.x-947s1c1 1 G 12
ZEB1 transcription factor 8 (represses interleukin 2 expression) 6935 NM_030751 TRCN0000017565 CCGGCCTCTCTGAAAGAACACATTACTCGAGTAATGTGTTCTTTCAGAGAGGTTTTT NM_030751.2-572s1c1 6 F 12
ZEB1 zinc finger E-box binding homeobox 1 6935 NM_030751 TRCN0000364631 CCGGCCTACCACTGGATGTAGTAAACTCGAGTTTACTACATCCAGTGGTAGGTTTTTG NM_030751.4-1920s21c1 6 G 1
ZEB1 zinc finger E-box binding homeobox 1 6935 NM_030751 TRCN0000369265 CCGGGTCTGGGTGTAATCGTAAATTCTCGAGAATTTACGATTACACCCAGACTTTTTG NM_030751.4-762s21c1 6 G 2
ZEB1 zinc finger E-box binding homeobox 1 6935 NM_030751 TRCN0000369267 CCGGTGTCTCCCATAAGTATCAATTCTCGAGAATTGATACTTATGGGAGACATTTTTG NM_030751.4-1268s21c1 6 G 3
ZEB1 zinc finger E-box binding homeobox 1 6935 NM_030751 TRCN0000369266 CCGGCTGAACCTCAGACCTAGTAATCTCGAGATTACTAGGTCTGAGGTTCAGTTTTTG NM_030751.4-3646s21c1 6 G 4
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ABL1 >NM_005157.4 Homo sapiens c-abl oncogene 1, non-receptor tyrosine kinase (ABL1), transcript variant a, mRNA GAGCCTGGCCTACAACAAGT CCTGGGACAGGTCAATTCCC
ABL2 >NM_005158.4 Homo sapiens v-abl Abelson murine leukemia viral oncogene homolog 2 (ABL2), transcript variant c, mRNA AGGTACGAGGGACGTGTGTA TGGTGTACAAGCTCTGCCAA
AKT1 >NM_005163.2 Homo sapiens v-akt murine thymoma viral oncogene homolog 1 (AKT1), transcript variant 1, mRNA GCTTCTTTGCCGGTATCGTG GGCCGTGAACTCCTCATCAA
AKT2 >NM_001626.4 Homo sapiens v-akt murine thymoma viral oncogene homolog 2 (AKT2), transcript variant 1, mRNA TTTACCGCCCAGTCCATCAC CTGGTCCAGCTCCAGTAAGC
ALK >NM_004304.4 Homo sapiens ALK receptor tyrosine kinase (ALK), transcript variant 1, mRNA AAGGAGGTGCCGCGGAAAAACA GCATTCCGGACACCTGGCCTTC
ARNT >NM_001668.3 Homo sapiens aryl hydrocarbon receptor nuclear translocator (ARNT), transcript variant 1, mRNA ACTTGGACCCCTACTACCCG GAGTCTTAGCAGTAGCCTGGG
ATF1 >NM_005171.4 Homo sapiens activating transcription factor 1 (ATF1), mRNA CGACAGCATAGGCTCCTCAC CTCCTTTTCTGCCCCGTGTA
ATF3 >NM_001674.3 Homo sapiens activating transcription factor 3 (ATF3), transcript variant 1, mRNA CTGCAAAGTGCCGAAACAAGA CACTTTCCAGCTTCTCCGACT
ATG5 >NM_004849.2 Homo sapiens autophagy related 5 (ATG5), mRNA TCACAAGCAACTCTGGATGGG GAGTTTCCGATTGATGGCCC
ATG7 >NM_006395.2 Homo sapiens autophagy related 7 (ATG7), transcript variant 1, mRNA CCAACCTCTCTTGGGCTTGT GGCTGACGGGAAGGACATTAT
AURKA >NM_003600.2 Homo sapiens aurora kinase A (AURKA), transcript variant 2, mRNA GAGGCATCATGGACCGATCT TGCTGAGTCACGAGAACACG
AURKB >NM_004217.3 Homo sapiens aurora kinase B (AURKB), transcript variant 1, mRNA TGAAGATTGCTGACTTCGGCT CATCTCTGGGGGCAGGTAGT
BATF3 >NM_018664.2 Homo sapiens basic leucine zipper transcription factor, ATF-like 3 (BATF3), mRNA AGTTGCTGCTCAGAGAAGTCG TGTTTTCTTGCTCCAGGCTCT
BCAR1 >NM_014567.4 Homo sapiens BCAR1, Cas family scaffold protein (BCAR1), transcript variant 6, mRNA GGGCAGCTCGGTGTGC GGACTCGGCCACATTGTCAT
BCL2 >NM_000633.2 Homo sapiens B-cell CLL/lymphoma 2 (BCL2), nuclear gene encoding mitochondrial protein, transcript variant alpha, mRNA ATGTGTGTGGAGAGCGTCAA GGGCCGTACAGTTCCACAAA
BCL2A1 >NM_004049.3 Homo sapiens BCL2-related protein A1 (BCL2A1), transcript variant 1, mRNA GGATAAGGCAAAACGGAGGC AGTCATCCAGCCAGATTTAGGT
BCL3 >NM_005178.4 Homo sapiens B-cell CLL/lymphoma 3 (BCL3), mRNA ATGGAACACCCCCTTTCTGC CCCTGCACCACAGCAATATG
BECN1 >NM_003766.3 Homo sapiens beclin 1, autophagy related (BECN1), mRNA CCCCTGAAACTGGACACGAG TCCTGGGTCTCTCCTGGTTT
BIRC2 >NM_001166.4 Homo sapiens baculoviral IAP repeat containing 2 (BIRC2), transcript variant 1, mRNA GGAGAAGAAAATGCTGACCCAC AAAGCCCATTTCCAAGGCAGA
BIRC3 >NM_001165.4 Homo sapiens baculoviral IAP repeat containing 3 (BIRC3), transcript variant 1, mRNA TGTGATGGTGGACTCAGGTG TGGCTTGAACTTGACGGATGA
BRAF >NM_004333.4 Homo sapiens v-raf murine sarcoma viral oncogene homolog B1 (BRAF), mRNA AGGACCTCAGCGAGAAAGGA ACTCGAGTCCCGTCTACCAA
BTRC >NM_003939.4 Homo sapiens beta-transducin repeat containing E3 ubiquitin protein ligase (BTRC), transcript variant 2, mRNA GTCAGTGGGGCCTATGATGG CTCTTCCGGAATGCTCCACA
CA9 >NM_001216.2 Homo sapiens carbonic anhydrase IX (CA9), mRNA GCCTTTGCCAGAGTTGACGA TCTTCCAAGCGAGACAGCAA
CBFB >NM_001755.2 Homo sapiens core-binding factor, beta subunit (CBFB), transcript variant 2, mRNA TGGTATGGGCTGTCTGGAGT ACCTCCATTTCCTCCCGATG
CCND1 >NM_053056.2 Homo sapiens cyclin D1 (CCND1), mRNA AGGCGGAGGAGAACAAACAG CATGGAGGGCGGATTGGAAA
CDC42 >NM_001791.3 Homo sapiens cell division cycle 42 (CDC42), transcript variant 1, mRNA GCAGTCACAGTTATGATTGGTGG TGTGGATAACTCAGCGGTCG
CDH2 >NM_001792.3 Homo sapiens cadherin 2, type 1, N-cadherin (neuronal) (CDH2), mRNA TGTGGGAATCCGACGAATGG CATATGGTGGAGCTGTGGGG
CDK1 >NM_001786.4 Homo sapiens cyclin-dependent kinase 1 (CDK1), transcript variant 1, mRNA ACCATACCCATTGACTAACTATGGA TGGCTACCACTTGACCTGTAG
CDK2 >NM_001798.3 Homo sapiens cyclin-dependent kinase 2 (CDK2), transcript variant 1, mRNA CCTGAAATCCTCCTGGGCTG CCCAGAGTCCGAAAGATCCG
CDK4 >NM_000075.3 Homo sapiens cyclin-dependent kinase 4 (CDK4), mRNA CCGTGGTTGTTACACTCTGGT GTCGGCTTCAGAGTTTCCAC
CDK6 >NM_001259.6 Homo sapiens cyclin-dependent kinase 6 (CDK6), transcript variant 1, mRNA TGACCAGCAGCGGACAAATA CAAGACTTCGGGTGCTCTGT
CDK7 >NM_001799.3 Homo sapiens cyclin-dependent kinase 7 (CDK7), mRNA GTGCAGCAGGAGACGACTTA AGCTGACATCCAGGTGTTGG
CDKN1A >NM_000389.4 Homo sapiens cyclin-dependent kinase inhibitor 1A (p21, Cip1) (CDKN1A), transcript variant 1, mRNA ACTCTCAGGGTCGAAAACGG GCGGATTAGGGCTTCCTCTT
CEBPB >NM_005194.3 Homo sapiens CCAAT/enhancer binding protein (C/EBP), beta (CEBPB), mRNA CGTTCATGCAACGCCTGG AAGCAGTCCGCCTCGTAGTA
CFLAR >NM_003879.5 Homo sapiens CASP8 and FADD-like apoptosis regulator (CFLAR), transcript variant 1, mRNA AATCTGGTTGCCCCAGATCAA ACTTGTCCCTGCTCCTTGAA
CHUK >NM_001278.3 Homo sapiens conserved helix-loop-helix ubiquitous kinase (CHUK), mRNA CCCCGACTTCAGCAGAACAT GTGCTTAAATGGCCAAGGCA
CREB1 >NM_004379.3 Homo sapiens cAMP responsive element binding protein 1 (CREB1), transcript variant A, mRNA GCACAGACCACTGATGGACA GGGGCAATAGTGCTAGTGGG
CTNNB1 >NM_001904.3 Homo sapiens catenin (cadherin-associated protein), beta 1, 88kDa (CTNNB1), transcript variant 1, mRNA CGTGCACATCAGGATACCCA GGCTCCGGTACAACCTTCAA
CYSLTR1 >NM_006639.3 Homo sapiens cysteinyl leukotriene receptor 1 (CYSLTR1), transcript variant 3, mRNA CAGCGTGGGCTTCCTCTAAT CTCTACGAATGTCTGCTTTGTGC
DNMT1 >NM_001379.2 Homo sapiens DNA (cytosine-5-)-methyltransferase 1 (DNMT1), transcript variant 2, mRNA GGCGGCTCAAAGATTTGGAA TGGTTTCCAAGTCACATAACTGAT
DNMT3A >NM_022552.4 Homo sapiens DNA methyltransferase 3 alpha (DNMT3A), transcript variant 3, mRNA GAGAGCAGAGGACGAGCC CTGTCAGCCTGTGGGTGG
DNMT3B >NM_006892.3 Homo sapiens DNA (cytosine-5-)-methyltransferase 3 beta (DNMT3B), transcript variant 1, mRNA ACCAGTGGTTAATAAGTCGAAGG CAGTAGTCAGAGGTGGCTGA
E2F1 >NM_005225.2 Homo sapiens E2F transcription factor 1 (E2F1), mRNA GCCAAGAAGTCCAAGAACCACA TCAACCCCTCAAGCCGTCC
EGFR >NM_005228.4 Homo sapiens epidermal growth factor receptor (EGFR), transcript variant 1, mRNA CTCCTGGCGCTGCTGG TGCGTGAGCTTGTTACTCGT
EIF4B >NM_001417.4 Homo sapiens eukaryotic translation initiation factor 4B (EIF4B), mRNA GTACTGGTGGAGGAAGCACC GGAGGCGCCCTATACACATC
EIF4E >NM_001968.3 Homo sapiens eukaryotic translation initiation factor 4E (EIF4E), transcript variant 1, mRNA TGATGTATGTGGCGCTGTTG TGGAGGAAGTCCTAACCTTTCC
EPAS1 >NM_001430.4 Homo sapiens endothelial PAS domain protein 1 (EPAS1), mRNA GCGACCATGAGGAGATTCGT GACCGTGCACTTCATCCTCA
ERBB2 >NM_004448.2 Homo sapiens v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) (ERBB2), transcript variant 1, mRNA CCGAGGGCCGGTATACATTC TGCTGTCACCTCTTGGTTGT
ERBB3 >NM_001982.3 Homo sapiens v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) (ERBB3), transcript variant 1, mRNA TGAGATTGTGCTCACGGGAC GGAGGTTGGGCAATGGTAGA
ERBB4 >NM_005235.2 Homo sapiens erb-b2 receptor tyrosine kinase 4 (ERBB4), transcript variant JM-a/CVT-1, mRNA ACGGGCCATTCCACTTTACC ACCAGAATGAAGAGCCCACC
ERK1 >NM_002746.2 Homo sapiens mitogen-activated protein kinase 3 (MAPK3), transcript variant 1, mRNA TCATCGGCATCCGAGACATT CTCAGCTGCTGGCTTTTCAG
ERK2 >NM_002745.4 Homo sapiens mitogen-activated protein kinase 1 (MAPK1), transcript variant 1, mRNA CGCTACACCAACCTCTCGTA GGTGCTCAAAGGGGCTGATT
ETS1 >NM_005238.3 Homo sapiens v-ets erythroblastosis virus E26 oncogene homolog 1 (avian) (ETS1), transcript variant 2, mRNA AACATGTGCATGGGGAGGAC CTGGGTGAGGCGATCACAAC
EZH2 >NM_004456.4 Homo sapiens enhancer of zeste homolog 2 (Drosophila) (EZH2), transcript variant 1, mRNA ACGCTTTTCTGTAGGCGATGT AAGTGTTGGGTGTTGCATGA
FBXO5 >NM_012177.3 Homo sapiens F-box protein 5 (FBXO5), transcript variant 1, mRNA GCCCTCGACCCTCGGATA AGTTTAAGTCCGGAATGAACATGG
FLI1 >NM_002017.4 Homo sapiens Friend leukemia virus integration 1 (FLI1), transcript variant 1, mRNA AATACAGAGCAACGGCCCC AGAGCAGCTCCAGGAGGAAT
FLT1 >NM_002019.4 Homo sapiens fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor receptor) (FLT1), transcript variant 1, mRNA CAAATAAGCACACCACGCCC CGCCTTACGGAAGCTCTCTT
FLT3 >NM_004119.2 Homo sapiens fms-related tyrosine kinase 3 (FLT3), mRNA GTGCTTTGCGATTCACAGGG GCACCTTATGTCCGTCCCAA
FLT4 >NM_002020.4 Homo sapiens fms-related tyrosine kinase 4 (FLT4), transcript variant 2, mRNA AGATGTTTGCCCAGCGTAGT TTCCCTCCACAAACTCGGTC
FOS >NM_005252.3 Homo sapiens Fos proto-oncogene, AP-1 transcription factor subunit (FOS), mRNA GGAGAATCCGAAGGGAAAGGA AGTTGGTCTGTCTCCGCTTG
GLI1 >NM_005269.2 Homo sapiens GLI family zinc finger 1 (GLI1), transcript variant 1, mRNA CCCTGGACCGCGCATC CGAGTTGAACATGGCGTCTC
GLI2 >NM_005270.4 Homo sapiens GLI family zinc finger 2 (GLI2), mRNA AAAGGCCTCTCCTTTGGTGG TCGCATGTCAATCGGTAGGG
HDAC1 >NM_004964.2 Homo sapiens histone deacetylase 1 (HDAC1), mRNA ACGGGATTGATGACGAGTCC CACACTGTAAGACCACCGCA
HDAC2 >NM_001527.3 Homo sapiens histone deacetylase 2 (HDAC2), transcript variant 1, mRNA ATGGCGTACAGTCAAGGAGG TCATGGGATGACCCTGTCCA
HDAC6 >NM_006044.3 Homo sapiens histone deacetylase 6 (HDAC6), transcript variant 5, mRNA CCACGGTCAAGGAACACAGT GTGGTGGACCAGTTAGAGGC
HIF1A >NM_001530.3 Homo sapiens hypoxia inducible factor 1, alpha subunit (basic helix-loop-helix transcription factor) (HIF1A), transcript variant 1, mRNA TCCAAGAAGCCCTAACGTGT CGCTTTCTCTGAGCATTCTGC
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HRAS >NM_005343.3 Homo sapiens HRas proto-oncogene, GTPase (HRAS), transcript variant 1, mRNA CTACACGTTGGTGCGTGAGA CTTGTGCTGCGTCAGGAGAG
IDH1 >NM_005896.3 Homo sapiens isocitrate dehydrogenase (NADP(+)) 1, cytosolic (IDH1), transcript variant 1, mRNA CAAGACTGGGAGGAACTGGG TGCATCTCTACCACAGAACCG
IDH2 >NM_002168.2 Homo sapiens isocitrate dehydrogenase 2 (NADP+), mitochondrial (IDH2), nuclear gene encoding mitochondrial protein, mRNA CGGAGATGTGCAGTCAGACA GCCTCAGCCTCAATCGTCTT
IGF1R >NM_000875.3 Homo sapiens insulin-like growth factor 1 receptor (IGF1R), mRNA TCTCTCTGGGAATGGGTCGT CAACCCTCCCACGATCAACA
IKBKB >NM_001556.2 Homo sapiens inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta (IKBKB), transcript variant 1, mRNA TGAGAAGACTGTTGTCCGGC AGGCATTCATGCTATCCGGG
IL17RA >NM_014339.6 Homo sapiens interleukin 17 receptor A (IL17RA), transcript variant 1, mRNA CTGCTCCTGCTGCTCCTG CTTGACCGTGCAGTTTAGCC
IL23R >NM_144701.2 Homo sapiens interleukin 23 receptor (IL23R), mRNA CCTGGCTCTGAAGTGGAATTA AAGGGCTATTACTGCATCCC
IRF4 >NM_002460.3 Homo sapiens interferon regulatory factor 4 (IRF4), transcript variant 1, mRNA GGCAAGCAGGACTACAACCG TTGTCGATGCCTTCTCGGAAC
JAK2 >NM_004972.3 Homo sapiens Janus kinase 2 (JAK2), mRNA TGGCAGCAACAGAGCCTATC TCCGTGCACAAAATCATGCC
JAK3 >NM_000215.3 Homo sapiens Janus kinase 3 (JAK3), mRNA GAGTGGGACTTTCCTCTCGC ACTTGGAGGTGCCATGAGTG
JUN >NM_002228.3 Homo sapiens jun proto-oncogene (JUN), mRNA CTTTTCAAAGCCGGGTAGCG TTTCTCTAAGAGCGCACGCA
KDM1A >NM_015013.3 Homo sapiens lysine demethylase 1A (KDM1A), transcript variant 2, mRNA AGCCATGGTGGTAACAGGTC AGCTTGTCCGTTGGCTTCATA
KDR >NM_002253.2 Homo sapiens kinase insert domain receptor (a type III receptor tyrosine kinase) (KDR), mRNA GTACACCTGTGCAGCATCCA CCACCAGAGATTCCATGCCA
KIT >NM_000222.2 Homo sapiens v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog (KIT), transcript variant 1, mRNA GGCACGGTTGAATGTAAGGC CAGGGTGTGGGGATGGATTT
KRAS >NM_004985.3 Homo sapiens v-Ki-ras2 Kirsten rat sarcoma viral oncogene homolog (KRAS), transcript variant b, mRNA TAGGCAAGAGTGCCTTGACG CCAAGAGACAGGTTTCTCCATCA
KRAS >NM_033360.3 Homo sapiens KRAS proto-oncogene, GTPase (KRAS), transcript variant a, mRNA GACTCCTGGCTGTGTGAAAA GTATAGAAGGCATCATCAACACC
LDHA >NM_005566.3 Homo sapiens lactate dehydrogenase A (LDHA), transcript variant 1, mRNA GCCGATTCCGGATCTCATTG CAGCTGATCCTTTAGAGTTGCC
LEF1 >NM_016269.4 Homo sapiens lymphoid enhancer-binding factor 1 (LEF1), transcript variant 1, mRNA CCCGAAGAGGAAGGCGATTTA AGGGCTCCTGAGAGGTTTGT
LTA4H >NM_000895.2 Homo sapiens leukotriene A4 hydrolase (LTA4H), transcript variant 1, mRNA GGCGACAAGTCACTCTCCAA GCAAATGTGGCGTTCCAAGT
LTB4R >NM_181657.3 Homo sapiens leukotriene B4 receptor (LTB4R), transcript variant 1, mRNA CCCTGGAGTTTCTGTCCCCA CGGGATGTGAGAGAATGGCAA
LTC4S >NM_000897.2 Homo sapiens leukotriene C4 synthase (LTC4S), transcript variant 2, mRNA GTCGCAGGACCATCCCG GGGAAGTACTCGCTGCAGTT
MAFF >NM_012323.3 Homo sapiens v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog F (MAFF), transcript variant 1, mRNA GAGGGCACCTTCTGCAAACAT TTCTCGCTCAGCTCTCGCTT
MAML2 >NM_032427.3 Homo sapiens mastermind like transcriptional coactivator 2 (MAML2), mRNA AGGGGACCAGAGGAACTCAG CATTGGGTCGCTTGCTGTTG
MAPK14 >NM_001315.2 Homo sapiens mitogen-activated protein kinase 14 (MAPK14), transcript variant 1, mRNA AGAACCTACAGAGAACTGCGG TCAGATCTGCCCCCATGAGA
MAPK8 >NM_139049.3 Homo sapiens mitogen-activated protein kinase 8 (MAPK8), transcript variant JNK1-a2, mRNA CTCGCTACTACAGAGCACCC CTCCCATAATGCACCCCACA
MAPK9 >NM_002752.4 Homo sapiens mitogen-activated protein kinase 9 (MAPK9), transcript variant JNK2-a2, mRNA TTACGTGGTGACACGGTACT GATGCAACCCACTGACCAGA
MCL1 >NM_021960.4 Homo sapiens MCL1, BCL2 family apoptosis regulator (MCL1), transcript variant 1, mRNA AAGGACAAAACGGGACTGGC GCAAAAGCCAGCAGCACATT
MDM2 >NM_002392.4 Homo sapiens Mdm2, p53 E3 ubiquitin protein ligase homolog (mouse) (MDM2), mRNA AGGAGATTTGTTTGGCGTGC TGAGTCCGATGATTCCTGCTG
MET >NM_000245.2 Homo sapiens met proto-oncogene (hepatocyte growth factor receptor) (MET), transcript variant 2, mRNA CCCGAAGTGTAAGCCCAACT AGGATACTGCACTTGTCGGC
MLL >NM_005933.3 Homo sapiens lysine methyltransferase 2A (KMT2A), transcript variant 2, mRNA CTGTCACGTTTGTGGAAGGC GTGGGGTAGTTTGGTCCCAG
MLL2 >NM_003482.3 Homo sapiens myeloid/lymphoid or mixed-lineage leukemia 2 (MLL2), mRNA GCCCTACGTGGTAAAGCCTG CAAGGCCATGCCAGTTTCTG
MTOR >NM_004958.3 Homo sapiens mechanistic target of rapamycin (serine/threonine kinase) (MTOR), mRNA GACGAGAGATCATCCGCCAG ACAAGGGACCGCACCATAAG
MYC >NM_002467.4 Homo sapiens v-myc myelocytomatosis viral oncogene homolog (avian) (MYC), mRNA GGACCCGCTTCTCTGAAAGG TAACGTTGAGGGGCATCGTC
NANOG >NM_024865.2 Homo sapiens Nanog homeobox (NANOG), mRNA CTATGCCTGTGATTTGTGGGC AGCAGATCCATGGAGGAAGG
NFKB1 >NM_003998.3 Homo sapiens nuclear factor of kappa light polypeptide gene enhancer in B-cells 1 (NFKB1), transcript variant 1, mRNA CTGGACCCAAGGACATGGTG GCCCCTTATACACGCCTCTG
NFKB2 >NM_002502.4 Homo sapiens nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) (NFKB2), transcript variant 2, mRNA CTGTCTGACATGGGCCTAGA CGCACTGTCTTCCTTCACCTC
NOTCH1 >NM_017617.5 Homo sapiens notch 1 (NOTCH1), mRNA TACAAGTGCAACTGCCTGCT ATAGTCCTCGGATTGCCTGC
NOTCH3 >NM_000435.2 Homo sapiens notch 3 (NOTCH3), mRNA TTTGGAGTCTGCCGTGATGG TCTCCACGTTACAAAGGGGC
NRAS >NM_002524.4 Homo sapiens neuroblastoma RAS viral (v-ras) oncogene homolog (NRAS), mRNA GGGAAAAGCGCACTGACAAT GTCCAACAAACAGGTTTCACCA
PARP1 >NM_001618.3 Homo sapiens poly (ADP-ribose) polymerase 1 (PARP1), mRNA GAAGTACGTGCAAGGGGTGT CCAGCGGTCAATCATGCCTA
PDGFRA >NM_033023.4 Homo sapiens platelet-derived growth factor alpha polypeptide (PDGFA), transcript variant 2, mRNA GGGTCCATGCCACTAAGCAT AATGACCGTCCTGGTCTTGC
PDGFRB >NM_002609.3 Homo sapiens platelet-derived growth factor receptor, beta polypeptide (PDGFRB), mRNA CATGAGGATGCTGAGGTCCAG TTAGCTCCAGCACTCGGACA
PIK3CA >NM_006218.3 Homo sapiens phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha (PIK3CA), mRNA TAGGCAAGTCGAGGCAATGG CTGGTCGCCTCATTTGCTCA
PLK1 >NM_005030.3 Homo sapiens polo-like kinase 1 (PLK1), mRNA >gi|33876611|gb|BC002369.2| Homo sapiens polo-like kinase 1 (Drosophila), mRNA (cDNA clone MGC:8502 IMAGE:2822226), complete cds AAAGGGCACAGTTTCGAGGT AGGTGGTTTGCCCACTAACA
POU5F1B >NM_001159542.1 Homo sapiens POU class 5 homeobox 1B (POU5F1B), mRNA >gi|94490331|gb|DQ486513.1| Homo sapiens POU domain transcription factor Oct-4 (POU5F1) mRNA TGATGCTTCAGGCACTGTGT GGCCTGGTGAAATGAGCAAT
PPARGC1A >NM_013261.4 Homo sapiens PPARG coactivator 1 alpha (PPARGC1A), transcript variant 2, mRNA ACTGGCGTCATTCAGGAGCTG TCTTCACCAACCAGAGCAGCA
PTGER2 >NM_000956.3 Homo sapiens prostaglandin E receptor 2 (subtype EP2), 53kDa (PTGER2), mRNA ACCACCTCATTCTCCTGGCTA AAGAGCTTGGAGGTCCCATTT
PTGES >NM_004878.4 Homo sapiens prostaglandin E synthase (PTGES), mRNA AGAAGGCCTTTGCCAACCC AGATGGTCTCCATGTCGTTCC
PTK2 >NM_005607.4 Homo sapiens protein tyrosine kinase 2 (PTK2), transcript variant 2, mRNA CAACCACCTGGGCCAGTATT AGCAGGCCACATGCTTTACT
RAC1 >NM_006908.4 Homo sapiens ras-related C3 botulinum toxin substrate 1 (rho family, small GTP binding protein Rac1) (RAC1), transcript variant Rac1, mRNA TGATGCAGGCCATCAAGTGT CCAGGAAATGCATTGGTTGTGT
RAC2 >NM_002872.3 Homo sapiens ras-related C3 botulinum toxin substrate 2 (rho family, small GTP binding protein Rac2) (RAC2), mRNA GTCACCACCGACACTCTCCA TGTAGCTGATGAGAAGGCAGG
RAC3 >NM_005052.2 Homo sapiens ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) (RAC3), mRNA CGGCCTCCTTCGAGAATGTT CAATGGTGTCCTTGTCGTCG
RAF1 >NM_002880.3 Homo sapiens v-raf-1 murine leukemia viral oncogene homolog 1 (RAF1), mRNA AACGACAGGACGTTGGGGC CCAAGCTCCCTGTATGTGCTC
REL >NM_002908.2 Homo sapiens v-rel reticuloendotheliosis viral oncogene homolog (avian) (REL), mRNA CCTGGTCTCCTCGGTTCAAT TGACTTGAAACCCCTGTAGGC
RELA >NM_021975.3 Homo sapiens RELA proto-oncogene, NF-kB subunit (RELA), transcript variant 1, mRNA GGATGGCTTCTATGAGGCTG TCTGGATGCGCTGACTGA
RELB >NM_006509.3 Homo sapiens RELB proto-oncogene, NF-kB subunit (RELB), mRNA GACCTCTCCTCACTCTCGCT TGATGTACTCGTCGATGATCTCC
RHO >NM_000539.3 Homo sapiens rhodopsin (RHO), mRNA TTTGGAGGGCTTCTTTGCCA TTACACACCACCACGTACCG
ROS1 >NM_002944.2 Homo sapiens c-ros oncogene 1 , receptor tyrosine kinase (ROS1), mRNA TTGACCTTGGCACACCACAT TACAGCCAACCTCACACGAC
RPS6 >NM_001010.2 Homo sapiens ribosomal protein S6 (RPS6), mRNA GCCCCAAAAGAGCTAGCAGA ACGCTGAATCTTGGGTGCTT
RUNX1 >NM_001754.4 Homo sapiens runt-related transcription factor 1 (RUNX1), transcript variant 1, mRNA CCTCAGGTTTGTCGGTCGAA CTTGCGGTGGGTTTGTGAAG
RUNX2 >NM_004348.3 Homo sapiens runt-related transcription factor 2 (RUNX2), transcript variant 3, mRNA CCCTGAACTCTGCACCAAGT GGCTCAGGTAGGAGGGGTAA
SGK >NM_005627.3 Homo sapiens serum/glucocorticoid regulated kinase 1 (SGK1), transcript variant 1, mRNA CTCGGGGCCAAGGATGACTT GCCCACTCACATTTGGGTTAAA
SIRT1 >NM_012238.4 Homo sapiens sirtuin 1 (SIRT1), transcript variant 1, mRNA GGAGCAGATTAGTAGGCGGC CCTCAGCGCCATGGAAAATG
SKP2 >NM_005983.3 Homo sapiens S-phase kinase associated protein 2 (SKP2), transcript variant 1, mRNA GCTGCTAAAGGTCTCTGGTGT AGCAACCGACCAGTCACATC
SLC2A1 >NM_006516.3 Homo sapiens solute carrier family 2 member 1 (SLC2A1), mRNA TCCCTGCAGTTTGGCTACAA CAGGATGCTCTCCCCATAGC
SMAD2 >NM_005901.5 Homo sapiens SMAD family member 2 (SMAD2), transcript variant 1, mRNA AGGAAGGAACAAAAGGTCCCG CTTACCAAAGGCAGCAAGCC
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SMAD3 >NM_005902.3 Homo sapiens SMAD family member 3 (SMAD3), transcript variant 1, mRNA GAAACTCAAGAAGACGGGGCAG CGATGGGACACCTGCAACC
SMAD4 >NM_005359.5 Homo sapiens SMAD family member 4 (SMAD4), mRNA ACATTGGATGGGAGGCTTCAG CCTCCAGAGACGGGCATAGA
SMO >NM_005631.4 Homo sapiens smoothened, frizzled family receptor (SMO), mRNA TCCTGACCGCTTCCCTGAA TCTTGGGGTTGTCTGTCCGA
SNAI2 >NM_003068.4 Homo sapiens snail homolog 2 (Drosophila) (SNAI2), mRNA ACGCCTCCAAAAAGCCAAAC GGCTGTATGCTCCTGAGCTG
SOX2 >NM_003106.3 Homo sapiens SRY (sex determining region Y)-box 2 (SOX2), mRNA TGCTGCCTCTTTAAGACTAGGAC CGCCGCCGATGATTGTTATT
SRC >NM_005417.4 Homo sapiens SRC proto-oncogene, non-receptor tyrosine kinase (SRC), transcript variant 1, mRNA GCTCAATGCAGAGAACCCGA GACACTGAGAGGCAGTAGGC
SRCIN1 >NM_025248.2 Homo sapiens SRC kinase signaling inhibitor 1 (SRCIN1), mRNA CAAGGACGAGGATGACGAGG TTCATGGGTGGTACACTGCC
STAT1 >NM_007315.3 Homo sapiens signal transducer and activator of transcription 1, 91kDa (STAT1), transcript variant alpha, mRNA GAGGTGTCTCGGATAGTGGG TGAGAAGGAAAACTGTCGCC
STAT3 >NM_139276.2 Homo sapiens signal transducer and activator of transcription 3 (STAT3), transcript variant 1, mRNA CTGCTCCAGGTACCGTGTGT CCTCTGCCGGAGAAACAG
STAT5A >NM_003152.3 Homo sapiens signal transducer and activator of transcription 5A (STAT5A), mRNA CCCCAGGCTCCCTATAACAT ATCCAGGTCGAATTCTCCATCC
STAT5B >NM_012448.3 Homo sapiens signal transducer and activator of transcription 5B (STAT5B), mRNA CATTTTCCCATTGAGGTGCGG AGGAGCTGGGTGGCCTTAAT
TCF4 >NM_003199.2 Homo sapiens transcription factor 4 (TCF4), transcript variant 2, mRNA TGAGAACCTGCAAGACACGA GGTGTCAGGTCCTCATCGTC
TERT >NM_198253.2 Homo sapiens telomerase reverse transcriptase (TERT), transcript variant 1, mRNA TACTGCGTGCGTCGGTATG ATGTACGGCTGGAGGTCTGT
TERT >NM_198253.2 Homo sapiens telomerase reverse transcriptase (TERT), transcript variant 1, mRNA CTCCTGCGTTTGGTGGATGA AAGTTCACCACGCAGCCATA
TNS4 >NM_032865.5 Homo sapiens tensin 4 (TNS4), mRNA GGAGCCAGTAGTGAAGGCAA CCAGCCTCACTGACATCCC
TRAF6 >NM_004620.3 Homo sapiens TNF receptor-associated factor 6, E3 ubiquitin protein ligase (TRAF6), transcript variant 2, mRNA GACCAGAACTGTCCTTTGGCA AATGTGCATGGAATTGGGGC
TWIST1 >NM_000474.3 Homo sapiens twist homolog 1 (Drosophila) (TWIST1), mRNA TTCTCGGTCTGGAGGATGGA AATGACATCTAGGTCTCCGGC
UBE2D2 >NM_003339.2 Homo sapiens ubiquitin-conjugating enzyme E2D 2 (UBE2D2), transcript variant 1, mRNA TGAATGATCTGGCACGGGAC TAGGGACTGTCATTTGGCCC
XIAP >NM_001167.3 Homo sapiens X-linked inhibitor of apoptosis (XIAP), transcript variant 1, mRNA ACTTGAGGTTCTGGTTGCAG CGCCTTAGCTGCTCTTCAGTA
ZEB1 >NM_030751.5 Homo sapiens zinc finger E-box binding homeobox 1 (ZEB1), transcript variant 2, mRNA CAGGTGTAAGCGCAGAAAGC TGCAGTTTGTCTTCATCATCTGAAT
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GENE_SYMBOL PLATE_Number PLATE_ROW PLATE_COLUMN T 
ABL1 4 G 5 51,89
ABL1 4 G 6 22,50
ABL1 4 G 7 20,58
ABL1 4 G 8 19,20
ABL1 4 G 9 8,08
ABL2 4 G 10 14,04
ABL2 4 G 11 13,82
ABL2 4 G 12 6,84
ABL2 4 H 1 40,69
ABL2 4 H 2 35,42
AKT1 4 H 3 31,27
AKT1 4 H 4 29,53
AKT1 4 H 5 39,63
AKT1 4 H 6 28,04
AKT1 4 H 7 13,78
AKT2 2 C 9 31,01
AKT2 2 C 10 74,43
AKT2 2 C 11 84,74
AKT2 2 C 12 21,72
AKT2 2 D 1 15,74
ALK 8 G 6 35,70
ARNT 2 D 2 24,47
ARNT 2 D 3 26,55
ARNT 2 D 4 53,24
ARNT 2 D 5 75,97
ARNT 2 D 6 42,81
ATF1 4 H 8 10,89
ATF1 4 H 9 13,10
ATF1 4 H 10 11,79
ATF1 4 H 11 8,59
ATF1 4 H 12 4,40
ATF3 8 G 10 35,91
ATF3 8 G 11 2,56
ATG5 4 D 5 47,77
ATG5 4 D 6 34,42
ATG5 4 D 7 20,76
ATG5 4 D 8 6,63
ATG5 4 D 9 5,26
ATG7 5 G 12 8,17
AURKA 8 E 10 4,35
AURKA 8 E 11 4,02
AURKA 8 E 12 5,55
AURKA 8 F 1 2,85
AURKA 8 F 2 2,39
AURKB 4 A 11 3,90
AURKB 4 A 12 5,86
AURKB 4 B 1 11,01
AURKB 4 B 2 24,42
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AURKB 4 B 3 52,35
BATF3 8 G 7 29,80
BATF3 8 G 8 13,70
BATF3 8 G 9 41,14
BCAR1 6 D 3 75,27
BCAR1 6 D 4 51,58
BCAR1 6 D 5 68,84
BCL2 1 C 12 24,79
BCL2 1 D 1 21,69
BCL2 1 D 2 26,39
BCL2 1 D 3 26,06
BCL2 1 D 4 53,05
BCL2A1 8 G 12 11,64
BCL2A1 8 H 1 10,16
BCL3 8 D 4 8,08
BCL3 8 D 5 44,38
BCL3 8 D 6 25,37
BCL3 8 D 7 50,11
BCL3 8 D 8 8,94
BECN1 3 H 4 12,69
BECN1 3 H 5 14,47
BECN1 3 H 6 31,74
BECN1 3 H 7 15,08
BECN1 3 H 8 4,58
BIRC2 1 G 3 47,44
BIRC2 1 G 4 32,09
BIRC2 1 G 5 53,56
BIRC2 1 G 6 52,76
BIRC2 1 G 7 21,90
BIRC3 1 F 10 38,07
BIRC3 1 F 11 42,99
BIRC3 1 F 12 10,24
BIRC3 1 G 1 22,76
BIRC3 1 G 2 31,73
BRAF 4 B 4 44,91
BRAF 4 B 5 46,02
BRAF 4 B 6 28,81
BRAF 4 B 7 16,16
BRAF 4 B 8 17,36
BTRC 4 A 2 29,57
BTRC 4 A 3 30,73
BTRC 4 A 4 16,75
BTRC 4 A 5 18,51
CA9 1 H 1 21,28
CA9 1 H 2 15,31
CA9 1 H 3 5,39
CA9 1 H 4 12,38
CA9 1 H 5 22,97
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CBFB 2 D 12 33,85
CBFB 2 E 1 23,37
CBFB 2 E 2 29,86
CBFB 2 E 3 19,02
CBFB 2 E 4 38,77
CCND1 6 H 7 26,91
CCND1 6 H 8 19,77
CCND1 6 H 9 19,52
CCND1 6 H 10 10,96
CCND1 6 H 11 12,97
CDC42 8 A 1 9,44
CDC42 8 A 2 14,07
CDH2 2 E 10 44,42
CDH2 2 E 11 75,82
CDH2 2 E 12 17,64
CDH2 2 F 1 16,35
CDH2 2 F 2 25,26
CDK1 2 E 5 59,12
CDK1 2 E 6 37,82
CDK1 2 E 7 19,42
CDK1 2 E 8 46,97
CDK1 2 E 9 79,91
CDK2 2 F 3 16,50
CDK2 2 F 4 42,73
CDK2 2 F 5 3,80
CDK2 2 F 6 22,06
CDK2 2 F 7 29,55
CDK4 1 A 1 11,76
CDK4 1 A 2 17,93
CDK4 1 A 3 28,37
CDK4 1 A 4 20,94
CDK4 1 A 5 23,29
CDK6 1 H 7 24,07
CDK6 1 H 8 43,79
CDK6 1 H 9 13,15
CDK7 2 F 8 73,42
CDK7 2 F 9 67,77
CDK7 2 F 10 99,96
CDK7 2 F 11 91,64
CDK7 2 F 12 47,77
CDKN1A 8 B 11 24,21
CDKN1A 8 B 12 24,74
CDKN1A 8 C 1 15,85
CEBPB 8 B 1 13,82
CEBPB 8 B 2 23,44
CFLAR 3 H 9 26,97
CFLAR 3 H 10 8,81
CFLAR 3 H 11 9,37
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CFLAR 3 H 12 11,43
CFLAR 4 A 1 30,00
CHUK 1 H 10 19,07
CHUK 1 H 11 22,63
CHUK 1 H 12 13,74
CHUK 2 A 1 4,01
CHUK 2 A 2 12,93
CREB1 4 B 10 10,36
CREB1 4 B 11 12,05
CREB1 4 B 12 7,16
CREB1 4 C 1 31,41
CREB1 4 C 2 41,33
CTNNB1 2 G 1 34,63
CTNNB1 2 G 2 14,07
CTNNB1 2 G 3 20,36
CTNNB1 2 G 4 42,30
CTNNB1 2 G 5 20,66
CYSLTR1 5 H 11 8,78
CYSLTR1 5 H 12 6,14
CYSLTR1 6 A 1 27,65
CYSLTR1 6 A 2 34,69
CYSLTR1 6 A 3 39,69
DNMT1 2 A 8 12,90
DNMT1 2 A 9 46,03
DNMT1 2 A 10 70,44
DNMT1 2 A 11 81,59
DNMT1 2 A 12 23,75
DNMT3A 6 F 2 57,30
DNMT3A 6 F 3 63,29
DNMT3A 6 F 4 43,71
DNMT3A 6 F 5 57,50
DNMT3A 6 F 6 28,25
DNMT3B 6 A 4 38,56
DNMT3B 6 A 5 19,38
DNMT3B 6 A 6 13,90
DNMT3B 6 A 7 22,07
DNMT3B 6 A 8 19,68
E2F1 5 A 1 21,99
E2F1 5 A 2 22,80
E2F1 5 A 3 30,58
E2F1 5 A 4 24,05
E2F1 5 A 5 19,58
EGFR 5 A 6 15,59
EGFR 5 A 7 13,21
EGFR 5 A 8 12,05
EGFR 5 A 9 12,25
EGFR 5 A 10 12,39
EIF4B 2 B 1 2,85
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EIF4B 2 B 2 29,92
EIF4B 2 B 3 21,16
EIF4B 2 B 4 53,77
EIF4B 2 B 5 59,83
EIF4E 2 G 6 15,46
EIF4E 2 G 7 31,88
EIF4E 2 G 8 39,68
EIF4E 2 G 9 68,68
EIF4E 2 G 10 79,02
EPAS1 8 G 1 17,30
EPAS1 8 G 2 29,42
EPAS1 8 G 3 12,20
EPAS1 8 G 4 6,43
EPAS1 8 G 5 2,78
ERBB2 4 C 3 26,32
ERBB2 4 C 4 31,20
ERBB2 4 C 5 59,84
ERBB2 4 C 6 21,49
ERBB2 4 C 7 18,45
ERBB3 2 G 11 75,47
ERBB3 2 G 12 58,87
ERBB3 2 H 1 12,17
ERBB3 2 H 2 8,74
ERBB3 2 H 3 17,02
ERBB4 5 A 11 7,24
ERBB4 5 A 12 7,32
ERBB4 5 B 1 19,04
ERBB4 5 B 2 29,11
ERBB4 5 B 3 36,05
ERK1 8 H 2 5,34
ERK2 8 H 3 2,65
ETS1 8 E 2 13,81
ETS1 8 E 3 22,72
EZH2 4 C 8 11,89
EZH2 4 C 9 13,36
EZH2 4 C 10 5,51
EZH2 4 C 11 11,58
FBXO5 6 B 2 36,06
FBXO5 6 B 3 51,18
FBXO5 6 B 4 53,62
FBXO5 6 B 5 19,12
FBXO5 6 B 6 36,61
FLI1 8 E 4 18,35
FLI1 8 E 5 49,08
FLT1 2 H 4 22,57
FLT1 2 H 5 24,96
FLT1 2 H 6 23,04
FLT1 2 H 7 30,69
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FLT1 2 H 8 24,32
FLT3 4 A 6 13,50
FLT3 4 A 7 10,67
FLT3 4 A 8 8,24
FLT3 4 A 9 8,76
FLT3 4 A 10 5,94
FLT4 2 H 9 48,87
FLT4 2 H 10 44,81
FLT4 2 H 11 40,98
FLT4 2 H 12 24,47
FLT4 3 A 1 16,13
FOS 5 B 4 27,55
FOS 5 B 5 24,93
FOS 5 B 6 36,07
FOS 5 B 7 20,37
FOS 5 B 8 9,12
GLI1 5 B 9 16,08
GLI1 5 B 10 20,25
GLI1 5 B 11 10,14
GLI1 5 B 12 6,49
GLI1 5 C 1 27,12
GLI2 5 C 2 23,66
GLI2 5 C 3 55,54
GLI2 5 C 4 28,05
GLI2 5 C 5 31,35
HDAC1 4 E 8 17,47
HDAC1 4 E 9 6,50
HDAC1 4 E 10 12,23
HDAC1 4 E 11 16,67
HDAC1 4 E 12 6,77
HDAC2 2 B 6 29,92
HDAC2 2 B 7 35,92
HDAC2 2 B 8 43,07
HDAC2 2 B 9 54,33
HDAC2 2 B 10 64,93
HDAC6 5 G 2 30,21
HDAC6 5 G 3 29,20
HDAC6 5 G 4 49,02
HDAC6 5 G 5 34,52
HDAC6 5 G 6 54,04
HIF1A 8 C 2 34,13
HIF1A 8 C 3 16,11
HRAS 5 C 6 30,54
HRAS 5 C 7 31,72
HRAS 5 C 8 16,12
HRAS 5 C 9 17,50
HRAS 5 C 10 25,38
IDH1 5 E 2 29,98
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IDH1 5 E 3 42,91
IDH1 5 E 4 38,23
IDH1 5 E 5 27,67
IDH1 5 E 6 28,95
IDH2 3 A 2 9,22
IDH2 3 A 3 19,46
IDH2 3 A 4 21,64
IDH2 3 A 5 4,32
IDH2 3 A 6 23,11
IGF1R 1 D 5 73,28
IGF1R 1 D 6 80,45
IGF1R 1 D 7 45,88
IGF1R 1 D 8 86,27
IGF1R 1 D 9 38,92
IKBKB 2 B 11 70,61
IKBKB 2 B 12 29,58
IKBKB 2 C 1 23,66
IKBKB 2 C 2 13,84
IKBKB 2 C 3 23,47
IL17RA 6 C 10 10,67
IL17RA 6 C 11 16,62
IL17RA 6 C 12 10,23
IL17RA 6 D 1 100,00
IL17RA 6 D 2 56,29
IRF4 8 D 1 12,80
IRF4 8 D 2 21,31
IRF4 8 D 3 12,61
JAK2 4 F 1 25,69
JAK2 4 F 2 34,96
JAK2 4 F 3 47,36
JAK2 4 F 4 40,19
JAK2 4 F 5 29,51
JAK3 1 A 6 35,49
JAK3 1 A 7 6,41
JAK3 1 A 8 50,03
JAK3 1 A 9 24,55
JAK3 1 A 10 61,30
JUN 3 A 7 15,14
JUN 3 A 8 12,87
JUN 3 A 9 29,70
JUN 3 A 10 12,44
JUN 3 A 11 16,01
KDM1A 6 D 6 22,49
KDM1A 6 D 7 35,67
KDM1A 6 D 8 21,16
KDM1A 6 D 9 33,28
KDM1A 6 D 10 15,32
KDR 3 A 12 7,34

Elisabetta Mereu
Table S4



GENE_SYMBOL PLATE_Number PLATE_ROW PLATE_COLUMN T 
KDR 3 B 1 20,94
KDR 3 B 2 41,94
KDR 3 B 3 11,55
KDR 3 B 4 74,49
KIT 1 A 11 23,79
KIT 1 A 12 7,84
KIT 1 B 1 20,07
KIT 1 B 2 26,16
KIT 1 B 3 49,32
KRAS 4 F 6 20,59
KRAS 6 H 3 42,76
KRAS 6 H 4 29,58
KRAS 6 H 5 24,40
KRAS 6 H 6 19,53
LDHA 5 D 4 44,28
LDHA 5 D 5 37,21
LDHA 5 D 6 27,02
LDHA 5 D 7 24,31
LDHA 5 D 8 15,58
LEF1 8 E 6 25,80
LEF1 8 E 7 55,07
LTA4H 1 D 10 58,37
LTA4H 1 D 11 49,56
LTA4H 1 D 12 13,59
LTA4H 1 E 1 19,05
LTA4H 1 E 2 22,89
LTC4S 1 E 3 27,52
LTC4S 1 E 4 40,68
LTC4S 1 E 5 54,50
LTC4S 1 E 6 76,22
MAFF 8 A 8 29,84
MAFF 8 A 9 42,11
MAFF 8 A 10 6,16
MAFF 8 A 11 31,44
MAFF 8 A 12 22,88
MAML2 6 G 5 38,41
MAML2 6 G 6 24,55
MAML2 6 G 7 38,21
MAML2 6 G 8 28,87
MAML2 6 G 9 24,80
MAPK14 2 A 3 16,06
MAPK14 2 A 4 40,18
MAPK14 2 A 5 44,11
MAPK14 2 A 6 29,33
MAPK14 2 A 7 22,20
MAPK8 6 H 12 8,80
MAPK9 3 C 12 4,64
MAPK9 3 D 1 5,50
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MAPK9 3 D 2 29,91
MAPK9 3 D 3 20,70
MAPK9 3 D 4 58,35
MCL1 6 E 4 57,63
MCL1 6 E 5 86,29
MCL1 6 E 6 35,07
MCL1 6 E 7 21,14
MCL1 6 E 8 24,01
MDM2 3 B 5 23,11
MDM2 3 B 6 68,91
MDM2 3 B 7 25,11
MDM2 3 B 8 62,90
MET 1 B 4 55,31
MET 1 B 5 87,99
MET 1 B 6 56,48
MET 1 B 7 52,09
MET 1 B 8 5,14
MLL 5 F 5 33,17
MLL 5 F 6 27,81
MLL 5 F 7 18,57
MLL 5 F 8 23,86
MLL 5 F 9 18,26
MLL2 3 G 11 20,83
MLL2 3 G 12 12,91
MLL2 3 H 1 23,08
MLL2 3 H 2 20,13
MLL2 3 H 3 7,59
MTOR 4 E 3 32,16
MTOR 4 E 4 48,89
MTOR 4 E 5 55,96
MTOR 4 E 6 32,12
MTOR 4 E 7 21,65
MYC 3 B 9 32,85
MYC 3 B 10 19,53
MYC 3 B 11 29,53
MYC 3 B 12 5,23
MYC 3 C 1 21,59
NANOG 8 C 8 50,74
NANOG 8 C 9 69,37
NANOG 8 C 10 5,04
NANOG 8 C 11 30,50
NANOG 8 C 12 25,88
NFKB1 8 C 4 2,28
NFKB1 8 C 5 9,90
NFKB1 8 C 6 21,06
NFKB1 8 C 7 36,22
NFKB2 3 C 2 44,86
NFKB2 3 C 3 24,08
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NFKB2 3 C 4 46,49
NFKB2 3 C 5 16,56
NFKB2 3 C 6 93,19
NOTCH1 6 D 11 6,81
NOTCH1 6 D 12 8,22
NOTCH1 6 E 1 53,38
NOTCH1 6 E 2 46,41
NOTCH1 6 E 3 63,11
NOTCH3 1 B 9 44,09
NOTCH3 1 B 10 92,41
NOTCH3 1 B 11 20,91
NOTCH3 1 B 12 45,89
NOTCH3 1 C 1 15,74
NRAS 3 C 7 31,98
NRAS 3 C 8 54,33
NRAS 3 C 9 52,69
NRAS 3 C 10 15,74
NRAS 3 C 11 50,55
PARP1 2 C 4 45,35
PARP1 2 C 5 46,98
PARP1 2 C 6 47,09
PARP1 2 C 7 40,99
PARP1 2 C 8 49,01
PDGFRA 8 F 8 65,45
PDGFRA 8 F 9 76,41
PDGFRA 8 F 10 39,29
PDGFRA 8 F 11 2,22
PDGFRA 8 F 12 7,84
PDGFRB 8 F 3 12,70
PDGFRB 8 F 4 6,04
PDGFRB 8 F 5 38,82
PDGFRB 8 F 6 42,65
PDGFRB 8 F 7 25,04
PIK3CA 5 G 7 34,87
PIK3CA 5 G 8 32,02
PIK3CA 5 G 9 35,27
PIK3CA 5 G 10 17,16
PIK3CA 5 G 11 10,54
PLK1 4 F 7 17,41
PLK1 4 F 8 9,62
PLK1 4 F 9 13,97
PLK1 4 F 10 12,98
PLK1 4 F 11 11,45
POU5F1B 1 F 5 100,00
POU5F1B 1 F 6 22,64
POU5F1B 1 F 7 8,10
POU5F1B 1 F 8 27,64
POU5F1B 1 F 9 16,65
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PPARGC1A 6 C 5 13,11
PPARGC1A 6 C 6 24,29
PPARGC1A 6 C 7 11,83
PPARGC1A 6 C 8 20,72
PPARGC1A 6 C 9 17,32
PTGER2 1 E 7 29,73
PTGER2 1 E 8 90,02
PTGER2 1 E 9 23,23
PTGER2 1 E 10 33,94
PTGER2 1 E 11 43,85
PTGES 4 D 10 14,00
PTGES 4 D 11 15,01
PTGES 4 D 12 5,93
PTGES 4 E 1 17,84
PTGES 4 E 2 41,83
PTK2 5 D 9 13,47
PTK2 5 D 10 23,80
PTK2 5 D 11 12,45
PTK2 5 D 12 8,67
PTK2 5 E 1 53,85
RAC1 8 A 3 10,57
RAC1 8 A 4 14,37
RAC1 8 A 5 31,24
RAC1 8 A 6 18,47
RAC1 8 A 7 32,06
RAC2 3 D 5 8,55
RAC2 3 D 6 59,44
RAC2 3 D 7 56,94
RAC2 3 D 8 28,14
RAC2 3 D 9 28,73
RAC3 4 F 12 7,09
RAC3 4 G 1 40,92
RAC3 4 G 2 53,56
RAC3 4 G 3 55,97
RAC3 4 G 4 44,47
RAF1 3 D 10 21,01
RAF1 3 D 11 28,29
RAF1 3 D 12 10,46
RAF1 3 E 1 25,57
RAF1 3 E 2 53,09
REL 3 E 3 32,84
REL 3 E 4 26,09
REL 3 E 5 8,58
REL 3 E 6 4,02
REL 3 E 7 28,88
RELA 6 E 9 24,37
RELA 6 E 10 12,13
RELA 6 E 11 11,39
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RELA 6 E 12 6,29
RELA 6 F 1 47,38
RELB 5 H 1 33,98
RELB 5 H 2 28,04
RELB 5 H 3 25,62
RELB 5 H 4 22,54
RELB 5 H 5 17,77
RHO 1 C 7 34,34
RHO 1 C 8 72,44
RHO 1 C 9 45,95
RHO 1 C 10 84,71
RHO 1 C 11 46,57
ROS1 3 E 8 57,89
ROS1 3 E 9 44,14
ROS1 3 E 10 11,75
ROS1 3 E 11 23,80
ROS1 3 E 12 6,37
RPS6 1 E 12 28,42
RPS6 1 F 1 7,07
RPS6 1 F 2 10,09
RPS6 1 F 3 28,15
RPS6 1 F 4 3,49
RUNX1 2 D 7 39,78
RUNX1 2 D 8 51,66
RUNX1 2 D 9 61,01
RUNX1 2 D 10 62,79
RUNX1 2 D 11 77,93
RUNX2 4 B 9 15,54
SGK 8 B 3 8,37
SGK 8 B 4 12,01
SGK 8 B 5 21,78
SGK 8 B 6 27,73
SGK 8 B 7 45,38
SIRT1 6 B 7 34,20
SIRT1 6 B 8 19,72
SIRT1 6 B 9 8,25
SIRT1 6 B 10 19,21
SIRT1 6 B 11 17,01
SKP2 5 F 10 18,06
SKP2 5 F 11 9,88
SKP2 5 F 12 7,48
SKP2 5 G 1 34,99
SLC2A1 5 H 6 23,46
SLC2A1 5 H 7 22,85
SLC2A1 5 H 8 21,59
SLC2A1 5 H 9 19,10
SLC2A1 5 H 10 13,17
SMAD2 5 E 7 29,12
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SMAD2 5 E 8 31,76
SMAD2 5 E 9 19,89
SMAD2 5 E 10 18,72
SMAD2 5 E 11 10,91
SMAD3 5 E 12 6,33
SMAD3 5 F 1 36,01
SMAD3 5 F 2 28,03
SMAD3 5 F 3 43,55
SMAD3 5 F 4 28,14
SMAD4 5 C 11 8,98
SMAD4 5 C 12 7,16
SMAD4 5 D 1 35,62
SMAD4 5 D 2 43,73
SMAD4 5 D 3 33,08
SMO 8 D 9 67,62
SMO 8 D 10 19,33
SMO 8 D 11 40,23
SMO 8 D 12 21,05
SMO 8 E 1 14,92
SNAI2 3 F 1 18,78
SNAI2 3 F 2 9,87
SNAI2 3 F 3 21,79
SNAI2 3 F 4 55,40
SNAI2 3 F 5 11,99
SOX2 8 E 8 91,06
SOX2 8 E 9 46,49
SRCIN1 6 F 7 33,21
SRCIN1 6 F 8 24,31
SRCIN1 6 F 9 24,37
SRCIN1 6 F 10 11,86
SRCIN1 6 F 11 7,88
STAT1 6 A 9 12,26
STAT1 6 A 10 11,10
STAT1 6 A 11 11,04
STAT1 6 A 12 9,47
STAT1 6 B 1 44,02
STAT3 8 B 8 24,04
STAT3 8 B 9 24,82
STAT3 8 B 10 4,71
STAT5A 3 F 6 83,99
STAT5A 3 F 7 42,00
STAT5A 3 F 8 48,02
STAT5A 3 F 9 43,35
STAT5A 3 F 10 16,50
STAT5B 6 B 12 12,73
STAT5B 6 C 1 68,94
STAT5B 6 C 2 34,59
STAT5B 6 C 3 43,07
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STAT5B 6 C 4 34,93
TCF4 3 F 11 32,75
TCF4 3 F 12 11,94
TCF4 3 G 1 17,81
TCF4 3 G 2 27,43
TCF4 3 G 3 12,08
TERT 3 G 4 36,30
TERT 3 G 5 15,82
TNS4 6 G 10 15,28
TNS4 6 G 11 7,97
TNS4 6 G 12 17,97
TNS4 6 H 1 39,28
TNS4 6 H 2 44,79
TRAF6 4 C 12 7,43
TRAF6 4 D 1 53,45
TRAF6 4 D 2 48,18
TRAF6 4 D 3 55,39
TRAF6 4 D 4 12,88
TWIST1 1 C 2 18,87
TWIST1 1 C 3 28,78
TWIST1 1 C 4 33,63
TWIST1 1 C 5 49,21
TWIST1 1 C 6 53,19
UBE2D2 3 G 6 44,62
UBE2D2 3 G 7 38,47
UBE2D2 3 G 8 8,92
UBE2D2 3 G 9 36,31
UBE2D2 3 G 10 13,75
XIAP 1 G 8 72,53
XIAP 1 G 9 23,32
XIAP 1 G 10 5,70
XIAP 1 G 11 43,97
XIAP 1 G 12 25,85
ZEB1 6 F 12 13,82
ZEB1 6 G 1 40,53
ZEB1 6 G 2 41,67
ZEB1 6 G 3 48,44
ZEB1 6 G 4 32,63
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CTRL_PURO_20 + 100,00
CTRL_PURO_10 + 100,00
CTRL_PURO_5 + 68,55
CTRL_PURO_1 + 27,73
CTRL_GFP_20 - 100,00
CTRL_GFP_20 - 100,00
CTRL_GFP_10 - 100,00
CTRL_GFP_10 - 100,00
CTRL_67C_20 + 37,52
CTRL_67C_10 + 29,00
NT - 99,93
NT - 100,00
NT - 84,70
NT - 100,00
NT + 4,17
NT + 4,49
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ABL1 G5 88,56 16,86
ABL1 G6 55,01 2,74
ABL1 G7 30,42 1,35
ABL1 G8 51,89 6,19
ABL2 G10 99,00 2,38
ABL2 G11 12,04 2,57
ABL2 H1 0,85 0,18
ABL2 H2 1,15 0,16
AKT1 H3 1,47 0,21
AKT1 H4 1,69 0,11
AKT1 H5 1,22 0,05
AKT1 H6 2,10 0,03
AKT1 H7 6,17 0,10
AKT2 C9 0,04 0,01
AKT2 C10 0,22 0,06
AKT2 C11 0,20 0,02
AKT2 C12 0,22 0,05
AKT2 D1 0,87 0,91
ARNT D2 1,10 2,61
ARNT D3 2,95 2,01
ARNT D4 0,90 0,52
ARNT D5 0,42 0,20
ARNT D6 0,43 0,18
ATF1 H8 8,47 0,10
ATF1 H9 7,59 0,00
ATF1 H10 9,35 0,00
ATF3 G10 0,24 0,04
ATG5 D5 65,47 2,90
ATG5 D6 54,48 8,80
ATG5 D7 22,47 0,98
AURKB B1 51,90 14,06
AURKB B2 63,40 13,91
AURKB B3 217,83 30,42
BCAR1 D3 182,64 53,06
BCAR1 D4 17,36 0,69
BCAR1 D5 102,68 7,86
BCL2 C12 0,60 0,14
BCL2 D1 4,77 3,55
BCL2 D2 4,33 5,54
BCL2 D3 1,73 0,14
BCL2 D4 3,70 0,71
BCL2A1 G12 0,92 0,72
BCL2A1 H1 0,34 0,34
BCL3 D5 4,25 0,42
BCL3 D6 2,08 0,35
BCL3 D7 0,46 0,07
BECN1 H4 1,07 0,31
BECN1 H5 0,42 0,16
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BECN1 H6 2,38 2,32
BECN1 H7 1,69 1,00
BIRC2 G3 0,25 0,02
BIRC2 G4 2,60 0,77
BIRC2 G5 0,86 0,15
BIRC2 G6 2,73 1,57
BIRC2 G7 3,34 0,45
BIRC3 F10 2,27 0,51
BIRC3 F11 2,86 4,53
BIRC3 F12 1,94 0,87
BIRC3 G1 2,47 0,28
BIRC3 G2 3,80 5,21
BRAF B4 65,46 9,15
BRAF B5 57,88 5,88
BRAF B6 77,45 1,56
BRAF B7 54,71 4,13
BRAF B8 108,76 21,30
BTRC A2 262,26 128,93
BTRC A3 170,54 10,90
BTRC A4 123,36 33,63
BTRC A5 103,02 3,14
C/EBP BETA B1 1,65 0,43
C/EBP BETA B2 1,17 0,32
CA9 H1 6,27 1,35
CA9 H2 3,43 0,69
CA9 H4 3,26 1,01
CA9 H5 3,10 2,65
CBFB D12 0,46 0,11
CBFB E1 0,64 0,71
CBFB E2 0,68 0,19
CBFB E3 0,53 0,12
CBFB E4 1,62 1,44
CCND1 H7 46,51 2,19
CCND1 H8 28,58 1,45
CCND1 H9 30,66 0,88
CCND1 H10 45,20 1,32
CCND1 H11 35,60 3,44
CDC42 A2 0,79 0,12
CDH2 E10 1,10 0,84
CDH2 E11 0,41 0,14
CDH2 E12 0,27 0,16
CDH2 F1 3,08 1,74
CDH2 F2 2,15 3,85
CDK1 E5 1,64 1,15
CDK1 E6 0,61 0,09
CDK1 E7 1,01 0,60
CDK1 E8 3,57 9,24
CDK1 E9 0,50 0,91
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CDK2 F3 0,47 0,16
CDK2 F4 0,39 0,07
CDK2 F6 0,83 0,04
CDK2 F7 1,44 2,41
CDK4 A1 0,35 0,07
CDK4 A2 2,73 2,99
CDK4 A3 0,86 0,03
CDK4 A4 0,62 0,04
CDK4 A5 1,54 0,27
CDK6 H7 1,28 0,11
CDK6 H8 1,46 0,26
CDK6 H9 4,80 0,41
CDK7 F8 0,25 0,06
CDK7 F9 0,16 0,04
CDK7 F10 0,17 0,04
CDK7 F11 1,07 2,92
CDK7 F12 0,10 0,05
CFLAR A1 115,15 25,26
CFLAR H9 1,32 0,83
CFLAR H12 0,90 0,55
CHUK H10 2,72 0,19
CHUK H11 1,07 0,06
CHUK H12 0,79 0,08
CHUK A2 0,28 0,24
CIP1 B11 1,33 0,45
CIP1 B12 0,20 0,05
CIP1 C1 1,52 0,21
CREB1 B10 86,39 3,50
CREB1 B11 31,81 4,92
CREB1 C1 61,94 37,33
CREB1 C2 90,19 12,60
CTNNB1 G1 0,36 0,06
CTNNB1 G2 0,33 0,15
CTNNB1 G3 1,12 2,35
CTNNB1 G4 2,75 5,43
CTNNB1 G5 0,49 0,11
CYSLTR1 A1 160,86 16,71
CYSLTR1 A2 133,43 6,11
CYSLTR1 A3 227,04 62,08
DNMT1 A8 1,36 1,37
DNMT1 A9 1,19 0,83
DNMT1 A10 1,28 0,76
DNMT1 A11 0,95 1,28
DNMT1 A12 2,55 3,67
DNMT3A F2 119,38 16,88
DNMT3A F3 117,61 19,32
DNMT3A F4 213,43 11,71
DNMT3A F5 126,39 21,74
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DNMT3A F6 251,75 14,80
DNMT3B A4 200,92 54,41
DNMT3B A5 169,15 10,56
DNMT3B A6 176,79 1,65
DNMT3B A7 24,09 0,82
DNMT3B A8 19,61 1,17
E2F1 A1 145,14 50,51
E2F1 A2 110,98 18,19
E2F1 A3 35,03 2,12
E2F1 A4 64,38 6,30
E2F1 A5 28,08 2,55
EGFR A6 35,19 8,48
EGFR A7 29,33 1,05
EGFR A8 12,34 5,27
EGFR A9 23,59 1,24
EGFR A10 12,94 0,71
EIF4B B2 0,25 0,05
EIF4B B3 0,72 0,18
EIF4B B4 4,01 0,57
EIF4B B5 0,61 0,17
EIF4E G6 1,50 0,76
EIF4E G7 2,51 5,34
EIF4E G8 3,78 16,50
EIF4E G9 0,66 0,60
EIF4E G10 1,06 0,41
ERBB2 C3 86,59 14,10
ERBB2 C4 96,70 11,95
ERBB2 C5 74,84 12,94
ERBB2 C6 17,30 1,13
ERBB2 C7 36,34 0,79
ERBB3 G11 0,15 0,05
ERBB3 G12 1,31 1,12
ERBB3 H1 0,65 0,13
ERBB3 H3 1,49 6,92
ERBB4 B1 180,01 53,19
ERBB4 B2 85,15 25,02
ERBB4 B3 126,25 35,36
ETS1 E2 1,00 0,64
ETS1 E3 2,06 0,73
EZH2 C8 44,54 5,31
EZH2 C9 30,32 2,90
EZH2 C11 34,04 10,79
FBXO5 B2 206,75 22,94
FBXO5 B3 76,55 10,60
FBXO5 B4 93,93 16,95
FBXO5 B5 61,02 1,53
FBXO5 B6 121,21 1,65
FLI1 E4 0,43 0,17
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FLI1 E5 2,91 1,29
FLT1 H4 0,81 0,17
FLT1 H5 0,36 0,10
FLT1 H6 0,21 0,03
FLT1 H7 0,71 0,49
FLT1 H8 0,91 0,88
FLT3 A6 46,75 8,02
FLT3 A7 75,10 12,88
FLT4 H9 0,05 0,01
FLT4 H10 0,95 0,42
FLT4 H11 0,12 0,02
FLT4 H12 0,31 0,07
FLT4 A1 2,31 0,59
FOS B4 26,40 1,18
FOS B5 52,78 5,93
FOS B6 107,52 35,19
FOS B7 44,66 21,57
GLI1 B9 23,19 0,99
GLI1 B10 12,93 0,87
GLI1 C1 66,59 29,19
GLI2 C2 79,16 26,83
GLI2 C3 31,23 7,68
GLI2 C4 54,29 4,58
GLI2 C5 72,95 9,57
HDAC1 E8 64,26 17,19
HDAC1 E10 129,82 3,16
HDAC1 E11 33,41 2,68
HDAC2 B6 4,38 0,49
HDAC2 B7 0,98 0,75
HDAC2 B8 1,68 1,53
HDAC2 B9 0,22 0,02
HDAC2 B10 0,65 0,34
HDAC6 G2 80,52 13,80
HDAC6 G3 68,76 22,44
HDAC6 G4 54,94 12,63
HDAC6 G5 59,10 32,37
HDAC6 G6 11,19 0,24
HIF1A C2 2,61 6,75
HIF1A C3 0,47 0,21
HIF2/EPAS1 G1 2,59 2,19
HIF2/EPAS1 G2 1,37 1,08
HIF2/EPAS1 G3 2,53 0,46
HIF2/EPAS1 G6 1,09 0,63
HRAS C6 60,87 21,42
HRAS C7 16,50 0,41
HRAS C8 26,75 2,94
HRAS C9 36,08 1,94
HRAS C10 32,89 0,98
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IDH1 E2 93,21 16,22
IDH1 E3 77,58 24,23
IDH1 E4 158,98 26,04
IDH1 E5 91,43 15,46
IDH1 E6 60,78 7,19
IDH2 A3 1,41 0,16
IDH2 A4 0,23 0,10
IDH2 A6 0,60 0,13
IGF1R D5 5,10 8,19
IGF1R D6 3,28 3,23
IGF1R D7 2,61 0,31
IGF1R D8 1,17 0,40
IGF1R D9 4,64 1,64
IKBKB B11 0,37 0,44
IKBKB B12 0,22 0,07
IKBKB C1 0,51 0,10
IKBKB C2 0,92 0,11
IKBKB C3 0,72 0,18
IL17RA C10 41,58 1,99
IL17RA C11 41,87 1,88
IL17RA C12 108,15 17,43
IL17RA D1 164,70 12,37
IL17RA D2 235,66 69,66
IRF4 D1 0,53 0,48
IRF4 D2 2,70 4,77
IRF4 D3 0,93 0,62
JAK2 F1 184,82 91,95
JAK2 F2 134,41 94,27
JAK2 F3 13,92 0,89
JAK2 F4 175,64 21,46
JAK2 F5 103,21 9,38
JAK3 A6 2,62 1,11
JAK3 A8 0,61 0,05
JAK3 A9 1,89 0,26
JAK3 A10 0,75 0,12
JUN A7 2,53 6,40
JUN A8 1,33 0,60
JUN A9 1,19 0,24
JUN A10 3,46 3,45
JUN A11 0,50 0,33
KDM1A D6 414,07 23,59
KDM1A D7 54,39 1,65
KDM1A D8 65,77 1,57
KDM1A D9 18,90 0,53
KDM1A D10 21,61 1,19
KDR B1 3,15 0,77
KDR B2 3,06 24,05
KDR B3 0,30 0,59
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KDR B4 0,40 0,14
KIT A11 0,71 0,03
KIT B1 2,04 0,96
KIT B2 4,75 0,43
KIT B3 2,16 0,77
KRAS F6 119,54 10,39
KRAS H3 170,52 7,70
KRAS H4 163,50 5,63
KRAS H5 193,65 36,16
KRAS H6 82,93 5,76
LDHA D4 59,05 23,83
LDHA D5 81,90 22,76
LDHA D6 8,78 1,18
LDHA D7 49,84 17,52
LDHA D8 43,76 8,96
LEF1 E6 0,49 0,16
LEF1 E7 2,62 4,12
LTA4H D10 3,85 0,54
LTA4H D11 3,38 0,57
LTA4H D12 1,30 0,33
LTA4H E1 3,20 1,19
LTA4H E2 3,44 3,76
LTC4S E3 10,55 25,50
LTC4S E4 4,43 0,77
LTC4S E5 2,41 0,99
LTC4S E6 2,08 1,31
MAFF A8 0,62 0,08
MAFF A9 1,45 0,75
MAFF A11 1,70 1,35
MAFF A12 0,25 0,08
MAML2 G5 135,32 11,24
MAML2 G6 188,75 15,73
MAML2 G7 23,17 1,36
MAML2 G8 24,10 0,68
MAML2 G9 50,60 1,44
MAPK14 A3 6,04 31,24
MAPK14 A4 0,36 0,10
MAPK14 A5 1,41 1,30
MAPK14 A6 0,62 0,14
MAPK14 A7 0,52 0,14
MAPK9 D2 2,30 4,34
MAPK9 D3 2,22 1,13
MAPK9 D4 2,66 2,18
MCL1 E4 143,80 6,56
MCL1 E5 31,98 0,55
MCL1 E6 56,84 1,28
MCL1 E7 21,99 0,68
MCL1 E8 15,44 0,85
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MDM2 B5 1,46 2,00
MDM2 B6 0,21 0,10
MDM2 B7 1,45 0,81
MDM2 B8 4,09 26,18
MET B4 0,76 0,05
MET B5 2,29 2,92
MET B6 2,15 0,15
MET B7 7,48 2,21
MLL F5 50,22 4,12
MLL F6 49,28 8,40
MLL F7 6,18 0,43
MLL F8 22,12 1,76
MLL F9 15,78 0,43
MLL2 G11 0,52 0,65
MLL2 G12 1,81 0,48
MLL2 H1 0,85 0,30
MLL2 H2 2,47 0,63
MTOR E3 49,45 3,90
MTOR E4 121,45 10,33
MTOR E5 5,68 0,30
MTOR E6 42,16 3,65
MTOR E7 49,73 1,09
MYC B9 0,91 1,21
MYC B10 4,76 9,81
MYC B11 0,76 0,13
MYC C1 2,06 5,33
NANOG C8 0,41 0,14
NANOG C9 1,15 0,44
NANOG C11 2,56 3,81
NANOG C12 0,71 0,18
NFKB1 C6 0,58 0,12
NFKB1 C7 0,47 0,10
NFKB2 C2 2,55 8,65
NFKB2 C3 0,64 0,48
NFKB2 C4 2,76 19,82
NFKB2 C5 3,78 8,62
NFKB2 C6 4,88 21,80
NOTCH1 E1 177,90 8,28
NOTCH1 E2 165,57 2,58
NOTCH1 E3 118,65 24,65
NOTCH3 B9 0,58 0,49
NOTCH3 B10 1,71 0,54
NOTCH3 B11 1,60 0,14
NOTCH3 B12 3,01 1,21
NOTCH3 C1 1,00 0,19
NRAS C7 0,32 0,53
NRAS C8 4,96 16,60
NRAS C9 3,66 5,91
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NRAS C10 5,09 42,66
NRAS C11 0,49 0,36
PARP1 C4 2,17 3,05
PARP1 C5 1,34 1,31
PARP1 C6 1,20 0,14
PARP1 C7 6,22 2,89
PARP1 C8 0,48 0,21
PDGFR a F8 4,97 7,43
PDGFR a F9 0,29 0,21
PDGFR a F10 0,60 0,39
PDGFR b F3 1,14 0,71
PDGFR b F5 5,75 6,65
PDGFR b F6 1,24 0,22
PDGFR b F7 0,34 0,24
PIK3CA G7 58,11 4,76
PIK3CA G8 15,66 2,91
PIK3CA G9 29,24 0,61
PIK3CA G10 2,25 0,25
PIK3CA G11 2,63 0,55
PLK1 F7 33,02 3,75
PLK1 F9 60,98 7,93
PLK1 F10 31,20 2,00
PLK1 F11 38,05 1,95
POU5F1B F5 7,71 4,97
POU5F1B F6 0,53 0,29
POU5F1B F8 0,91 0,30
POU5F1B F9 1,10 0,47
PPARGC1A C5 40,80 1,22
PPARGC1A C6 257,33 6,66
PPARGC1A C7 39,80 1,18
PPARGC1A C8 41,64 1,22
PPARGC1A C9 40,86 0,81
PTGER2 E7 19,25 42,58
PTGER2 E8 2,69 1,58
PTGER2 E9 1,59 0,88
PTGER2 E10 1,52 0,15
PTGER2 E11 0,49 0,07
PTGES D10 45,98 2,46
PTGES D11 36,50 2,63
PTGES E1 9,22 4,40
PTGES E2 171,02 76,87
PTK2 D9 9,06 0,64
PTK2 D10 3,05 0,41
PTK2 D11 3,23 0,90
PTK2 E1 79,41 37,55
RAC1 A3 1,83 2,37
RAC1 A4 1,26 0,10
RAC1 A5 0,50 0,06
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RAC1 A6 0,29 0,10
RAC1 A7 0,70 0,24
RAC2 D6 3,99 23,00
RAC2 D7 4,54 15,08
RAC2 D8 2,39 12,97
RAC2 D9 1,48 0,27
RAC3 G1 56,41 15,66
RAC3 G2 108,81 11,20
RAC3 G3 71,63 13,28
RAC3 G4 77,88 7,30
RAF1 D10 2,81 5,55
RAF1 D11 0,41 0,31
RAF1 D12 0,75 0,40
RAF1 E1 0,44 0,10
RAF1 E2 0,45 0,20
REL E3 0,25 0,13
REL E4 0,59 0,19
REL E7 1,91 3,65
RELA E9 14,84 0,69
RELA E10 37,58 1,43
RELA E11 25,33 2,01
RELA F1 247,60 37,13
RELB H1 37,90 2,39
RELB H2 48,75 12,25
RELB H3 43,62 12,22
RELB H4 23,34 0,84
RELB H5 20,14 1,91
RHO C7 5,78 1,78
RHO C8 0,28 0,02
RHO C9 4,83 3,93
RHO C10 4,93 2,86
RHO C11 0,23 0,05
ROS1 E8 3,33 21,91
ROS1 E9 0,41 0,26
ROS1 E10 0,88 0,57
ROS1 E11 0,47 0,41
RPS6 E12 0,76 0,06
RPS6 F2 0,57 0,12
RPS6 F3 2,36 0,20
RUNX1 D7 1,49 1,07
RUNX1 D8 0,48 0,15
RUNX1 D9 0,27 0,10
RUNX1 D10 0,56 0,37
RUNX1 D11 0,33 0,06
RUNX2 B9 134,04 5,30
SGK B4 0,55 0,31
SGK B5 9,06 0,19
SGK B6 2,28 9,86
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SGK B7 0,80 0,14
SIRT1 B7 38,74 6,15
SIRT1 B8 22,96 1,04
SIRT1 B10 20,24 0,70
SIRT1 B11 31,08 1,16
SKP2 F10 12,96 4,11
SKP2 G1 98,25 76,83
SLC2A1 H6 15,04 2,07
SLC2A1 H7 40,85 5,19
SLC2A1 H8 34,81 16,75
SLC2A1 H9 12,40 0,68
SLC2A1 H10 15,53 0,54
SMAD2 E7 54,30 2,04
SMAD2 E8 12,04 2,72
SMAD2 E9 18,22 0,76
SMAD2 E10 10,61 0,42
SMAD2 E11 10,91 2,55
SMAD3 F1 45,74 12,47
SMAD3 F2 68,41 22,75
SMAD3 F3 32,80 5,16
SMAD3 F4 38,46 6,36
SMAD4 D1 106,20 46,82
SMAD4 D2 47,59 7,91
SMAD4 D3 60,95 3,65
SMO D9 1,94 1,52
SMO D10 1,60 0,40
SMO D11 1,23 0,62
SMO D12 0,54 0,30
SMO E1 0,75 0,16
SNAI2 F1 0,10 0,11
SNAI2 F3 0,90 0,99
SNAI2 F4 1,58 13,37
SNAI2 F5 1,04 1,15
SNFT G7 0,81 0,31
SNFT G8 1,40 0,45
SNFT G9 1,13 2,70
SOX2 E8 0,20 0,05
SOX2 E9 0,31 0,08
SRCIN1 F7 51,97 0,80
SRCIN1 F8 101,71 4,24
SRCIN1 F9 19,20 0,69
SRCIN1 F10 35,85 1,09
STAT1 A9 28,00 1,24
STAT1 A10 29,55 1,42
STAT1 A11 110,95 1,86
STAT1 B1 40,58 1,87
STAT3 B8 1,15 0,36
STAT3 B9 0,11 0,03
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STAT5A F6 4,88 12,77
STAT5A F7 0,88 2,41
STAT5A F8 3,00 25,95
STAT5A F9 2,46 7,59
STAT5A F10 1,01 0,47
STAT5B B12 33,90 5,13
STAT5B C1 105,50 5,64
STAT5B C2 44,67 1,70
STAT5B C3 169,50 28,12
STAT5B C4 183,97 7,80
TCF4 F11 2,77 6,11
TCF4 F12 1,30 0,56
TCF4 G1 1,85 1,43
TCF4 G2 3,14 3,22
TCF4 G3 0,90 1,59
TERT G4 1,30 4,18
TERT G5 0,30 0,23
TNS4 G10 38,37 0,83
TNS4 G12 38,55 2,32
TNS4 H1 72,17 5,38
TNS4 H2 151,09 8,87
TRAF6 D1 142,46 29,34
TRAF6 D2 161,87 34,61
TRAF6 D3 122,97 15,38
TRAF6 D4 27,10 4,99
TWIST1 C2 6,01 8,79
TWIST1 C3 2,33 1,62
TWIST1 C4 0,90 0,34
TWIST1 C5 0,96 0,34
TWIST1 C6 4,91 4,67
UBE2D2 G6 0,08 0,12
UBE2D2 G7 7,40 16,32
UBE2D2 G9 1,84 3,33
UBE2D2 G10 3,63 1,71
XIAP G8 0,69 0,44
XIAP G9 3,47 1,52
XIAP G11 0,23 0,02
XIAP G12 0,63 0,28
ZEB1 F12 47,94 4,63
ZEB1 G1 58,88 3,04
ZEB1 G2 111,56 30,22
ZEB1 G3 68,54 7,39
ZEB1 G4 175,22 4,88
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ABL1 G5 -0,231 -0,681
ABL1 G6 -0,577 -0,810
ABL1 G7 -0,830 -0,823
ABL1 G8 -0,609 -0,779
ABL2 G10 -0,423 -0,825
ABL2 G11 -1,056 -0,824
ABL2 H1 -1,134 -0,834
ABL2 H2 -1,131 -0,834
AKT1 H3 -1,128 -0,834
AKT1 H4 -1,126 -0,835
AKT1 H5 -1,131 -0,835
AKT1 H6 -1,122 -0,835
AKT1 H7 -1,098 -0,835
AKT2 C9 -1,104 -0,833
AKT2 C10 -0,871 -0,818
AKT2 C11 -0,897 -0,830
AKT2 C12 -0,914 -0,826
AKT2 D1 -0,464 -0,743
ARNT D2 -0,018 -0,293
ARNT D3 1,857 -0,418
ARNT D4 -0,016 -0,670
ARNT D5 -0,622 -0,773
ARNT D6 -0,702 -0,798
ATF1 H8 -1,082 -0,835
ATF1 H9 -1,088 -0,836
ATF1 H10 -1,075 -0,836
ATF3 G10 -0,949 -0,830
ATG5 D5 -0,469 -0,809
ATG5 D6 -0,582 -0,755
ATG5 D7 -0,912 -0,827
AURKB B1 -0,766 -0,775
AURKB B2 -0,490 -0,708
AURKB B3 1,099 -0,557
BCAR1 D3 0,574 0,513
BCAR1 D4 -0,980 -0,818
BCAR1 D5 -0,178 -0,636
BCL2 C12 -0,824 -0,809
BCL2 D1 1,419 -0,181
BCL2 D2 1,181 0,186
BCL2 D3 -0,215 -0,810
BCL2 D4 1,297 -0,622
BCL2A1 G12 -0,629 -0,811
BCL2A1 H1 -0,955 -0,824
BCL3 D5 2,329 -0,776
BCL3 D6 0,297 -0,804
BCL3 D7 -0,771 -0,826
BECN1 H4 -0,411 -0,822
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BECN1 H5 -0,853 -0,828
BECN1 H6 0,480 -0,733
BECN1 H7 0,014 -0,791
BIRC2 G3 -0,975 -0,828
BIRC2 G4 0,251 -0,693
BIRC2 G5 -0,577 -0,790
BIRC2 G6 0,657 -0,361
BIRC2 G7 0,651 -0,752
BIRC3 F10 0,358 -0,682
BIRC3 F11 0,744 0,531
BIRC3 F12 -0,101 -0,675
BIRC3 G1 0,182 -0,784
BIRC3 G2 0,899 0,126
BRAF B4 -0,469 -0,752
BRAF B5 -0,547 -0,782
BRAF B6 -0,346 -0,821
BRAF B7 -0,745 -0,818
BRAF B8 -0,352 -0,744
BTRC A2 1,557 0,345
BTRC A3 0,613 -0,736
BTRC A4 -0,246 -0,691
BTRC A5 -0,083 -0,807
C/EBP BETA B1 0,003 -0,797
C/EBP BETA B2 -0,331 -0,807
CA9 H1 2,225 -0,586
CA9 H2 0,702 -0,708
CA9 H4 0,607 -0,649
CA9 H5 0,523 -0,347
CBFB D12 -0,672 -0,813
CBFB E1 -0,487 -0,689
CBFB E2 -0,452 -0,795
CBFB E3 -0,724 -0,824
CBFB E4 0,503 -0,535
CCND1 H7 -0,873 -0,801
CCND1 H8 -0,977 -0,812
CCND1 H9 -0,965 -0,822
CCND1 H10 -0,880 -0,815
CCND1 H11 -0,936 -0,781
CDC42 A2 -0,592 -0,825
CDH2 E10 -0,027 -0,662
CDH2 E11 -0,635 -0,790
CDH2 E12 -0,934 -0,820
CDH2 F1 1,267 -0,659
CDH2 F2 1,042 -0,036
CDK1 E5 0,911 -0,473
CDK1 E6 -0,524 -0,817
CDK1 E7 -0,118 -0,710
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CDK1 E8 2,491 1,085
CDK1 E9 -0,522 -0,550
CDK2 F3 -0,773 -0,820
CDK2 F4 -0,751 -0,821
CDK2 F6 -0,294 -0,827
CDK2 F7 0,324 -0,334
CDK4 A1 -0,957 -0,822
CDK4 A2 0,325 -0,283
CDK4 A3 -0,679 -0,830
CDK4 A4 -0,808 -0,829
CDK4 A5 -0,315 -0,787
CDK6 H7 -0,454 -0,815
CDK6 H8 -0,177 -0,756
CDK6 H9 -0,365 -0,760
CDK7 F8 -0,831 -0,818
CDK7 F9 -0,943 -0,824
CDK7 F10 -0,926 -0,823
CDK7 F11 0,195 0,081
CDK7 F12 -1,017 -0,819
CFLAR A1 0,042 -0,604
CFLAR H9 -0,240 -0,799
CFLAR H12 -0,532 -0,811
CHUK H12 1,436 -0,800
CHUK H10 0,315 -0,824
CHUK H11 -0,568 -0,820
CHUK A2 -0,923 -0,811
CIP1 B11 -0,221 -0,795
CIP1 B12 -1,007 -0,831
CIP1 C1 -0,090 -0,816
CREB1 B10 -0,515 -0,820
CREB1 B11 -0,912 -0,814
CREB1 C1 -0,506 -0,494
CREB1 C2 -0,215 -0,720
CTNNB1 G1 -0,775 -0,822
CTNNB1 G2 -0,881 -0,820
CTNNB1 G3 0,001 -0,348
CTNNB1 G4 1,657 0,293
CTNNB1 G5 -0,641 -0,813
CYSLTR1 A1 -0,207 -0,569
CYSLTR1 A2 -0,128 -0,709
CYSLTR1 A3 0,584 0,447
DNMT1 A8 -0,080 -0,697
DNMT1 A9 0,067 -0,662
DNMT1 A10 0,455 -0,596
DNMT1 A11 0,045 -0,433
DNMT1 A12 1,455 -0,073
DNMT3A F2 -0,021 -0,407

Elisabetta Mereu
Table S6



GENE_SYMBOL ShRNA_ID Z_D3 Z_D7
DNMT3A F3 -0,038 -0,345
DNMT3A F4 0,481 -0,594
DNMT3A F5 0,045 -0,283
DNMT3A F6 0,322 -0,600
DNMT3B A4 0,386 0,289
DNMT3B A5 -0,159 -0,667
DNMT3B A6 -0,114 -0,809
DNMT3B A7 -1,003 -0,823
DNMT3B A8 -1,029 -0,817
E2F1 A1 3,161 0,285
E2F1 A2 2,148 -0,432
E2F1 A3 -0,104 -0,789
E2F1 A4 0,766 -0,696
E2F1 A5 -0,311 -0,779
EGFR A6 -0,100 -0,647
EGFR A7 -0,273 -0,812
EGFR A8 -0,777 -0,719
EGFR A9 -0,444 -0,808
EGFR A10 -0,760 -0,820
EIF4B B2 -0,888 -0,825
EIF4B B3 -0,411 -0,799
EIF4B B4 3,881 -0,657
EIF4B B5 -0,375 -0,781
EIF4E G6 0,029 -0,758
EIF4E G7 1,411 0,275
EIF4E G8 2,708 2,594
EIF4E G9 -0,312 -0,648
EIF4E G10 0,189 -0,705
ERBB2 C3 -0,252 -0,706
ERBB2 C4 -0,148 -0,726
ERBB2 C5 -0,147 -0,654
ERBB2 C6 -0,965 -0,825
ERBB2 C7 -0,769 -0,828
ERBB3 G11 -0,960 -0,820
ERBB3 G12 0,499 -0,483
ERBB3 H1 -0,637 -0,822
ERBB3 H3 0,025 -0,134
ERBB4 B1 4,195 0,345
ERBB4 B2 1,382 -0,280
ERBB4 B3 2,601 -0,051
ETS1 E2 -0,449 -0,778
ETS1 E3 0,288 -0,770
EZH2 C8 -0,819 -0,813
EZH2 C9 -0,923 -0,823
EZH2 C11 -0,896 -0,789
FBXO5 B2 0,430 -0,361
FBXO5 B3 -0,424 -0,566
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FBXO5 B4 -0,260 -0,405
FBXO5 B5 -0,788 -0,811
FBXO5 B6 -0,221 -0,801
FLI1 E4 -0,848 -0,820
FLI1 E5 1,237 -0,650
FLT1 H4 -0,316 -0,800
FLT1 H5 -0,774 -0,815
FLT1 H6 -0,925 -0,830
FLT1 H7 -0,422 -0,733
FLT1 H8 -0,220 -0,653
FLT3 A6 -0,803 -0,801
FLT3 A7 -0,597 -0,780
FLT4 H9 -1,082 -0,833
FLT4 H10 -0,176 -0,748
FLT4 H11 -1,017 -0,831
FLT4 H12 -0,830 -0,822
FLT4 A1 0,431 -0,809
FOS B4 -0,360 -0,809
FOS B5 0,422 -0,704
FOS B6 2,045 -0,055
FOS B7 0,181 -0,357
GLI1 B9 -0,455 -0,814
GLI1 B10 -0,760 -0,816
GLI1 C1 0,831 -0,188
GLI2 C2 1,204 -0,240
GLI2 C3 0,303 -0,569
GLI2 C4 0,467 -0,734
GLI2 C5 1,020 -0,623
HDAC1 E8 -0,676 -0,762
HDAC1 E10 -0,199 -0,822
HDAC1 E11 -0,900 -0,824
HDAC2 B6 3,318 -0,734
HDAC2 B7 -0,147 -0,680
HDAC2 B8 0,569 -0,518
HDAC2 B9 -0,869 -0,828
HDAC2 B10 -0,329 -0,729
HDAC6 G2 1,244 -0,529
HDAC6 G3 0,896 -0,338
HDAC6 G4 1,402 -0,397
HDAC6 G5 0,609 -0,117
HDAC6 G6 -0,625 -0,827
HIF1A C2 0,985 0,138
HIF1A C3 -0,819 -0,817
HIF2/EPAS1 G1 0,655 -0,639
HIF2/EPAS1 G2 -0,192 -0,738
HIF2/EPAS1 G3 0,274 -0,820
HIF2/EPAS1 G6 -0,254 -0,744
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HRAS C6 0,662 -0,360
HRAS C7 -0,654 -0,826
HRAS C8 -0,350 -0,770
HRAS C9 -0,073 -0,793
HRAS C10 -0,168 -0,814
human LEF1 E6 -0,803 -0,821
human LEF1 E7 0,999 -0,242
human SOX2 E8 -0,977 -0,829
human SOX2 E9 -0,886 -0,825
IDH1 E2 1,621 -0,476
IDH1 E3 2,451 0,006
IDH1 E4 3,571 -0,258
IDH1 E5 1,568 -0,493
IDH1 E6 0,659 -0,676
IDH2 A3 -0,177 -0,829
IDH2 A4 -0,987 -0,831
IDH2 A6 -0,732 -0,830
IGF1R D5 2,911 2,697
IGF1R D6 1,463 0,559
IGF1R D7 0,578 -0,744
IGF1R D8 -0,214 -0,663
IGF1R D9 1,923 -0,343
IKBKB B11 -0,683 -0,698
IKBKB B12 -0,922 -0,820
IKBKB C1 -0,628 -0,815
IKBKB C2 -0,420 -0,824
IKBKB C3 -0,411 -0,798
IL17RA C10 -0,901 -0,804
IL17RA C11 -0,900 -0,806
IL17RA C12 -0,514 -0,558
IL17RA D1 0,405 -0,521
IL17RA D2 1,072 0,934
IRF4 D1 -0,844 -0,819
IRF4 D2 0,729 -0,408
IRF4 D3 -0,624 -0,814
JAK2 F1 0,760 0,006
JAK2 F2 0,241 0,028
JAK2 F3 -1,000 -0,827
JAK2 F4 0,665 -0,639
JAK2 F5 -0,081 -0,750
JAK3 A6 0,586 -0,502
JAK3 A8 -0,738 -0,820
JAK3 A9 -0,128 -0,787
JAK3 A10 -0,651 -0,799
JUN A7 0,585 -0,553
JUN A8 -0,237 -0,809
JUN A9 -0,331 -0,825
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JUN A10 1,218 -0,683
JUN A11 -0,803 -0,821
KDM1A D6 1,266 -0,460
KDM1A D7 -0,729 -0,802
KDM1A D8 -0,761 -0,811
KDM1A D9 -1,033 -0,827
KDM1A D10 -1,017 -0,817
KDR B1 1,009 -0,802
KDR B2 1,764 0,351
KDR B3 -0,938 -0,809
KDR B4 -0,761 -0,829
KIT A11 -0,762 -0,831
KIT B1 -0,049 -0,659
KIT B2 1,411 -0,755
KIT B3 0,282 -0,604
KRAS F6 0,087 -0,740
KRAS H3 0,154 -0,676
KRAS H4 -0,192 -0,746
KRAS H5 -0,016 -0,260
KRAS H6 -0,661 -0,744
LDHA D4 1,592 -0,008
LDHA D5 1,286 -0,331
LDHA D6 -0,883 -0,809
LDHA D7 0,335 -0,447
LDHA D8 0,155 -0,637
LTA4H D10 1,400 -0,673
LTA4H D11 1,088 -0,665
LTA4H D12 -0,446 -0,774
LTA4H E1 0,577 -0,617
LTA4H E2 0,704 -0,141
LTC4S E3 4,522 3,869
LTC4S E4 1,784 -0,604
LTC4S E5 0,448 -0,539
LTC4S E6 0,512 -0,271
MAFF A8 -0,714 -0,828
MAFF A9 0,041 -0,727
MAFF A11 0,037 -0,714
MAFF A12 -0,967 -0,828
MAML2 G5 -0,113 -0,603
MAML2 G6 -0,045 -0,585
MAML2 G7 -0,967 -0,807
MAML2 G8 -1,003 -0,825
MAML2 G9 -0,849 -0,813
MAPK14 A3 3,587 2,330
MAPK14 A4 -0,780 -0,816
MAPK14 A5 0,292 -0,566
MAPK14 A6 -0,511 -0,807
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MAPK14 A7 -0,616 -0,807
MAPK9 D2 0,429 -0,644
MAPK9 D3 0,374 -0,786
MAPK9 D4 1,385 -0,728
MCL1 E4 0,209 -0,669
MCL1 E5 -0,843 -0,822
MCL1 E6 -0,711 -0,809
MCL1 E7 -1,015 -0,825
MCL1 E8 -1,053 -0,822
MDM2 B5 -0,149 -0,747
MDM2 B6 -0,948 -0,830
MDM2 B7 -0,157 -0,800
MDM2 B8 2,748 0,457
MET B4 -0,641 -0,821
MET B5 0,676 0,424
MET B6 0,274 -0,789
MET B7 3,798 -0,169
MLL F5 0,346 -0,744
MLL F6 0,318 -0,649
MLL F7 -0,960 -0,826
MLL F8 -0,487 -0,797
MLL F9 -0,675 -0,826
MLL2 G11 -0,787 -0,807
MLL2 G12 0,092 -0,814
MLL2 H1 -0,565 -0,822
MLL2 H2 0,544 -0,808
MTOR E3 -0,634 -0,800
MTOR E4 0,107 -0,741
MTOR E5 -1,068 -0,831
MTOR E6 -0,709 -0,802
MTOR E7 -0,631 -0,826
MYC B9 -0,520 -0,782
MYC B10 2,104 -0,402
MYC B11 -0,624 -0,830
MYC C1 0,261 -0,600
NANOG C8 -0,808 -0,816
NANOG C9 -0,202 -0,772
NANOG C11 0,632 -0,494
NANOG C12 -0,650 -0,820
NFKB1 C6 -0,743 -0,824
NFKB1 C7 -0,760 -0,821
NFKB2 C2 1,284 -0,408
NFKB2 C3 -0,704 -0,814
NFKB2 C4 1,484 0,143
NFKB2 C5 1,436 -0,455
NFKB2 C6 3,496 0,241
NOTCH1 E1 0,529 -0,625
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NOTCH1 E2 0,117 -0,782
NOTCH1 E3 -0,028 -0,209
NOTCH3 B9 -0,760 -0,688
NOTCH3 B10 0,211 -0,604
NOTCH3 B11 -0,282 -0,810
NOTCH3 B12 0,843 -0,472
NOTCH3 C1 -0,607 -0,800
NRAS C7 -0,924 -0,812
NRAS C8 3,575 -0,016
NRAS C9 2,339 -0,544
NRAS C10 2,329 1,048
NRAS C11 -0,678 -0,818
PARP1 C4 1,068 -0,201
PARP1 C5 0,217 -0,564
PARP1 C6 0,075 -0,807
PARP1 C7 5,196 -0,235
PARP1 C8 -0,539 -0,769
PDGFR a F8 2,917 0,236
PDGFR a F9 -0,906 -0,806
PDGFR a F10 -0,654 -0,780
PDGFR b F3 -0,504 -0,812
PDGFR b F5 3,557 0,123
PDGFR b F6 -0,127 -0,804
PDGFR b F7 -0,904 -0,814
PIK3CA G7 0,580 -0,730
PIK3CA G8 -0,679 -0,771
PIK3CA G9 -0,276 -0,822
PIK3CA G10 -1,077 -0,830
PIK3CA G11 -1,065 -0,823
PLK1 F7 -0,903 -0,819
PLK1 F9 -0,700 -0,801
PLK1 F10 -0,916 -0,827
PLK1 F11 -0,866 -0,827
POU5F1B F5 4,981 1,310
POU5F1B F6 -0,860 -0,783
POU5F1B F8 -0,656 -0,780
POU5F1B F9 -0,550 -0,749
PPARGC1A C5 -0,906 -0,816
PPARGC1A C6 0,354 -0,729
PPARGC1A C7 -0,912 -0,817
PPARGC1A C8 -0,901 -0,816
PPARGC1A C9 -0,905 -0,823
PTGER2 E7 9,196 7,018
PTGER2 E8 0,994 -0,156
PTGER2 E9 -0,287 -0,673
PTGER2 E10 -0,140 -0,791
PTGER2 E11 -0,819 -0,815
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PTGES D10 -0,809 -0,825
PTGES D11 -0,878 -0,824
PTGES E1 -1,076 -0,817
PTGES E2 0,617 -0,132
PTK2 D9 -0,875 -0,821
PTK2 D10 -1,053 -0,826
PTK2 D11 -1,047 -0,815
PTK2 E1 2,536 0,468
RAC1 A3 -0,120 -0,755
RAC1 A4 -0,272 -0,827
RAC1 A5 -0,798 -0,830
RAC1 A6 -0,945 -0,826
RAC1 A7 -0,661 -0,814
RAC2 D6 2,649 0,300
RAC2 D7 3,173 -0,091
RAC2 D8 0,489 -0,263
RAC2 D9 -0,133 -0,824
RAC3 G1 -0,562 -0,692
RAC3 G2 -0,023 -0,733
RAC3 G3 -0,189 -0,649
RAC3 G4 -0,341 -0,769
RAF1 D10 0,772 -0,591
RAF1 D11 -0,861 -0,822
RAF1 D12 -0,629 -0,818
RAF1 E1 -0,841 -0,831
RAF1 E2 -0,718 -0,825
REL E3 -0,972 -0,830
REL E4 -0,743 -0,827
REL E7 0,159 -0,674
RELA E9 -1,057 -0,824
RELA E10 -0,924 -0,813
RELA E11 -0,996 -0,803
RELA F1 0,741 -0,068
RELB H1 -0,019 -0,783
RELB H2 0,302 -0,564
RELB H3 0,150 -0,565
RELB H4 -0,451 -0,817
RELB H5 -0,546 -0,793
RHO C7 2,670 -0,299
RHO C8 -0,921 -0,825
RHO C9 2,047 0,349
RHO C10 2,773 0,398
RHO C11 -0,994 -0,822
ROS1 E8 2,024 0,246
ROS1 E9 -0,753 -0,823
ROS1 E10 -0,541 -0,810
ROS1 E11 -0,825 -0,817
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RPS6 E12 -0,733 -0,824
RPS6 F2 -0,839 -0,814
RPS6 F3 0,123 -0,800
RUNX1 D7 0,374 -0,613
RUNX1 D8 -0,546 -0,787
RUNX1 D9 -0,806 -0,803
RUNX1 D10 -0,443 -0,720
RUNX1 D11 -0,724 -0,817
RUNX2 B9 -0,168 -0,813
SGK B4 -0,837 -0,825
SGK B5 5,143 -0,819
SGK B6 0,439 0,049
SGK B7 -0,492 -0,815
SIRT1 B7 -0,918 -0,738
SIRT1 B8 -1,010 -0,819
SIRT1 B10 -1,025 -0,824
SIRT1 B11 -0,962 -0,817
SKP2 F10 -0,759 -0,744
SKP2 G1 1,770 0,869
SLC2A1 H6 -0,697 -0,790
SLC2A1 H7 0,068 -0,720
SLC2A1 H8 -0,111 -0,464
SLC2A1 H9 -0,776 -0,820
SLC2A1 H10 -0,683 -0,824
SMAD2 E7 0,467 -0,790
SMAD2 E8 -0,786 -0,775
SMAD2 E9 -0,603 -0,819
SMAD2 E10 -0,829 -0,826
SMAD2 E11 -0,820 -0,779
SMAD3 F1 0,213 -0,559
SMAD3 F2 0,886 -0,331
SMAD3 F3 0,376 -0,656
SMAD3 F4 -0,003 -0,694
SMAD4 D1 2,006 0,203
SMAD4 D2 1,062 -0,561
SMAD4 D3 0,664 -0,755
SMO D9 0,438 -0,617
SMO D10 -0,035 -0,799
SMO D11 -0,137 -0,746
SMO D12 -0,772 -0,809
SMO E1 -0,625 -0,821
SNAI2 F1 -1,077 -0,831
SNAI2 F3 -0,527 -0,792
SNAI2 F4 0,364 -0,176
SNAI2 F5 -0,436 -0,785
SNFT G7 -0,581 -0,807
SNFT G8 -0,171 -0,795
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SNFT G9 -0,224 -0,446
SRCIN1 F7 -0,841 -0,823
SRCIN1 F8 -0,551 -0,768
SRCIN1 F9 -1,031 -0,824
SRCIN1 F10 -0,935 -0,818
STAT1 A9 -0,980 -0,816
STAT1 A10 -0,971 -0,813
STAT1 A11 -0,498 -0,806
STAT1 B1 -0,834 -0,797
STAT3 B8 -0,347 -0,803
STAT3 B9 -1,068 -0,833
STAT5A F6 3,499 -0,205
STAT5A F7 -0,303 -0,716
STAT5A F8 1,710 0,445
STAT5A F9 1,201 -0,461
STAT5A F10 -0,454 -0,815
STAT5B B12 -0,946 -0,754
STAT5B C1 -0,152 -0,692
STAT5B C2 -0,803 -0,800
STAT5B C3 0,147 -0,254
STAT5B C4 0,257 -0,674
TCF4 F11 0,744 -0,566
TCF4 F12 -0,255 -0,811
TCF4 G1 0,120 -0,772
TCF4 G2 1,001 -0,693
TCF4 G3 -0,531 -0,765
TERT G4 -0,257 -0,651
TERT G5 -0,937 -0,825
TNS4 G10 -0,920 -0,822
TNS4 G12 -0,919 -0,799
TNS4 H1 -0,594 -0,724
TNS4 H2 0,007 -0,652
TRAF6 D1 0,323 -0,567
TRAF6 D2 0,523 -0,519
TRAF6 D3 0,494 -0,620
TRAF6 D4 -0,946 -0,814
TWIST1 C2 2,085 0,787
TWIST1 C3 0,108 -0,537
TWIST1 C4 -0,546 -0,732
TWIST1 C5 -0,510 -0,734
TWIST1 C6 2,097 0,573
UBE2D2 G6 -1,064 -0,830
UBE2D2 G7 3,911 -0,115
UBE2D2 G9 0,111 -0,689
UBE2D2 G10 1,334 -0,760
XIAP G8 -0,591 -0,645
XIAP G9 0,722 -0,555

Elisabetta Mereu
Table S6



GENE_SYMBOL ShRNA_ID Z_D3 Z_D7
XIAP G11 -0,990 -0,831
XIAP G12 -0,804 -0,784
ZEB1 F12 -0,864 -0,762
ZEB1 G1 -0,695 -0,773
ZEB1 G2 -0,294 -0,211
ZEB1 G3 -0,622 -0,683
ZEB1 G4 -0,124 -0,758
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ABL2
AKT1
AKT2
ATF1
CCND1
CDK4
CDK7
EZH2
FLT4
IDH2
KDM1A
MAML2
MCL1
PLK1
PPARGC1A
PTGES
PTK2
REL
RELA
SIRT1
SMAD2
SOX2
SRCIN1
STAT1
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