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METHOD FOR PREDICTING EFFICACY OF DRUGS IN A PATIENT

FIELD OF INVENTION

The present mvention telates to the field of medicine, in particular personalized

medicine i cancer therapy,

BACKGROUND OF THE INVENTION

The therapeutic care of the patienis having cancer is primarily based on surgery,
radiotherapy and chemotherapy which have to be used according to standard protoceis. The
curative surgery consists in removal of all the tumoral mass. However, this is not always
possible to guarantee the absence of any residual disease after the ablation of the observable
part of the tumour, even by experienced surgeons, This is why the surgery is generally used in
combination 1§ with racdiotherapy and/or chemotherapy. Chemotherapy and/or radiotherapy
can be used as necadjuvant therapy or auxiliary or adjuvant therapy, or alone when the
surgery 18 impossible. Neoadjuvant therapy is usually used when the tumoral mass is too

important and requires a reduction before surgery. Auxiliary or ad;

ani chemotherapy is
used to treaf the residoal tumoral diseases and {o Hmit the local recurrences or the rmetastatic
relapses, When a tumour 15 detected at an inoperable stage, then the therapeutic care iz only
based on cb.em@thempy and/or radiotherapy. Surgery is marginally used in this context and
has palliative objectives.

In any case, the choice of chemotherapy always raises the following questions: Which
drug or combination of drugs is adapted to this type of cancer? What is the most adapted
therapeutic strategy for this patient? What are the chances for observing a therapeuiic benefit
with the selected drugs?

The current medical practice consists in treating the patients according to the existing
therapeutic protocols. In the majority of the cases, the choice of the therapeutic protocol is
based on the anatorno-pathological and clinical data, These protocols apply in frst, second,
even fhird therapeutic line, When there 15 therapeutic failure, or for the metastatic stages,
certain patient are included in clinical trials generally using broad selection criteria defining
primarily, the location of the primitive tumour, the exfension of the disease, the situation of

the vital functions of the patient and certain specific contraindications of the drag under frial,
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Whatever the therapeutic approach (standard or clinical trial}, only part of the treated
population profits from the treatment whereas the remainder of the patients do not respond
and show a progressing discase even under treatment.

To improve this sttuation, since many vears, physicians and researchers are fryving to
identify markers for predicting the efficacy of'the treatmments for a given patient and fo be able
to adapt the treatment of cach patient. Thus the concept of personalized medicine consists in
adapting the therapevtic decision according fo the anatomo-pathological, clinical
characteristics but sgpecially of the biclogical characterisiics of the tumour.

Several examples are known without representing a solution useful for any patisnt
having a cancer,

A first approach was the so-called “lest-companion” assay, used for the first time for
the trastuzumab (Herceptin®), a moenoclonal antibody targeting the Her2/Neu receptor. In
breast cancers, this drug 18 administered only when an amplification/overexpression of this
receptor 18 observed. However, this oversxpression does not guarantee a therapeutic response.
Some registances to Herceptm® can be explained by an activation of the Akt pathway, for
mgtance. The association of an mTOR inhibitor (targeting the Akt pathway) can restore the
sensitivity to Herceptin. Nevertheless, for some patients, the therapeutic benefit was observad
in the absence of an amplification of the receplor.

The measurement of the expression level of the Her2 receptor is the first example of
test companion and the majority of pharmaceutical companies or vesearchers are trying to
reproduce this model considered as the fivst example of personalized medicine. The following
examples are relevant to illustrate the concept of selection of the patients who could profit
from a given drug:

= Mutation or amplification of EGFR receptor and erlotinib / gefitinib;

v Mutations ¢-Kit/PDGFRa and fimatindb |

»  Translocation of Ber-Abl and imatinib ;

= Amplification of HER2 and BERZ inhibitors;

= Amplification of TOP2A and anthracyclines;
= Deletion of PTEN and mTOR inhibitors;

v Amplification of FGFR1 and FGFRI inhibitors;
= FRCCI negative-treatment and platinium salts ;
s RAS mutations and treatient of colon cancer

@ L
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Tn the case of breast cancer, prognostic molecular signatures, such as the tesis
fMamaprint® {developed by the Agendia company) or OncotypeDX® {(company Genomic
Health) are available. These signatures are used to determine if an auxiliary chemotherapy is
necessary or not. But, although these tests make it possible to conclude on the need from an
auxihary chemotherapy, they do not make it possible to select the optimal therapy.

I short, the concept of personalized medicine corresponds 1o 2 selection of patents on
biological criteria to increase the chances ofresponse to 2 given therapy, Currently, these tests
companion are rather used for the freatmments by targeted therapics and make it possible to
select the patients likely to profit from 2 given therapy but net to select the best therapy for
piven patient, This 1s a major conceptual difference which constitutes the main interest of the
present mvention compared to the other markers proposed to date.

The anomalies of strong amplitude of the gene copy number (amplifications or
deletions) modify the levels of gene expression. This mechanism of genoruic deregulation is
myvolved 1 the ontogenesis of many cancers, Amplifications of the EGFR gene are found
approximately 30% of lung cencers. The inhibition of EGFR i case of amphfication is
associated with a significant benefit in this same pathology, Similarty, MYCN is amplified in
approximately 25% of the neuroblastoma and several studics showed the prognostic value of
this apomaly o this pathology. Other oncogenes / anti-oncogenes (fumonr SUpPIessor genes)

re frequently amplified/deleted m other types of tumours such HER, PTEN, PUTS, and the
fike.

Breast cancer presents an iruportant frequency of chromosomal aberrations. Gene
HERZ (Erbi32) s amplified in 10 o 20% of the cases. This amplification is associated with »
hyper-expression of the Her2 protein and is mmived i the tumoral transformation. A
therapeutic strategy based on the targeting of this anomaly showed a benefit in the patients
having HERZ-positive breast cancer. In addition, the gene coding for the topoisomerase 11 is
amplified in approximately 7% of breast cancers. This amplification is correlated with a good
sensitivity to the anthracyclines, a class of drugs fargeting the topeisomerase 1. Other
anomalies have offen been observed in breast cancer. AIBT gene is amplified in 10% of the
cases, and leads o ontogenesis via the activation of AKT by the IGFR. FGFIR gene is
amplified i 10% of case. The targeting of thig p;ﬁot'ci‘n by & tyrosine kinase inhibitor leads in
vitro to a reduction of the cell multiplication, Similarly, amplifications of the genes EGFI

GFIR or the deletions of PTEN can be weated by molecules targeting EGEFR, IGFIR or

mTOR, respectively,
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In the scientific literature, certain works, among which those of A, Potti f al, propose
a prediction of the drugs efficacy, primarily cytotoxicity, based on the analysis of the
expression of genes selected from experiments on well-established cell ines {(panel NCI60).
These data allow the identification of expression profiles associated with the response for
each tested molecule and this prediction s fanspesed to the human fumours. However, if this
approach allows 2 molecule by molecule prediction, it does not allow the comparison of the
efficacy of cach molecule for a given patient in order to select the best drug. In addition. the
one skilled o the art knows the Himitations of in vitro mode! to perform in vive predictions.
These approaches tend to enrich the patient cohort for & given chemotherapy rather than o
select a targeted mdividual therapy for a given patient on the basis of the intrinsic tumoral
characteristics.

However, the choice of the appropriate chemotherapy in cancer treatment is a crucial
wsue, Indeed, most of the chemotherapies have very significant adverse effscts and an
erroneous choice (Le., freatment without any therapeutic benefit) could lead to a capcer
DYOression.

Up today, there 18 no marker officient t© select the most optimal therapeutic stratepy
for a given individual having a cancer. Accordingly, there is a strong need to methods of
personalized medicine in the field of cancer treatment allowing the selection for a given

individual of the most appropriate chemotherapy strategy,

SUMMARY OF THE INVENTION

The present imvention concerns a method for predicting the relative efficacy of a
plurality of drugs for {reating a cancer in a patient comprising:

- cheracterizing molecular anomalies of 4 tumour or metastase sample from the patient
in comperison to a normal sample from the same patient, thereby determining the deregutated
genes in the tumour;

- providing 2 database comprising the tarpet geves for each drug of the plurality of
drugs;

- deterrnining a score for each drug of the plurality of drugs essentially based on the
percentage of deregulated genes among the target genes for each drug in the tumour sample
from the patient, thercby a higher score 15 predictive of a higher relative efficacy of the drug
{or treating the tumour in the patient. Preferably, the normal sample 18 the nommal histologic

counterpart o the primary timor.
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In particular, the step of charactenizing molecular anomalies of a tumour sample
comprises determining the genes differentially expressed in the tumour in comparison o the
normal sample, and/or determining the gain or loss of gene copy number and/or detecting the
presence of a mutation in a gene. Preferably, the sten of characterizing molecular anomalies
ofa tumowr sample comprises determining a fold change (F) for the differentially expressed
genes and/or for the gain or loss of gene copy number and, optionaily, further determining the
mtensity of the gene transcription (Int) for the differentially expressed genes.

Preferably, the target gencs for each drug are classified in the database into the major
target genas (MC), the minor farget genes (Mc) and the resistance genes (CR).

In a first embodiment, the score (W) for a given drug is determined by the following

algoritham

wherein

W is the score for the given drug

P is the percentage of target genes jor the given drug which are deregulated n the
turnour of the patient; '

z 1§ an optional multiplication coefficient agsocisted to the presence of a mufation in a
target gene of the given drug ;

%18 sur

Fee?2 1s the fold change of each deregulated {arget gene for the given drug with a Pold
Change higher than 2;

1y refers to the number of target genes for the given drug with a Fold Chang@
higher than 2.

Preferably, For2 15 the Fold Change of cach over-expressed target genc for the given
drug with a Fold Change higher than 2 and nCiey 13 either the number of farge! genes for the
given drug with a Fold Change higher than 2, or the number of over-expressed target genes
for the given drug with a Fold Change higher than 2.

Tn a second embodiment, the score (W) for a given drug is determined by the

following algorithm:

- . ~
( ( Zew Fow ) { Zem Fom ) { Zog Fep ) {

W= P J T (g Zg b s Q2 - T T (g
L n, CM n,Cm n,GR P
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whereln

W 1s the score for the given drug;

P is the percentage of target genes for the given drug which ars deregulated i the
tumour of the patient;

518 gum

CM refers to major target genes for the given drug;

Cin refers fo minor target genes for the given drug;

CR refers to resistance genes for the given drag;

1 CM, mCm and naCR are respectively the number of deregulated target genes with a
defmed threshold for major target genes, minor target genes and resistance genes;

Feng, Fom and Feg are the Fold change of each gene higher than the defined threshold
for major target genes, minor target genes and resistance genes, respectively,

qy, G and ¢ are optional muitipiication coefficients for major target genes, minor
targel genos and resistance genes, respectively;

zy, zz and za are optional multiplication coefficients associeted to the presence of a
mutation in a major target gene, 4 minor target gene and a resistance gene, respectively

In a third embodiment, the score (W) for a given drug is determined by the following
algorithm

- CM( “}:‘CM FC‘M} Pcm( ECm FCm } | F)CR( ECF{ F:CR}

W = GZy* T Gy 2y - T g
n,CM n,Cm n,CR

wherein the meaning of W, ¥, CM, Cm, CR, Fowm, Fom For, 0, Q2. 3. 21, 72 and 73 are

the same than the previous algorithm and Pew, Pow and Peg are the percentage of genes for the

given drug which are deregulated in the tumowr of the individual for major target genes,
muinor target genes and resistance genes, regpectively

In a fourth embodiment, the score {W) for & given drug is determined by one of the

followmg algorithmas:

(1 Zow Fou X Nigy) { Zom Fom X INl,) { Zog Fop X Infe)
| n, Ci n,Cm 1,OR
.
ot
PoFow Fou X Intgy) P omEem Fom X INfep) Per{Eer For X iileg)
W= i Tzt Updp~ 77 93 Z3

N, CM n,Cm n,CR



wherein the meamng of W, X, CM, G, CR, Foum, Fom Fer, G1, G2, @3, 21, 72 and 7a, and
i present Poy, Pow and Pop, are the same than the previous algorithm and Inteow, Intey and

Intep are the mtensity for major target genes, minor target genes and resistance genes,

respeciively,
5 In a fifth embodiment, the score (W) for a given drug is determined by one of the
following algorithme:
. 5 -
{ Loy F"CM) ( Zer Fer)
WPl gz gy
n M s CR )
e} o v \ " - ™
Poat Zowm o) Perl Zer Fer )
mj = qi Z'i o T ——— q-a e
i, GM nyCR
0T
) Int 5 ! N
( Ty FowX fl o) { Zgg Fop x Integ) |
YW= P Gy £y - Us zgf
_ n, CM n,CR E
10
or
. Po(rF o F i
Few Zoy Fomx Intgy) Per (Xog Fog X Intog)
W= G Zg - Ga Z3
n,CM n,GR
wherein the meaning of W, L, CM, CR, Fau, Fer, U s, 23 and z,, and if present Pey,,
Pen, Inteng, and Intey ave the same than the previous algorithms.
15 Preferably, in the second to fifth embodiment, Fryy, Fow and Fep are the Fold Change

of each over-expressed target gene for the given drug with the defined threshold and nyCM,
noCm and mCR are either the number of target genes for the given drug with the defined
threshold, or the number of over-expressed target genes for the given drug with the defined
threshold. More preferably, the defined threshold is a Fold change of at least 2 or higher than

26 2
in addition, m the second to fifth embodiment, multiptication coefficients for the targst
genes can be comprised between 10 and 1,000 for major target genes (q;), 0.1 and 10 for

minor target genes (quh and 10 to 1,000 {or resistance genes (i),
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Furthermore, in the second to fifth embodiment, multiplication coefficients associated to
a mutation Zy, z; and Z; are 1 when no mutation exists and, depending on the functional impact
of the mutation, can be comprised between 10 and 1,000,

One aspect of the invention relates to a method for predicting the relative efficacy of a
plurality of drugs for treating a cancer in a patient comprising: - characterizing molecular
anomalies of a tumour sample from the patient in comparison to a normal sample from the same
patient, thereby determining the deregulated genes in the tumour; - providing a database
comprising the target genes for each drug of the plurality of drugs; - determining a score for each
drug of the plurality of drugs essentially based on the percentage of deregulated genes among the
target genes for each drug in the tumour sample from the patient, ;thereby a higher score is
predictive of a higher relative efficacy of the drug for treating the tumour in the patient.

BRIEF DESCRIPTION OF THE DRAWINGS

Figure 1 : Thoracic scanner in October 2005 of the patient of Example 1.

Figure 2 : Thoracic scanner in November 2008 of the patient of Example 1.

Figure 3 : Thoracic scanner in April 2009 of the patient of Example 1.

Figure 4 : Thoracic scanner in July 2009 of the patient of Example 1.

Figure 5 : Thoracic scanners in January and March 2010 of the patient of Example 3.

DETAILED DESCRIPTION OF THE INVENTION

The present invention provides a new concept for selecting the most appropriate therapy
at the individual level. The drug selection is based on the biologic characteristics of the tumor of
the individual to be treated in compaﬁson to a normal sample from the same individual. Based
on a score essentially based on the percentage of deregulated target genes or microRNAs for
each drug, the relative efficacy of the drugs can be predicted for the individual in order to treat
the specific tumour.

General Concept

It is at the level of the optimal therapeutic strategy choice that applies the object of the

‘present invention. For selecting the most appropriate therapeutic strategy, the method of the

present invention is taking into account of, on one hand, the biological data of the tumor to be
treated as a whole and, on the other hand, a plurality of drugs, preferably all existing drugs
{either registered or in development). A score is determined for each drug based on the biological

characteristics of the specific tumour to be treated for a given subject. This score makes it
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possible to order the various drugs in decreasing order for their potential efficacy. The physician
can use these scores to select the optimal drug or combination of drugs for the given subject.
This approach, allowing the association of each drug with a score depending on the biological
characteristics of the tumour, constitutes the basis of this invention. Therefore, this invention is
likely to meet the present needs for personalized medicine.

The method can be used both for registered drugs and for developed drugs (e.g.,

temporary authorization of use or clinical trrals).
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This conespt thus consists in considering the choice of the therapy for the patient ot
the level of the individual depending on the intrinsic characteristios of s tumour and not on
global resuits obtained fom large grovps of mdividuals.

The present invention is based on the cornbination of three fundarmental points,
detailed below, and which are combined together to optimize the choice of the sirategy for
each individoal baving a cancer

- The first point comresponds to the analysis, as exhaustive ag possible, of the
biclogical or gene enomalies (amplification, deletions, wmutations, pene  expression.
microRNAS expression and the kel which charscterize  given tumour for an individual.

- The second point consists in the Wdentification of genes known t© be in relation with a
drug.

- The third point corresponds to the establishment of the connection betyesn each
drug and the anomaiies detected in the tumour to be treated in an individual. An algorithm has
been indentified for caleolating 2 score for each drug in consideration of the tumour

charactenistics and the genes known 1o be in refation with a drug,

The method of the mvention will allow guiding the therapeutic cholce because the

available drugs will be ordered on thelr score basig, reflecting their potental therapeutic
cfficacy for the given tumour in an individaal.

One advantage of the present method is (hat the velative efficacy of a plurality of drugs
can be predicted for an individual without exposing the mdividual to drugs. By & plurality of
drugs 16 intended at least ar about 10, 20, 30, 40, 50 or 100 different drugs. Indeed, when a
panel of drugs s available for troatment, one cannot be envisaged to vy the treatment by sach
drug on the patient. The present mothod allows the consideration of all potential therapeutic
strategy and the selection of the most appropriate for the patient.

Indeed, the scores for the plurality of drugs allow the detormination of the relative
efficacy of the plurality of drugs for ireating the wmour of the considerad individual. Indesd,
a drug having a higher score than enother drug is predicted to have a higher efficacy for
tregting the tumour, By treating is intended that the drug allows to stop or slow down the
growth of the tumour, and/or to decrease the size of tumour even up to its disappearance. By
treating 18 also intended 1o avoid the metagiasis, the recurrence or the relapse.

Another advantage is that the methed does not depend on a cancer type. The method
of the mvention can be used for any type of cancer including haematological tumour (e.g.

levkemia, lymphoma) and bladder, hreast, stomach, thyroid, prostate, testis, liver, pancreatic,
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bone, pancreatic, kidney, endometiial, melanome, lung, gastric, colorectal, prostate, head or
neck fumours, bran, seuroblastoma, and ovarian cancer.

In a preferred embodiment, the patient or individual is a buman being.

Tumour charecterization

Tumour characterization corresponds to the analysis, as exhaustive as possible, of the
biclogical or gene anomalies {amplification, deletions, mutations, gene expression and the
like) which characterize & given tumour for an individual Tn particnlar, the anomalies are
determined m a tumour fom the patient in comparison with a normal tissue of the same
patient, Preferably, the tumour sample and the nomal sample provides from the same type of
tigsue. Por the tumour characterization, several technologies are available and can be
combined.

The first technology is the gene analysis, This analysis can be carried out by CGH
(Comparative Genomie Hybridization) which makes it possible to compare the tumoral DNA
with the normal DNA of the same individual to detect chromosomal aberrations, ie. the
chromosoral losses or gams. This fechnology s well-known by the man skilled in the art. As
an illustration of this knowledge. the following reviews or reference books can be cited:
Davies et al. (2005, Chromosome Research, 13, 237-248). This technology can also help to
identify translocations. It can be casily carried out with frozen biopsies or tumoral paraffin-
meiuded material. CGH results are expressed as the ratios of copy numbers in the fumoral
material and in normal tissue. A threshold of 0.5 is been acknowladged to describe a gainor a
loss, More this ratic is high, more the amplitude of the ancmaly is important, Thus, an
important anomaly 18 lkely to have a real impact at the biologicsl level. However, the
chromosomal aberrations only represent a weak part of the origing of pene expression
deregutation. This is why other technologies are necessary. CGH have another advantage, to
certify presence of tumoral sarmples in the twmoral biopsy or Bospecimen, and this wheneve
an aberration can be detected.

The second technology allowing a functional genomic analysis corresponds to the
measurement of mRNA and microRNA. The deiermingtion of the expression level variation
for these RNA is carried out by comparing the expression levels & tumoral tissue and in the
corresponding normal tissue. For instance, in case of colon adenocarcinoma, the
corresponding normal tissue is the normal colic mucosal tissue, The gene expression analvsis
allows the study of the independent deregulations or deregulations due to chromosomal

aberrations. Indeed, the regulation of the transformational activity of genes is complex and
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involves many levels of regulation: frans/cis transcription faclors, promoters, chromatin
regulation, and the like. Generally, all deregulations (over-expression or under-expression) are
considered with a ratio tumour/normal of at least 2. This threshold catled “fold change” can
thus have a pogitive value > 2 or a negafive value < -2. The same concept applies to the
mictoRMNAS which play an important role in the posi<ranscriptional regulation of genes,
therefore for the proteing ecxpression, Technelogies that can be used comprise Northern
analysis, mRNA or cDNA microarrays, RT-PCT (in particular quantitative RT-PCR) and the
like. The level of transeription can be determined at the mRNA level or at the encoded protein
level, Protein expression can be assessed by Western blotting, immunoassay, proteomics fools
OT INASE Spesirommetyy,

These two types of znalyses, CGH and RNA expression determinstion can be
supplemented by an analysis of the mutational status of genes. Indeed, the presence of
mutation leading to a functional gam or Joss hag an impertant effect on boelogy of the tumour
without being always connected fo variations of gene expression or of gene copy number.
Many mutations are known to have a direct effect on the activity of a treatment by inducing
incressed semsifivities or resistances. For example, the mutations in the tyrosine kinage
dorpain of BEGFR are ofien associated with sensitivity to the small molecules inhibiting
FGFR, the mutations in KRAS gene are associaied with resistance to the freatment by
rnonocional antibodies targeting BEGFR, In addition to mutational status, some SNP cap also
be detected. Indecd, SNP can be also associated to a functional gain or loss, a resisiance or a
toxicity for & drug. The mutational status can be determined by any method known in the art,
for mstance by sequencing, microsequencing or hybridization.

In short, high throughout genomic fechuologies can be used to characterize in the most
exhaugtive possible way the biological anomalies of & given fumour from an individual 1o be
treated. The experimental data for each tumonr are compiled in basic files being used for the
application of the algorithms allowmg caloulation of a score for each drug. These files
comprise the copy number of genes, the mutations, the fold-changes or the intensitics of
signals {proportional to the number of transeripts o1 {0 the number of géne copy) for normal
tissue (Infensity 1 or 11) and for turnoral tisgue (intensity 2 or 12). The functional genomic
anafysis allows the stmultancous measurement of 44,000 or more (for example 244, 600) RNA
sequences covering all the genome. Preferably, a filtration can be applied (o retaﬁ*g only the
probes having a ratio or fold-changes higher or lower than 2 and whose average of the

intensities 11 and 17 48 higher than 100 units of fluorescence {arbitrary units).
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The term “molecular anomalies”™ refers herein to the gene expression differences
{either mRNA, microRNA or protein expression), to a gain or loss of gene copy number, or to
a mutation presence.

In a particular embodiment of the invention, the exhasustive characterization of the
tumour i replaced by the characterization of the target genes of the drug database. In this
embodiment, specific array can be prepared fo deterpune the gene expression Jevel of all the

target genes of the database,

Drug Database

For the method of the invention, i 1S necessary to provide a database with a st of
target genes for each drug of the database. As explained before, a target gene for a drug can
be, without to be limited thereto, any gene docomented to be mvolved in the deug mechanism
of action, to be mvolved in the drug metabolism, to have a modified gene expression in
presence of the drug, to be associated with a drug resistance, to be associated with a drug
toxicity. The database can be prepared based on the search in the public databases {gquch as
CTD, DrugBank, PubMed, and the like) in order to identify the genes associgted with each
drug. For instance, the database can be bullt based on the OTD {The Comparative

Toxicogenomics Database, hitpdotdmdiblorey data for a sclection of drugs and their

molecular targets (genes), restricted to the human species (1D 9606). These data can be
crogsed with genes” information from Locushink (gene symbol, RefSeq NM, gene
description). Finally, each drug / gene interaction in the datebase can be qualified from the
avatlable publications, to determine the fype of mteractions: some positive interactions (target,
sensitivity, drug activator, drug carrier, toxicity reverser, ...}, some negative interactions
(resistance, toxictty, drug metabolism, apoptosis, death, .},

The identified genes can have different roles and significances. Therefore, in a
preferred embodiment, the target genes are clagsified into three categories: the major target
gencs, the minor farget genes and the resistance genes. The tdentification of these genes from
the public date {public literatures and data banks) and their classification in the three
categorics form an integral part of this invention. The major target genes are those which have
been demonstrated to have a clear cause and effect link with the drug mechanism of action.
For example, HERZ gene is regarded as major target gene for trasiuzumab, VEGEFA gene is
regarded as major target gene for bevacizumab, and the like. A given drug can have one or
more major target genes. This category also meludes the genes known to be involved in the

drug metabohization when drugs are known to become active only when an active metabolite
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is generated. The minor target genes are those which are found to be those whose level of
regulation is modified in the presence of the drug, without a divect link with the drug
mechamism of action. The resistance genes comprise genes known to induce a direct
registance to the drug but also genes associated with a major toxicity. For example, ERCCI
gene is a target gene of resistance for the use of platinum salts, For example, some
cytochrome P450 isoforms are associated with a major toxicity.

In a particular embodiment of the mvention, the considered farget genes can only
belong to the two following categories: the major target genes and the resistance gencs.

A first drug database has been established by the inventors and is disclosed in Table 1.
For some drugs, the target genes have been categorized.

The drug database can be incremented over the time, by categorizing target genes for a
drug, and/or by adding new drug, new target genes and/or by including combination data (c.g.
combination of drugs with radiotherapy or combination of drugs),

Maore complete 18 the drug database, more accurate is the prediction. However, the
method for predicting the relative efficacy of drugs can be carried out as soon as a prelimminary

databage 1s ready,

Alporithm

An algoritrm has been mdemtified for calculating a score for each drug in
consideration of the tumour characteristios and the genes known 1o be in relation with a drug,
This caleulation can be carried owt by specific softwares by using of the scripts developed
arder R for instance, and allowing the determination of the frequencies and the association
links betwsen the file of target genes for the dmgs and the file integrating the data of the
genomic analysis resulting from the biological investigation from the tumeour of the
individual.

The algorithm can take into account the following parameter:

Iy the who'le percentage of deregulation of target genes of a drug. Therefore, the list of
target genes for a given drug is compared with the list of deregulated genes in order fo
determine the percentage of deregulated gencs for this drug, For instance, if 10 target genes
have been identified for & given drug and, for a given tumour, 4 of the 10 farget genes arc
found to be deregulated, then the percentage of deregulated genes for this drug is 40 Y.

2) the deregulation extent and sense {e.g., over- or under-expression) of the target

genes defined by a Fold Change (Fo) and an average intensity (Avgiat). These parareters can
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be defined either as a whole for the target genes or by cach category (e.g., major target genes,
‘mninor target genes and resistance target genes ).
3) the presence ol mutations in target genes known to have an offect on the given drug.
An algorithm 1s used to caleulate & score for each drug of the database in consideration
3 ofthe tumour characterization for the subject to be treated.

A first bagic elgorithmn that can be used in the method is the following:

{ EC ngg)

whersin
W is the score for a given drug;
it P is the percentage of target genes for the given drug which are dercgulated in the
tumour of the Individual;

z is an optional myultiplication coefficient assoclated to the presence of a mutation in a

218 swim
15 Fur2 is the Told Change of each deregulated targst gene for a given drug with a Foid
Change higher than 2;

nres2 T€iErs to the number of farget genes for the given drug with a Fold Change

In & particular embodiment of this algorithm, Fe»2 is the Fold Change of ench over-
20 expressed target gene for a given drug with a Fold Change higher than 2 and nCrea can refer
to the number of target genes for the given drug with a Fold Change higher than 2, or the
muimber of over-expressed target genes for the given drug with a Fold Change higher than 2.
Of course, the a.}_gorithm can be more complex I order to take into account the
category of the target genes (e.g., major target gene, minor target gene ot resistance tarpet
25 pene), for Instance by introducing a multiplication coefficient,

Sueh & more complex algorithm can be the following -

(ww Fou) (Zom Fon) ( Zer Fer)
mei """"""""""""""""""" ’“CHM_,I T QQ?Q' MMMMMMMMMMM
wherein

W is the score for a given drug;



P is the percentage of terget genes for the given drug which are deregulated in the
tumonr of the individual;
¥ is sum

UM refers to major target gene for the given drug;

ih

Cm refers to minor target gene for the given drug;
CR refers to resistance pene for the ghven dmg;

mCM, mCm and naCR respectively are the number of deregulated farget genss with 2

1.‘“3

defined threshold for major target genes, minor farget gencs and resistance genes,
Fewn, Fom and Feg are the Fold change of each gene higher than the defined threshold

10 for mgjor target genes, minor target genes and resistance genes, respectively;

1.z and g3 are multiplication coefficients for major target genes, minor target genes
and resistance genes, respectively,
zy, 7 and zz are optional multiplication coefficients associated lo the presence of a
mutation in a major target gene, a minor target gene and a resistance zene, raspeciively.

15 For instance, multiplication coefficients for the target genes can be comprised between
10 and 1,000 for major target genes, 0.1 and 10 for minor target genes and 10 o 1,000 for
resistance genes, Other values for multiplication coefficients are not excluded.

The rmultiplicstion coefficients associated to 2 mutation are 1 when no muation exists.
Depending on the functional impact of the mutation, the coefficient z can be comyprised

20 between 10 and 1,000, for mstance. Other values for multiplication coefficients associated to
a mutation are nof excluded,

In a preferred embodiment, the defined threshold is a Fold change of at least 2 or
higher than 2. However, the consideration of 8 lower threshold is not excluded in the present

method since & fold change of 1.5 can be sipnificant for some genes.

23 In a particular embodiment, Fey, Few and For can be the Fold Change of each over-
expressed farget gene for the given drug with the defined threshold and nyCM, mCm and
u3CR can refer fo the number of target genes for the given drug with the defined threshold, or
the number of over-expressed target genes for the given drug with the defined threshold.

o an alternative complex algorithm, the formulae can be the folowing:
> com - S » Yo
Powl T Fow) Poml Zom Fom ) Perl Zop For )
W= Gy zq 7 tp g -~ ’ Uz 23
>

wherein the meaning of W, X, CM, Cin, CR, Few, Fep, Fer, 41, @2, O3, 21, 7 and 73 are

the same than the previous algorithm and Pou, Pon and Peg are the percentage of genes for the
! 2 £ g
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given drug which are deregulated in the tumour of the individual for major target genes,
minor target genes and resistance genes, regpectively.

Similatly, in a preferred embodinent, the defined threshold is a Fold change of at lgast
2 or higher than 2. However, the consideration of a lower threshoid is not excluded in the
present method since & fold change of 1.5 can be significant for some genes

In 2 particular embodiment, Fey, Fon and Fop can be the Fold Change of cach aver-
cxpressed té.rg@t gene for the given drog with the defined threshold and nCM, nyCm and
1zCR can refer to the number of target genes for the glven drug with the defined threshold, or
the number of over-expressed target genes for the given drug with the defined threshold.

In & particular embodiment, the algorithm can tske into account the average infensity
or tensity variation. This parameter 15 wdicative of the transcription level of genes. Indeed,
it can be considered that for a same Fold Change of 2, 2 gene deregulation can have a
different weight depending on the intensity of the wanscription, for instance 200/100 in
cornparison to 200,600/100,060.

Agcordingly, a still more complex algorithm can be one of the followmgs -

e . - N \
( Zoy Fomx Intgy) ( Zem Fom X it { Zor Fop X Inigg) ;
W= P Oy 24 * Uy 2y - T Gy 2o
r, CM n,Cm n,GR J
- . 5oy E - ¢
Pl Fow X Intgy) PomlEem Fom X It Perliior For % nfey)
W = Gy2zq v (Jp Zg =~ 7
n,CM m,Om n,GR
wherein the meaning of W, L. CM, Crm, CR, Foug, Fom, Fors G, U2 Qs 71, 22 and 2, and

if present Pow, Prw and Peg, are the same than the previous algorithm and Intens, Tnte, and
Inicg are the intensity for major target genes, minor target genes and resistance genes,
respectively. "Int” can be the intensity of the gene transcription m the tumour sanple, the
difference of the gene transcription between the fumowr sample and the normal semple from
the ndividuai.

In an additional embodiment, the method can be focused on the major target genes and
the registance genes, without taking into account of the minor target genes. fn this

ermbodiment, the algorithm could be one of the followings:

-1 o v ~\\

( Zew Fow) ( Ler Fer) i

W=pP ————— 2y~ — — U3 73]
. CM naCR j
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Pal Zen Fou) Perl Tier Fog )
W= Gy Lq - Qs 23
n,CM n,CR
( Zey Foux intey) { Lor Fep X Integ)
W=Pp G4 Zy- Qs Zg
i, CM nCR
Pom Fen Fau X nlgy) Por (Zor For X Integ)
W= IS T Ga 23
n,Ch naCR

wherein the meaning of W, L, CM, CR, Foy, Fog, a1, @3, 27 and za, and if present Peu,
5 Pex, Infeoy, and Intey are the same than the previous algorithins,
Preferably, the selected algorithm is validated with two models: a retrospective model
{&.g., tumours for which cimmotﬁi eraples have been performed and for which the response fo
treatments is known) ; and a prospective model allowing the evaluation of the efficacy of a
particular freatment in relation with the score.

1 During the algortthm validation tesfs, some variables can be refined, in particular the
muliiplication coefficients, the consideration of the average infensity ot not, the threshold of
the fold change. In addition, during this step, one can determine if it ig preferable to use CGH
or functional genomic anelysis or both.

The method also considers other variants of the slgorithm that could be proposed, the

fmal objective staying to caleulate a score for sach drug based on the characteristic of the

tumour of the mdividual to be treated, o particular on the biologic and genetic anomalies of
the numour.

Further aspects and advantages of this invention will be disclosed in the following
examples, which should be regarded as illustrative and not Hmiting the scope of this

2 invention.

R AMPLES
Fxample I
At diagnosis, 70% of lung cancers are mn late stages. They are non operable with a
poor clinical outcome.
25 The method of the present invention has been used in a patient case {o help the

practitioner to choose the most appropriate treafmont.
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The patient was a male Caucasian of 58 years old. He suffered of a non-small cell lung
carcinoma (NSCLC), ¢T4, NG, M1, Nine therapeutic lnes have heen used, namely cisplatine
(Gemzar, taxotere, navelbine, taxol-carboplatin, mediastinal radiotherapy, TRESSA, alimea,
tarceve and HEKI 272 {pan Her inhibitor). For HKI 272, the patient has been included in a
chinical trial.

HKT 272 began in October 2005, Figure 1 show NMR of mediastinal lymph node (C1)
and adrenal node (C2) HKI was efficient; the patient remained in the study almost three
vears, However, after 37 months of HKI 272, a disease progression was observed (Figure 2).
New subelavicus metastasis appeared. Thig 18 one of the biggest problems i oncolopy today,
zven if there is initial response, a secondary resistance to treatment ofien cocurs. Accordingly,
the decision to stop HEKI 272 westment was taken gince new metastasis cccured, It 18
important to mention that practicioners considered at that time that HKI 272 was the last
therapeutic lines available for this patient.

Subclavious metastasis was resected and used for complete molecular profiling. The
features of the profiling were:

T+ comparison twmoral tissue versus normal fung tissue (T vs N,

2~ Comparative genome hybridzation (CGR) (T ve N,

3. Gene expression (GE) comaparison (T vs B,
4o icroRNA (miRNA) profiling {T vs N},

5- Seguencing of genes including EGFR, p53, CTNNBI1, AKTI, BRAF, KRAS,
HRAS, NRAS, PIK3CA, FEBXW7, EGFR, ERBBE2, KIT, NOTCHI, PTEN,
STRIL, TPS3, APC, MET, RB1, FGFR2. FGFR3, JAK2, T8CL, T8CZ, CDRNIA,
CDENZA, TOP], TGPZA, PDOFRA, VHL, CDE4, JAKT, TYK,

6- No relevant matations were found in any of these genes (for example no mufation
of BGFR or other genes). Therefore mntations did not impact algortitim for this
patient. Only relevant results obtained with pene expression were used.

Then, the algorithim of the present mvention wag applied on these data in order to

predict the drug efficacy. A score for each drug was caloulated based on the collected data.

The algotithm used was the following:

W=7z —— —
”ch>2
whith

W is the score for a given drug;
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P is the percentage of target genes for the given drug which are deregulated in the
tumour of the individual;

z 18 1 because, in this example, no mutaiion was detected;

I is sum

Fex2 ig the Pold Change of cach deregulated target gene for a given drug with a Foid
Change higher than 2;

nCreo tefers to the number of target genes for the given drug with a Fold Change
higher than 2

Table 2 shows the caloulated scores. It can be observed that the drugs used in the
previous therapeutic lings were associated with low scores, namely 108 for cisplatine, 70 for
gemzar, 77 for faxotere, 147 for taxol, 82 for carboplatin, 66 for ressa, and 73 for Alimta.

On December 2008, HKI 272 was stopped and a treatment with a combination of
Heloda (3 600 mg/day, from Day 1 to Day 14, every 21 days) and Lapatinib (1 250 mg/day)
began. At the beginning of this treatment, the patient showed a rapid disease progression and
demonstrated a degraded health. Lapatinib, an anti-HHER] and -HER2 mhibitor, was justified,

even if no mutation was detected in EGUR, because BGF overenpressed 15 folds i the patient
and 1t was needed to continue HKI 272, Indeed, overexpression of EGF in the tumor induces &
comstant activation of EGPFR, that 15 wity it appeared legic to assure the transition from
HKIZ72 to another anfl EGFR in order to cover the same spectra. Xeloda (score 555) was
selecied based on atgorithm’s score.

The discase was stable but recurrential paralyvsis was observed. Accordingly, in
February 2009, it was decided to add Thiotepa which showed the highest algorithm score
(score 713} After two months of treatment with the combination Xeloda (3 600 mg/day, 3
days by week, I weeks on 4 weeks), Lapatinid (1 250 mg/day) and Thiotepa (15-30 mg/day,
Days 1 and 2, every 4 weeks), the disease was stable (Figure 3). The disease was still stable
for eleven months (Figure 43, no more recurrential paralysis occurred and the patient showed
a good gencral status.

In addition, the present method allows the determination of [Future therapeutic
cormbinations. Indeed, during cancer treatment, resistance often appears. At lzast three others
drugs showed high scores and can be used in case of resistance to the combination Xeloda,
Lapatinid and Thiotepa, namely fotemustine (score 627), rthuimab (score 761} and
trabectidin {score 376).

By using the present method for selecting drugs, unexpected results were obtained,

Indeed, without the score predicting the potential efficacy of a drug for & particular patient,
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the practitioner would not select both Xeloda and Thiotepa. Indeed, there is no indication for
these drugs in lung cancer, i particular NSCLC. The present method aflowed reaching
fourteen months of stability with a good general status for the patient, whereas the vital
prognosis was only of few weeks at the initiation of the treatment with the combination of
Helods and Thiotepa.

In conclusion, the present oxample proves the value of the method of the present
invention to help the practinioner o select appropriate drugs based on the individual data.

Retrospectively, the use of the now predicting method clearly demonstrated that all
previous therapeutic lines, fofaly nefficient, were associated with a very low predictive score,
as described, This is exactly the purpose of this innovative method, to be able o provide 2
predictive determination of the efficacy of drugs, and in this example, there is perfect
validation of the concept, since all used inefficient drugs are finked with low score,

Other patients experiment the new procedure, and the high added value of the present
method 18 to demonstrate that each patient needs a unique combination of drugs. The method

appears therefore extremely relevant in the area of individualized selection of treatments.

3

Example 2

The patient was 64 years old. He suffered of a bronchial adenocarcinoma T4 with
bones and pleural metastases, Two therapeutic lines have been used, namely cisplatin-Alimta
and Tayceva, The first therapeutic Hine was associated with disease progression and the second
was mefflcient and led 1o a rapid progression.

A biopsy of normal bronchial mucoss and & tumoral biopsy were carried out and used
for mutational analysis by sequencing, CGH, microRNAs analysis and Genome expression
analysis,

{2GH profile comprised nuwmerous alteration (loss or gain), proving the tumoral status
of the bionsy.

Mutational analysis including the genes as ligted in Exemple 1 results in the
identification of & witation G464V in BRAF gene (B-Raf proto-cncogene serie/threonine-
protein, kinase, Genelld 673). This muotation i3 postulated to be activating with intrinsic
mitofic signalisation. Therefore, a treatment with sorafenib could be conternplated.

Based on Genome Expression analysis, scores have been calculated as detailed in

Example 1 and are shown in the following table ondy for some relevant drugs.
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%%zm'ﬁn@y ﬂ can be ohserved ﬁ'm the drugs wsed in the two therapeutic lines, which

did not provide therapeutic afficacy are associated with low sceres, namely 80 for cisplatine,
1536 for alirmta and 143 for Tarceva, Accordingly, the method of the invention should avoid
the cholce of such treatments.

Since January 2010, Vinorelbine, assoclated with & score of 290, has been selected for
treating the patient. At the beginming, the pationt has a very worsened general status, Three

months later, the disease was stable, then progressed. In conclusion, although the drug
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associated with the best score has not been selected, the selected drug showed efficacy,
confarring three months survival

Example 3

A patient was diagnosized m May 2007 for a pricary bronchial adenocarcimorms with
bilateral pulmonary metastases and asymptomatic cercbral metastases, A surgical treatment
has been carried out m November 2008 and two therapeutic nes have becen used, pamely
thirteen cyeles of cisplatin-gemeitabin for the fist line and Alimta for the second one. The
first lme was associated with a partial response followed by a disease progression and the
second Hpe was only associated with a diseese pogression.

A pormal bronchial biopsy and a pulronary metastasis biopsy were carried out and
used for mutational analysis by sequencing, CGH, microRNAs analysis and Genome
expression anakysis,

CGH profile comprised numerous aberrations (loss and gain throughout the genome)
demonstrating the turnoral status of the biopsy.,

Mutational analysis meluding the genes as listed in Example 1 did not lead to the

entification of any mutation.

Based on Genome Expression anglvsis, scores have been calculated as detatled in

Example T and are shown in the following table only for some relevant drugs,
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lines are low (Gemeitabm = 129; cigplatine = 80 and Alimta = (). Those scores are consistent
with the observed clinical data.

Howsever, based on this score table, avasiin associated with & score of 384 has been
selected. The freatment has begun in January 2010 and 2 major response has been observed
after two treatment cycles, as showed with the scanners of Figure 5, This major response
validates the present yaethod and the unquestionable benefit for the patient.

Eramunle 4

The patient was 59 years old. He suffered of 2 non small cell bronchial carcinoma with
adrenal metastases. Two therapeutic lines have been used, namely three cycles of cigplatin-
Alimta and three cycles of taxotere-cisplatine-avastin, These therapeutic Iines were associated
with a first step of stabilization and then a step of disease progression.

Normal and tumoral bronchial biopsies were caried owt and used for mutational
analysis by sequencing, COH, microRNAS analysis and Genome expression analyvsis.

CGH prefile s shown in Figure & and comprises chromosomal aberrations in
chromosome 11

Mutational analysis including the genes as listed in Example 1 did not lead to the

identification of any mutation.

Fxample | and are shown in the f_bl}_owi_ng table only for some relevant drugs.
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A.cgg;g{ingf.y, the following scoreg are asaoufuad thhthadmgsof fha first and second ::
therapeutic lines: cisplatine (48), Alimta (88), taxotere (107) and avastin (0). Those scores are
cansistent with the clintcal data.

However, other drups are associated with better scores, for instance Trabectedin (512),
5 Gemipzumab (232) and hydroxyues (179).
Txample 5
The patient suffered of a rhabdomyosarcoma with pulmonary metasteses, proving that
the present method s efficient to predict the therapeutic efficacy n any type of tumors. This is
an evolutive metastastic disease dertved from a fibromizoid sarcoms of a buttock muscle.

10 This intial twmor bas been ressected by curative surgery m 2006, Subsequently, the patient
developed pleural mesothelial metastases in 2007, After six cycles of treafment with a
combination of Alimts and cisplatine, with a really poor response, the patient was subjected o
a pleuralectomy. A novel pulmonary metastatic lesion was then detected with complex
location prohibiting any surgery.

15 Mormal muscle biopsy and pulmonary mefastasis biopse were carried out and used for
mutational apalysis by sequencing, CGH and Genome egpression analysis,

CGH profile showed an important amplification of chromoseme 16, 1t corresponds fo
an amplification of the PDGA locus.
Mutationz] analysis mcluding the genes as listed in Example 1 did not lead to the

26 idenmtification of anv mutation.

Based on (Genome Expression analvsis, scores have been calenlated ag detailed in

Exaraple T and are shown in the following table only for some relevant drugs,




VINORELBINE:
t {Navalbine,
Navelhine

CDKN2A PTGS2
B RALSPTRBMIT |
iSLCIOAS TUBB2A

;szA CYP2AB
COPYD PRI TYMS i

TEGAFUR
(UFT)

MILOTINIB
{r{eiefci

TYMS (46.61) L

_:xBx_sBCRrﬁi L
HPDGFRAPDGFRB

.Rcmaa vkably, Nilotinib is associated with arm }h uc{}rc;of ”}24 and 15"I~,nmffn-to be active
on the pathway of PDGFRA and PDGFRB. Accordingly, the inventors studied more precisely

the PDOE pathvway and obtaimed the ollowing resulis,

[ Primary  seq. | Sequence Description i Fold ! intensity 1 | Intensfty 2 | Accession s
RIS | Change ‘
POGFD { Piatelel derved growth factor O 18.8 I 1148 2142 4 Nil_025208
POGERA | Pladgiet derived growin factor reganlor aloha 12.0 L0726 24849.8 Niv_C0B206
¢ PDGFRA Platsist derived growth factor recepior, alpha 108 P BIGE BOEAD AABRORB1
POGFRA Pletslel derived growth factor receplor, alpha 8.1 21.3 182.3 BCOS186
L FOGEA | Plalelet derived growth factor alpha 7.7 5812 4578.5 1 NM_002607
POGFRL | Platslat derved growth factor recenlor fike 4.7 5357 2 202609 NM 008207 |
POGFRB : Peaie!sicj arived growth factor recepior bata 3.2 33274 105583 piA_ 002805
POGFC - Platelst derved growth factor G 11 23,1 23.7 NMLOi8205 |
PODGFC Ha alet darvad c]rovril“ factor G -5 0287 615. Nid_016205 |
k_fﬁDGFB Platelst derived growth facior bala -3 | 475.2 R 8 NM_002608

A very significant activation can be observed.

L

CGH and Gene expression profiles corroberate fo designate the PDGFE pathway as an
impertant driver of tumorogenesis for this lesion. indeed, PIDGF D i oversxpressed 18 fold in
tumor versus noram tssue and will activate receptor beta-beta. 1t is worthwhile to mention
that PDGFRE 15 also overexpressed 3 fold, PIFGA 15 overexpressed 8 fold and receptor
PDOGERA 18 overexpressed 10 fold.

10 Tuaken together, Nilotinib appears a good candidate of targeted therapics becanse it
inhibits both receptors.

The patient is awaiting for reguistory anthorization for Nilotinib treatment. His

attending physician acknowledged this therapeutic choice.
In conclusion, the stdiad patients were all in therapeutic failure. For all of them,
15 there was no more therapeutic cholce, and their their general status wag prohibiting enter into
clinical trials. Basen upon written consentment and upon request of oncology doctors, this
method was applied. The present method allows the assoclation of Tow scores for the drugs
used in the previous therapeutic lines, ilhustrating the good correlation between low scores and

therapeutic efficiency. Retrospectivelly, experts may envision that use of inefficient drugs
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may have been avoided if such strategy would have been applied, saving time for the patient.
It s important to note that the studied patients showed quite unique profiles, proving the
potency of the concept for personalized medicine. Method can aply to any type of tymors as
far as normal cells and tumoral cells of same hystologie type can be compared for a patient.
Another advantage is that the method can provide & solution with potential therapeutic benefit

for all patients, whercas current methods based on compagnon tests can apply only for limited

number of patients which harbour a given sbnormality.



TARLE 1

3

Moleculs RefSeq Sescription ) Symbel | PMID [ Interaction
METHOTREXATE 1 NM_000927 ATP binding cassette, subJamiy B (DI AD), ABCBY | 12578456, 15239124 drug effiux
......... - A S T -, B]LPVEJC1 4
METHOTREXATE \IM D04095:NM_019662,NM 01980 | ATP-] Lni!rg cagsetle, subfamiy G [CFTRMRE), ABCCE (15718312 drug afflux
MM_015858 NK G‘ 8000 ;z’Ba;mEf e
METHOTREXATE I\f‘w_u{}OB ATP- bf’"dh g casselie, subdamiy C (CFTR/MRPY, ABCCZ | 11500505, 15604128 drug efflux
member 2
METHOTREXATE | NM_001105515-N_005845 ATP-binding casselle, sub-famiy C (CFTRIMRE), PABCCA | 15454300 drug effux
mamber 4
METHOTREXATE | NM_DDABRZ7 ATP-binding cassetie, sub-family G (WHITE}), member | ABCG2 | 17032804 drug effiux
Z
ETHOTREXATE | NM_000477 ' albumin ALE 'Hed a5 ditig
METHOTREXATE | NM_001631 | gkeline phoephetass, infestingl ALPE | 16568750
METHOTREXATE | NM 004044 S-amincimidazole-4-carboxamide ribonucientide ATH 17410158
formyltransierase/IMP cyclohydrolase
METHOTREXATE | NM_000518 | CD4 moleculs Ch4 115476228 altered by MTX
METHOTREXATE | NM_001040059 4 {0125 CDA8 molecule Cpes 115476208 alterad by MTX
METHOTRERATE N\-vuﬂfi S8TINM_ 601?68 Ni4 17 | CDBamolecule CDBA | 15470728 altered by MTX
1327
METHOTREXATE | NM_017460 cylochrome 450, famiy 2, sublarmlly A, polypeplide 4 ] CYP3A | 12065438, 16837558 drig
4 el abﬁéism
| METHOTREXATE | NM 000781 dihydrofotals reductase DHFR | 14679135 resistance
METHOTREXATE | NM_012242 " Fdickkop! homolog F (Xenopu I Gavis) DKt} 17320266 un rs!a%e{i
WMETHOTREXATE | NM_00056TNM 146421 t; futathione S-ransferase mu 1 GSTMT 11671380 hepatoloxicity
METHOTREXATE + N _00UZ01 nlerceliular adhesion molecule 1 ICANMT | 15476278 allered by MTX
METHOTREXATE | NM_000884 _ iﬂieréeukin & ILg 154?6’“‘ altgred by MTX
METHOTREXATE | NM_002422 malix meé“ﬁo;;fep&idase 3 {slromelysin 1, MMP3 115475228 altered by MTX
pmgear nase) )
METHOTREXATE | NM 008657 §, 10-meiyienelelrahydrofolale reductase (INADPH) | MTHF R | 17489558 polymophisms
METHOTREXATE | NM_000254 &1y ;eh\ tetrahydrofolate-homocysieine ATR 15508755 pofymorphisms
- mefhyliransferase _
METHOTREXATE | NM_000562 | N-acebyfransferase 1 {arylamine N-acelyittansferase) | NAT1 | 16003048 larget
METHOTREXATE | NM_00388%NM_022002 N8 _03361 1 nudlear receptor subfamily 1, group |, membsr 2 NR1IZ | 12085438

al



M IETHOTREXATE | NM_002538 omithine de\,ar%xy’e‘se 1 ODCT | 15568758 rasistance
WETHOTREXATE |NM_ 001818 paly {ADP-ibose) polymerase 1 PARPT | 17286500 T Lapoplosis
markel
METHOTREXATE | NM_003081;NM_102413:M0 18941 | proleln regulaior of oyiokinesis 1 PROCYT | 17374387
4
WETHOTREXATE NM_000321 i relinoblastoma 1 RB1 12072058, 14554726, 146791368 | resislance
METHOTREXATE | N 000450 selectin b SELE | 15478228 altered by MTX
METHOTREXATE | NM_134255 soiule carmier family 12 (folate transporter), member 1 | SLCT1G 1 14679136, 16505119, 17034785, | diug uplake
Al 17410198 )
METHOTREXATE [ NM_0B0559 - soiuie carder farnily 46 (oiale transporier), member 1 1 SLG4AG 197475802 drug uplake
Al
METHOTREXATE [ NM_001001522,HM 003185 fransgein TAGLN 17570358 ) unrelated
METHOTREXATE [NM 003254 TIMP mefaliopeplidase inhibitor 1 TIvPA 434757% aftered by MTX
WETHOTREAATE | Nk 001071 o hymidylate synihelase TYMS | 15713801, 17410168 resistance
METHOTREXATE M’\ﬂ GETOTENM_181708,NM 18180 | ublquitin-conjugsting enzyme E2C ' UBEZ(C | 17374387
NMIB1E0TNM_181802:NM_1818
03
 METHOTREXATE | NM_DO0376,NM_061017538 vitemin D {1,25- dihydroxyviigmin D3} rece CG:‘ VDR L1E713601
wﬂﬁ@?ﬁtyﬁ‘” NI 0038820 080638 ~ TWNTT inducible signafing pathway protein 1 WISP1 | 17320360 - unrelaied
METHOTREXATE | NM_003397 wingless-type MMTV infegration site family, membar | WNTBA | 17320388 unrelaled
SA
PEMETREXED — [NM_UOO781 diwdrafolale reduciase DHFR {1~ larget
PEMETREXED | NM_OD1015078:NM 004557 foivipolygiulamats synthase FPGS  PATB76230 ) drug activalion
PEMETREXED MR 000819 MM G0T136005:MM 00 | vhosphoribosylglycinamide formytiransterase, GART §- large!
T13BGOG, MM 175085 phasphorbosylglyainamids sy iheiaseJ
phosphoribosylaminalmidazole syntheltase
PEMETREXED Ni_003878 gamma-giutanmy! hydrolase (cor 'Jgasej GGH 117575230
folvipolygammagiutamyl hydralase) P i
FEMETREXED Nh_00 1145547 NM 532005 RNA binding mcti prolsin 17 REMT7 | 16061630 resistance
PEMETREXED fifd 194255 solule carier family 19 (folate transporter), member 1 | SLCIS 116505119 drug uplake
Al
PEMETREXED WM 00TT3785,KM_T0T113756:NM | thymidine phosphoryiase TYMP [ 17575230
001853
PEMETREXED MM_OG07 ' | ymidyiate syninetase 1TYg - | resistence
FLUDARABINE T NM_ 0000"2 _____ ' adenosing deaminage ' ADA - urelated |
FLUDARABINE NM_DG1G1443 N6 _D01034432:NM | veak! murine thymoma viral cheogens hormolog 1 AKTT | 15058918, 158213310 resistancs
005163




FLUDARAEINE

HM_O01040055;8M_S01109807,NM
Jo274e

F

FLUDARABINE NiA_DDTEB6NM_178426,NM_17842 | ary! hydrocarbon receplor nuclear ransiocalor ARNT 115213310
l
FLUDARABINE | NBE_001127240:NM_00712724 1,00 | BCLE binding component 2 BRC3 | 16436685
B R T T T
FLUDARABINE ™ TR GLGO'%S Mh_DIGEST B-cell CLmphoma 2 BoLz -
FLUDARAEINE NI 004346 NI 0329!9‘ caspass J, apopiosis-related oysteine peplidass CASP3 1 11676354
-LUDARARINE NM_DO1080124;NM DO 1080T25:MM | caspase 8, apoplosis-relaled cvsteine peplidase CASPE | 11675354
601228;NK_033355:MM_033356N
iVT Cuug’!d PRSP SR,
FLUDARABINE [ NM 007257 cyolin AZ kT
FLUDARABINE NA_D5305 cychn 1 COND | 15055916 alterad hy F-
o ara—ﬂ\
FLUDARABINE Ni_DOT238NM_ 057 i?:u cychin E1 ) CONET | 16059516
FLUDARABINE N DO0380:NM_078467 cyclin-depandent kinase nhiblior 1A {p21, Cipl) CDKNT | 16430665,16
A
FLUDARABINE | NM_004084 cyclindependent kinase nhibiior 18 (027, rapt) COKNY | 15058616 altered by F-
8 ara-A
FLUDARABINE N 018047 gytochrome ¢, somalic CYCS | 15055014 death paihv&a}f
FLUDARABINE | NM_DT5887 NM_13592 giablo horolog (Drosophia) DIABLO § 76058910 death pathway
FLUDARABINE |- - ERE 115056576 resisiance
| FLUDARABINE NI_D0U0AZ N T52871,MM_15287 | Fag (TNF receplor superfamily, mermber B} FAS 11875364
FNM_TR28TLNM_ 15287 4N 1528
75:NI_152876;NM. 152677 ) L
FLUDARABINE — {INM 004864 grawih diffsrantiation facior | GUF5 116430677 )
FLUDARABINE MR _QG1530;NR_181054 hypoxta inducible factor 1, a!pha subunit fbasic helix- 1 FHIFTA 15213340 altersd by -
] ioop-hefix franseriplion factor] e lamEA
FLUDARABINE NM_003483 histone cluster 3, H3 HIST3H | 15056816 unrelaied
it
FLUDARAEINE | NI 175054 histone cluster 4, H4 HISTAH | 16055315 unrelated
4
FLUDARABINE NM 002755 mitogen-activated protein kinass kinase 1 BARPZK | 15056916 resisiance
1
- —
FLUDARABINE NiE (30862 mitogen-activated prolein kinase idnase 2 APZK | 150520168
b
FLUDARABINE NI 002745,N01 128557 milcgen-aciivated prolein kinase 1 MAPKT | 15213310 | resistance
milogen-acivaled prolein Knase 3 RAPKS | 16213319 | resistance

[
LA



FLUDARABINE NI 021900 M 182763 myaiold oefl leukermia sequence 1 (BCL2-1s MCLT 75050016 resislance
FLUDAR/ NI 002832:N8 182648 proifferating cell nuciear anfigan PONA 1 16439677
FLUDAR/ - - e PRCDE | 15058018
FLUDARABINE | NIM_016037 nolymerase (DNA direcied), eloha 1, calaivic CAPOLAL (- target
FLUDARABINE — INM 001033 ribonucieolide reduciase M1 ‘ RRMT - targat
FLUDARABINE NM_0O7315:NW_130288 signal fransducer and activator of trapseriplion 1, STATT |- aftarad by F-
_191ds ara-h
FLUDARABINE MM 003844 imor necrosis factor receptor superfamily, menber THFRS | 14614458
R 08 Fi0A | 4 N
FLUDARABINE BR_JU3RA2 MM _14T1BT lmor necrosis facior receptar superfamily, member THIFRS | 14814458, 10092340
10 Fi0B
FLUDARABINE Ni_DO0546;NM_ 001126 112N _00 | fumor prolein pS3 TPE3 16430677, 17226851,
112?1(3N\’E DG lZF‘z%( 100112
BHILNM, f‘(ﬁ"T’ T18NM, Ox 112611
:
FLUDARABINE  [NJA 0010Z8%86NM 001025567 NM | vasoular sndofhelial growth & VEGFA | 15213310 sitered by F-
_001G25368;M8, 001025369 NHYIREY aia-A
10253 T0;NM D01033756:NM_0G337
)
| FLUDARABINE NM_0G1 167 Xdinkad inhibiior of apopiosis KIAP | 15055918 atterad by F-
ara-A
FLUDARABINE NI 022476152240 zing finger, meakiin ype 3 FWATA | 16435665
LUDROURACIL | N _nl6c27 ATP-binding casselte, sub-amily B (MDR/TAP), ABCRT | 12576408, 15239124 resistance
member | |
FLUCROURACIL 1 NM qu%)So R 09B8RZNM 01880 | ATRY binding casselis, sub-family C ({CFTRIMR ABCCT | 12575458 resislance
&M 019698, ’\EM UTUSw’ mamber 1 N
FLUOROURACIL | NIV 032583, NM_033151NM_14518 | ATP-binding casssile, sub- ARCCT 118310281
B | mamter 11 L |
FLUOROURACH [ NM_0G1023587,NM_008638 ATP-binding cassette, sub-family C (GFTRIMRE), ABCCS 10077464 ragistance
nmember §
FLUDROURACIL | Wi_004827 AT Binding casselte, sub-family G {WHITE) mamber | ABCG2 | 12576455
FLUOROURACIL | NM_0G1808 hlcyl -Cosnzyme A dahydrogenase, long chain ACADL ;15885136
I FLUOROURAGH. | Nl _0G1i8 adenylale cvofase ADCYS | 13219653
FLUORQUEACH, Nfﬁ G126 adenylosuccinaie synthase ADSS | 15585135
FLUGROURACIL W_001130846:NM_00T130847,NM | apoplosis-inducing factor, mitochands jonassosialed, 1 | AIFMT | 16168113 deafh pathway
__Jofiaesz,ma_@/‘ﬁaﬁz,wm,;izéﬁe-za ‘‘‘‘‘‘‘‘‘ _ -
FLUDROURACIL 1 NM_001014431,MNM_001014432,NM | v-aki murine thymoma virel encogene homolog 1 ART 18754507




605183

FLUDROURAGIL ?M\JM“DQMM' sulocine motiity factkor receptor AMFR | 16890004 -
FLUCROURACIL | NM_D04037 NK_139166.NM_20340 | adenosine monophosphate deaminass 2 (fsofom L) AMPDZ 119218653

4
FLUOROURACIL | NM_000481 } amiometyfiransierase TAMT 116585728
FLUORGURACIL | N0 012008 arglopoietin-fks 2 ANGPT 117327601 altered by 5FU

L2

FLUOROURACIL ?ﬂﬁfﬁﬁﬁ@éf amphiraguin AREG [ 18067352 sensifivity
FLUORDURACL | NM DOMG24226:NM C0T024227 Nkt | ADP-ribosylation facior | ARFY 11BB27I07

] j}}"OZ‘iZgS NiM_B01658 _ e
FLUGCROURACIL | MM_O01897 ATP synthase, Ht fransporting, milochondrial Ft ATPS0 17327601 sensitivily

B complax, O subunit o
FLUDROURACIL | NM 0D0053:MM_001005818 ATPase, Cut+ fransporling, beta polypeciide ATPTB 118603893
FLUURDURACE. | Nid_001188 BCL2-antagonistkiler 1 BAKT | 18593803
FLUORQURACH, NM_C03EER BARX homeobox 2 L BARXZ {15585135
FLUORCURAGIL | NW_0D4324:NM_138761;NM_13876 | BCLZ-assacieled X protein BAX 11062132, 16980848, 15006812, | death pathway
| 3NNL_1387B4,NM_ 138785 - 15168113, 18334353, 19015929
FLUDRQURACIL | NM 033028 Bardet-fiedt syndrome 4 BES4 16898004
FLUORCURACIL |NM_000633;NM_ 000857 B-call CLLAymphoms 2 BCLZ | 14503796, 10840066, 15856814, SHafc
16040363, 19015928, 19084672 |
FLUORDURACIL | NM_001040662;NM_138638 8CL2-ka 12 {profins rich) BCL2LY [ 1B015026
2

FLUORGURACIL | NM_0B4051T MM _203314 MM 20331 | 3-hydroxybulyrate dehydrogenase, type 1 BOHT 1158585135 altered by 5FU

5
FLUCRGURACIL | NM_003766 bectin 1, autophagy relale d BECNT | 16808004
FLUDRCURACIL ¢ NM_D0I012270NM_BHS1227 TNM bacuioviral 1AP repeat-contaling 5 BIRCH 1@6‘57302 18714158 resistance

001168
FLUDROURACIL | NM_D16252 bacuioviral IAP repeal: coniaining & BIRCE ] 18238605 .
FLUOROQURACIL | NM. 004052 BCL2/adenovirus £18 19kDa inferacting proteln 3 BNIP3 115067352 sensifivity |
FLUOROURACIK [ NM_(04331 BCL2/adencvirus E1B 19kDa interacting protein 3-ike | BNIPIL | 15067352 sensilivity
FLUGROURACIL  IINM_D33030:NM 187970  bol, boule-ike {Drosophila) BOLL 17327601
FLUOROURACIL | NIM_D01130814 NM_D0SS06 e famly, member 3 BTG3 1168890004 :
FLUOROURACIL | NIM_ODI00T7a3.NM_004725 budding uninhitited by benzimidaroles 3 homolog BUB3 | 15585138 allerad by 5FU
tyeash) B
FLUGROURACIL - CA30R 117374387
4 Fa4

FLUOROURACIL | NM_0012718:HM_2068 carbotic anhydase Xi CAT2 16806004

L



iy

FLUORGURACIL | MM 001024648, N6_{01748 | calnaxin CANX [18575007
FLUCROURACIL i 032082 MM 022503 caspase 7, apoplosisTelalad oysieine pﬂr,d lesa CASP2 114757848 death pathway
FLOOROURADIL | WA 004346 MM 022007 caspase 3, apoplosts-related CVSluﬂr‘e papldase CASPS [ 12414604 12414504, 1808305884, death pathway
M%E}’%/Qv 15585138, 16168113,
- L 13603205, 18772588, 19084572
FLUGROURAGIL | NM_001227:NM_033336:3M 03333 { caspase 7, apoplosis-relaled cysteina pepiidase CASPT 18158143 death pathway
BN 033340
FLUTROURACIT I NN O010RMZ4 MM OGT0B0125NM | cespase B, apoplests-reiated cysteine peplidase CASPE 190414564, TBR30R04. 16685135, | daeth palhway
0012268 10 _033355: N0 _033366,N 16168113
- i }\,'1%3358 S— NP et
FLUORCURACIL 1 MM_001228:NM_032066 caspase §, apoplosis-reiated cystelne peptidase CASPY 112494084, daath pathway
15058812, 124 14664 18830564,
. 1 16168113, 19015820
FLUOROURACH, | NM_001237 | cyelin A2 . CONAZ [ 18383818
ELUCROURACIL | NM 052056 oyefinD1 CONDT | 18830000
FLUCROURACIL | NM 2014 SGOIKNM O013B1Z5NM | eyeiin D3 COND3 | 15067352, 18283818 rasisfance
_GUHIIG120 NN 01760 s
FLUORGURACIL 7 NM_001 238‘f::{1m95?(8¢ cyelin E1 CCNET {18330000 resislance
FLUORGURALIL {NM 057748 oyelin k2 CONED | 45067352
FLUGRGURAGIL [ NM_001781 oyelin & CONF | 15067352 resistarics
FLUCROURACIL | NM 004354 eyeinGs “VCCNGE [ 1506752, 15754885 sensitivity
FLUORDURATIL 1M 001790:HM_622808 I cell division cyuea homolog (8. pombe) DC2Z5 | 19074854
C
FLUDROURACH | NM_018101 cell division oycle associated COCAS | s
FLUDRGURACIL | NM_001798:NM_052027 cyclin-deperdent & ChK2 178383618
CLUDROURADIL | MM DEDIBYNM 078457 eyclin-depsndant Kinass innibiior 1A (p21, Giny CDKN 118087352, 16168113, 18834353 | sensifivily
A
EUUDRDURACIL | NM_004064 cyelin-deperdent kinase Inhibitor 18 (p27, Kip1) CORNT T 18530000
B
ELUNHOURAZIL . THM 000076;NM_007122630:NM_00 ! cyclindependent kinase inhibltor 10 (ph7, KipZ) goKM LiEnerxez sensilivily
11 22631 C
FLUCROURACE | RIV_00VI1412%; R0 O 1141220 | CHKA checkpoint homoiog (S, pombe) CHEKT | 18658031
O?Zr
FLUOROUIRACK. f\wi 0203 cylokine induced apoplosis infibitor 1 CIAPIN | 18380828
1
FLUQRDURACIL | NM_01443C celldeallyindtting DPFAcike sffecior | CIDEB [ 9E685135 aliered by 57U |
| FLUOROURACHE. | NM_003827 D28 proteln kinase regulalory subuait 2 LKS2 [iTar4sst ]




LUDROURACIL {1 NM 004858 _ 7in, feavy chain (He L VCLTC 118927307
FLUORCURACE. | NM_GC1083¢14:NM_D01328,NM 02 | C-lerminal binding protsin 2  ICTBR2 | 18027307
2802
FLUORDURACIL T NM_001332 terin (cadherir-associated profeln), della Z (heurad T CTHND | 18888004
p[ mpk!nmela od armrepeal prolsin) Z
FLUOROURACIL | NM 07805 CTP synfhase CTPS 118219653
rLdGROURAG,L NM_GO523T MM 138565 sortects CTTH 15525138 aiared by bEU
LUDROURAGIL r\m ’JJD/’SZ cytochrome P450, family 2, suiblaml fy A, polypepiide 5 | CYPZA | 11376561
g
| FLUDROURAGIL | M (51554 Cysi:muw angiogenic inducer, B CYRET | 15067352 resistance
FLUOROURACIL Ia (01088424 Ni_004087 dises, large homolog 1 (Drogophila) DLGT 118627307
FLUORDURACIL | NM_000110 difyydropyrimidine dehydrogengse DPYD 115238442, 16737643, 168 58 33 drug
18830747 186005 ?,?6 2. i melabolism
18383874, 18443386,
18443388 18269512, 16888760,
19020767 ,15 ”5&‘3 18618742,18
B4G2AZ, 19093184 1?16465,{,
I I ) 19106824, 19 219852
FLUOROURACIL " NM 000758 " dopamine receplor D5 DRD5 | 17227601
FLUCROURACIL  TNM_012745 daoxythymidyiate kinase {hymidylaie kinase] DTV | 15067552 drag
) matabolism
FLUCROURACIL ™ § NM 001025248,NM_001025249NM | deoxyuridine triphosphaiase BUT 16015155
001948
 FLUORGURACIL | NM_001848 E2F transeripiion facior 3 EZF3 110893004 sensitivy
ELUOROURACE NI 005228:N/_201282;NM_20128 | epidermal growih factor receplor (eryihroblastic EGFR | 15723263, 15737843, 16081280, |resislance
3NM /f“i28f‘ gukemia viral (v-erl-i) ongogens hamolog, avian] 16095254, 18704807 18417205
LUORDURAGLL | NM_001884 i sty growih reg yo“tse EGRY 118757497
rLbOROURACIL MM 074238 ' stkaryolic ranstation nftiaion factor 28, subunit 2 EIF2BYZ | 15585135
— S beiﬁ, \"'KK""'& o
FLUOROURACIL |- ‘ EIF353 | 15608135
FLUCROURACH.  [NM O 32;55 schinaderm microiubule assoclaled proteln like 2 Emle | 173276801
FLUOROURACH | NM 001126123 RM_017512,NM 20 | enolase superfamily member 1 ENOSF 118357371
2755 1
TELUOROURACIL | NM_00T0GRT75NM 001776 | eclomuciecside irphosphale diphosphonydrolase 1 ENTPD | 19210653
1
LUDRDURACE ™ | NM_OGTC0586Z,NM 004448 v-grb-b2 arylhroblastic leukemia viral oncogens FRBBZ §156737843, 15340066, 18337822 @ resislance
homotog 2, neuroigliichiastoma derived oncogene
homolog {avian) " e




FLUORGURACIL T NM_DO1042588 N0 005235 vaha arythroblasie lelikermia viral orcegane ERBRL | 16896004
R i homoiog 4 favian)
FLUOROURACIL | NM_OCTSB3,NM_202001 excision repaly cross-complementin a1 fodant repair ERCCH | 15737843, 17401 D 3 resistance
deficisncy, complemantation group ¥ {includes 18448328,15213
overlappling antisense ssqustice) e N
FLUCROURACIL | NWM_DOD400:NM_001130857 sxsision repalr cross-coimplementing radent repsir ERCOZ |15212793 17401043
deficiency, complementation group 2 - o
FLUDROURACIL | N_ 0010340250687 andoptasmic reliculum profein 29 ERPZD | 15585125
FLUOROURACIL | MM_001001988: N _002585 axcsoms component 10 EXOSC | 18567802
10
FLUDROURACIL | Nii_001893 coaguiaiion factor i f‘*m.,uu S rgsistance
FLUCROURACIL [ NM_OBOT3ZNM 019863 coagulation facior Vi, F8 173ZTRM marker
B misrovessels |
ELUORCURACIL | NM_00462 Fancon anemia, complementalion Croqu | FANCG | 15067352 - resigtaince
FLUCROURADIL | NM_D0D043:NM 15287 TNM_15287 | Fas (TNF receptor superiamily, membar 6) » FAS 15024078, 15080135, 19012929 | death palhway
MM 152873NM, 152874 N 1528
73, \Efn 152874, MJ AB2E8TT
FLUOROURACIL | NA_ 004111 flap struciire-specilic endonuciease 1 CTFENT [ 15067382 resistance
FLUORQURACIL 1 NM 002009 i bmblafv growth facior 7 {keratinocyle growih facl for) TFGE7 | 18575501, 16700365,16375550 | resistance
FLUOROURACI. | NM_GD014 1 MM O T1AA9T3RV_00 | fibrobiast growlh Tactor *euorﬂ 2 FGFR2Z | 18575591
1144914 NM_001144815; N?‘ﬂ OLH%
4316 N 001144017 ;MM _B0114491
,:\’i{101?44913 Nid_02297 o
FLUCROURACIL | NM_022710 . FKE09 binding protein lixe FKBPL | 14803788
FLUDROURACH “\ 001456, _201550 forkhead box 03 FOXO3 | 15087352 sansifivity
| FLUORQURAGIL | NM_001824 growilt grrest end DNA-damage-inducible, aiphs GADDS | 15067352, 18003803 sensittvity
EA
FLUOROURACIL | NM 000156, _138624 | quanidiozosiate Nomeliylransferase GAMT | {6R9A0D4 __ =
FLUCROURACIL | it D00BI9N @ O TI3E005NM_00 | prosphoribosyiglvanamids formylransierase TEART 18216853
i 13?006}&;_1?‘3{385 phosphoricosyig! yr"%nan'%ce synthelase,;
phosphoribogdamineimidazole synthelase N
FLUGROURACI | NM_0DT145453,NM_D05264NM_14 | GONF famiy receptor alpha 1 GFRAT 118586004 o
5793
FLUGROURACIL | NM_D35250 B fanlly zine fingsr 1 T It 1R776005
FLUORGURACIL | NW_181077 oolgi avtoanticen, golgin subfamily a, 8A (BOLGA | 173276801
8A
FLUORDURACIL | NM_000852 1 giiaibione S iranglerase pi 1 TRl (18213713, 1747848 mesae |
{ FLUCROURACIL | Ni4 000853 {glutathions S-ransferase thela 1 GSTTY 18885135 o .

oy



LUCROURACIL | NM_DOOBET guanylate cyclase 1, soluble, bata 3 GUCYT 115219653
83
FLUORC}URACiL N 005524 hairy end enhanosr of split ], (Drosophiley — — [HEST [ 16147571
..... UOROURAGIL | NW_005340 histiding frigd nucleotide binding protein 1 HINTT | 15585135
FLI OROURACI’ N_(05320 Histone cluster 1, Hid HISTIH | 15585135
10D
FLUORGURACIL INM 0G0T8S hexokinase 7 HKZ TR B
FLUORQURACIL |- - HNRPC | 15585135
FLUCROURAGIL T NM DO1540 eal shock 27kDa protein 1 HSPB1 1 18040447, 15088045
FLUORGURACIL | MM, ﬁu15¢“ ﬁqa{ shiock 27kDa prolein 2 HSPB2 18787477
| FLUCROURACIL | M ORiTe interferon, beta 1, fibrobiast IENB1 1 18808205, 18365867
FLUCROURACIL | NM 00D insulin-ike growih faclor 1 receplor IGFIR 115409378
FLUORDURACIL | NM_ 001552 insulin-ike growih Tactor binding protein 4 iGFBR4 | 16806004 -
FLUORQURACH | NM 000634 interieukin 8 receptor, alpha ILORA 118098254
FLUCROURACK, | NM_DDI0Z5242,NM_001025243:NM | inferteuldn-1 recep or-assodiated Kinase | IRAKT 15087352 resistance
FLUCROURACIL - - JMIDZ 116895004 death patvay |
B
FLUORDURACH \J%‘«,i 052229 iun B proto-oncogene i JUNE 118678087
FLUOROURACIL | NM 012289:NM_203500 kelch-ike ECH-associated nrotein 1 KEAPT 118682501
FLUOROURACIH NM__ 15443 KIAA12GT RIAALZ | 18B27307
57
FLUOROURAGH. | NM_D20853 KIAn1467 KIARLS | 18856004
87
FLUORGUBACIL VNI (07064 Kinesin family member 3A KI=EA 116806004
FLUOROURACIL | NM_002266 karyopherin alpha 2 (RAG cohort 1, imporfin aicha 1) P KPNAR | 17374387
‘_”LUOR\)bQAuEL N M_004985,MM_D33380 v-Hi-tas? Kirsten rat sarcoma viral ancegene homelog | RRAS | 18885135
FLUOROURACIL TR 0064098201543, N0 _20134 | lactin, galecioside-hinding, sclubls, 8 LOALS 17227601
4NML_201545 g )
FLUOROQURACIL | NM_ (05573 iamin B LMNBT 115067382 resislance
FLUOROURACIL | NM_ 002355 mannose--phosphate receplor {cation dependent) MBRR . | 15585135
FLUOROURATIL  { MR_O0ZBIZNR_D0Z818NRL DL,:%’%Q metastasis associated lung adenooercinoma franscript | MALAT | 18827307
MR OUZBIGNE_DDZ819NR 09281 |1 (nen-protein coding) 1
g
FLUOROURACH. | KM O0B78ENM_172844 mucosa associated lymphold issue vmchoma MALTT | 15067352 resistance
. translocaton gene |
FLUORDURACIL | NiM_002754 milogen-aclivated protein kinase 13 MAPKT 115585135

Iy



sulbetrata 1

1

FLUQROURACK | NM_D01123086;NM_ 001123067 N | microtubule-assodated prolein lsu MAPT 116095004
G055 10:NM_018834.00_0188250
M 016841
FLUOROURI\ SHL \”v (22132 o _ﬂ“e{’ﬂy«*roien@}/%—Coenzymef\ﬁarbox;!ase?{beﬁa) FACOCE 148827307
FLUDRDURACK. | NM_002383 Mdmé4 pb3 bindirg profein homolog (mouss) MDM4 | 18678087
Fi UOROURACIL {\? L 15335 mediglor comilex smbumi 13-4ke MED13 | 15896004
L
FLUOROURACL [HM_014781 matemal embryaric lucine Zppe rkiﬁase MELK | 16806004
FLUOROURAGIL T MM 024042 neieon TRETRN | 18596004
B UOROURACIHL I NM 002417 artigen Kenlified E'y mon ocb it aatboz, s FAKg7 1 16940068 ) sensitidly
J FLUG OROURACH,  j NR (00248 ML homaiog 1, Golon canoer, norpolyposis ype 2 (E. | ML | 16407967, 18045303
C'u'!.t; 3
FLUOROURACH | NM_DOT127807HM_004530 malix melaliopepiidase 2 (gelalinase A, 72kDa VNP 118673097
gelatinase, T2kDatype Weollsgenase) ¢+ 4
FLUCROURACIL | NM_0011424 8: % ZJ:MM&NM morafly factor 4 lke 2 MORF4 | 18583893
_DOYHAZA20 NN 001142424 NRLDD Lz
1142422,"&?41__“{)? ! 12 23; M‘ 0114
2424 M0 _D0T1424 23 I 0 (114242
G:NM_001142427 N6 001142428,
8 0071142429 NM_C ’s 42430, N O
DT142431:HM 001 142432;NM_012
6 o
FLUOROURACIL | NM_000251 MLES homoiog 2, cololt cancer, Nonpolyposis ype 1 | MSHZ | 16945383 T
(&, coll)
FLUDROURACIL [ Nid 005957 5, T0-melhylenelatrahydrofoiats reductase (NADPH, | MTHFR | 18633250, 19203856
FLUOROUR Af“i W Q02467 ' mfom}wacyawafos»svzai onicogene homolog WYC 15580135, 18802300 rasistance
N avian) -
FLUOROURACIL | NM_006311 rclear receplor co-repressor | NCCRT | 18927307
FLUDRQURACIL | NM_(04544 MADH dehydrogenass (ublauinonet 1 alpha NDUFA | 18585135
. isuboomplex, 10, 42kDa 10
FLUORCURACIL | NM_DDT145442;NM_00 11454 13N | nuclear faclor (eryihrold-derived ZHika 2 NFE2L2 | 8682501
QGS 15 ‘1 v v e
FLUOROURACIL 1 NM (24522 ‘ an+,r§wg_&_r§po ting ATFase nferacting 1 NEAINT | 168906004
FLUDROURACIL | N 520701 ) 5 3-nicleciidase, miochondrial - NTEM | 19270653
FLUDROURACIL | NM_0D22731 Hidlear casain kinase and cyclindapendeni kinase | NUCKS | 15585135




[FLUORDURACIL  { NRA_GO1074524 NI 0010785250 | phosphorbosylaminoimidazole carborylase, [BAICS | 16210653
_Dug4h2 pw hosphoribosyviamineimidazole succinocarboxamide
| synthelass
FLUORCURACIL i NA_ 201618 naky (ADPYibose: polymerase | PARFT 1 15006812,16525653, 10084572 | apoplosis
marker
ELUCRDURACL T NM_DTBB08NM_ 031501 protocadherin alpha 5 PCOMA | 15585135
FLUOROURACIL | NiM_{14881 | PDGFAsssociaied proten 1 | PBAPT | 16585136
CFLUOROURACE I NM 00928 wrogestercne moeply PGER TEG40066
FLUORCURACIL 1 NM_000944;NM 001130 591, NM 00 orofein pnus;h? ase 3 {formerly 25), catalviic subunit, | PPP3C | 15585138, 18927307
113530682 Jpaa gofopm A
FLUGROURACE | NM_GO288 1N orotein regulator of cylokinesis 1 PROT 17374387 aitared by 5FU
4 - T
FLUOROURACIL | NGO 051640.4h orotelr kinase, DNA-activeted, catalytic pol lypeplide | PRKDC | 18646291
FLUCROURACIL 7 M _GOD3T1:MNE 001080427 NM_00 | prion protsin PRMP 118380405 unrelated
1080122:00_ 00080123, NM_18307
9
FLUDROURACIL o - _|B3CD3 | 16565135
FLUOROURACIL N\d Jozred sregnancy specific beta-T-glycopratein 1PSGY (17327601
FLUOROURACIL GOTA05Z50 N B01032200:N1 | profine/sesine-rich colled-coll 1 PORCT § 17474387 urelated
0103220,NM_032636 N )
FLUDROQURACK 4 000264 NK_D0108360Z;NM_00 | paiched homoiog 1 (Drosophaa) PTCHT 11877699
SUBIB03NM_001083604;NM_T0108
JE0EMM_D01083606:NM_00108350
:
FLUGROURACIL | NI 012212 prostagiandin reduciase I B (FTGRI | 15565135
FLUORGURACGH | NW_T03963 prostaglandin-endoperoide syrihase 2 (orostag lndin | PTGG2 | 12414664, 15695518
1 G synihase and cycloonygenage)
FLUGROURACIHL 002874 RAD23 homolog B (S cerevigias) RAD23 | 15067352 resislance
g8
FLUOROURACIL | NM_0DBSES recapiorn [3 protelrecoupled) aciivily modifying profein | RAMP1 | 16804004
FLUORDURALIL | Ni_000321 j siinoblastoma 1 RBY 118383818, 188TR007
FLUOROURACK NF»LOG? $2B255HM 061135256;NM mznehia loma blr*'fng lein 4 EpRP4 | 18678087
05610 &
FLUCROURACIL | M 001145138 NM_ 021075 wrel reficviosndothelioss viral oncogene romastog A T RELA | 18000803
3 {avian
| FLUORDURACIL | NM_D01128677,NiM_031922 RALBPT asscoizled Epe domain containing 1 | REPST | 18827307




FLUGROURAGE. | N6 0251264154271 fing finger orotein 34 RiNFa4 | 46270526 reslstance
FLUORGURACIL \N‘ 000867 NM_001032853 ribosomal protein L3 _ RPLI (15085133
FLUOROURACIL | NM_001034 fbonicleotide reduciase M2 polypepiide RRM? | 16805004 targel
FLUDROURACIL z\ﬁ,, O01G15055,8M_0010T5056:N | hotekin RTRN | 15480428 resistance
33046
 FLUGROURACIL | NM_005580 S¥08 calcium binding protein P TSGR 1 18R%8103
FLUORQURACIL | NM_020974 slgnal peplide, CUB domein ,EGF-J&%{@ i SCUBE | 16896004
2
FLUOROUBACIL TNM 0015652810, 001136500 1M | serpin peplidase mibiior, iage & (hexin, PIEsmanogen | SERPI | 17327607 unrelated
_D0T136630,NM_DO6Z16 auilvator infilbitor type 1), marmber 4 ME2
FL LORQJRACiL NM_006142 stralifin . SFN 154953564
FLUOROURACIL 1 NiM_ 000183 sonic hedgehog homoleg {Drosophia) SHH 18776805 5
FLUOROURACIL T NM_ODIR78174;MNM _0D107RT7ENI | solute carrier family 29 (ucleoside ransporters), 5025 118383543, 10092248
001078175;NM_0U1078T7F NM_8C | member 1 Al
4955
| FLUDRDURACIL | NM_ 005531 simooihened homolog (Drosophils) SMO 18776505
FLUOROURACIL | MM 003082 smal nuctear RNA activafing complex, polypeptide 1, | SNAPC | 15585135
43kDa 1
FLUORCOURACIL | NM_033090 small nuclzar ribonclecprolain polypestids A SNRPA [ 18827307
4
FLUDROURACIL | NW_O03100NM_138475 S transcriphion fadior §F1 18927307
FLUOROURACIL | NIM_OBS4+7 NM_188291 v-sie sarcoma (Sehmidi-Ruppin A-2} viral oncogene | SRC | 18784807
| homolog (avien)
FLUCROURACI, | NM_003130:NM 188901 sorcin 3R 18423118
FLUCROURACH, T NM_ 006282 i serine/inraonine kinass 4 SiRd paeTany
FLUORDURACIL T NM 016168 suppressor of fused homciog (Drosoohila) SUFU |} IBT7H005
FLUCROURACIL | NM_030766 transcription factor 7-ike 2 (T-cell specific, HMG-box) | TGFTLE 1 18678057
FLUOROURACIL ¢ Nk C0B6E5Z {slomstic fepea‘ bt’idh factor 2 TERF2 | 16585135
FLUCROURACIL  t NM_188703 NM_148255 ) ieéam&rasarevﬁsr Lrnntcupia‘su TERT 118396842
FLUOROURACH, | N 003245 hrambospondin 1 THBS1 ;18757417
P FLUOROURACIL 1§ MM 018271 threonine synthasedike 2 {3, cerevisiag) THRNSL | 16896004
2
FLUCROURACIL THM_D04614 ihymidine kinase 2, mitochondiial - TR | 19210655
FLUOROQURACH. | NM (03285 foll-like rece; TLR3 | 187749317
FLUOROURACIL  { WNM_021108 thymosin beta 4, Xlinked THSBA | 18364525
X
FLUGROURACIL |- R EECE

¥



FLUDROURACIL | NM_D02B4ZNM 147187 Wwnor necrosis facior feceplor suparfamily, membar | TRNFRS | 17022862 death paithway
106 Fi0B
FLUOROURACIL | oM _003810 " tomor neorosis actor digand) supsrami mily, eembar 10§ THNFSFE | 18106833
10
TFLUOROURACIL | NW_003808NM 172087,R_17208 | lumor neerosls actor {ligand) superfamily, member 15 | TNFSF | 18423122 T
g 1
FLUORDURACIH. [ NR 003286 | fopoleomarase (DNA} | JTOP'i 18500181
FLUDROURACIL | NA_001067 inpoisomerass (DNA] 1 alphe 170kDa [ TOP2A | 18465341 ]
FLUORODURACIL 1 MM_200G540; MM_ 001 iZo’HZ MM 0D | wmor pratein p53 TP53 188400606, 15809354, 16077863, | death pathway
TI26T13NE_0011261 14N 00112 16168113, 18498133, 18600634,
BTIENM_001128116;NM_ (0112611 186868031, 18779317, 18430000,
7 19015165,12082018, 19106533 N
FLUORCURACIL | NM._00T126240,NM 001126241 NM | tumor protein pi3 TP73 | 18714155
OO0 | R a
FLUORCURACIL | Nb_000385;NM_ 001150287 frosephosphale isomerase 1 TP 18 18308519
FLUCRCURACIL | NM_000387 thiopurine S-methylransferase CLTPMT 18827307
FLUDROURACIL | Ni._GoB4T2 {hioredoxin interacting protein TXNIP | 18430000
FLUOROURACIL  § NM_00D1003771:NM_B03330;NM_18 | ihicredoxin rsductase 1 TXNRD | 1921865
Z725.0N0 T P42 182743 1
FLUOROURAGIL | NM_D01113755,NM_D01113756,NM | ihymidine phosphorylase TYMP | 1h05B543, 17454858 sensiivity
001853
FLUOROURACIL | WM_0gi071 thymidylate syrthelase TYMS 115067382, 16213713, 15239142, | resistance
i _ ) i 15737843, {lollowing]
(ollowing) 1578866, 18794807, 19020767, 15650543, 18633280, 18505500, 10482907 18507650, 16166113, ’? 54808, 18425338, 18448325, 1848 {}QOD 8533893, 183063874,
18450800,19708824, 18605500, 18600534, 16676785, 18723060,18062433,1860 1526, 18744807, 18086760, 18507 “::8 19074750, 19084572, 18219653,10084572
FLUCROURACIL | NM_007910-NM_181798:NM_18180 | ublquit r-conjugating enzyme £20 UBEZC | 17374287
O:NM_1B1B0 1N _181802:NM_1818
03
FLUOROURACH, | NM_D0GG463 UDP glucuronosyiransferase 1 family, polypeplide A1 [ UGT1A | 18767458
3
FLUCROURACGIL | NM_ 00373 uiidine mopephosphste synthelase UMPS 18020787 18020740, 19082440, 10084572 .
FLUGROURACIL | Ni_0D33BZNW_CE0911 — TuragkDNA glysosylase UNG 18714155 ]
FLOCRCURACIL TNM 6033647 r»; 181597 uridine phogpharytage 1 UPPT 18067352 eensliviy
FLUOROQURACH, | N _ 145062 wacl phosphoribosyliransierase {FURY) homolog (5. | UPRT 18575323 sensitivity
ceravisige)

CFLUGROURACH

R R

ubiquitouisty-expressed franscript

D 15585135

S



GEMCITABING

DNBO04340:NK (032891

FEUOROURACIL  § NM_001025366;NM_D01025367.NM | vasoular endothallal growth factor A VEGFA | 18454554
_G025368;MM_001025363;MM_00
1025370, M_D010337566;NM_00337
B
FLUORDURACIL 1~ WBSC | 15585135
R1
FLUCROURACIL | NM_DITEZ3NM 186138 | XIAP associafed factor | XAF1 118843754 sensiivity
LUCROURACH | NM_021147 X-ray repalr compiemanting defactive repar in Chinese | XRCCE | 16546291
| hemsiter celis § {doubls-slrand-break refoining)
FLUDROURAGIL 1 NALOD1488 Xvay repai complemeniing defective repalr in Chinase | XRCCH | 18546291
R _ ihamster cslis § .
FLUQROURACH, | NM 024483 zine finger with KRAB and SCAN domaing 3 ZKSCA | 18510692
N3
FLUORCURACIL 1 WM DO T005368,NM_D08S73 zins finger protein 32 N ZMF32 117327600
FLUCROURACIL | NM_ 024752 zine finger profein 552 ZNFBEZ 116896004
FLUORQURACIL | N4 144880 zine fnger prolein 882 ZNFSB2 1 17327801
FLUORDURACIL | HM 005089 zine finger {CCCH tvpe), RNA-bingding motif and ZRER2 11732760t
sefng/argining rch 2 3
CAPECITABINE | NA_001024645Npi 007746 cainein CANX 118678097 drug aelivalion
CAPECITABINE | NM_ 001025194 Nk 00102515588 | carboxylesterase 1 (monoeyiefmacrophage serine CEST [45687473 drug activation
Gnt2s8 esterase 1} _
CAPECITARINE Wi 003869 MM 198061 caipoxylesterase £ (intesiing, lver) CESZ | IBBETITY, 18473752 drug aclivation
CAPECITARINE I NM 024522 I eaboylesierase 3 CES3 | 15887373 reverse foxicily
CAPECITABINE | NM 000110 dibydropyrimiding dehydrogenase DEYD | 18846242
CAPECITABINE | NM 002229 jun B profo-cncoggee JUNE | 18578057
CAPECITABING N 0072393 | Widmd p53 binding protein homolog {mouse} MDRA | 18878097
CAPECITARINE NM_00H127801, MM 004530 matrix metafiopeptidase 2 {gelafinass A, 72kla MMPZ 118678087
‘‘‘‘‘ | glalinase, 72kDa fype IV collagenass]
CAPECITABINE 1 NM_D0G321 rstinchlasioms RB1 18678067
CAPECITABINE MR OG1 135255 00 001135256:NM | retinoblasioma binding profein 4 REBP4 | 18678097
(08610
CAPECITABINE ~ THM 030786 transcription {acior 1-ke 2 (1-cel specific, MidG-pox) | TUFTL2 | 18RTE0S7
CAPECITABINE | HM_001071 | | thymidylste synihelase TYMS L resistance
GEMCITARINE NAL GO4324 MM _138767:NM_12876 | BCL2-associated X protein BAX | 16770623 death pathway
INM138T84:NM_138765
GEMCITARINE 000633 NM_Q00607 Beall CLLtymphoma 2 BCL2  115/70523 resistance
caspase 3, apopiosisrelated cysteine peplidase CASPR | 15770523 death pathway

G



i‘v’llDF

GEMCITABINE [ cotfes eyiding deaminase CoA 118728567
GEMUITABINE Ni_OD0389:NM 075467 oyclin-dependent kinasa inhibilor 1A ipd1, Gipt) CORNT 110770623 senstivity
P ) A
GEMCITABINE - e CMPK |- sensliivity
GEMCITABINE |- oytechrome coxdase COX3_[17428446
GEMCITABINE RELA SR ] poly {ADP-ribogz) palymarase 1 PARPT | 15770523 altered by
- , ) DEOG
GEMCITABINE fid 002613:1M_D37268 3-phosphoinositide dependerd profein kinase-1 POPKS 16782805 resistance
GEMCITABINE MM 001145047 MM 037905 RMA binding moli protein 17 RRIAT 116051636 resistance
CEMCITABINE r\ﬁt\ff 001033 rhonycleolide reduclese M1 RRMT - [esisiance
GEMCITABINE N GOTD7R174:NM _001078175,NM | solule carrer Tamily 29 {nudeoside ransporiers), SLC20 | 1R3B3843, 183450800, drug uplake
_O01078178;NM_001078477 N 00 { mamber 1 Al 18728667,18452103, 18892248,
L 4855 ~ 18992248, 18383847
GEWMCITABING NIA_000540: NM_001128 112,NM 80 | fumor prolein p53 TPA3 12082048 urelaled
TIZ6113NM_D01126114,NM_00112
STIBNR 001126 T18NM 00112611
7
GEMCITABINE NI O01113755NM G041 T13756,NM | thymidine phosphorylase TYMP 118726667
- —'W(J T 933 T i
| GEMCITABINE NM_D01071 ymsd&éa g synihelase TYMS |- resistance
CYCLOPHOSPHA | NM_ 000627 ATP -pinding cassetle, sub-family B (MDR/TAR], ABCBY | 12570450 resistance
WMIDE o mermber 1
CYCLOPHOSPHA | Mid_004095 NM_01G8R2:NM_01968 | ATP-binding cassetfe, sub-family C {CFTR/MRP), ARCOT 112576458 resistance
MIDE 8.NM_019830:8M 019900 menier i )
CYCLOPHOBPHA | NAL (04827 ATP-binding cassetle, sub-amily G (WHITE), member | ABCGZ | 12576456 resistance
MIDE 2
CYCLOPHOSPHA | WM_001107 actin, bela ACTB 112167460
e f:jri
CYCLOPHOSPHA Tw aemesy” aldefyde dehydrogenase 1 family, mamber A1 ALDHT 12512786, 17403535, 17502835, 18496131
MIDE o o Al
CYCLOPHOEPHA TRM_DDO6S0 aldeinide dehydmgeﬁasa 2 family {(mitochondr af) ALDHZ | 174035835
MIGE
CYCLOPHTEPHA | Ni4_OC0BS TN 007125187 NM_00 | aldenyde dehydrogenase 3 family, memberA ALDHE | 18495131
fE . 712’57?8 T o n . Al
CYCLOPHOSFHA | NM_OG1629 [ arachidonate Sipoxygenase-activaling protein BLOXE | 17403535
MIDE AP
CYCLOPHOSPHA | N 00144 autoorine molility faclor receptor AMER | 16886004

Ly



CYCLOPHOSPHA Wi 00148 anglopoiztin 1 ANGPT | 17403335

MiDE 4 1

YCLORPHOSPHA | R 12062 aciivaling Fanscriplion Tactr 5 CURTFE 1 iTADIGRE ]

MIDE

CYCLOPHOSPHA | NM_D04323 ' BCLZ-associated athanogens BAGT | 16322809 sensitvity
MIDE

CYCLOPHOSPHA | NM_033028 Bardet-Blad syndrome 4 B384 16AGA004

T e ]

CYCLOPHOSPHA | NM_000833N1_000857 B-call CLLAvmphoma 2 BCL2 11723234, 14503755, 16540060 sansitivity
HIDE N 16322809 -
CYCLOPHOSPHA | KM_D03768 Baclin 1, dwoph"gy elated BECMNT { 18598004

MIDE e o

CYCLOPHOSPHA | NM_001197 BCL2-teraciing klier {apoplosie-induding) BIK 17403535

MIDE :

CYCLOPHOSPHA | HM_001725 hastericidatipermeabiity-noreasing prolein B 17403535

MIDE B , -

CYCLOPHOSPHA | NM_001130914; i 006808 BTG family, member 2 BTGZ | 16895004

MIDE .
CYCELOPHOSPHA | NM 001007 793:MM 004725 budding uninhibi fed i} y benzimidazales 3 homolog BUBZ 1163278098 sansithaly
WHDE {yewsty 1 .
CYCLOPHOSPHA |- CA30R 1 17403535

MDE . ) F27 -
CYCLOPHOSPHA | MM D216 MM _208928 carbonic anhyidrase AN CA1Z2 1 1BBOBOD4

MIDE

CYCLOPHOSPHA | NM_000087 carboric anhydras CAZ 17403535

MIDE

CYCLOPHOSPHA | NM_001723:NM_033202,NM_03328 | caspase 1 apoptas‘rs relatad cysieme peplidase CASP1 117403535

MIDE N 033284;MM 033205 i linterleukin 1, beta, converiass) )
g CYCLOPHOSPHA | NM_004348, N0 032981 caspase 3, apoplosis-related cysleine peplidass CASE3 111723234, 14503736, 1667R587 death pathway
| MIDE

CYCLOPHOSPHA | NM_0DT1228: caspase 8. apoplosisralaled cysteing peplidase CASPY 111723234 death pathway
MIDE

CVCLOPHOSPHA | Wi_008803 calicin COm T7aTRSE0

MiDE :

CYCLOPHOSPHA | NM_0G5201 chamokine (C-C molif) receptor 8 CCRB 117403535

CYCLOPHOSPHA | NM_004064 cyclin-dependent kinase inhibftor 1B (p27, Kip1) CORNT | 163226099 sensiivity
MIDE B

3F



CYCLOPHOSFHA | N 001888 cyivehrome ¢ oxidase subunil Vila olypepiide 2 (iver) | COXTA | 17403535 I
MIDE 2
TCYCLOPHOSPRA [NM 003850 “{eysiatin F (levkozystalng CSTT | 17405538
MIDE L N _
CYCLOPHOSPHA | NM_00101232G,NM_020248 cateniz, bela inlaracting protein 1 CTHNNB | 1832268058 resistance
MIDE i1
CYCLOPHOSPHA | Nii_004332 catenin (ca@'w; -associaled protsin, delta 2 (nedral | CTNND | 188968004
MIDE olakophilinralated am- repﬁax Droisin) 2
CYCLOPHOSPHA | MM _004390; N _1485878 cathensin B CTSH | 17403535
MIDE o )
CYCLOPHOSPHA |- - CTSL | 174035635
?\J‘}!DE s
CYCLOPHOSPHA § NM_D0G104 cyiochrome P45, family 1, subfamily B, polypeplide 1 [ CYPTE | 12157480
HIDE i
CYCLOPHOSPHA |- - CYPZE | 11823215,16
CYCLOPHOSPHA | NM_D00767 eytochrome PAB, famity 2, subfamily B, pelypentide 6 | CYP28 TG’”U 12458088, 11389073 drug achvalion
MiGE 5 EMHS 15248218,
?5769884]1863324 8212249,
16322089, 17502835,
17502835,16183265,12872138,
” N 16496131
CYCLOPHOSPHA | NM_G00T6R cyloehrome PASQ, family 2, subfamiy C, polypeptide 1 OYP2C 115248218, 16116487, 17502835, 18400131
MiDE 19 13
CYCLORROSPHA | NM_0007 7 cytechrome P40, famlly 2. subfamily C, polypeplide @ | CYPZC | 10931840, 18436131
MIDE g
CYCLOPHOSPHA | NM_{1746 cyiochroms PG, Tamly 3, subfamily A, poivpeplide 4 | CYP3A | 17502835, 18456131
M!DE 4
[CYCLOPHOSPHA | NM_000777 Gyiochrome PABC, famity 3, sUblamily A, polypeptide 5 | CYF3A | 17502835, 18495131
g S
"CYCLOPHGSPHA | NM_006034; w’ DA707 MM 18204 | delelad in fivat cancer ' DLCA 17403535
E\‘fl HDE e 3 S — e e A
CYCLOPHOSPHA | N_(0h484:NM (58246 Ena {Hspd0} homolog, subfamily B, member & DNAJE 17475830
MEDf: 8
YOLOPHOBPHA | NM_D14034,NM_198568 DaZ ipleraciing protain 4 DZIP1 17403838
VIDE L
CYCLOPHOSPHA | v 007840 E3F transcrphon facior 3 E2F3 | 1BBUG004
WIDE i ‘

&b



CYCLOPHOSPHA | NM_005229,NM_201282 1 20128 | epidermal growth factor seceplor {orythroblastic EGFR [Bge1280 Tesistance
MiDE F NN 201284 feukemnia viral {v-erb-b) ongogens homolog, avian) o

CYCLOPHOSPHA | NM_001412 sukaryohic renslalion intiiaton faclor TA, X-inked EIF1AX | 16322809 resistance
MIDE

CYCLOPHOSPHA | NIV_004095 eukaryoiic transiation inléalion Tactor 2E binding EiF4ER | 16822800 resistance
fMIDE profein 1 21

CYELOPHOSPHA T NI GOT135554 NM_D0112555ENM | ervityoeyie membrane prokein band 4.1-ke 2 EPS41L 117403835

MIDE 201431 2 B
CYCLOPHOSEHA | MWL 001005852 NM_004441 v-erD-b2 eryihroblastic leukemia viral onoogene ERBBZ 1150834028, 15540068, 17010808 | sesistance
MIDE homolog 2, nelro/ghoblastoma derived oncogens

homolog {avian)

CYCLOPHOSPHA | N&_C0I042508 N 1058235 v-gib-a enythrobiasic leukenia viral oncogene ERBRA 18306004

MIDE N homolog 4 (avlan)

CVCLOPHOSPHA | N 001 130764.N8_D01126156:NM | v-els erytvoblasiosls virus £26 cncogene homelog ERG 17403535

MIGE 004449 NM_182018 {avian o _

CYCLOPHOSPHA | NM CDG 12\, NM_001122740;NR esirogen receptor ESRT | 16322885

MIDE 112274 1,NM_00 1122742

CYCLOPHDSPHA r‘-ﬁﬂ,m@%‘iﬁd5‘2?5;?\3!‘"1_00EG:?{}E?B;NM estrogen receplor 2 (ER betaj ESR2 116322895

D A B A N

LYCLOPHUSFHA | MAl_001583 coagutation factor it (thromboplestin, tissue facior) F3 17403535

MIDE

CYCLOPHOSPHA | NM_022110 FIE06 binding preieln ke FRBPL | 1450379

IWMoE

CYCLOPHOSPHA | NM_003088 fascin homalog 1, actin-bundling protein FSCNT | 17403535

!E“E (Sl Jy:t"CﬂﬂULS purpuratus)

CYCLOPHOSPHA LN _D02037 N8 153047 NM _1D3G4 | FYN oncegene related o SRC, FGR, YES FY N 17403538

MIDE &

CYCLOPHOSEHA | NM_0001R8;NM 138524 guanidinoacelate N-methyitransferase GAMT | 16896004

WIDE

CYCLOPHOSPHA | NM_D0T143830:NM_005250,MM_17 | growlh arrest-specilic 2 GASZ | 17475930

MIDE 7553 _ |

CYCLOPHOSPHA | NM_ 001145453 NM_B05284;NM_14 | GDNF fam’vrecehter aipha 1 GGFRAT | 16886004
|HIDE 593

CYCLOPHOSPHA | MM 000824 ghycine receplor, bela QLRE 117403535

MIDE

CYCLOPHOSPHA | NM 018541 guanine nucleotide binding protain (G prolein), gamma | GNGT2 | 17403535

MIDE 42
I EYCLOPHOSPHA | NM_C01038847,NM_001039848,NM._| glulaihione peroxidase 4 (phosphoiipid GPX4 17470830




MIDE _QG2085 hydroperoxidese)
CYCLOPHOSPHA | Nig_145740 giutathione S-ransferase alpha 1 GSTAT 1128181032, 18406131 polymorphisms
MIDE
CYCLOPHOSPHA | Niv_000862 ‘glutathione S-rensierase pi 1 GSTP1 | 18496131 R
MIDE
CYCLOPHOSPHA TNM_001520 general lranscription factor NG, polypeplide 1, alpha | GTFAC | 16327808 resistance
MIDE 220k 1 e
CYELGPHOSPUA | NUL 00240 62{282:00 03126 | helaroganeous tuclear ibonudeopratein i€ HIRNP | 17475930
MIDE 3 B K
CYCLOPHDSPHA | NAL 002162 intercaliviar adhesion moleculs 3 ICAME | 174063835
MIDE
CYCLOPHOSPHA | NM 001552 insulin-ike growth faclor binding profein 4 {GFBP4 | 15896004
MIDE i
CYCLOPHOSPHA | NM_G0087 interleukin 1, alpha L1 16636524
MIDE
CYCLOPROGPHA | NM DOT13787 34 D04516:MM _C1 | inferfeukin snhencer binding Jactar 3, 90kDa LR | 16322809 rasistance
MIDE ] 2218 NM 01T ’D NI 1534 54 T
CYCLOPHOSPHA | M OOG’S i nsulin recaplor substrale 1 R8T 16322858 sensitivity
MIDE
CYCLOPHOBPHA |- JWLIDZ 1 i6B8E0G4
MIDE B S
CYCLOPHOSPHA | MM 014867 keich repeal and RTB (PCGL) domain contalning 1 KBTRD { 17403533
MIDE LI S
CYCLOPHOSPHA | NM_020853 KIAAT4GT KIAALL | 16596004
MIBE - B &7
CYCLUPHOSPHA | NM 007054 kinesin family membsr 34 KiF3, 16855004
MIDE
CVELOPHOSPHA [ NM_OGZ3C5 lecti, galactoside-binding, soluble, | LGALS | 17403535
MIDE 1
CYCLOPHOSPHA 1 NWM_000240 moncaming oxidase A FAACA 7403535
MIDE
CYCLOPHOSPHA | Ny _DD1315NM_138012,MM_13001 | mitogenraclivated protein kinase 14 MAPKRT | 16322859 sensilivity
MIDE INM_13801 o 4
CYOLOPHOSPHA | NM 0CT123086; NI 001123067 MM | microlubuls-assodiated proteln fau MAPT | 16850004 unraiated
MIDE _005910NA_(18834;M0_(16835N
M_016841 .
CYCLOPROSPHA | NM_D02356 myristoylated alanine-rich protein kinase © substrate | MARCHK | 17403535
5

MIDE




CYCLOPHOSPHA | N 109072 FyeD famiy inhibitor domain conialning WDFIC 17403538

MIDE

CYCLOPHUSPHA | NM_ 018335 T mediator complex suconil 137ke WEDTS | 16896004

MIDE L

CYCLOBHOSPHA |NM_0id7ey aEma) STTyonC Usine Zppel knass MELK  { 16338004 a

MIDE

CYCLOPHOSPHA | NI4_024042 eteorin, giiai cell difterentiation reguiator METRN | 16895004

LB?EDE ] N B
CYCLOPHOSPHA T NM_O02412 O-8-methylguaning-OMNA methyliransierase MGMT | 15741301, 17403835 resistance
MIDE

CYCLOPHOSPHA § N 002417 antigen idenfiffad ty menostonal antihody 1KG-67 MKIB7 | 15040086

MIDE

CYCLOPHOSPHA | NV D0TO31666,NM_001037805:NM | membrane-spanning 4-domains, subfamily A, member | MS4AS 17403535

MIDE 006138 3 themalopoleto osll-specific;

CYCLOPHOSPHA | NM_002463 myxovirus (influsnza virus} registance 2 {mouse) WiXZ 17443535

MIDE

CYCLOPHOSPHA | NI 0GAB35NM (22002 LR family, spoptosis mnisitory profein NAIE [ 18302009 BIRCT -
WIDE o sengifivity
CYCLOFHOSPHA - NKE 17403535

F‘V‘l I DE e s e aph e A Lt 411 R ot oAt AP R8T e e T Attt T 1 ) 2 1 A et T R b AR A T e T T AT A e i

CYCLOPHOSPHA | MM 024522 NafK+ fransporting ATPase interacling 1 MIKAINT | 16886004

MIDE .

CYCLOPHOSPHA | NM_OUZA64 NM_178071;NM 17607 | purinergic receptor P2Y, G-proleln coupled, 2 PIRY2 197403535

MIDE 2z

TYCLOPHOSPHA | NM_00T203:N8 147150 PALMZ-AKAPT readitrogh transcript PALMZ- | 17403535

MIDE AKARZ

CYCLOPHOSPHA | MNM_000026 Progeslerone receplor PR 15540066

?"\fﬁDE o
CYCLOPHOSPHA T HM 00331 plackstin homology-ike domam, femily A, member 2 | PALDA | 17403535

WIDE z

CYCLOPHOSPHA | KW 005302 procollagen-iysing 1, 2-cxogiularale S-dioxygenase 1 | PLOD1 | 16322898 resislance
N T T

CYCLOPHOSPHA | NR G084 procoflaganlysing, 2-oxoglidarate B-oxygenase 3 PLOBS | 16322895 resistance
WMIDE 7 -

CYCLOPHOSPHA | NIM_0G0844 PA50 foytochrame) oxdersductase POR 11018648

MIDE

CYCLOPHOSPHA | NM 002777 proteinase 3 BRTNG | 17403535

MIDE

L5y



CYCLOPHOSPHA | NM_D0Z780 [ proleasome (prosame, macropain) sUbun, alpha iype, | PSMAD | 17475930
MIDE 5
CYCLOPHOSPHA | MM_005855 caplor (G protein-coupled) actvily modiying proteln | RAMP1 | 16808004, 17403835
MIDE “;
CYCLOPHOSPHA (OHG087 1N _D010087T L NM | RNA hinding proteln with muliiple splicing RBPMS | 17403535
MIDE ”O 0087 INM 000887 _
CYCLOPHOSPHA | NM_00263%4 ribonuciease, RNase A family, 2 {iver, eosinophil- RMNASE | 17403535
DR derived neuroloxn) i )
CYCLOPHGSPHA | NM_008570 Ras-related GTP binding A RRAGA | 17403835
MIDE
CYCLOPHGSPHA | NMLO0T102666,10_012250 elated RAS viral {rras) oncogene homelog 2 RRASZ | 17403535
Fvllur
CYCLOPSOSPHA | NM_GO1034 dbonucleotde reduciase M2 polypeplide RRI2 115886004 resistance
T\fIIDh
CYCLOPRUSPHA | NM_016434;4R_032057 raquiator of telomers elongation heficase | RTELT | 17475930
MIDE
CYCLOPHOSPHA | NRi_305980 S0 calchum binding profein P S100P | 17403835
MIDE
CYCLOPHOSPHA | NK_020874 signal peptide, CUB domain, EGF ke 2 SCUBE | 16856004
MIBE 2
CYCLOPHOSPHA | NM_003118 secreted prolsin, acidic, cysteine-rich {csteonecin) SPARLC | 17403535
MIDE
CYCLOPHOSPHA | NM_003132 spermidine syhithass SRM | 18322859 resisiance
MIDE
CYCLOPHOSPRA | NM_ 021978 supprasaton of tumorigenicity 14 {colon carcinoma) §Yi4 118322899 restgiance
MIDE
CYCLOPHOSPHA | NM_013233 serine threonine kinase 3% (STE20/SP31 homaloy, JTK3G 16322898 sensitivity
MIDE yegst)
CYCLOPHOSFHA | NM_018271 threorine synthase-like 2 {S. cerevistas) THHSL | 16858004
MIDE B 2
CYCLOPHOSPHA | KM 014220 lrangmeimbrane 4 L six family member Th4SF | 17403535
MIDE 1
CYCLOPHOSPHA § NM_DO1087 fopoisomerase (DNA] 11 alpha 170kDa TOR2A | 18465341
MIDE
CYCLOPHOSEHA | NM_D00546 1M 0011261128k _08 | tumer protein p53 TRE3 115840066 death pathway

RADE

T126T13;NM_ 0011261 14,NM_00 112

G115NM 001125116, NM_0112611
7




CYCLOPHOSPHA |34 (04762 ne finger protein 552 ZNFEST | 18896004
WIDE [
[FOSFAMIDE NWOD0G33 N 060857 - BCL2 | 11723237
IFOSFARIDE Nid_0G12720-MM 032008 { oystel e gepuaase uﬁ\f_}_’f: 11723234 death pathway
}F\JSFH) ADE bt 000752 ubfamily A, polypeptide 6 | OYF2A | 12136253 driig activation
8]
IFOSEAMIDE NIW_GA0767 cytochrome PAB0, family 2, sublamily B, polvpepiide 6 | CYP2B | 15675221 drug achivelion
&
EOSFAMDE cylochrome PABD, Tamily 3, sublamily B, polypapide 4 | GYPaA | 12138255, 15821045, 16675221 | drug activaton
1 ,r_g
IFOSFAMIDE - eytoshrome PASD, family 3, subfamily A, polypeplide 5 | CYP3A | 15821045, 16875221 drug acivation
5
(FOSFAMIDE NG 1130823 W ONA {ylosine 5 meliyfiransierass | DiMITT |-
IFOBFAMIDE NM_OGOBETNM_ 146421 alutsihione S-ransierase mu (STMT ;12868187 olymorphism /
3 - - foxicity
IFOSFAMIDE NM_O00852 glutathione S-transferaze pi 1 ) (G8TPY | 12668187 polymorphism /
.- . foxily
FOSFAMIDE N Q008R2 GSTTH | 12868187 polymarptism /
N toxioity
MELPHALAN ABSET TTTIEE0S resislarce
MELPHALAN ] BIRCR (18373717
MELPHALAN ihi_ 037983 | caspase 2, g_poptﬁsis»re%ated cystelne pe'pzédasz-z CASP? | 14757848 death bathwaL
HELPHALAN Jﬁﬁ‘w%ﬁ N i 0?2 ity caspase 3, apopiosis-rslaled cvsleing peniidase CASPR | 16851922 i death pathway
MELPHALAN "~ L oyiidine dearinase ) CDA 110830723 resistance
MELPHALAN Fancont ansmia, comblementation group & FANCC | 16243825
MELPHALAN Fanconi anamia, complementaiion group G FANOG | 16243825 ]
WMELPHALAN ] glutathions S-ransferass Eph?ﬂ GSTAT 1157798584 rrelated
MELPHALAN ghtailione S-ransferase of 1 GETP1 | 15779864,27 unrefated
MELPHALAN \I‘v QJ 207 intercailldar adhesion molastie | ICAMT 116025434
ME! PHALA NIM_C02745 Nk _138057 mitagen-aslivated protein kinage 1 ) MAPK? | 160258434
MELPHALAN NE_001040058;N6_00110988 TN | mitogen-acivaied profein Kinase 3 MAPKS | 16025434
“CO’)/L,G
MELPHALAN Nid_002412 O-Gamethylguanine-DNA methyliransferase MOMT 1 16030682 trrelaied
MELPHALAN N (02413 “microsomal | alufathione S-ransferase 2 MGST2 (15779864 resistance
MELPHALAN NEI_C06788 ralA binding protein 1 | RALEP |- resisiance




- : B : I v : { :
5‘&ELP5{A' AN \‘?ﬂ 000504 wmor nacresis factor (TNF stperiamily, mermber 2) TNF ?60154 -
MELPHALAR M_001071 ,m;.maz@ mihelase VRS Loagzsor
ARMUSTINE 000027 E-binding casseatie, sub-amily B (MDRITAP), ABCBY | 15239124 resistance
mamber 1
 CARMUBTINE HM ccmh NiE_(F0BEE NI IR0 | ATP binding cassetie, sub-amily C [LF T RIMRP), ABCCA Vizohezo7 reslstance. |
L 8:NM_019858,NM_018800 imember 1 N
CARMUSTINEG Ni_G05150 aelin, alpha, cardiag muscia 1 ACTCT | 15e80568 B .
CARMUSTINE N 001818 ‘ aclin, gamma 2, smooth muscle, enleric ACTGZ 115080068 T
CARMUSTINE N O0T102:NM_D01 130004 N _ actinin, aipha 1 ACTNT 1 15080968 )
L 1130005
CARMUSTINE N OEIB1R:NM_ 207181, NM 20718 | ADAM melafiopeplidass domain 15 ADART ¢ 15580868
FANM 207195 MM, 207196 MM _2071 5
o
CARMUSTINE NRM_005089 ADAN metalopenidass with thrombospondin frpe 1 ADAMT | 15880968
. motf, 4 54 N
CARMUSTINE N 001085733 NM_ 001197 adanyiate cyclase aclivafing polypeptide 1 (piuitery) [ ADCYA | 15980068
P1
CARMUSTINE | NM (00679 adrenergic, alpha-18-, receplor ADRAT 15080968 _ 7
3
CARMUSTINE NM_ 000029 T angiolensinogen [serpin pepidase inhibftor, clade A, [AGT | 11034089
) memper §)
CARMUSTINE - - ' AGTRL | 15080988
4
- ;, U
CARMUSTINE NiM 001626 v-aki mizine thymoms viral encogene homolog 2 AKTZ 1 15ge0068
CARMUSTINE NM_DG0031 aminolevulinate, dolla-) cehydralese B ALAD 1158880868
CARMUSTING WiV 001035130 NM_G0T03913 1AM | arachidonate ” S-fnovygenase, ype B ALOXT 115630568
R e B 58
CARMUSTINE w 30047 sul-Marian homons AMH | 15850068
CARMUSTINE M_o0EBB3 atlenomaiosis bolyposis coff 2 APCZ 10880908 _
 CARMUSTING ‘\é?»—_()ui’sﬁ aquapoin 8 AQPB | 15880068 .
CARMUSTIE - - ARGEP | 150805088
i
| CARMUSTING i 005731, wf\ﬂ 1 aclin related protein 2/ compiex, subunit 2, 3iDa T ARPCZ | 15540968
CARMUSTINE 1 ea 30? 5 iaeriemin ' ARTH | 15380968
| CARMUSTINE Mxm;a\,, @zw ) acetylssrotonin G-melhylvansierase ke ASWITL 15080968 |




CARMUSTINE NM_ 152296 &TPase, Na+iK+ ransporling, alpha 3 polypeplide | ATP1A | 150B00RR

3
| CARMUSTINE NMogores Pase, Hi/lT sxchenging, bela polyoepds ATPAR 115980068
CARMUSTINE NI_0000VGTE N 001887 A‘{ syrdhage, H+ transporiing, mitochondrial 71 ATEED | 15080968

complex, della subunit
CARMUSTINE Wi 001584 ATPasae, Mt ransperting, lysosomal 16kDa, VO suburil | ATPEY | 15980088
C ac
CARMUSTINE | NB_OC724ENM_ 145711 NI 14847 | ataxin Zlike ATXNE | 15080968
4N 148415 NM_ 148416 o L

CARMUSTINE NE_000705 arginine VASOpressi receptor 1A AVPRT [ 15580968

A
CARMUSTINE NIA_004778 UDP-GelbateCloNAc beta 1 4- galaciosyliansterase, | B4GAL | 10930988

| polypeplide 5 ) 75 7
CARRUSTINE N 0071144883,NM 00A340: NN (1 | BAI-associated protein 2 BAIAPS | 15950058
. TABONM 017451 )
CARMUSTINE NM_003933 T BAlT-assodated piotein 3 SAIAPT [ihgmoGEs ¢
CARMUSTING N 003927 B-cell CLUymphoma 10 BCL1O | 16680968
CARMUSTINE N 000633 \uyw 200657 Bcall CLLMvmphoma 2 BCLZ  1giETels resistance
CARMUSTINE 00119t NM_138578 BCL2-ke 1 BCLZLY | 18187018
| CARMUSTINE «,1, 0376E bedin 1. avtophagy related EECHT [18680ges 1~ j
CARMUSTINE NI G0 1003598NM 001714 bicaudal [ homoiog 1 (Drosophila) BICDT | 1ha80568
CARMUSTINE \\m 001715 I Blymenoid tyrosine Kinase BLK 175080968
CARMUSTINE Nk 001719 T bong morphogenstic protein 7 BMP7 | 15060058
CARMUSTINE MR O01518:NM_ 145585 BRF1 homolog, suburit of RNA polymerase 1l BRF1T 115080680
i 1rav=su=pt o initiation factor 1B {8, cerovigiag)
CA iU _{NM 001215 carbolic anhydrase Vi CAB 15980368
\JARM‘JSW \ZL Niz DC1740:NM_DOT0B7.NM_ 00708 | calbindin 2 CALBZ 115980968
e

-Ff\RMUS” NE NM_002882 {chiemokdne (C-C motlf ligand 2 CCL2 | 15060068
CARMUSTINE NM_OGT030400:NM_0G4357,NM_12 | CD151 molestie [Raph blocd group) GO | 15980558
| G028 NM_138030 , )
CARMUSTINE NI GO1040055:NM 00tz 5[_H 068 molscule Coe8 | 15980888
CARMUSTING N Uu1783 M 021801 ' —CDfﬁggro[eﬁule immunoglchuiin-agsociated alpha | COVGA | 16860868
CARMUSTINE NA_ D051 CDE0 molecule COBG 115980968
| CARMUSTINE N Di”‘:?v() B022808 cell division cycle 25 homalog C (S, pombe} CDC25 [ 15736757

C
| CARMUSTINE Nit_001260 cyclin-depsndent kinase 8 CDKs [ddggoess 1




N o074

W2

i3

CARMUSTINE NI T00389:M_0D78467 eyclit-depsident kinase inhibilor 1A (p21, Cipt) COKNT | 15735757 | resistance
A
CARMUSTINE Ni_005193 cadat fype homecbox 4 COX4 15860968
CARMUSTINE Wi 001815 carc,mﬂmnnjon}c anfigen-ielated cell adhesion FACA | 15580068
) molecyled M3
CARMUBTINE NM_005194 . CCAAT enhancer binding protsin (C/EBF), bete CEEPB | 15080968
CARMUSTINE Ni 00171412980 GOTTI4122N8M | CHEY checipaint homelog (5. pombe) CHEK1 | 15735757
001274
w\?’hquTmE Nid_Ga0747 chelinergic receplor, muscarinic 4 CHRM4 | 15880968
CARMUSTH fp_GU0748 cholinergic receptor, nicetinic, beta 3 CHRNB | 15080568
3
CARMUSBTING Wi (05199 - chalineraic receplor, nicolinic, garmma CHRNG | 15580968
CARMUSTINE Ni_D01824 crealine kinase, muscle Cr 15080568 aliered by
CNU
CARMUSTINE Ni_001835:NM_007008 clalhrin, heavy chain-ike 1 CLTCL | 15380968
. 3
CARMUSTINE Ni_0035832 contaclin associated protein 1 ONTNA | 15580668
Pi N
CARMUSTINE NAE (01851 .6M_075485 collagan, typa X, alpha i COLBA | 158804958
1
CARMUSTINE N (05205 eytachrome ¢ oxidase subunit Via polypaplide 2 COXBA | 150802068
2
CARMUSTINE NI_004373 celiuler refinoic add binding profein 1 CRAEP | 15080968
]
CARMUSTINE NM_000755 MM _004003 camifin acetylUanslerase. | CRAT 116080068 o
CARMUSTING NI_001887 orystalin, beta B1 CRYBB | 15580068
1
CARMUSTINE cystalin C3TH [ 15960968
CARMUSTING cardiotrophin 1 CTF1 115980868
CARMUSTINE caterdn (cadhenn-associsted prolein), slpha-ike 1 CTNNA [ 15980968
L1
CARMUSTINE N 000103 NM 031276 cyiochrores P40, farmily 19, subfamily A, polypeptide | CYP19 | 15880088
1 &1
CARMUSTINE NM_004762,N1_017456 cyfohesin 1 CYTHT | #5080%68
CARMUSTINE NM_003587 EAH {Asp-Glu-Ala-His) box polypeplide 16 DEX16 | 15580568
CARMUSTINE { deoryribonuclease ke 2 DNASE | 15080568




£

CARMUSTINE | Niv_00442 dishevellec, dsh homalog 1 (Drosophia) YLt TBoaners
CARMUSTINE NM_001393 exiracalivlar mairix proleln 2, Temals organ and ECMZ | 15080068
) adipocvte specific
CARMUSTINE | NM_001404 eurarvolis ranslafion slongation factor t gamma  [EEFIG | 15880068
CARMUSTINE NI (001414 etfaryotic translation infliatian factor 2B, subunil 1 FIF2B1 | 15580668
5 aloha, 250
CARMUSTINE Wl_D0Z212:NM_181468,MM_18148 | eukaryofic translation Initistion factor 6 EFG 15080968
5
CARMUSTINE | N 000120;M0_001138018 epoxide hydraiase 1, microsomal {(xenchiofic] EPHX1 | 15960968 resistance ?
CARMUSTINE 004451 estrogen-relaled receplor aipha ESRRA | 15980968
CARMUSTINE WM 004456,MM 1520888 enhancer of zeste homolog 2 (Drosophila) E7HZ 15080068
CARMUSTINE NM 000138 fodilin 1 FBNT 115080668
CARMUSTINE NM_0O0B0TNM 054014 FRE06 binding protein 14, 12kDa FEBPT | 15080888
A
CARMUSTINE MM OGT0IRRTENM_D0101887 N4 1 farnesvliransferase, CAAX box, alpha FNTA | 15980868
002027
__QgﬁRﬁQiLjSTENE Nid_ 001454 forkhead box J1 FOXJT | 15080968
CARMUSTINE MA_002032 ferritin, heavy polypeplide 1 FTHT 115880568
 CARMUSTINE N _000146 fertitin, light polypeplide o FTL 15320068
CARMUSTINE NM_00Z037 Ml 153047 MM 18304 | FYN oncogene relafed o SRC, FOR, YES FYN 15980968
a8
CARMUSTINE NG OQOBOTNM_D01114175 gamma-aminobuiyric a5t (GABA} A receplor, alpha 2 | GABRA | 15850968
2
CARMUSTINE NM_000B 1 gamma-aminobufyic acid {GABA} A recepion alpha & | GABRA | 18080088
5
CARMUSTINE NI D00 156;NM 138924 guanidinoacataie N-melhyiransferase - GAMT 1 15080968
CARMUSTINE INM_DO0B0S gastin GAST 115880968
CARMUSTINE i G03643 ghal calls missing hamolog 1 (Drosophila) GCRIT 7 15080058 »
CARMUSTINE MM 001493 GOR digsociation inhibitor 1 B GOt |semoses o
 CARMUSTINE M4 001115156 NM_D01404 GOP dissociation inhibfior 2 GOIZ 1 1h98006E
CARMUSTINE [ NM_00T131079;8M_C02055 Gzl Tibrillary acidic protein GFAP | 1i5ogodGe -
CARMUSTINE N_G04122:00 198407 growin hormone seorelagogue receplor (3HSR | 15480568
CARKMUSTINE Hid_0C0408 NM,_D01012763 gonadotropin-releasing hormong receplor GNRHR | 15080068
CARMUSTINE NI 004486 golgl auteantigen, golgin sublamily a, 2 GOLGA | 15880068
2
CARMUSTINE NM_ 002078 golgi attosntigen, golgin sublamily a, 4 BOLGA { 15680968
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CARMUSTINE

N 002204 NN _00550+

inteqrin, alpha 3 {anfigen CD49C, alpha 3 subunit of

VLA re of)

[

TGAS

CF\R?;;.},}S_T}j\"E NM_0GCA0T 1 glycoproiein b (platejet, te%a poivpemm GP1BR | 18580068

; Ni_05208 (= protein-coupled receptor 2 GPRZE | 15060068
CARMUSTINE MM (01508 G proteln-coupled recept o'?‘"a*? GPRI2 115080088
CARMUSTINE NI_DO5302 G prolein-sotipied receptor 37 [endomelin receptor | GPRA7 | 15060968
; - ype Bike)
CARMUSTINE HNM (03808 G protoin-caupled recapfor 65 GPRES | 15580868
CARMUSTINE AL 001030002;8N,_D05310 arowth Tacler recelor-bound profein 7 GRE7 | 15520058
CARMUSTINE [ NM_DO20§7 granulin GRN 1178880968
CAHMUSTINE WM ODD0ERT ) guiathione eauciase } GSR - argat
CARMUSTINE NM_ 145740 o ghutathiona S-lransferase alpha GSTAT | 830Ru80 urrelated
CARMUSTINE r\frm@%mg;;j@rwééﬁ glutathione S-ansierass mM Wcsxw 8395980 unrelated
CARMUSTINE NiE 000849 glutathione S-ransferase mu 3 {rain) GSTM2 | 15247628, 8395980 resistarce
CARMUSTINE | NM_0D0BS2 giitathione S-transferase pi ! GETP1 | 16805508, 2385980 uryelated
CARMUSTINE T NM_002056 general ranseriplion faclor IF, polypestide 1, 7dkDa | GTF2F | 15080268
CARMUST INE Ny 002105 HZ4 histone family, member X HZAFX | 15380068
CARMUSTINE - HADHS | 15980958

C
LAREMSTT M0 hydroxyacyigiulathions hydrola HAGH | 155800688
CARMUST I MM 005234 lost cell factor O (VP 16-accersory protein) HCFCT 115980968
CARMUST wr NIV 05517 Righ-mabiilty group rucleosormal binding domain 2 HMGN? | 15680968
CARM{{S}]NE NM_000545 HINF1 homechor A HNFTA | 15580060
CARMUSTINE NM_ 002141 homeobox A4 HOXAL | 15980868
CARMUSTINE NK_003259 inlerceliular adhesion moleculs 5, ‘ensnsm 1ain 1CARS | 15980808
CARMUSTINE MAL_O002G2,NM. 006123 idurcnate 2-suifatase DS 15080968
CARMUSTINE MR 00asa7 mmediaie early response 3 [ER3 |1bBApmos
CARMUSTINE NI DO10SG8R5 MR _0010G9857:NM | Inhibior of kappa light polypeptide gene enfiancer in B- [ IKBKG  { 15880988
- 001145255 NM_003639 cells, Kinase gamma
CARMUSTINE MR_001567 inositol polyphospraie phosphatase-tke | INPPLY | 15980968
CARMUSTINE NM_DOES4ZNM_TORI36:NM_ 19833 | insulin inducad gene 1 o INSIGT 115660988
7
CARMUSTINE ,!rv 005543 insuiin-ike 3 (Leydig cell} . IMSLY | 15580468
CARMUSTINE N insuin raceptor subsirals | iRS1 [ 15980968
CARMUSTINE NB_QOG545NM_201526 immuncglonuin superfamily cantaining Jeucine-rich ISLR 115080508
rapeat
15980868




CARMUSTINE M 0022145 infer-alpha {ghobuiin) inhibilor HY T 280568
CARMUSTINE | WA D00Z38:N_172056:88_17205 | patassiun vol fage-gated channel, subfarsily H {sag- { KONHZ "5985968 -
7* relaled), member )
CARMUSTINE kinesin family member BA
CARMUSTINE keralin 17
CARIMUBTINE kerafin3t T UKRy31 [iBmBpese
C!\QNU TINE adinin 1
CARMUSTINE leukocyte-associaied immunogiobuin-ise receptor | T
LARR UBTINE faminin, befa 3
CARMUSTINE Ui homeobox i anseriphon facter 1, bela JLMXTB | 15DB086s
CARMUSTINE " ysyl oxidase-fike | LOXLT 115960368
CARMUSTINE leuicine-rich repeats and calponin homdalogy (CH) LRCH4 115080068
.3 domein c coplaining4
CARMUSTINE NMoOogis2 lymphoid-restictes mambrane prolein LRWP 115950968
CARMUSTINE NI Q0101383600 001013837 MM | MAD ! milotic arrest deficent-ike 1 {yeasi} MADTL | 15980608
JU\)%FD 4
CARMUSTINE NF\" 004579 mitegen-activated profein kinase kinase kinase kinase | MAP4K | 15980958
Z 2
CARMUSTINE M 0C2752;NM 738580 N _12898 | milogen-activaled prolein kinase 19 WMAPKT | 15960568
NI 138962 . 0 N .
| CARMUSTINE Ma_000429 ) methicnine adenosyifransierass |, alpha MATIA | 15880008
CARMUSTINE MR 001212333 R0 001012334:NM | midkine (neudie growih-promoting facior 2) 8bK 100RGGAE
002391
CARMUSTINE Nl 004774 mediator complex subunil 1 MEDT | 16680568
CARMUSTINE 11 oo ,09$23i‘};i‘\§?‘.ﬁj©2fé0§ T aﬂmsy! {bela-1,4--glycoproleln beta-1.4-- MGATS 1 tBHB0OES
acelyighicosaninyliransierass )
CARMUSTINE Nid_0G2412 C-G-methylguanine-DNA methyliranslerase I MGMT 115318033, resistance
15833865, 16039652,15614657 16
44444444 L 1835508, 16033832
CARMUSTINE NI_(02445:NM 1387 15:NM_13871 mectophags scavengar receptor | MSRT 12080088
8
UA{g_;\/J! JBTINE | NM 002457 | mucin 2, dligomeric mucusigel-foming e
CARMUSTINE | NM_D02461 mevelonate (dphospho] decarboiyiess WD
[CARMUSTINE — TTiW_ooags7 " Tryosin birding protein TMYBPH TS
CARMUSTINE [ NM_002468 ‘myeloid differentiation primary response gene (88)  { MYDBE | 15
CARMUSTIRE  TN# 002478 T Uayogenic differenbation 1 WYODT | 186
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CARMUSTIRE Ni_(02470 @uemu (myogenic facterd) MYOG 115080808
CARMUSTINE 002484 ?\hD: { d“n,am«a“:m {ubiguinene; 1, subcomplex NDUFC 1 15880868
) Lnkpown, 1 - i
CARBUST E MM D02506 NI nomeoa FICX-2 § 150980863
“AR xﬁUST NE MM_D02517 nelrong! P%:: ddomain prot fein 1 NFAST i150spss 1
CARMUSTINE MM 005285 mumoe%tlc s B/W reoepicr 2 i NPRW 115580068
R2
CARMUSTINE T NM_(04558 B nelriurn NRTN | 15580568
CARMUSTINE NIM_0D2547;NM 5T6815:NM 07682 S-oxoguaning DNA glycosylase OGGT [ 1HR1913
O;mk (68821, N4 i 9?%8?’%;;;\5%41_\)?68
27.Ni_016828,M_016820
CARMUSTINE w A_086189 offactory marker profein - OMP | 15480068
CARMUSTING NM_ 0010 18049:NM_0025T71 progastagen-associated encomatial proleh FaER | 15880968
CARMUSTINE NM_GGS&SB'NI\,’; U?Bfaéf‘f\lfx},_ﬂ’é&@ﬁ paired box 8 PAYE 115380088
2NN 013853 NM 013052 N 1
CARKUSTINE N _ 002686 pre-Becell levkenia Homecbox 2 FBXZ | 15360508
CARMUSTINE MM 00781 - chern- -4 al pha-carbinolamine dehydratasefdimerzation | PCBDY | 15680068
o cofactor of hepatocyte nuclear facier 1 alpha B
CARMUSTINE NI 007688 MM D32402;NM 03240 profucadherin gamma subfamily C, 3 PCOHG | 15980068
. 3 C3
CARMUSTIMNE M 002593 procollagen C-endopeplidase enhancer PCOLG | 15880968
I
CARMUSTINE NA_G05017 phosphate cytidyiyiransierase 1, choine, alpha PCYTT | 15680068
A
ERBTETRE N 001018053NM_D6212 f-phosphofiicto-2-kinase/fuciose-2 B-biphosonalase | PEKES | 15080068 i}
2 Z
, iLST:\JE N 00289 phosphofructokinase, muscie PEKI | 15080088 i
CARMUSTINE Nit 005022 profilin 1 PENT 115080868
CARMUSTINE f\in_,ﬁﬂ?ﬂfét? 2.0 _T03028 phosphoinosifide-3-kinaze, regulatory subunit 3 PIK3R3 | 15880068
{gamma)
CARMUSTINE NR_023383;NR_023383,NR_023383 | postmelolic segregalion Inorsasad 2ike 11 PRS2 | 15080065
MR_O73383;NR_(23383:NR_02338 | pssudogens T
3NR_023383;NR_023383,NR_06233
83
CARMUSTINE NM_002685 polymarase (RNAY IHDNA diractsd) polypeplide E, POLRZ 115080868
25kia S T
NM 002707 NM_177983 protein phosphatase 1Ci’~orn?ﬂhy 205 ma sET- PPWTG | 15580058
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CARMUSTINE ] N ODIGBT M 1204 13;NR_ 18841 | protein regulaior of oyickinesis | - PRCT 117374387
p :
| CARMUSTINE | NI 000948 profactn__ PRL | 156805868
CERMUSTINE [ WM 002762 poteminez PRMZ |isoEaseh _
CARMUSTINE Ni_001145368,MM_001145365 MM | orotein tyrosine phosphalase, non-recepior iype 3 PTENG | iBgsoses
_O01145370,MM_00T145371,MM_00 '
‘ 114537200 002828 -
CARMUSTINE | M 002664 [regRanCy-Zone proiein PZP 1 150BOSEE
CARMUSTING RI_005053 RADZY homolog A (8. cerevisiae) RAD23 | 15980968
oy
CARMUSTINE N 00Z875:NM,_ 133487 RADIET homolog (RecA hometag, E. coll) (8. RADST | 1898004
o cerevisiae)
CARMUSTINE - - RADD | 15980068
CARMUSTINE Ny _sozel refictdocalbin 1, EF-hand calcium binding domain RON1 | 15580968
CARMUSTINE E‘H'\;LGE’J‘;D?E?’EO;?\H‘»’?___GQ?D?Z?EE;N:Vr rafial G profein couplad receptor RGR 5380965
| oo2mrt )
CARMUSTINE [Mw_ 002930 1 Ras-ke without CAAY. 2 RIT2 15080968
CARMUSTINE NM_0DZG37NM_184431 ribonuciease, Rase A family, 4 IRNASE | 15080965
£
CARMUSTINE NM (02688 i seplin 5 - sent 05 | 15080060
CARMUSTING NI 005068 splicing factor proline/glitarsine-rich {polypyrimidine SFPQ | 15080068 i
- ract binding pretein assoclaled) - ;
CARMUSTINE NM_000023:NM_007 735697 sarcogiycan, alpha (bokka dystronhinassociated SGCA T | 1EER0668 !
s ghvcoprofein; N
[CARMUSTINE _~ [WM 005412 | serine hydroxymethyiransferase 2 (mitochondrial) SHRATZ | 15580068
CARMUSTINE | NM_000457 MM, 006863 1 short stature homeobox SHOX | 15980568
CARMLISTINE - ' - i VRIATY 1 1E050068 —
CARMUSTINE NM_DO3048 sofute carrier family 10 (sodium/bils acid colrangporter [SLCI0 | 15080868
B famllyy, mammper 1 AL
CARMUSTINE Nh_00651T solule carrier family 16, mamber 2 (monocarboxyiic SLOTS | 15680068
aold fransporter 8) AZ R
CARMUSTINE Mh_GO3455 solute carrer family 30 (zinc transporter), mamber 3 SLC30 | 15980968
A3 |
 CARMUSTINE NEL 001043 solufe carrier family & (neurofransrifier ransporfer, | SLCBA | 15980068 - !
noradrenaling, member 2 P o 1
| CARMUSTINE | NET 071004 N _134431 sollla camTier organic anion tansporier family, membar { 8LCOT | 5080968 |
L o 1A . AZ . i




[CARMUSTINE PM_D03076,NN_1309071 SWISNF relaled, matrix associated, acin dependert | SMARC | 15980588
reguiator of chromatin, subfamily d, member 1 1071
CARMUSTINE ME_003085 sphingomystin phosphodiesterase 2, neutral SPD2 | 15550068
membians {neutral sphingormyslinase;
CARMUSTINE NE_D03062 smail nuclsar RNA activating complex, pohypeplide 1, | SNARPC | 15080868
43kDa 1
CARMUSTINE Nii_001039687 small nuclear RNA aclivating complex, ?G"’pbﬂhdﬂ 3, | SNAPC [ 15880988
S0kDa 3
CARMUSTIME M‘ﬂ Boduey synucleln, gemma {breast cancer-specillc prolein 4 SHCG 115085968
CARMUSTRE W 002052:NM_198220 smal nuclear dbonuceoprotein polvpeptide 8" SNRPE 115580068
2
| CARMUSTINE Wi 003745 uppressor of oyickine signating 1 150031 117374387
CARMUSTINE NM_005876 S z’l: comIplex locus SPEG | 15880968
CARMUSTINE NiA_001317448 nall prolfne-Ach protein 2B SPRR2 | 15060068
]
CARMUSTINE Wi 003134 5:13!']&{ recognition particle 14kDa fhﬁmowquus Aly SRP14 | 15080068
{ RAbndingprolely —
é_CA”’\M JSTINE N 003140 sex delefmining region Y SRY 15880968
CARMUSTINE WM 003034 878 afphe-N-acelyl-navraminide alpha-2 §- STESIA | 15980908
siglyliranslerase 1 i B
CARMUSTINE MiM_003473 signal transtucing adaptor molecuie {SH3 domainand [ STAM | 15080868
L [TAM mofi) 1
CARMUSTINE NM_000351 steroid suifatase {microsomal), isozyms § 3TS 15980963
f‘ ARMUSTINE NA_082874 syniaxin 1B STXE | 15080065
CCARMUSTINE | NAL_00T177366,NM_G08949 syntaxin binding protein 2 STXEP ™| 15880868
3
CARMUSTINE NM_O03182 MM 0130966 01399 | lachykinin, pracurser 1 TAGT 15980068
TN 613008
CARMUSTINE | NM_ 00320670 156302 transcriplicn facior 21 ITCF2T 115980968
h@f-\R? TUSTINE - - TEGT 158606068
 CARMUSTINE Ni_108263MM_198255 telomerase reverse ranscripiass TERT 118021753 a
CARMUSTINE Niv_00T105102;NAM_C0B078:8M_02 | ransducin-iike enhancer of spiit 3 (5(sD1) homolog,  § 1LEd | 15080968
0eos Drasophia) . » .
CARMUSTINE Ni_002546 tumor necrosis factor receptor sﬁ—p_éﬂr'{azs'ﬁiyg member THFRS [ 15880068
11b FiiB
EARMUSTHE N DOORARNM 061126112,0M_00 | umor protein pha TPE3 | 15735757 resistance
1126 13 NM_00 1126114 NM_00112




E} T’ﬂ\zd O01126136:NM 001126711

| CARMUSTINE NK_005650 TNF receplorassociated facio TRAF1 | 156880068
CARMUSTINE Wi OUT02B234NM_O01025235,N0 | tetraspanin 4 TSPAN | 15080068
{;6132523f‘ NR_001025237 NM_06 4
1025238,NM_001025238,NM 0327
i
CARMUSTINE M 178014 ubidin, bela TUBE | 15980068
CARBUSTINE M 001070 tubudin, gaimma 1 TUBGT | 158580968
CARMUSTINE NM_001128 1 74NN_00336 0 L@ngfo Mrarisferage 8 UGTR 115880958
CARMUSTINE NM_DM&]V, UPF1 regulator of nonsense franseripls homelog LPFY 15980968
{yeasl]
CARMUSBTINE NM_003378 _ 5"”?f‘ﬁrvec}ontﬁg_gaclor incucible VGF 15650858 |
CARMUSTINE NM_60 BT/ZSQ;NM__OOSBSY WAS/WASL interacting protein family, *"Iﬁmb%ﬂw WK 115980858
CARMUSTINE Nid_D03405 yrosing 3- ﬁza’zeaxy‘gnmdﬁeﬁ*yx}‘cn e o YW | 15580968
) monooxygenass acivation profein, ele polypeplide H
CARMUSTINE WM 003343 T 7ine finger and B1B domain corfaining 17 ZBTB17 | 15680968
CARMUSTINE NIM_GO1010972:NM_(03461 7N PARS 15980968
EOTEMUSTINE MM 002412 R (‘ E}-mm!sysg:‘em 16-DNA melhylbansferase FAGMYT | 12870393, 16039662,12070393 resistance
FOTEMUSTINE NiA_CG1093771;NM_003 18 | thioredoxin reductass 1 THNRD |- fargel
272%NN 1B2TAZHM 1
CARBOPLATH NI 600477 aibumin ALB - unrelated
CARBOPLATIN Wi 004324:NM_ 13878 1T,NM_138 BO{ Z-assockted X ,Drwfefﬂ BAX 16576332, 15866812 [ death pathway
I MM_138784, NM_138765 B
CARBOPLATIN Wb 000833 NR_000657 B-cell CLLAymphoma 2 BCLz | 15806812, resistance
R 15606812,17404015,15576332
CARBOPLATHN WM 00 1040668:MM_138630 BCL2-fiie 12 (profine sioh) BOL2LT | 15576332
FA
CARBOPLATIN NIM_£01158 bacuioviral IAP repeat-containing 2 BiRCe | 10815000
CARBOPLATIN | NM_DD4348,NM 032691 cagpase 3, spoplosis-relatad cysieine Dey idase CAZP3 | 18575332 death patvway
CARBOPLATIN N GOT229NM_ 032805 caspase 9, epoplo w ialed cysieine peplidase CASPG 115096812, 17404015, 15576332 death pathway
CARBOFPLATIN NM_0a 125880 bt 001622 f‘opaﬂhrcme fautomerase (Gopachrcme delta- LCy 15887911 jesistance
o lisomerase, lyrosine-related protein 2)
CARBCPLATING | NM_CON043NM_152671,NM 15287 | Fas (TNF recepior suparfamily, member ) FAS 16676332 death pathway
MM 5?813**& % IB2874 M _1528
TENM_152676,NM 152877
CARBOPLATIN NM_001618 poly {ADP-rbose] polymerase 1 FARPT | 15996612 | alterad by
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platin

_’J(N 168

15870708, 11971875, 15881204,
15981204,168142363,14654815 1 “

CARBOPLATIN Mi_000863 ‘Woofaa‘cr in-endoperoxide synthase 2 (prostaglandin | PTGSZ [ 18085846
_ GiH synihase and oyclooy geiaaae;
CARBOPLATIN NIV_001 145547 Mid_032905 BNA binding motif protein 17 RBM17 | 16061830 resislance
| CISPLATIN Ni_000014 alpha-Z-macrogiobuin A2 16773208
' CISPLATIN NW_000027 ATP binding casselte, subfamily B (MORIAR;, | ABCBT | 15650070, 15756446, 15802814, | resistance
mamber 1 158902722,
15990222, 15650019,15239124
CISPLATIN N 00DAG80.NM_019862;NM 01988 | ATP-binding casselie, sublamiy C (CFTRIMRP), ABCCH | 15440748, 15756446, 15802814, | resistance
Bivii_099G89NM 018500 fmemmber 1 o 18595918
CISPLATIN Nid_000292 ATP-binding cassstie, sub-family C (CFTRIMRF), ABCCZ | 15686364 8797578, 15756448, reslstance
member 2 1EUB5817, 18605918
CISPLATIN MM_D0 023587 NM_005688 ATP-binding cassetie, sub-family C (CFTR/IMRP), ABCCE | 15882455 resistance
member b
CISPLATIN NM_D0T0TA43TNM_001074432.N0 | v-akt musine thymoma viral encogerie homolog | AKTI | 15981204, 18071906 resisiance
' 305183
CISPLATIN P NBL_D016E0 ~aild muring thymoma viral encogene homelog 2 AKTZ 118071905 resislance
CISPLATIN NIM_ODB465:MM 181690 V- aH muring thymoma viral oncogene homolog 3 AKTI 118071808 rasisiance
{protein kinase B, gamma)
CISPLATIM N&L GD047YT afbumin ALB 16773208 drug carier
CISPLATIN HM_0G1841NM_080045; NIM_08064 | APEX nuclease (muififunctional DNA repalr enzyme) 1 | AREXT | 16373707 resistance
g
CISPLATIN Nid_GO1699:MNI_ 021813 AxL receplor tyrosing kinase AL 116067661 Iesistanca
CISPLATIN Wi 004324 Hid_138767:NM_13876 | BCL2-asscclaled X profein BAX 14512787 14801052, 16009487 | death pethway
3NM_138764NM, 138785
CISPLATIN N&_COD833:NM UUG it B-cell CLLAymphoms 2 BCLZ 14512787, 15917658, resistancs
18881204, 14601052, 18008487,
T7AQ4018
CISPLATIN NA_O07T19T;NM 138578 BCL2-ke 1 BCL2L1 1 16077656, 15081204,14501052, | resislarce
L Dwsomeer
CISPLATIN NV_00T040658:0M_133639 BUL2-fike 12 (profing rich) BOL2L1 [ 17404015 sansitivity
Z
CISPLATH NM_001166 | baculoviral 1AP repeal-containing 2 BiRC2 | 14601052, resistance
- 14854015 13142363 10815900
_US?MTI Ni_Q0 1185 NM_182862 baculoviral IAP repeat-contalr 1mg3 BIRC3 | 146854915, 16391810 resfstance
CISPLATIN N& 001012270 NM_DDI0M227 1NM | baculovirat 1AP repeat-containing 5 BIRCS 114604002, 15917650, 16382882, resistance

59



deflciency, complementation group 1 {includss
overlapping anfisense seguence)

CISPLATIN NIM_032082 NM_032083 caspase 2, apopiosis relaied oysleine peplidass CASPZ 114757848 death pathway
CISPLATIN Ni_004345,NM_032681 caspase 3, apoplosisrelated cysteine peplidase CASPS | 16009487 158063138 14512747, death pathway
: 18071806
CISPLATIN N 000G 2NN, 0010801258 | caspase 8, apoplosisTaiaied cysisine pepiease CAZP3 | 16000487, 18071006 1 death pattway
_G01228:NA_033355;NM_033358;N
M 033358 B
CISPLATIN Ni_D0T228:NiM_0229 caspase 9, apoplosis-reialed cysieing peplid CASPY | 18008487, 17404015 dealh paihway
CISPLATIN N#4_001752 calalase CAT 784530, 15530865 allared by
plalin
CISPLATIN Ni_000388;NM_078457 cyelin-dependent Knass inhibilor 1A (p21, Cipt) COKNT { 11088651, 12807743, 14601052 resistancs
A
CISPLATIN N 001127 185:NM 001127 184,NM | CASPE and FADD-like aponlosis regulaior T CFLAR | 14501052 resistance
003878
CISPLATIN Nl 020313 eylokine induced apoplos’s inhibilor CIAPIN [ 18339625
1
CISPLATIN NI_D0183%NM_203338 ciusierin CLU 159551067 registance
CISPLATIN M _D00a 14 ciliary neuroliophic factor CNTE | 1680887
 GISPLATIN N 001070845 i _C04380 CRER binding prolain - CRERB | 17458666
P
EISELATIN NI D16647 | eytochiome ¢, somatc CYCS 16009487 death palfway
CISPLATIN NM_017460 c‘yidc‘m}r“ P450, family 3, subfamily A, poiypepiide 4 [ CYP3A | 15650019 urvelated
4
CISPLAT MK 079887138929 diablo homolog {Drosophila) DIABLD | 16357810 death pattivay
CisF Lzﬂw\i Nk _000110 dihydropynmiding dehydroger DEYD [ 15737843 rasistance
CISPLATIN Nii_DO10ES endolligin? EDNZ | 1BE0EET2
CISPLATIN MM _GORZ28NM_201282:NM 20128 epidﬁr nat growih facior receptor (erythroblasiic EGFR [ 15723263, 16737843, 18337622 | resislance
o G:NM 201284 sukemia viral (v-erb-b) oncogens homolog, avian) ‘
CISPLATIM i Hi_001426. E1A binding protein 5306 EPSd | 1740h068
CISPLATIN NM_03 1005862:NN_004448 v-eth-oZ eryiroblastic lsukemiz viral oncogene ERBR2 115737843, 18337827 resistance
homalog 2, newo/glichlastioma dedved oncogsne
hemoiog [avien) 4
CISPLATIN M 202001 exclslon repalr cross-complemanting rodent repair FRCCT 37843 resistance




CISPLATIN Ml CO0400;Nid_001130867 &xcision repalr cross-complementing rodent repeir ERCC2 | 15882455 rasistance
) deficisney, comslemanialion group 2
CISPLATIN NiA_001079870NM_001985 als variani 4 ETV 16051661 TGSTS“P"*
CISPLATIN 0038724 | Fas (TNFREFE)-associaled via death dor vai“: FADD 118005487 death pathway
CISPLATIN MM 00135 Fancon @ nemis, complema niation group C FANCC | 15243825
CISPLATIN INM 004828 Fanconi ansfia, compiemeniation group G FANCG | 18061661, 16: resistance
GISBLATING NIM_000043;M_152671,NM_15287 1 Fas [TNF receptor superfamily, membs s 8} FAS 16000487, 1730 death pathway
T ABISTI A ARTEIA N _A5E8
' 167878,
CISFLATIN (6. ag ligand {TNF supsifanily, member §) FASLG | 18008487 death pathway
CISPLATIN fibrobast growth factor 7 {ker. a*mccy‘v growih factory  1FGFT 18708385
CISPLATIN fibroblast growth facior receplor 3 FGFR3 112066199 )
CISPLATIN "JM 3604\,\, FOS-ike anfigen 1 FOSLY | 10756446, 16061681 sensitivity
CISPLATIM NM_0G1524 growth arrast and DNA-damage-inducitle, aloha GADLM4 18003803
54,
CISPLATIN NM_00d864 growih differentiaton facior 15 GOF15 | 16895872
CISPLATIN NIV D056 1 NI 146421 giutathiona S transferase mi 4 i GCSTMT | 12851838 potymorphisins
CISPLATIN NI_000849 el guialhione Sransierase mu 3 {hrain) Tesva -%aamfﬁﬁ polymorphisms
CISPLATIN N&_050852 glutathione S-fransferase pi 4 GSTPT | 1467BUES, 15258 resistancs
1”73?8;&; 27478
CISPLATIM NI 000853 I glutaibione S-fransizrass heta 1 GSTT1 112851835 petymorphisms
CISPLATIN Ni_000858; 001158290 ,NM_00 guanylasle Knase 1 GUKT | 18808872
1158391
CISPLATIN NM_001530:NM_181054 hypexia inducible facior 1, alpha sublit (pasic helie- | HIFTA | 18532342, 17488665 resistance
loop-helix franscription facler) e
CISPLATIN NI_001540 heal shock 27ikDa profein | HSPET 1 TH0BE045
CISPLATIN Ni_0C2157 hieal shock {0kDa profeln 1 (chaperonin 10) HEPET 116384182 resigfance
quPLAHN NM_013247,NM_145074 RiA serine paptidase 2 .HTE;“;AE 15863138 death pathway
CISPLATIN NM_003841 inferferon induced Fansmembrana protein 1 (9-27) (FITM1 | 16858872 sensilivity
CISFLATIN NA_000588;NM_001013398 | insulin-iike e il ht:tor binding protef 3 IGFERS | 16061851 sensiivity
CISPLATIN NA_D00418,N interlsukin 4 seceplor ILAR | 14578088
. NW_002207 intsgrin, slvha 9 ITGAS | 12086199
CISPLA NM_000213;NK_001005519:NM _00 integrin, betz 4 [TGB4 | 120661089 altered by
11605731 , platin
CISPLATIN NH_002228 U oncogene JUN 116808872 {aiered by
p{(:
CISPLATIN N_002275 keratin 19 B KRT19 | 16061861 sensiivity




CISPLATIN NI 002272 keralin 4 N 74 116081881 sensifivity
CISPLATIN Nid (24552 e LAGT homalog, ceramida synihase 4 LASE4 |15786440 unrelaiad
CISPLATIN NiA_004526 minichromosome maintsnance comolex componeni 2 | MCMZ | 18081551 resislance
CISPLATIN NM_ood7T4 mediator complex subunit 1 L LMED1 5850019 i sensifvity
CISPLATIN MNiM_002412 O-6-melhylguanine-DHA methyiranslerass MGMT [ 15015788,2766450, 75690 19, resistance
?5889?’16 16043385, 15039652, :
16043385
CISPLATIN NW_052425 malix melallopeplidass 10 (stromelysin 2) BMPI0 12065188 alferad by
piatin
CISPLATIN MM 002428 maliix metallopeplidase 15 (membrans-inserted) MMPIG | 12066199 affered by
Haiin
CISPLATIN MM OUDBAT MM 022564 malix melallopeplidase 16 {membrane-inseried) MMETS | 12066188 aftered by
_ ) platin
CISPLATIN Wi D15084 mifochondrial nbosomal protein 327 MRFSZ | 15756446 sensiiivity
T
CISPLATIN NR_005848 meltallothionein 1A MTIA | 12680227 resialance
CISPLATIN Nid 005953 o melallothionain 24 MT2A 112680227, 18364183 resistance
CISPLATIN NM._ 005054 metallsthionsin 3 MT3 16067661, 16698872 resistance
CISPLATIN NI 005T15,NM 017458 Ieor vault protein MYP | 15802814 __lrssistance
CISPLATIN NIM_0D4536; §\ vi_D22692 NER family, apoplosis inhibitory prolein NAIP 111911675, 11011976, 12654615
CISPLATIN MR 565534 NM_161068 nuciear receptor coaclivalor 3 NCOA3 ?5’5500“ ~
CISPLATIN i 6“4:3’“? Notch homolog 4 (Drosophila) NOTCH | 1888887
' 4
CISELATIN NM_ gaaasg,w (22002:N1 63307 | nuclear recepior subiamily 1, group |, memoer 2 NRTZ | 1REEG01D resistance
CISPLATIN N 002828 aih endenuclease Hl-like 1 (&, coll NTHL1 | 168983872 resislance
CISPLATIN i 001818 noty (ADP-rboss) polymerase 1 PARPY | 18009487,18 altered by
platin
CISFLATI N 002502H1 152648 orctiferating cell nuclear antigan PCNA | 11009681
CISPLATI ?\ NM 005313 ;Wf{}iem disufide fsomerase family A, member 3 PDIAT | i576B448
CISPLAT WN_002624:NiM_T4588 prefoldin sybunit 5 BFDNG | 16898872
GESPL*\E[I N 000281 phosphoglycerate kinags 1 PGKT | 157558448 sensitivity
CISPLATIN MM G217 ) phorbol-12-myristate-13-acetate-induced prolein 1 PIAIPT | 17216684
CISPLATIN NA_COTDBIBA0NM 006804 protein kinase, DNA-acliveted, calalytic polypeptide PREKDC | 18546281
CISPLATIN NE_G00341 N _D0T080121;NM_00 | prico prolein PRMP | 15386405

1080122 NM_0010807 SN\}I_,?SBG?
g

be!
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CISPLATIN NRM_000d14 shosphatase and lerisin homoleg TEN 111707948 sensifivity
CISPLATIN NI 000963 prostaglandin-endoneroxide synfhase 2 (prostagiandin 1 PTGE2 (15517678, 18695518 resistance
| GiH synihase and oycicoxygenase) |
CISPLATIN A 005607 NM_ 153831 PTEZ prolein fyrosine kinage 2 PTK2 116391810 resisiance
CISPLATIN z\' vLOOﬁTQS rald binding protein 1 HalBR resistance

1
CISPLATIN NIM_000321 retinchlastoma 1 RBI 14704340 B
CISPLATIN NR_QOT145128 N0 021878 v-ref reficulosndathaliosis viral oncogene homolog A ELA 110003803
{zvian;
CISPLATIN N DD1042678: N0 001042579, | ras homolog gone Tarily, member C RHCC | 16088572
175744
CISPLATIN NM_015414:NM_ 032543 ribosomal protein L38 RPL3IG | 16304183 resislance
CISPLATIN NI 001009 rivosomal proiein S5 (IRPSS | eRuRer2
CISPLATIN NiE 001031B80,NM 004380 runl-refaled ransoiplion factor 3 BUNXI | 15750676
CISPLATIN MM_D06142 shatiin SFN 15999354
CISPLATIN NE_ODA0TS1T4NM, 0019?3?75'2‘&’1 solte carmier family 29 nuclecside ransporters), SLC29 | 18728667 drug import
DOT78176;NM_CO1078177:NM_00 + member 4 At
4955
CisPl F\J‘N N 001859 sofule carvier family 37 (conper fransporiers), member 1 5L031 | 15885617
1 Al
 CISPLATIN MM 00374E supprassor of oytokine signaling 1 SOCST | 17374387 unrelated
CISPLATIN KAL_021102 sarine peptidase inhibitos, Kunitz ype, 2 SPINT? | 15756446
CISPLATH Wi 108253 MM _198250 telomarase reverss franscriptass TERT | 18021753
CISPLATIN NI_001083 ransfamn TF 16773208
CISPLATIN NEI_G03R08 N 172067 NM_17208 | umar necrais factor (inand) superfamily, member 12 L TNFSE (18423122
8 13
CISPLATIN NUI_GO0R46;NM_00T126T1ZINM_00 | wumar prolein pha TPE3 | 12807743, 14562046, 15578698, | sensitivily
T1Z6113NM_D01 128144 NN 0012 18000222 12082016, 17555331, :
G115;NM_001126116,NM_ 00112611 15080222, 16020067, 15800354,
7 §(77983, 18211088, *47415384,
174986066, 17556331
CISPLATIN NI 001128240:NM 00112624 %NM | wmor protein p73 P73 14G7R968, 17076661 sensifivily
"{34 26242 MM_ 005437 e |
CISPLATIN NB_00G365,NM_001159287 {dosephosphate | isomerase 1 TPl 16305518
CISPLATIN ’\Jw (14264 o transiocalion assodiated membrane profein 1 TRAMT | 16061861 sensilivity
CISPLATIN NW_(16092 - TNF receplor-associaied protein 1 TRAP? 16\,0““ 61 . lmesistance
i CISPLATIN NM_036069 j fubiding alpha 1a TUaAl 558872 resisianoee

69



A

CISPLATIN thioradoxin TXH 110754530 resistance
CISPLATIN thymidylale synihslase TYMS | i04ARZO0T 1TSS resistance
CISPLATIN 366 N 031025387 NM | vascular shdotheial growth factor & VEGFA | 17456665
MM O0TOZ5355,NM _ G
B‘G,t A 033766, NM_003
| CISPLATIN Felirked inbibiior of apopioss YRR TA9877975,16142363 18853930, 14 | resistance
654915, 15981204, 14601082,
16391810, 15381810,15863138,
18071808
CISPLATIN A 000380 xerorerma plomenicsum, complemeniaticn group A APA | 1586245 ;
CISPLATIN Uuﬁéq7 X-tay rapait complemaniing defeslive repslr in Chinesa { XRCCT 1 158824585
_— ) hamster cells 1
HSPLATIN MA_021141 K-igy repalr complermenting defective repair in Chinese | XIRDCS | 12384553, 18546291
5 ftamster celis § (double-sirand-braak rejoining) N
CISPLATIN WNhL_D01468 Xeray repair complameniing defective renair in Chinesa | XRCCE | 18546281 poly momﬁ
hamster cells §
CISPLAT MR _004928 Zing finger protein 36, T3 lype-like 1 ZFP36L | 15BB0558 aliered by
1 plaiin
OXALIPLATIN NM_0G7T81443%;NR_0070T4432 NET | v-akt murine thymoma viral oncogene homolog 1 AKTT 18750756, 18147571
(05183
OXALPLATIN 00063 NM 00657 Becall CLlymphoms 2 BCLZ 11602454 rasistance
OXALIPLATIN NWOOTIO1:NM 138578 ECL2-ke 1 BCL2L1 | 18024531 resislancs
OXALIPLATIN NM_O0101227T0,NM_ 00101227 1NN | bacutoviral IAR repeatoontaining B BIRCHE 116004971, 160040971,16024531, sltered by
00168 191475%1 oxakiplaiin
OXALIPLATIN NAd_O01237 cyclin A2 CONAZ | 15204827 aftered by
N oxaplain
OXALIPLATIN Ni_031968 cyclin B1 CCNBY | 15204521 alfered by
' R - oxaliplalin
OXALPLATIN Ni_0E2056 cycin D CONDT [ 18747671 v
OXALIPLATIN NM_001238NM_057182 cyelin E1 CONET | 15204521 altored by |
R L o oxaipiatin
g}:@ii%’f_é\ﬂ\ N 001785 cyiidine daaminass CDA& 18728667 .
OXALIPLATIN NM_001120820; MM _00T706;NM 02 | cel dvision ol 2, GlioSand G2 o M COC2 | 15204521, 16024531 allered by
13379 oxaliplatin
COXALIPLATIN. | NM_OGT788,NM_062827 cydlin-dspendent kinase 2 T COKZz ™ [7B204823 aitered by
i onalplatn

0L



OXALIPLATIN NM_004064 eyelin-dependsnt kinase inhibitor 18 {p27, Kipt) COKNT 15204521 altered by
. B cxaliplistin
OXALIPLATIN N_001026248;NM_001025249:NM | deoxyuridine Fiphosphatase DUt 19015155
001948
OXALIFLATIN NM_GOB228:NM 207282.MM_20128 | epidermal arowth factor recenior ervihrobiastc EGFR | 16088254 polymorphism
3NA 201284 leukernia viral (v-erb-h} oncogane Fomolog, avian) )
CRALIPLATIN NI 00198%NM, 202001 excision tepalr cross-complemeanting rodent ragair ERCCT | 15655843, 17401013, resistance
deficiency, cornplemeantalion group 1 fnchudes 18448328,15213713
. aveilapping enfisense sequence)
OXALIPLATIN NAM_DO0400NM CSMSu&)T excision repalr cross-complementing rodent repalr ERCC2 | 15213713, 15655043, 17401013
deficlency, complementation group 2
OXALIPLATIN NM_OG1I60030NM_O0T16003T:NM | fms-related fyrosine kinase 1 {vascular endothelial FLYT | 18790788
QQ?O 9 growih fastorfvascutar permesbilfity aclor receplor)
OXALIPLATIN - B E FRAPT | 18147571
OXALIPLATIN NM 000852 glutaihione Sransferese ol | GSTP1 | 15213713, 156555 01013 | resislance
OXALIPLATIN NIM_005524 hairy and ehnancer of spit 1, (Prosophila) HEST | 18147511
OXALIPLATIN NI 000634 iratcr sukin 8 recaptor, 3 p!jJ LBRA 15088254
CHALIPLATIN N 002745 NM 138057 mitogen-aclivated protein kingse 1 PAAPKT | 18790788
OXALIPLATIN NM_001040056 MM _001100881,NM | mitogen-acfivated protein kinase 3 MAPIS | 18790780
002748
OXALIPLATIN N#_002487 v-mye myelocytomatosis viral ancogene homaleg MYC 15204521 gensifivity
{evdlan)
OXALIPLATIN N Di5331 N nicasirn NCSTHN | 18147571
OXALIPLATIN NiG_017617 Nolch ha”mm 1, rensiocalion-gasaciaiad NOTCH 119147671
(Drosophilal 1
OXALIPLATIN Ni_001024625:NM_G01024520,NM 1 neuropllin 1 NRP1 118750748
_oosers |
OXALIPLATIN NM_002632 | placenial growdh factor PGF 118790765
OXALIPLATIN WM_OO002TNNM_007318 presenili 1 PEEMNT { 19147571
OXALIPLATIN NM_ 000321 “etinablasiona RE1 15204521 altered by
- oxaliplatin
OXALIPLATIN NI _C05580 S900 calcium binding protein S160P 118836193
COALIPLATIN | NML_O03108, Nivi_138473 Sp1 transerintion factor R 19015155
OXALIPLATIN RiR_D0BA1T NM 188251 v-sto sarcoma (Schmidt-Ruppin A-2) viral oncogene | SRC 18760786
homolog (avian)
OXALIPLATIN NM_002288 iopoissmefaéé {DRAY TOP1 18553181

¥4



OXALIPLATIN NK_00CD48, M 0011268112, NM_00 1 iumor protein pb3 TPE3 190158165
' 128113 MNM, PSHKG\MJ’%_DM 12
611‘3 NBE QOT126718 NM_001126H1
OXALPLATIN NREDOTT3755:NM_001113756:NM | thymidine phosphorviase TYMP 118728667
MOOT)G?;
OXALIPLATIN NM_DG1071 hyraidviale svnihelase TYMS 116213713, 18448328, 18074750 | resislance
OXALIPLATIN ,#;\, Q01025388 N 0610252 STRM | vascular endothalial grovdh facior A VEGFA | 18730786
COTO25368; Naw- D01020358,NM 00
GZE3TINM_G01033TE6;MM_00337
6
OXALIPLATIN NI 005126 vascular endoinelial growth facior C VEGFC | 16750756
BUSULFAN Wi 145740 glutathlons S-ransferase alohs 1 GETAT | 10437688, 10570028,6885613, drug
12420883, 16775664 metabofism
BUSULTAN NAM_DCOOGTNM 248421 glutathions S-lransferase mu 1 GSTMT | 15142875, 8886613 urrelated
BUSULFAN NBA_D0O8E2 g[w Fione S-ransferase pi | GSTP1 | 15779864, 8885613 dUnrelated
BUSULFAN MM 002412 S-methviguanine- _DRA methyliransferase MGMT | 18039842 unretated
BUSULFAN NM__OGZAH_?;W microsomal glutathione S-rensferase 2 MGST2 | 15776884 resistance
BROCARBAZINE § NM D024 12 O-5-metylguanine-DNA melhyllransferase MGMT 116033832
PACARBAZINE NI G01647:NM_080645:NM_08064 | APEX nuclease {mulifunclioral DNA repalr enzymey T | APEXT | 16373707 resistance
3
DACARBAZING NR_0010T2270:NM_ G101 227 UNM 1 baculovival 1A repeat-containing § BIRCH 118577328
(01168
DACARBAZINE NM_D04346:Ni_032681 CEEDASS 3, apoplosis-related cysieine peplidase CASPS 17410815 death pathway
DACARBAZINE N 001080124 M "G] D 5,‘&“ caspase 8, apoplosis-related cysteine paplidass CASPE 174108158
O01228:NM_033355,MM_03 56
1_033358
DACARBAZINE waamm T CD ¥ molecdle £Das 11563285 14565756, 16078447 | urrelated
DACARBAZINE — TAML OG1781 COBS moks CDBY | 14863796, 17973783 wnrelaied
DACARBAZINE \M 04»@ eylochrome PAST, | famnily 1, subfamily A, polypeplide 1 | CYP1A | 11751525 drug activation
4
H
DACARBAZINE 1_0007 cyiochrome PAZ0, family 1, subfemily A, polypeptide 2 CYPIA | 11751526 drug activation
£
DACARBAZINE NM_000768 e(y!?immzen“ EPG 15743794 resislance
DACARBAZINE NM 024013 interleron, alpha | iIFNAT | 11583285, 16078447 Per?;}y
DACARBAZINE NM_000605 interferan, alphe 2 IFNAZ | 14689796, 17073762 erapy
DACARBAZINE MNi_000584 intarleukin 8 H.8 12839465,15123733, Lered by




I

15026659,15123733,1203848

15026550, 12030465,

&N

R

DACARBAZINE  THM p02i88 inferferon requiatory factor | RFT H7oraTel urralaied
DACARBAZINE Ni_005921 mitogen-aclivaied prolein kihase Knase kinass 1 WAFIK | 15123733
1
DACARBAZINE NR_00Z745 N 138657 mitogen-activated piotein kirese T MAPRT 115123733
DACARBAZINE M 0010400 6 ui\f 00110085 TNM | miogen-activeted protein kinase 3 MAPKS | 15123733
_002746
DACARBAZINE N G21980NM 182763 myslold ceil levkemla sequens \8%2‘ ralatad) MCLT 12787138
DACARBAZINE MM 002412 O-G-methylguaning-DNA “ﬂfe\l ansierasa (m, [ i0751609,12170182 15870882, rasistance
14552026
DACAREAZINE | N_002568 polymerass (DNA direcied), alpha 2 (70KD subuni) | POLAZ )
DACARBAZINE FM_008516 sclitte carrier family 2 {faclilated glucose tran spa:er‘ SLC2A | 17520257 resistance
mamber 1 i
DACARBAZINE MI_003610 tumor necrosis facior figend) superfamily, member 10 { TNESF [ 17410815 therapy
10
DACARBAZINE | NM_007025366;NM 001028367 N | vasaular endothelisl growth factor A TTUVEGRA | 12039465,15123733 15026550,1283045
001025388;Ni_001025368,NM_00 15026556, 12830405,15123733,
25370 MM _L01033750;NM_00337 1502@9@9551 3733,12039465
&
TEMOZOLOMIDE | NM_000028 apglofensincgen {serpin peplidase inhibilor, clade A, | AGT 1034080 rasistanca
i member §)
TEMOZOLOMIDE |- AKT resislance
TEMOZOLOMIDE | NM_004052 o Bbszad'enov‘ms E15 18kDa inferacling protein 3 BNIPZ |- resistance
TEMOZOLOMIDE hi_001120889; “Ew (ED 427 dopachrome taufomerase (dopachoms defia- DeT 16897811
I isomerase, rosing re.awd piotsin 2)
TEMOZOLOMIDE Horoblast growth factor 2 (basic) FEE2 G- resistance
TEMOZCLOMIDE R 15336:NM_00114533700 | Mdm2 p52 hinding profein homoiog (mouss)] MOMZ |- sensilivity
. Uﬂfﬁ% 19,001 145340,M_DD
NM_006878:NK_ 006879, NM_G
O"f?"”ﬁ,N 006882
TEMOZOLOMIDE | NM_{02412 O-B-methiylguanine-DNA methyiransferase MGMT 15318033, 1 so 86 188, resisiance
15766010, 15814557,15833855.16
_ 039682, - v;@%&gs 103?%4
TEMOZOLOMIDE | NM_0C10150562: MM _0010150504NM | N-methylpurine-DNA giveosylass WPG | 15250078, 15260078 16024843 | sensitivily
\;uzdg“r
TEMOZOLOMIDE | NW_020628 hudlear lacior of k polypeptide gene NFKEIA | 17636500
_ entancer i B¢ ] 3. ipha N

Tl



TEMOZOLOMIDE | NM_001618 poly (ADF-riboss) polvmerase 1 PARPT 115867241 resisiance
TEMOZOLOMIDE M 021427 Fomoi 12-iyrislate-1 F-acetate-induced prolein 1 PUMAIPT 1 17216584  unrelated
TEMOZOGLOMIDE I NM 002690 polymerass (DNA dirested), bela TPOLE 116024843 resistance
TEMOZOLOMIDE | Nt 007188 potymerass (DNA ¢ dir rectediola POLY 16024043 unrelated
TEMOZOLOMIDE | NM_(13274 polymerase (DNA direcled), ambda POLL 18024843 uprelated
TEMOZOLOMIDE NE%LO()D%E prostaglandin-a; ndoperoxide synthase 2 (mrostagiandin | P1GS2 | 17638903
~ G/H synihase and c,ycl‘ooxygunase}
TEMOZOLOMIDE | NM 60 fi§?38;s"érv%_®2”§9?5 v-ral reficuloandolheliosls virel oncogens homoleg A [RELA | 17838800
' {avian '

TEMOZOLOWMIDE | Nb_CO0636;NM_001024465NM_50 supemﬂaéﬂﬁb—ﬁutabe 2, mitechondrial S0D7 117838000

1024466
TEMCZOLOMIDE [N 198253 NM_198285 lelomerags reverss ranscerinlase TERT | 18021753
TEMOZ0LOMIDE | MW 000504 fumor necrosis factor {TNF superfamily, member 2) TNF 17638900
TEMOZOLOMIDE | NM_0DD0S46,NM_001126112:NM_00 | tumnor prolein pd3 TP52 17216584 resistance

1126115, NM_ 001128 T14.NM_00112

C‘Ho NA_00T 128 11G;NM_00112671
TEMOZOLOMIDE ;\,m 607167 | X-inked inhvbifor of apoplosis XAF 117638500
THICTEPA MM, {}043.4? NM_03208 RCLD- assoclalad agamsﬁ of call death BAD 10822281
THIOTEPA \IE‘«LDO 168 BCL2-antagonistidier 1 BAKY 110822281
THIOTEPA NIA 004324;NM_ 138701 :Nm_13876 | BCL2-asscoated X prowen BAX | 10822281

NM_138764 NM_138755
THIOTERA Nl 000533, HM O',Oo*? B-cell O LJ!V*nJ]DﬂaZ ) BCL 0822281
THIOTEPA MAI_001151,NM_138578 BC ke BCL2LT ¢ 10822781
THIOTEPA Ni_G00757 fochrome 53450, Tamily 2, sublamily B, polypepide 6 | CYP2R | 15760884

: )

THICTEPA 145740 gluiaihione S-ransferase alphs 1 GSTAT 17712478 | polymerphism
THIOTEPA N (00846 glutathions S-ransferass aipha 2 CSTA2 | 7712478 polymorhism
THIOTEPA NM_0O00561TNM_146421 gliathione S-ransferase mu GSTM1T 17712478 polfyrnorphism
THIGTEPA T‘.T‘JLOJG852 glutathione S-transferase pi | GETRY 110334888, 7712478 polymorghism
THIOTEPA N (02412 O-G-methylguanine-DNA methyliransferase MOMT 16038682 urralaled
THIGTERA Nii_002542, 1 _D16819,NM_01802 | Boxoguaning LNA giycosylase OGET 1 11431349,11

0NM_015821;NM_D16826;N 1 58

27NN 016828 MM_016829
ECTEINASCIDIN  { Nt 001237 cyclin AZ CONAZ
743
ECTEINASCIDIN | NM_031868 cycin B CCONBI

L



743

ECTEINASCIDIN | NM_004701 ayglin B2
743
ECTEINASCIDIN | NM_005225 E2F transcription facior 1
743
DOCETAREL NI 000927 ATP-binding cassstle, sub-family B [MDRTAR), rasisfance
‘‘‘‘‘ imermber 1
DOCETAXEL NM_004968;MM_019862;NM_01888 1 ATP-binding cassetts, sub-family G [CFTR/MRP), resistance
SNM 0 QSGQ NA_D G?@O nember |
DOCETAXEL N,VM{] 10352 ATP-binding casselte, sub-family C (CFTRIVRF), resisiance
marmber 2
DOCETAXEL NA_G00633,NM_0U0BET B-cell CLL/ymphema 7 resisiance
DOCETAXEL M _DOTIBT N T3BET BOLAket resistance
DOCETAXEL NIM_G010T2270:NM_001012271,80 | baculoviral 1AP repeat-contalning 5 rasistance
1. 001188
DOCETAXEL Mp 00121 budding uninhibiled by benzimidazoies 1 hemolog beta
‘ {veast] )
DOCETAXEL NV 004348, _032091 caspase 3, aponiosis-related cysioine peplidase dealh pathway
DOCETAREL NM 031960 cyclin B
DOCETAXEL NiE 001127183 NM_O0T127184 WM | CASPS and FADD-ike apopiosis regulsior unrelated
_possTe —
DOCETAXEL Mi_000103,NM 031228 oytochroms P40, an“iy 19, subfamify A, polypeptide
i
DOUETAXEL NM_DBOT04 eyiochrome PAEG, family 1, subfamily B, polypeplide 1 drug
uuuuuu ) | metabolism
DOCETAXEL N&d_ 017460 cytochrome P430, family 3, sublamily A, polyneplids 4 diug
maelabolism
DOCETAKEL NI ?*DDD?CZ i’\ms 064448 v-gri-h2 eryfhroblastio levkemia viral oncogene velaiad
homadog 2, nero/gliobiastoma derlved oncogens
L homolog{avlan)
BOCETAXEL NI_000852 giviathione S-ransferase o 1 resistance
BOCETAXEL NME_O01B30;NM 181054 bynoxia inducible acior 1, alpha subunit {basic hefix- aitered by
N foop-hielix franseription factor) dacataxel
DOCETAXEL NI 001130442,NM_D08343NM 17 | v-Haras Harvey el sercoma viral oncogens homoloc resisiance
6795
BOCETAXEL NFE 000600 interleukin § {interisron, beta 2} altered by

docaiaxs!

NI 002358

MADZ mitolic arrest deficient-ike 1 (yeas!)




""g Rk |
DOCETAREL 1062745 138587 miogen-s00vatsd oo Kinass | FESRE rasistance
DOCETAXEL NA_OG1040056;MNM_001T109881NM | mitogen-activaled prolein Kinase 3 MAPKS resistance
v w—f*}f}.{zgf‘ - e e et 3 174" Y304 A 5 1 e B A
DOCETAXEL | NM_001145338,N0_001145337 MM | Mdm2 pB3 Binding protein homolog (mouss) rDW2 | 16080790
00148330 MM 001148340, NM_G0
2392' I _DOBRTE;NV_(08873NM_0
| DEO1NM |
DOCETAXEL NE_ Prader-Wili/Angelnan reglon- | PART 118052512
MR
9N
| DOCETAXEL S poly (ADP-riboge) polymerass 1 FARPT [ {RET0518 aifered by
o docelaxel
NI 000926 pogesterona fecepior PCR
000G ome) oxidoreductase POR_ ied
M 000063 ” prostaglandin-endoperovide synthase 2 (rogaglandin 1 PTGSZ | 15823280 ' resistance
o 5 synihase and oyclooxygenase)
L 96288_5 wa:-“l ruring leukemia viral encogene hemolog 1 RAFT 115870518 _ unvelated
063321 relinphiasioma | RE1 15287408
) NA_005963, M 032657 N vpj 1ase kinase-associated protein 2 (pd5) SKPZ 118844120 unrelaied
DO(,E=f5§XE‘ Niv_000594 fimor necrosls factor (TNF suparfarily, member 2) THE 15623590
DOCETAXEL PN 00384204 4 147187 { rm. Recioss factor receptar stparfamily, mernber B 17672852
DOCETAXEL 11 fumor profein p53 ?5297%0 T5Jrué*8, 18570518,19 8{)190
{ ”ﬂ 3 18080150, 17365802
BN
DOCETAXEL i, bel TUBB | 1530142, 18080180 iy g alresisian
DOCETAXEL WA 030773 thlin, bata 1 targetasistan
s R Ce
| DOCETAXEL NI GOTO7 - thymidylaite sv:“f?‘eia_s& S
DOCETAXEL w i 001025356:N 025367;NW { vascular endotelial aclor & allerad by
WLZJS;%E ’\H docetaxel
1U?53:Gi
DOCETAXEL NALOOM1ET | Xddinked inhibitor of apopiosis TTXAP Thnioged:




| PACLITAXEL | Hiv 00092 ATP-binding cassetle, sub-family B (MOR/TAR, ABCBY | 10817 8500 resisiance
; | member 1 +5601749, 3%3022 15252144,
‘ ’ 15990222, 15650019, 18022897,

) 19450978

I PACLITAXEL ATP-binding casselle, sub-amiy C (CFTRAVRF}, ABCCT | 16548710 resistance

namber 1 _

PACLITAXEL ATP-binding cassette, sub-family C (CFTR/MRP), ABCOCE | 15545428, 15840751 resisiance

nember 2 o o
| PACIITAYEL N OOT 130848 M apu;)z_oafs‘éﬁ}fuc%ng factor, mitocnondiion-assoaated, 1 | APM1 | 16168113 death pathway
_004208;540 2N 14581 i ‘
PROLITAEL [ NM 0135V 205855 | sidockelo reductase Tamily 1, membsr CZ (dihydrodiol [ AKRIC | 16322897 unrelatad
dehydrogenase 2; bile acid binding prolein; 3-alpha 2
hydroxystarcid debydrogenase, type !E}
| PACLITAXEL N 001014437 M 0010714452 N | v-ald muring Trymoma viral oncagene hamolog 1 JARTT | 16211241, 18782606, 18071906 | resistance
05183 - i
PACUITAXEL NM D626 - v-akt murine biimoma virel oncagene homolog 2 AKTZ 118071008 | yesistance
PACUTAXEL | NM_D0B4BANM_187650 v-ghl muring thymoma viral oncogeng h wéog3 A3 18071808 tesistance
{proteln ki ‘a:,ed gamma)
PACLTAKEL NI_001 144 auiocing mollily jeclor reospior AMFR | 16596004
PACLITAXEL NI 0071130 NA 013220 NM 16186 | apoblotic pepldase acivaing factor 1 APAFT | 14748477 deat pathvay
1 NM_ 18 1808:NM_181609 i e

EACUTAKEL WIZ 004312 atestin 3, refinal (X-areslin) ARRY 198222097
PACLITAXEL NI (18136 asp (abnomal spindie }1"0"1"00 microcephaly ASPM [ 17374387

associated {Drosophila)

PACLITAXEL aurora kihase A AURKA 117374387 rasistanice
AT AYEL R BCLI-2ssociaied agonist of eel) death SAD 11082228% 18413505 deaih paltway
PACLITAREL 4 01T BCL2-antagoris kiler | TTRAKT 082298 _

PACLITAXEL 4N {13878 | BUIZ-agsociat &d X piclain BAX T0Ra087, 16091288, 167168113 | death pathway

133 BN
PACLITAXEL NI 03307 Bardel-Biedl syndrome 4 3864 | 16800004
FPACLITAXEL M DOOB33NM_O0 Becafl CLLymphoma 2 BCLS 108222871 12088014, 16168113, | resistance
5 1116242823, 16275990, 16322897
PACLITAXEL NAE_DO1181,NI_138578 RCL2-ike 1 BCLZLY | 10822281, 14745477, 16061289, | resistance
16243823,
16275990,11468182, 16080463 .
PACLITAXEL MM 0037806 - beclin 1, aliophagy relafed } [ BECMT | 180895004




PACLITAXEL Pr epeat-containig 2 18243873

PACLITAXEL repesl-conaining 3 18243873 ] resistance

PACLITAXFL repsal-coriaining & 1070708, 84T0024, ) resistance
16211241, 16373717

P}\CUTA)* =L
DP&( L 7 z!\ =l ,
| PACLITAXEL og bela resistance
FACLITAXEL CTORF | 16558264

23
PACLITAXEL Nid 00121 carbonic anby Cﬁ@ uryelaled
PACLITANEL NM_001333852, N G caftilonin-relaled poivpentide alpha CALGA

Do

PACLITAXEL NM 004345144 T cespase 3, apoplosisTelated cystelne peplidase CASP3 | 10622281,120860 4, 16051229, | death paiway
15168113, 16170024, 16413805,
- 18071
PACLITAKEL caspase 7, apoplosie-related cysieine peplidase CASPT 1 death pathvay

PACLITAXEL 25:NM | caspass 8, apopioslsrelated cysisine pepidase CABPE T 14740477 16051280, 16168113, | death pathway
3G 16071906

PACLITAXEL G, apopt iosis-refaled avstele peplidase CASPY | 14748477, 1 18170024 | death nathway

PACLITAXEL uafeolm , cavectas protein, 22k0Da CAV1 11832 ailered by

prch el

PAGLITAXE ayelin B ' CONBT | 16356837 sensitivity 7

LA resistance
unrafated

PACLITARE! D46 moleciie, complament reguiatory profein C46 | 1hazeas?

BACLTAREL NWLGCT
8793

PACLITAREL Nid_001785

L




PACLITAXEL § M _OU0365NM_078457 cyclin-dependent kinasa Inhibdor 1A {(p21, Clpt FCDKNT 118188113, 16413508 sensitivity 1
1 &
(PACLITAXEL | NM CTTIZFGENM CASPS and FACU-ike apopios’s reguialor T ITFLAR 18080483 [ resistance
! . GangU
PACLITAXEL Ni_001837 B
FPACLITAXEL ger | i}rcr’c. g i
PACLITAXEL ella 2 {neural '
FACLITAXEL -
PACLITAXEL _
PACLITAXEL cimﬂokinc ;L.»‘( -C molif ~ICXCRs |
EACUTAXEL ) cherneking (C-X-C motif) recepior 7 T CXCRY
PACLITAXEL NM fﬁ‘itﬁQq. cytochrome ¢, som oYes
PACLITAXEL Mid 000103 3'}226 oyt fochrome PALG, fumlx 18, sublamily &, pofvpe ;ﬁide CYPig
i Al
PACLITAXEL NI UGJ?'C“?‘ cylochrome P45C, family 2, sublamily B, polypeplide § 1 CYP2B
6
PACLITAXEL INW_oBoTTD cyicohrome P4R(, fagiy 2. subfamily G, polypeniide & | CYP2C ; drug
‘ g 1555321 malsholism
PACLITAXEL Nid_ 017480 bﬂoch rome FASG, famiy 3, subfarnily A, polypeptide 4 [ TYP3A | 120854308, 15650019, 15801748 | drug
4 ] . ““t«;br}gm
PACLITAXEL QIABLO | 14749477 sensiivily |
| PACUTAXEL efage DPYD (185045636, 16830617
PACLITAXEL 7 _ E5ET | 16806004
PACUTAXEL N u"*228\ 20128 NM_20 spidermal growh facior recepior {ervihmblastc FORR | 15723283, 165211241, 16413508 | resistance
3 Nh '“( 28/1 ] lenies cogene Nomelog, avian)
PACLITAXEL i 005 | frabiasiic leukemia viral ancogene ERBBZ | 16886004 B
PACLITAXEL 00043 MM _ N4 { plor superfamily, member 6) FAS 18051280 gensifivity
._,Nl-‘es J?& r“! FINTYE_ 2
| PACLITAXEL Fas ligand (TNF superfamiy, member 6) FASLG | 16051285 sensivity |
| PACLITAXEL Nig 011 : ia*r.ﬂ‘:y dinhosphate synihese (famesyl FDPS 116322847
_L‘-}Qﬂm pyronh ﬂc“‘ffa‘e syntheiase,
dimaifs anslransizrase, geranyitranstransferase) !
BACLITAREL ferrfin, neawvy polypeptide © B FTHT 18320807 o ]
PACLITAXEL ) ferritin, light polypspiide o FTL [ 18322807 }

6L
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PACLITAXEL NI 002560 -1 Hurin {pedred basic apino acid cleaving enzyine) w_ﬁ(}%\x 16322807
FACLITAXEL NM_001126007,NM_G0T130008,N T FXYD domain containing ion Fansport reguiator 3 FYVD3 T 16302897
_Cf‘ i‘i}f\b 9 MM D01 123040, NM _00
6311 MM _D01I38012;MM_DOBGY
‘vmg
PAGLITAXEL d ; growth arvest and DNA-damage-inducibie, alpha GADD | 15322857
) 5A
FPACLITAXEL I NM_ guanidinoacetaie N-mefhyiransferase { 16696004
PACLITAXEL ' S0 NK_14 | GONF family receptor aipha | 16806004 o
PACLITAXEL [ NM 000BBLNM 146421 glutathions S-transferase mu i GETHT | 12851633 ~ iresislance
PACLITAXEL Niv%_@%%o“a | giigthione Siransierase mo & | GSTIVD | 16320897 | resisiance
PACLITAXEL I On0as2 ' alutathions S-ransferase pi 1 GETET | 15230142 resistance
PACLITAXEL Nzu? 000883 Ugfatathione S-ranslerase hala | GESTTY 112851838 resistance
PACLITAXEL WM Du?ﬁ{l ?1}@0}&3 inducible factor 1, alpha subunit (besic helix- | HIF{A | 17408060
loop-helix yansaripfionfectoy 4 4
PALLITAXEL NRh0G0201 interceiiular adhesion molecule 1 ICART | 10243823 altered by
. - | . e | pachiaxel
PACLIT, N 006332 i en‘erori gamma-inducihle prokein 30 P30 | 18322607
PACLITAXEL N 060875 insulin-ike growih factor 1 receplor TIGF1R | 15499378
FACLITAXEL Tk 2 insulin-like growt facter binding protein 4 KEFBP4 | 16896004
PACLITAXEL U213 inteqgrin, bata 5 ) TGB5 | 16322097
PACLITANEL B - JJDZ | 18896004
&
PACLITAXEL N ooezzs noncogens ‘ JUNT | 15065044 alterad by
. pachitaxel
SACUTAXEL N (20853 KIAATAET KIAATA | 16895004
. 67
PACLITAXEL NM_0O07054 KIT3A T 118808004
FACLITAXEL | NM_D02274 MM 153490 M_ﬂgka(dun i JRAT13 | 18322867
PACUTAYEL N ble3Re VADZ mitolio anest defidient-ike 1 {veast) ' MADZL | 18651355
1
PACLITAXEL 1 Ni_(027 ; riiogen-aciivaled protein kinase 1 VAPKT | 1B0R1288, 16211241 16413305 |
PACLITAXEL N GO1315:NR 1380120 mitogen-activaed protein Kiness 14 VAPKT 118051289 "1 death pathway
3; \mé 13801 4 R 4
PACLITAXEL NI 001040055, Ni_DO1100831:NM | mitegen-activaled proteln kinase 3 WAPK3 116051280, 16211241, 16413505

MT‘OZZT’JEE .




PACLITAXEL w'oeen~“f‘£‘ Jated protein Knass & MAPKS | 18051288 “Tdeath pathway
PACLITAXEL 3~ rmitpgan-aclivalad profeln kinase 8 MAEKS | 16051289 death pathway
PACLITAXEL K microlubula-assodiated proteln tau MAPT | 10B58064 rasislance
_@G'EQ?GNM 6 \AwarjloSSo,N :
M_016841 o
| PACLITAXEL M _021500,MM 182703 riyeloid cofl letkemia ouquer‘ce T{BCLEreleied MCLT | 1474347 Tesisiance
PACLITAXFL 001145336 N ui)*" 15337 NM | fidm2 o83 binding oroteln homolog (mouse) MDME 13130078 rasistance
UGT145339;NM_001145340; ?é?\,ﬂﬂ(}
QJQZJ\Z 1 C BETENM ”GE}EF D
R
PACLITAXEL NI OG{%/{ d madiglor comptex sublnil 1 15650018
PACLITAXEL NM_ 015335 m?dl?ioq complex subunit 13-fke 15896004
PACLITAXEL Ni_014781 rradernal smbrvords lsucing zinper kinase ELK | 15896004
{?f\uz\r 6 XEL Miv_ 024042 I mefaorin, gifal cell differentiation reguiator JETRN | 16096004 )
PACLITAXEL NI 004854 mabix melallopeplidase § (gelatingse B, 82kDa MMPS | 18243823
, galatinase, 32ua type IV collagenase)
PACLITAREL NN 175017 melaliolhionsin 12 MT1E | 1heZ2887 unfetated
PACL ‘!AJ\HL MA_005953 fnwlaé[mh!.unem MT2A 1 1R322897 unrelated
PACLITAXEL R 007467 VY myelocytomalosis viral oncogane homolag MYC 16243823, 1880 deaih pathway
(avian)
FACLITAXEL MA_Jo0s62 Neacsiyltrar 1 {ardlamine N-acelyllransferase) | HATT 110015560, 175 altered by
i packtaxel
PACLITAXEL ”\ﬂ (06534,NM_181858 nuclear recepicr coaclivator 3 NCOA3 § 156500179
PACLITAXEL i 003998 nuctear facior of kappa fight polypeptids gene NFKBT 18243823 attered by
enoetinBoallg1 i e paciiiaxe]
PACLITAXEL Ni_ 020529 L,uear{ur’mfo kappa ight polypepiide gens NFKBIA | 16243823 sensifivity
P snhancer in B-cells inhibitor, alphe
PACLITAXEL Ni_024522 N wKT ransporting ATPage In eracmﬂ 1 MIAINT | 16898004
PACLITAXEL Ni_O03BE0 NI 022002, MM 03301 | nuciear secepior subfamily 1, group {, member 2 WRY2 114877870, 1588 resistance
16850015, 120
PACLITAXEL PARP1 | 14749477 155 altered b}:’
15071005, 1558 pacliset
PACLITAXEL BOPKT 116782800 rasfstance
FACLITAXEL e ph’rﬂa% =“‘\’C’ in ;mm c" BiaPaz | 18az28e7
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PACUITAXEL | NK_000G41 1 PA50 (oyiochrome) oxidoreduciase FOR 115230142 urrelated
PAC LE”MEL KNI 603881 profein regulator of oylokinesis 1 PRCt | 17374387

4
PACLITAXEL NM_000314 nhosphiatese and lensin hiomolog FTEN resistancemut

eyl

PACLITAXE RM_D0GI83 BTGS2 | 16127422, 16243523, 18831520 | sensitvily /
) . resisiance
PACLITAXEL NM_005855 RA] 16596004
PACLITAXEL NK_000321 retincbiasioma | REY | 15i38R0R T aliered by
pacitaxsl
PACLITAREL Nig_005611 refinoblz Stomaufuip? fi)i __PRBLZ 115060544 unrelated
PACLITAXEL a11 v-ref reficufosndotheliosts viral oncogane homolog A [ RELA | 15291876, 16243523 resisiance
| e -
ACLITAREL reguiatery factor X, B (influences HLA dlass | RFXS | 16322897
oxpression) B
PACLITAREL Nid_00GE84 sibosomal proteln LZ3a
PACLTAXEL — TNM_007003:MM_213725 i thhosomal protein, largs, P ]
PACLITAXEL KM_001034 riborckectide raductase MZ polypaptide )
PACLITAXEL MA_00101 5055 NM_O0015058,MM | shotskin
033048 )
PACLITAXEL NM_OU8SEC 18100 caloium binding profein P S100F 116322857, sensifvily
PACLITAXEL NN 020874 signel peplide, CUB dk Jain GF-Jfk"é"’é SCUBE | 15296004
2
PACLITAXEL | NM_ODAT30,NM_158901 § sorcin SRI 18423116
PACLITAXEL NM_ I%ZES NM_108255 islomerase reverse ranscripiase TERT 118021753
PACUITAXEL M G03IZE trefoll facior | TFET | 16322897
PACLITAXEL NI\F Ou. 3271 threoning synihase-like 2 {8, cerevisiae) THMNSL | 16886004
Z
PACLITAXEL UG NBnrosis factor receptor superfamily, member | | TNFRS | 17024852 afered by |
0B FiB paciiaxsl
PACLITAXEL NM_D01067 lonoisornarase (DNA] 1 aipha 170kDa TOP2A | 16322687 afered by
i paciitaxal
TAXEL CORAE NNV Q0TTZETIZNM_ 00 Tramor proleln pha TPRY ) 18000222, 15900222 12082048, | unrelated

'

128
G175 NM
i

3R 0026114 NM 00112
GG1126118;NM_G3112611

1815

§113, 16413505




3/@ ITAXEL Hibulin, beta TUBE | 15230142 tergetirasisian
s g et Ce .
PACLITAXEL wibulin, peta 1 TUBRT I~ target 7
PACLITAXEL thymidine pn\,cpﬁbrv\es" TYRE ) 1BEOB536, 16630517
[PACLITAXEL hymidyiate syninelz e{ "”"' TS 10482007, 16108 13‘ 18820517 | upvelatad
PACLITAXEL vascular endothalial growth factor A VEGFA
. 6 S e g s
PACLITAXEL MNi_001{67 Kedinked inhibitor of apoplosis pAFcS 19243823, 18356831, 12071806 | resistance
PACUTAXEL | Nw_024782 | zinchnger protein 562 ZHFEED | 15896004 '
VINBLASTINE | NM_DOG927 ATP-Girding cassetle, stb-family B (MORITAP), ARGRT ¢ 11365055 BA17702 15725475, rasisiance
mamber 1 15466210, 15640378, 15824923,
4 o 148221833
INBLASTINE 04855 NM_079862N ATP-binding cassefie, sub-family & (GF TRIMIRP), ABCCT Mgta6783 resislance
SNM_GHOBR0: MY (190 embert
VINBLASTINE NM_000382 ATP-binding casselie, sub-famiy © (CF TR/MEP), ABCLE | 15840751, 5526973, 15840751 resistance
member 2 )
VINBLASTINE N,w 32082, Nk (132983 cagpase 2, apoplosisrelated cysteine peplidase CASP2 [ 14757846
VINBLASTINE | Hi_001556 T Niior of kappe light polypeptide gene enharcer in B- | IKBKB | 17028585 alterad by VB
.......... Ce#ts ({rgsp Qe a S A ey - o AN
VINBLASTINE i\w 02228 o i oncogene ' JUN 12221078 resislance
VINBLASTINE | Nid _ﬂOOZFﬁG,\%M T30045:NM_13004 | milogen-activaled profeit Kinase § MAPKS 112221078 deally palhway
7NN 139049 -
ViNELASTINE r\n O0T135044NM_002752:NM_13 | milogen-aciivaled pralein Kinass § CTMAPKG | 12221078 dealh pathway
OURBN, 3__13%9 Niv_138070 i
YINBLASTINE N _002467 vy yelocyiomatosis viral oncogens homoicg MYC 18802598
. o llaven) e
VINBLASTINE NI_00T136022,NK1_004554 nuclear factor of activated T-cells, Cytoplasrle, NEATC 17044076
b cslcinaurin-dapendent 4 4
VINBLASTINE NM (20528 Huciear factor of kappa light polypeplide gena NFKBIA | 17028585
o enhancer In B-cells jnhibftor, aiphe e e
INBLASTINE N 008783 ralA binding protein 1 RALBP |- | resistance
i
VINBLASTINGE | N 003B42:NN_ 147187 fumor necrogis facior 1eceplor superfamily, memher | INFRS | 17929552
10k 108




VINBLASTH

trnor profein phd

VINBLASTING

ubuilin, beln ZA

VINCRISTINE

ATP-inding cassetie, sub-family B (MDR/TAPY,

etfes

VINCRISTINE

P ATP-binding cassetls, sub-family C (CFTRIMRP),

mesnbar

VINCRISTINE

et rbe[ 2

,;

v-gk! murine '}]y[ﬂ{?md “iral cricogene homolog |

1‘,”\'“5 iSTma;N%‘\fi_'

P

apoplolic peplidase activaling faclor |

gpolipoprolein A

ash {abnermal szsmio} homalog, microcephaly
agsockated (Drosophila)

| VINCRISTINE

Ggﬁeeﬁ?w*ﬁ 1J;133[\*

INCRISTIE

ﬁ CM"\ZJT ~ﬁ 32689

VINCRISTINE

,‘“8733,N5Kj%38

VINCRISTINE

B-cell CLLAynphoma 2

VINCRISTINE

caspase 1, apoolosis-reiaied cyslaing neplidase
i e

tarlaukin , bela, converiass) 7
VINCRIBTINE caspase ), spopiosis-elated cysteine pepidase

Kl \!(;Q STINE

N;ﬁ (3255 2 vfﬁ

VINCRISTINE

78

death pat hwa\f__

death bathway |
death pathway

ik




YINCRISTINE MM 001226 NM_03 caspase 0, apopiosis-ielated cysleia o _LLASPE 116001973 ceath pativvay |
VINCRISTINE 37 caspase .f, apoptosiz-releied cvsleing CASPT ieanisrs death pathway
VINCRISTINE caspase 8, apopiosis-ielated cysieine peplidase CASPS 118001973 death pathway |
VINCRISTINE ase §, apoplosisrelaled cystelne peplidase 1 CABPS | 16007673 death palhway |
VICRISTH NE AT 11176867
\ff\scmsa‘ C/ERP), beta TCEBPR | 16001873 ~ N
JINCRISTH [»E carpoXylesierase | fnac “pl“ag-‘ serine CESY 16001973
asterase 1)
VINCRISTINE cysiic nbrss;s rEnsmenmbrang Cafﬂ iclar ;ueregd.azoi CFYR [ 18038730
e e e ‘A ki ‘ o
VINCRISTINE MNM_020313 y-‘ﬁk i induced apoplosis inhibito ? ' CIAPIN | 18385628
A
H

VINCRISTINE Ni_001916 oyioshrome o CyCi 1 iBe01973 death pathway |
VINCRISTIE N O’ B2 E2F transcripiion factor 1 EZFT TiB001673 B
VINCRISTINE i 1282 NHI_ epidarmal growi.ﬁac{omeasgtor {ervlaroblastic EGFR 18001973

lzuksmia viral {v-erb-b) oncogens homoleg, avian)
VINCRISTINE Fas {TNFRSFG)-assockted via death domealn A FADD 16001973 ]
VINCRISTINE Fag apcptolic inbibiory moleciis 2 FAIMZ 18001873
VINCRISTINE Y, 002048 i gvessaldehyde-3-ohogphale defiydingenage GAPDH ) 16009573
VINCRISTINE PWM Q01488 - glutamatecysisine ligase, cafglyl GCLC 110800222
VINCRISTINE | NI_002061 ! dlutamale-cystelne ligase, modif GCLM 110000222
YINCRIGTINE NN O00BET M _748421 : gluiathione S-fransferase mu 1 7 G3TMT 18044619 5713601 rasistancs
VINCRISTINE | NM 000852 7 lgdiathions Shansferasepl 1 T TGSTPI [30000222
VINCRISTIME PNM_018338 N B _-" P engulfment adaplor PTB domaln canfalning 1 GLAPT § 18001973
VINCRISTINE i COBIAGHN_ 7 | v-Hetas Harvey ral sarcoma viral oncogene hemolog | HRAS | 16001973 resistance
VINCRISTINE NE_DG0418 ) JSEE;‘ af*w okl r}ol ypepids [AFP 168001873
VINCRISTIMNE NE_OODBISNM_GOT 111283 N 00 owth factor 1 (somatomedin C) JGF 18740780

1111264:N_001111285 -

YINCRISTIN i factor § receptor IGFIR 116001573 rasistance
VINCRISTT »iE { i srisron, boela 2) L& 18001873 uirelatse
VINCRISTINE LVNA 16001873

lamin B1 LEINBY | 16001873 resistarce |




VINCRISTINE M_003016 miloyer-aciivated proieh kinase kinase 4 MAPZK | 16007973 allersd by
4 vinoristine
WVINCRIBTINE MA_D0DFIBEBNR 145331 M 4533 | mitogen-aciivatad protein kinage kinase ki 1888 7 MAPSK | 15001273
2:NM 145333 7
VINCRISTINE NM_002748,NM, 138057 milogen-acivaied profein kinasa 1 WAPKT 16001673
VINCRISTINE M; 001145338, N W0 iz} Mdm2 553 binding proleln homolog (mouse) MOMZ 116001973
00114533 a01 13&; 344,
;Zaau Mi_008a78 NM_DO6ST
B O688TNM (06882 i
‘JENCREST!NE N 004 130626, 1M 001130827NM | myocyle enhancer Jaclor 2A MEFZA | 16001973
001130828 NN _OuBEET N
Vii\aCf{?:as! N 002412 } O-G-methyiguanine-DNA methytiransferase MGMT 1196033832
\mR STHE NM_002467 v-mye myelocylomalosis viral oncogens homolog MY C 16001873
{avian)
\/ii“-éCRi TINE | NM_003588 siclsar factor of kappa fight [ polypeptide gene NFKBT | 15744361, 16001573 resistance
» enhEncer in Broglis 1 B
| VINCRISTINE Ni_006025 74 serine prolesse ~ P11 1601873
VINCRISTINE [ - I PCAF 116001973
VINCRISTINE | NM_00398T,NM_190413;NM_19841 | proteln reguialor of cylokiness ! PRGT IT3T4387
a
VINCRISTINE Nid_00031%,NM 00108012 TNM_0C | prion protein PRNF | 15386405
1080122 _001060123;NM_18307
a
VINCRISTINE Ni_000663 proslagiandin-endoperde synhase 2 (prosteglandin | PTGS2 18635618
- GiM synthase and cyclooxygenase)
VINCRISTINE R DD4103 M _173174:NM_17317 | PTK2B protein tyrosing kinase 7 bela PTKZB | 11478817
SNM_173178 o
VINCRISTINE M_005264 ;N 0R0683;NIM_DBOB8 | prolein tyrosine phosphalase, non-rsceptor type 13 BPTRNT | 16001973
4 MM 080686 {APO-1/CDES (Fag)-associeted phosphatase) 3
VINCRISTINE MM_0U8788 raif blnd; ing protein 1 RALBP
i
VINCRISTINE o 152 retinolc acid receplnr, bela RARE (17608728
| VINCRISTINE 032805 RNA binding mollf protein 17 RBM1T7 | 1606163 resistancs
VINCRISTINE F’vi u@?ma’l% N (21875 v-ret reficuioandotheliosis viral oncogene homolog A | RELA | 15744367 resistance
i favian)
VINCRISTINE NI, 002844 o-1os oncogens |, receplor fysosine kinase ROST (16001972
VINCRISTINE fivt ﬁaﬂ{}dﬁo%w {04350 runt-refated transcrintion faclor 3 RUNX3 | 15756676
VINCRISTINE NIE_D08516 solute carrler family 2 (fecilfated gluccse rangporier), | SLC2A 117020257 B
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VINCRISTINE 3081
VINCRISTINE SRi
VINCRISTINE STAT
VINGRIZTINE | § STATD
VINCRISTING $=onnl rensducer ai cmwofna STATS
VINCRIBTINE tanor necrasis [quor e'? p@ﬁar.sw mamber 2 THF
VINCRISTINE "O00E 3"6'“’%125': 'i?;f\é?ﬂ_&{} {umor protein pha P53
VRICRISTINE 1 tricsephosphate isor 1 TP
VINCRISTINE TUBBZ targel?
A e
VINCRISTINE TYMS
VINCRISTINE véiamln D { §,23- din VDR
VINCRISTINE K- hinding pro fein 1 RBP
VINFLUNINE JTUBEY largel
VINDESINE TUBRS farget
VINORELBINE RALBP |- resistancs
1
VINORELERE RNA binding moiif proteln 17 | RBAITT resisiance
VIRNORELBINE SO'\,. carr Fiamily 20 (nucleoside ransporters), SLoZ8 resistanice
Al
VINORELBINE TUREZ fargat
A :
EPCTHILONES BAX dealh pathway
E%C THILONES i BCL2 resistance
mv iES ca 191 [\et\.'!)=3-8 BOLZLT R
EPO[ HILONES ’Ji(}v’!ra AP repeat-co BiRCH attered by

epoititons

L3




84

EPOTHILONES | Niv_0271960;NM_182763 MCLT | 12517783  alierad by
 epoihilons
EPOTHILONES |- - TUBAL -
EPOTHLONES - e TUBAZ |- ’
ppo | h LGNK:} . R - M\"JBC\% - -
EPQTHILONES |- - _'LB% -
FPOTHILONES | NM_ 016943 . 5 I
‘ NiG_030773 T targel?
Hi 001069 2A {argel?
Hid 006088 fubtin, et 20 T o targer?
EPOTHILONES  TNM_D0608E ubuiin, bata 3 TUBRS [ torgel?
EPOTHILONES | NM_ 006087 btiin, beta 4 TUBB4 |- target?
EPCTHILONES | NW_020040 fibulin, et polynaptide 4, member O ' TUBBZ |- target?
8]
EPOTHILONES | NW 001167 T Dlinked inhibitor of apoplosis XIAP | 12517783 Altgrad by
epothilone
DOXORUBICIN | NM_Q00927 ATP-binding casselte, subdamily B (MDRITAF), ABCAT | 113858 resistance
mermnpar R 947447 {Ir i}
Following) 8077702,15725475, 160012068, 15230142, 15501964, 15501564,16576840, 15501584,17526808, ‘15736::??2_";“8"’\”'98,15846544;‘559671‘559‘ 16223781,
16322807, 16044152 15765123, 16355834, 18 7, 16544145, 16544145 18510171, 18560208, 17652453, 18579840, 17085340, 17483574 8317702, 17526808, 17947497,
7?35?49; #rzsg{:d" /‘Sd 4 : g spe g 1 S —
DOXGRUBICIN - ‘ - ABCBY | 15605394 resistance
f-\
DOXORUBICIN | MM 000443 MM 018848.NM_01885 | ATP-binding casselle, subdamity B (MORITAR), | ABCB4 | 11313874, 12028078, 15579640 | resistarce
O mernber 4
DOXORUBICIN 178558 | ATP-Ginding cassatte, sub-amily B (MDR/TAR), ABCBS | 15893824 resistancs
mamber &
DOXCRUBICIN - TNM_0c40es:N 0198 ;‘ 07989 | ATP-binding casselle, sub-family C [CFTRIMRF), | ABCCT | 11560771, 12504608, 15473893, | resistance
BNM_019 99 w 0189 membar 1 15473803, 12067707 41580771, 10
900222, 12657726,1 7940500,
15548710, 15581632, 15880572,
15048544, 16331485, 17352953,
17552453, 185602928, 17940500
DOXORUBICIN i 001144070, _003786 " ATP-hinding casselte, sub-family C {CFTRMRP), ABCCS | 15695304 15884 115,15001850, | resistance
_ member 3 . 18453201
OXORUBICIN  TNM_ 004627 ATP-binding cessetle, sub-family G (WHITEY, membsr | ABCGZ | 17273774, 17938226, 18382425 | resistance




DOXORIBICH ALAM melallopepidase comain 13 [ TTADAMT TIERI0TT
. g
DOXORUBICIN | NM_007038 ADAM metalicpentidase with thrombospondin iype 1 | ADAMT | 16404146
ol 5 Sk
Uu}\’)i{d%mli\i 01161768 adenosylhemocysisinase i AHCY 18516771
FHOXORUBICIN i CQ?’BGaM NI | apoplosisnducing 10,‘ mitochondron-assooated, 1 1 AIEMT 18168113
G '«’{3% .‘N 4ERIZNEL 145813
DOXCORUBICIN N QOBOGE;NM_153320 aldo-keio reduciase famiy 1, mambsy AKRTA (18322072
) reductase} 1
DOXORUBIGING | N_001354 aido-keto reductese family 1, member 02 [inydrodiol | AKRTG | 18320072
dehydrogenase 2; bile acld binding protsin; 3-alpha 2
hydroxystercld dshytrogenass, lype ili)
DOXCRUBICIN THM_003738 AiioFei reductase Fanily 1, mamber O3 Talpha  CAKRIC
__‘*ya;mxme* ol detiydrogenase, type fi) 3
DOXORUBICIN Nid_001014430M0_COTGTA43Z,NM | v-ald murine thyreoma viral oncogens nomolog 1 AKTT
,{395;6»
DUXCRUBICINT [ NM_001625 gkt murine hyrmoma viral oncogene homolog 2 AKT?
DOXORUBICIN NI GOB4RENM_191850 v-akt murine thymorma viral oncagene nor AKT3 118071908
o {protein Knase B, gamma)
DOXORLBICIN Ni_000477 ulbumu ALB 17375588,
| DCXORUBICIN M. B auiooiing Moty factor receptor ENFR 115004002
DOXORUBICIN -+ | angiopoletin 1 ANGRT | 15763044
|
ROXORUEC 1 SM_DGTAT ’ sitaptor-reraisd profein complen 4, ensilon 1 subuni ;‘Pié”z 18044152 )
DOXORUBICH m 931100 MM 013223:MM 18185 | apoptofic peplidase aclivaiing factor | AFAFT 115838500, 197315630500 | death pathway
1_181868,NM_181868
DOXORURICIN ’W& Qu“‘ 9300014425317 NM | apopiosis intiollor 5 APEE | 1D3Z2RYT
006595 .
DOXORUEICIN — { NW_D60039 APOAT | 16001873
DOXORUBICM M O004H4 MM S01130010;NM_DD LT prolain APP 17808641
1136129 NM 001130130, NM_00113
o 6§?1 '\H\ﬂ 2 il’é‘%\‘) Eﬂ : - P -
TOROAUETN N 004706 MM 168077 115990 | Rho gisning nuciontids exchange facior [GER | ARFIGE | 18404146

68




H n
H
i £

DOXCRUBICIN Wi (114788 Rho guanine nucleotide exchange festor (GEF) 17
DOXORUBICIN | NM_006407 ' ADPihosylaiicn-ike Tactor 6 niaracing pratei

DOXGRUBICIN sodivail G i
enhEncer &
DOXCRUEIGIN ; at azta i cm VR BRI I
DOXORUBICIN m 003945 ATERV 15570540
. . ) =y
COXCRUBICIN.__{ N 001166 __ V AZGPT | BA0A14E '
DOXCRUBICIN Reb_001497 *ﬂtosymahsferase, BAGAL | 16404148 o
polypeptid Ik w B
DOXCRUBICIN NIM_001011545:N BTB and C; hometogy 1, basic leucine zipper BACH1 [ 16322807
6866 fanscrption factor 1
DOADRUBICIN NI_004322 MM _032080 HCLZ-sssociated agonist of cefl daath RAD 73, 16438544, 16705608, 1684343
7

DOXORUBICIN

_a
T
e §
T
| et
)
L)

RUXGRUBICIN

DOXORUBICH

e
oo on

COXORUBICIN CL2 binding compotant 3 BBCa

BOAORUBICIN Bardel-Bied! syndrome 12 88512 1 18044152

DOXORURICIN 2 _ Bardet-Bled! syndrome 4 BE34 | 16806004 _
DOXORUBICIN | NWL_000633.NM_000657 8-call CLLAvmphoma 2 8CLZ T { 14601052, 15807017, 1BRT1967, 15576337,

folowing, 15039500, 15305719, 16001873, 17404015, 15560028, 16160115, 16022301, 17541305, 16450347, 16322808, 16705608, 15850155, 17542760, 17050038,

17955036,17542780, 16880185, 18395115
DOAORUBIGIN G 1 NW_001114735: N8 004049 501 ralated proten A1 BCLoA [15572199 ;
COXORUBICINT  TNM_001181 N _138578 BCL ke 1 ARG TETEIRAS TUGETE: TRTIT.
: 15930500, 15020500, 18560228, 16843425,
17912235, 17022802, 16843435, 17 “31 12




| DOXORLEICIN

DOXGRUBICI | NAT 008528 1M _13882 1120700 | BCL2-ke 17 (anoptosis moiator) BCI2LT ] 17539385
2 1
DOXBRUBICING - THM_007040568;1A_ 138639 BCLI k= 12 (profing rich) BOLALT [95576432, 17404078 1
DOXORUEICIN | bwm? ;Dﬁna \,ue'a RECHT [16715815,
UDOXCRUBICIN. 9798 | BR2 inter domein death agonist B TRE12552,
- sisdnducing] 3l 125,
BIRCZ 65z,
1967.
16705698,
DOXORUBICIN BIRCS [ 11511975,
11511575,
16UEEST2,
17124150
DOXORUBICIN . | NM_076282 B Bacdloviral IAP repeal-containing 6 BIRCS | 17521628
F DOXORUBICIN NI 022161NM_ 130347 sloviral n/ﬁPrwpeai-uontzs.mq? BIRC/ | 17521628
DOX2 V| N 03 3““ actioviral IAF repeat-containing § BiRCa 1175248
DOXCRUBICING 1 NM_007254; breast cancer 1 BRCAT | i
N),Nr\'i i
3 it\ﬁn"\ O*Jfﬁ\)

_ mn NIL_007304 j
DOXORUBICIN 000059 Uiroast Vawew sall) onset. RRCAT & 10344722 |
DOXORUBICIN Boell 1 BTG1 116705598
DOXORUBICIN BTG fanly, mmbw? [BTG2_ 116700638
DOXORUBICIN 112007 4NM_00BS05 BTG family, member 3 BTG3 | 15805004
DOXORUBICIN buiding Uninhibiled by benzimidazoles 1 homelag bete | BUBTB | 15870702

i {\’5 J
NI_001007793;MM_004725 buddin BUBS - 16522899
| Lyeas _ N DA
- . C210R 115044152
Rl
DOXCRUBIGIN |- - CEORF 18044152
: 13
DOXCRUBICIN |- - C7ORF | 15556204, 15556204, 18510171
. S H S —— 23 S
0012380 208925 [ carbaric anhydrase X CA1Z 116896004

6



DOXORUBICIN [ NM 020247 chagerone, ABCT aciivity of be cormplex homolog (5. | GABCT | 16404146

nomba) D B
DOXORUBICH caldesmon i CALDY 116044102
DO CRUBICIN _ caloain § CAPNEG | 16404148
DOXORUBICIN caspase 1, apoplogis-relale cy31 pepidass CASP1 | 18001973

ntarleukin 1, bela, converlase!

DOXCRUBICIHN caspase 10, apoplosis-relaied cysieine peplidase
[a ap H

DOXORUBICIN C(’]"};.*CSS 2, epoplosis-related cystel

OXGRUBICIN Nii_004346 MM 03266 Cm“ase’% anoplosis-relatad cysisd CASPZ | 15456408, 15557793
{following) QSSTQGJQ 18870702 5719,
TEIRAT19,16982673,17437044 Gi?‘ﬁé’w&‘?@ 15500308, 15680305, 15081620, 19106533, 15571867, 155785686,16823
18001873,15575332, 36795—’39 ’;63@492" 16523848, 3684‘1341" 168658541, 16880185, 18808303, 16962673, 17013758,
17437844, ?f’?42780 178351 4631, 182406814 15887917 ,17285121,15800185,17651020, 17958636,
17059036,15557793, 1807 160 14, 18778454, 4830%26 19106833
DG—XO?%UE&CE-! Niv_00 15 caspage 4, apoplosis-reiaied cysteine peptidasa CASP4 | 18001873
DOXORUBICIN Jl_001H caspase D, apoptosis-related cystelne paptidase- CASPE | 16001973
_Goti3e
4347 o
DOXORUBICIN NR_0071226 Mk 032082 cagpase 6, apeyji 5-refated cystelne pepiidase CASPE TABBY0702, 16001073, 17437844,
‘ 17022852, 17437844
DOXORUBICIH MM 001227 N0 _033338:NM_03333 | caspase 7, apeplosis-related cystelne peplidass CASPT 1 1ER70702, 16001873,16705548, 160245831,
9NN (03334 15168113, 16208333, “""5’088,?%06633
COXORUBIGIN | NM_001 8124 NIV_001080125 caspase 5, apopiosis-related cysteine pepidase CASPS | 1581288
_GOAR28 MR QF3355,NM GéBSﬁﬁ ‘\ 159818
?:fl_,_GSSS& 1@868’* ' 3
174378441 SUOBQ?S 158389 4, 179?004?,
18J7Eue}': 16808926
ROXORUBICIN k0012 | caspass 9, apoplosis-related cystelne peplidase CASPY § 158712652, 1587070Z, 15825800, 15951820,
{following; 15@81920_,“‘36&:24 18508026174 844, 16001573, 15576532, 15030500, 18188913, 16311509, 16311509, 15557793,17935137, 17653063 15555623, 16364425,
TRT0E698, 1P01ATAR, 17285127, 17339365, 17404015, 17437644, 17651020, 17651020 17285121 ,16024631,16364925, 17435137, 18508 S.WS
DOXORUBICIN - [ NM_OG1757 carbony! reduciase 1 ' CBRT | 18836748 drug
maisbolism

DOXORUBICIN  NM 002882 chemokine (C-C molif) ligand 2 ) COL2 112808082




DOXORUBICIN | NM_001237 cyclin A2 CONAZ 116036217, 16284804, 16537890, 173090037
BOXORUBICIN | NM 041885 cydingt ' CCNBT | 15141020, 16537866, 15628833, 17320279,
17893511
DOXORUBICIN Gycin O CCOHDT | 1B03RT1T o
DOXORUBICIN oo b - COND2 | 18028832
DOXORUBICIN r:,?m Et ~ {CCHET | 16036217
DOXORUBICIN | CD44 midlecule (indian biood group) TUUNCDAs [evoRees
DOXORUBICIN COEZE  TABETO702, 16036217, 16537896, 17320279,
17320279.15141020
DOXORUBICIN SOCRE [ 17320275, 10074854 senstivity
y
SOXCRUBICI cyclin-dependent kinase 10 COKIp | 16404746
DOXORUBICH yelin-dspendent kinass - B CDK2 1 15823547, 15036217 -
DOXCRUBICIN | ;, in-dependent kinase inntbitor 1A (027, TinT) COKNT | 14501052, 15141020, 15492826, 15601489,
% A

""f""sa.gz;}g\ 13?81@)5 TRAJASA7, 1B105112, 16537406, 17974000, 12601460, 15555623, 10074804,17682297, 17003006, 157512564, 16000308, 17078232,
17663088,16705698, 18438685, 17682292, 13511, 17574990, 18209918,
DGXO&SB’Q'N N!“z;’ah,_”é 4 cyciagpdepender;

kinase in h*b or 18 {p27, Kipt) COKN{ 118322899, 16705698, 17603511,16036217,

DORORUBICIN T TNM_000077.NM_(88165,NM, 05819 | cyclin-dependent kinase inhibiior 2A (melancima, p18, | COKNZ
7 nbhiils CDK4)

DOXORUBICIN | NM_005194 i COAATIenhancer binding nrofein (C/EBD

DOXORUBICIN | NM_001042226:N8 001809 ceniromere proteln A

COXORUBICIN | NM_00T025194 04_101025195 MM 1 carborylesterase 1 (moncoytel
001266 o esiermsel)
| DOXORUBIC N_D01 127185 MM 001127 184.NM | CASPS and FADD-ike apoplosis reguisior
63878
BOUXORUBICIN HR_0GD452 cystic fibrosis ransmembrane conductance reguiater

T {ATP-binding uasome sth-family C, member 7)
DOXORUBICIN RBM 014321 NM_ 0011412200 | CHKY checkpoint hormolog {S. pombe)
: P ER i

BOXORUBICIN MNM_DI1R05735NM _O07 194, MM_ 14 oh éhp@ﬂzbo;nc jgs pombe} CHEKZ




i

I

1

| DOXORUBICIN Nii_ 001278 conseived heliluonhelx ubliulious ki CHUKC 118483301
| DOXORUBICIN N 020343 oylokine in uﬂed apoplosis inhibitor 1 CIAPIN 118385626
4
I
DOXORUBICIN | cytokine inducibis SH2-corisining Drolein CisH iiedasiez T T
I DOXORUBICIN clatdin ) CLDNA 1164047148
COXORUBICIN AP-GLY domain o v dinker proteir 1 CLIPT [ ip404td4s
| DOXORUBICIN r*[e;“‘ﬂg and palats sssodiated ransmambrans proteln : CEPTM ; 16242817
1 1
DCXORUBICIN lusterin CLU™ 116322867 )
DOXORUBICHEY \?;1 Smua ;v”__f gollagen, ivpe XV, COLA8 117827618
5 Al
DOXORUBICIN I~ oylochyome ¢ oxidess |l CoXz 118778810
DOXORUBICIN NM_001031847 NR_GO12T8 camiiine palmioyliransierase 1A fiver) CPTiA | 18283381
DOXORUBICIN Ni_00 1079846 M 04380 CREB binding proteln CREBB | 17428666
P
DOXORUBICIN e N | oysteinenich secrelory protein 2 CRISPZ | 18404 145
00
| DOXORUSICIN 354 cr}fsfaiﬁn aloha A CRYAA 16322657
{DOXGHUBIGIN 1885 arysialin, alpha 8 CRYAB | 16322857
LOXORUBICEH 21857 cha [QFDHHSJHEQ prolecglyean 4 CSPG4 { 16404146
DOXORUBICIN 01801 connective fssue growlh fector CTGF | 18579640
DOXCRUBICIN. - THM_COTET2320.NM 020245 | calenin, bela interacting protefo 1 CTHNE (15322899
i
DOXCRUBICIN 01332 catenin [cadhern-assucialed '\roi"'“'i, delta 2 (neural  { CTRND | 16896604
piakophiiinrelsted aim-repoal prolein) 2
DOXORUBICIN | NiM_DOTS ﬂa NI_147760,NM 14778 | cothepsin B CTSR | 16705698, 17378505
LN 4TI NN 47T
DOXORUBICHN Iihg_G0 BDD o calhepsin B o CTSh | 15668015
COXORUBICIN | N 00181 cathensin G CTSG | 16458935
DOXORUBICIN Nid_D02883 ) chemoking {C-X-C molif) ligand § {granulooyie CXCLE | 16404148
chemetaciic profaln 2)
'DOXORUBICIN | NM 001918 uy?ﬁcmomaﬂ ) CYC1 118001973
DOXORUEICIN | NM_018847 cylochrome ¢, somalic (CVCE | 16001973,16705608, 18331251, 16749863,
o 1685854
COXORUBICIA Nl 000450 cytochrome PASD, famly 1, subiamily A, polypeptide 1 | CYP1A | 15377855

2]



| DOXORUZICH [Mi4_000785 | evinchiome PASD, family 27, subfarnily B, poiypeptice | CYR2T 117716971
: i X8 o L8
DOXORUBICHN N_000787 C\ fechrome D4R, famity y 2, sublamily B, L‘OyDQOdLG 6 | CYP2E | 1R222598
, 6
AOKORUBIGIN W O0TT4TG80NM COTISTONM | death<domain associated protein DAXKX |1asdgast I
001350
KORUBICIN |- - DDEFT | 16404146
DOXCRUBICIN. [ NM_ODA0ES DNAdamagsnducibls ranserpt 3 DDITS 116206333, 17572235
DOXORUBICI { WM O0TABA700:N,_002472 DEKG&{:@qeﬁe —IDEK ‘zosvgam}
DOXCRUBIGIN Ni_004717 cizcyigivesrol Kinase, iola DGR
BOXGRUBICIN. | NM_001830;R_013406 N_01340 | deowyhypusive synthase DHPS
: 7
DOXORUBICIN N?‘xﬁ_ﬁiQfgfé'?ﬂ\ﬁxijB”ééié}’" "V diablo Tomoleg {Drosophfa DIABLO
DOXORUBICIH b (14421 digkkopt }3ﬂ0|0g2(XEWOpua faevis) DKKZ

DN |16

DOXGRUBIGIN f\"\n D{HSS Dnad (Hspd0) homolog, subfamily A, menber 1
1
DOXORUBIGIN MO0 113082 _BONA (ovtogine-b-Fmethyliransierase 1 DHMTY
DOXQRUBICH — INM 001935 | tipeplidyl-peplidase 4 DPP4
DOYORUBICHEH NM 054208 [ dentin stalophesphe proteln DSPP {SMJ%G
DOXORUBICIN NIA_012145 deoxythyimidyizte kinase (thymidylale kinase) BTYMK | 18413751
DOXORUBICIN NI_005225 EZF transcriplion facior | E2F 116007973
DOXORUBICIN | NM_001949 E2F1 “@?Q{)Hp ion factor 3 E2F3 116805004
DOXGRUBICH MM 084092 enoyvi Cosnzyme A hvdratass, short ehain, 1, ECHST | 15402826
B ' mitochondnal
DOXCRUBICIN NM._030755 EGFR-coempiified and overaxpressed protein ECOP | 18510171
DOXGRUBICIN NBA_D01955 ~endotheiin 1 EDR1T 1 17874986
'DOXORUBICIN __ IN wi_ﬁe_m@, ephiin-B3 EFNB3 | 16322007
BOXGRUSICIN NG04 epidermal growih facior (bele-Urogastrone) EGF 160969495 .
DOXGRUBICIN Nk_DO5228: N 201985 NM 20128 | epidermal groveth facior recspior (arythreblastic EGFR | 15881280, 16007973, 17938325 17874688
3NN 201284 ieukariia viral (v-arb-b) oncogsre homelog, avian) _

NORUBICIN .\avaE{HSﬁﬁ aarly growth response 1 EGRT 117330857
DOXORUBJC.N MM_DOG700:NM_(25256 | euchromatic hisfone-ysing N-methyliransferase 2 EHMTZ 17124180
DOXORUBICIN NM_001412 eukanyolic ranslation factor 1A, Xlinked EIFTAY | 16322890
DOXORUBILIN M ﬁBZD.aS sukarvolic ransiation initiation facior 2A, 85kDa SIF2A 16208333
DOXORUBICIN sukaryolic ransistion inilation faclor 4 binding EIF4ER 116322858

profeiit 1 2l

DOXCRUBICIN NM_001429 | E1A pinding profeln pd00 EFA00 | 10344722, 17408560,10344702 |
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@G ORUBICE NAE D04431 EPHreceplor AZ 69J£}3 B

§DLXC%B“LN 0010404 endoplaamic reficulurn aalﬂinepep‘eidafaﬁeﬁ ERAPY ‘MJ&MD

: DOXORUBIC GO H0RE67 NN { v-erb-b2 erpthroblashic leukemia viral oncogens SRBEY | 15485157, 15834038 1A
! { homolog 2, neuro/glioblastoma darived oncogene | i
E ~ homolog (avian) !

DOXRORUBICIN w y-orb-D2 erylhroblasic leukemia virml cncogens ERBE3 | 16188102 -

bomolog 3 {avianj o
DOXRCRUBICIN arb-a erylhroblaslic leukemia viral oncogene ERBES | 16896004

DOXORUBICIN

DOXORUBICIN
007437

96

SOXCRUBICTY NI 004 ETVE  [i5217835
COOXCRUBICH E3 18245874, 16275454, 1639
DOXORUB 7 18325115
DOXCRUBICIN T NI 5938"'53 e death domain 116001973, 16705658
HOXORUEICIN Wi ; r."cies::’ e 7 Az 16001873
BOXORUBICIN ; ; ber 6} FAS 15763544,
15763044 15576322 1
15581820, 17083885

17088385

FASLG 115763844, 15763844,1708¢8

-f\‘f‘GSE‘Q N0
7093 4001127595,

G2 M4 00 | Fo fragmeni of igG, low alfsily Hla, recepior iICD162) | FCGRA | 17852453
NI _00112 A

DOXORUBICIN. T M “«meéi' T famesyidiphosph
DOXORUBICIN N 001035492, f\"ﬁ O01450:MM_2G Hour and a haff Li
E564_ 20165

DOXORUBICHN i FK506 binding pro

BORORUBICI
DOXORUBICH

A s




COXORUBICIN TN folaie receptor 1 (adul) FOLRT | 15634643, 16404748
A 1] TR I iy Y T el
DOXORUBICIN H_D0RZ3 v-ios FBJ murine osisosarcoma viral oncogene FOS
- hosoiog.
DOXORUBICIN | NM n-"-‘jm lorkhead box J3 F’j’x; 7
QX@RM’W AN Uﬂz e forkhead box Q1 RSty ] |
XORUEICIN 01569 Foxaa ""”” T
:Q_{Dw“’f“ A 4 007018080 nolypeplide FSHB o —
DOXORU N e ) T B T
DOXCRUBIC B : ] FTT o
DOXORUBICIN m\,oswtrruss rase 4 (a%pha {1,3) fucosylranslerase, FUT4 -
R | mysloidespecig) | ]
IHOXORUBICIN NRI_00040Z:NM 001042351 | glucose-B-phosphale G&H”Fu enase GOP 16404145
POXORUBICHN 1i_006705 growih arrest and DNA-damags-inducile, gamma GADDA | 15404145
56
' DOXCRUBIGIN [ NM_0C015 B it —IGAMT [ipooelos ]
ED”?@RUBJCW chale dahy | GAPDH | 16001673
DOXORUBICIN {gilobir traﬂsc,n;imi actor 1} BATAT | 146232564 ]
DQ‘(C RUBICIN eine fgase, calabylic subundl. GCLC 110000222, |
DOX( ‘RLaLiC[NwM_ iu* vsl me JBSL madifler subuni GOLM 110800222 } |
DOXORUBICIN ( (] GRS
 DOXCRUBIGIN G renscriplion repressor | GFLIB
DOXORUBICIN Nt 001145 GDNF family recep;\ra:pha 1 ' GFRA
DOXORUBICIN THMW 006708 gyoralase] ‘ GLCT 116065563 ) N
DOXORUBICIN | NI gogﬂﬁ, i 01012753 gonadoiropii-releasing hormene recepior GNRHR | 17643530 o B
DOXORUBICIN glycoprlain IX (pialeist] GP9 [ 16404146 ]
DOXCRUBICIN giutathione peroxidase 1 GPX1 15473883 ) )
DOXORUBICIH gl;huaan synthase kinase 3 b et"  G8K3E | 17339388 B
nOf(Ohd’“‘ECN = S-ransferase alpha G8TAT 115880185
ghiaitions S-ransferase aivha 4 _ (GSTA4 TieasTed .
DOXORUBICIN glutathione S-ransferage pf § GSTPT 10800222, 14623254, 16448748, | resistance
16046544, 15356834
16579840, 18533667 14023254
_ o 18225754
DOXORUBICIN | Nb 001520 U general transeripion factor ¥, polypeptids 1, alpha 16322804
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N 3 N 220k0a N
DOXORURICIN i Gl P . enguliinent adaptor PYB domain contalning 1 uu P11 16001873
DOXORUBICIN 5 N tamily, rmmbvs A H?j‘arX | 15489221, 15488221 16432175
DORORUBICN 4 i ,ijna@ (HBGZ 117007070
DOXORUBICIN 5 . 1¥"\.“3C5J {oraxing recepior 1 ﬁb?\TR 15434148
i 1
DOXORUBICIN histone deacelylase 1 1HDACT [F7124180
DOXORUBICIN NL; ULV R 1’%9%?,?\“' 13840 1 hemochromalosis HFE 15823845
4NM_130006;NM_ 130007 :NM 1380
D8N 13300801 h_w OO NM_13e
44
DOKORUBICIN MR 000601 N {)Oﬁi’l’i“%i;HM_D{) hepaioeyts growth factor (hepapoielin A; scatler facior) | HGF 15686034 ,16
1010832;MM_0C 1010233, NM_D0101
3534
DOXORUBICIN N GDTE30,NM_181054 nypexia inducible factor 1, ajpha subunii dasic hefi- | HIF1A | 16532342, 17458666, 17912235
. R loop-halix iranscription faster)
DOXORUBICIN | NAT 003526 Mistone cluster 1, H2be HIST1H | 16322897
IR
DOKORL Ni_002125 major histocompatibility complex. cless 1, DO befa 1 |HLA- | 16322897, 16404146
DA
DOXORUBICIN major hislocompatinility complex, class [, Un bela 4 HLA- 16222897
DRB4
DUAORUBICIN NM_015080 HMP19 profsin HMP19 | 16044152
GOXORUBICIN Nid_00HG88:NM_031203 helsrogenecus nuciear ribonLiclsoprolein M HMNRENF § 16528833
DOXORUBICIN - TINRL_17 v-Haras Ha rvey ral sarcoma vira) oncogens homclog | HRAS | 18001873
876
;6765
DUORORBUBICIN Ni_005114 heparan sulfele (glucosamine; 3-O-sulfolransfarase 1 | HE3ST | 16044152
i
DOXORUBICING | NM_O0T077063,MM_005348 | heat shock protein S0KDa alpha (cyiosclic), dlass A | HSPYG | 17680092
" meraser | AAl
DOXCRUBICIN NE_002154 1 heatshock 70kDa proteln 4 H3PA4 116311508
DOXORUBICIN 005347 heat siock FOkDa protsin B (glucase-regulaled pratain, | HSPAS | 16208333, 17680602
78k
DOXORUBICHN NI 008587 11153201 heat shock T0kDa profein @ HEFAS 1 165TRE4D, 16579640, 17600882
DOXORUBICIN | NI Uﬁé'iSti 1eatswc:< 70kDa profein § {mortaling HSPAG | 17680082
DOXORUBICIN, | Nk 001840 B heat shock 27kDa protein 1 HSPBY 1 1TER00SE

86
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aaf shook 50k0a protein 1 {chaparonin) HSPD

COXORUBICIN

DOXORUBIGIN WA sarine peplidase HTRAT

hE{“ T, UB& and WWE domaln containing 1
= amyloid wvoep[me

| DOXORUBICIN
DOXORUBICIN

DOADRUBION infterferon, spha 1

DOXORUBICIN IsUn-iike growth faclor 1 {somatomadin C)

66

DOXCRUBICIN  THM o&m&’f@ insulin-hie growtn faclor 1 recepior LIGFIR (18001573
| DOXCRUBICIN WM 001552 vike growth facior binding prolal 4 | IGFBP4 | 16596004
| DOXORUBICIN B56 Infibiior of kappa fght polypepiide gene enhancar in 8- | IKBKE | 15809819, 18483201
c‘@is Kmso beta o
SOXORUBICIN : [ kappa light polypepide gene enhancer in B- { IKBXG | 17840807
is ,arme gamne f
DOXCRUBICIN ntertaUkin 6 (inlerferon, beta 2] L flLEE00Te7 -
DOXORUBICIN mwremnq iLa 12808082, 15009819, 1881017
Sw{GHL}leé\ arleukin enhancer Binding feclor 3, §0kDa HF3 igazzgee
| BGXORUBICIN 095544 ' | sullo recepior substiate | CVIRSY [iB3zEEGE
DOXORUBICIN 4M_002226NA 145159 ~iagged 2 JAGZ | (3404146
DOXGRUBICIN |- : IMIDE 16806004
B
DOXORUBICIN - U ongogene JON 1556844, 15860577, 168645001
DOXORUBICIN T TTO05R N 17908 | polassium vollaga-galed channel, subfamily H (eag- | KONHZ | 16088857

relalsd), mambsr 2

DOXCRUBICIN no&assﬁuw inverrdly-rectifving channal, subfamily J, KONJT 116404148
memer 19 N
DOAORUBICIN UTOTATNM 17074 | potassim inwardiy-recifying channel, subfamily J, KCnJ1 [1p404148
e e !Tlpﬂb"- 6 6 ........ -
DOXORUBICIN i 3«keh,mh; imscéﬂ 303 Ing red L*c‘asc ~[KDSR 16344887
DOXORUBICIN KHSRP | 16404145
DOXCRUSICIN KIAATA | 16896004
67
BOXORUBICIN M goresd | kinesin family member SA___ K[F3h | 1680
DOXORURICIN — [NM_016270 _Kru,)pal!wef%?"r/([“" ) KLFL 1851
DOXO«U::”I NI 000224 Nii_198757 B ' RT1S | 169280
DOXORUBICIN | Niv_002308 da-binding, soluble, 3 LGALS 16322897

3




DOXCRUBICINT T NM_G0 1098258 NM_E02212,NM_20 | ligage 1V, DNA, ATP-denendent UGG | 1ennens
‘ 693“’
BOXORUBICINT Y NAM_BDTI13546:4M_001T113847.NM | Li domain and actn binding 1 LAL | 16044452
b153‘*7
COXORUBIGIN [y _BOBRYZNM 70707 NM_1TT070 iamin AKC LMNA 118001873
8
DOXORUBICIN | Nid_G95575 larin B1 LMNET | 16001973 -
DOXORUBICIN Nn H02348 ymphiosyte anligan 70 LY¥75H 16464‘1 46 B
DOXORUBICIN NI_(02358 #AD2 mitofic arrest deficient-iks 1 (veast) MADIL | 15370702
DOXORUBICIN | NM_002755 ' milogen-aciivated protein Knase kinase MAPZK | 17674088
i
DOXORUBICIN | NM_030662 mitogen-aciivated protein kinase kinase 2 MAPZI | 17074086
] P
DOXORUBICIN | NI_0G7756,NM_ 145108 mitgen-activaled proiein kinase kinase 3 MAPZK § 15670702
3
DOXORUBICIN. | NiM_G03010 milogen-activated protein kinase kinase 4 MAPZK | 13670702, 16001673
4
DOXORURICIN Mid 002754 mitogen-aciivated profein kinese kinass 6 MAP2K | 15876702
]
CORORUBICIN NM_003188:NM_143331NM_145833 | mitogenraciivaled prolein kinase kinase kinage 7 MAFIK | 18001972
ZNM_145333 B 7
DOXCRUBICIN N 005204 mitoger-aciivated protein kinase Kinase kinase & WMAP3R | 18322807
8
DOXORUBICIN NM_002745:NM_ 138857 mitogen-aciivaled profel kinase | MAPKT 118557703, 16001973, 17526808,
17974086, 15557792, 18468533, 18468533,
o 18468633,15557793
DOXORUBICIN NM_OG‘“ BNM_132012:MM 13801 { mitogen-aciivaied protein kinase 14 MAPKT 1 15494680 16843435, 18E57733, 15870702,
R i 16322599, 16843435 B
DOXORUBICIN \J 0010400658 NM_ D0 T10988 TNM | milogen-activated protein kinase 3 MAPKD | 15R57703, 18082641, 160928833, 17526808,
02748 17674506,184588633,10557793, 1846885633,
18468633,15557793
DOXORUBICIN NI OD27EDNR130048;NM_13804 | mitogan-aciivated protein kinase & MAPKE | 15404588 15870702, 1BBBOSTZ, 15017208,
7iMM 138040 ’ 15917208,16880185, 16858541, 16800185
COXORUBICIN NiA_001135044:8M_D02752.NM 13 | milogen-aclivaiad protein kinase 8 MAPKS | 154046886, 15R587733, 15557763,15055044,
SOB8NM_136080:NM_139070 153565644

001



| DOXORUBICIN NAE_0G1123066:MM_00T123067 MM | microtubule-assosialed profeln au MAPT | 18886004
(0BG 10;NM_D16634Ni_016825,4
M_016641
DOXQRUBICIN Wi D2T9B0NM 182763 myslo cel leukeria sequsnce | (BCLi<eled) | MGLA | 17936137
DOXORUBICIN _ INW 00B018 | malate dshydrogenase 2, NAD [mitachandrial MDH2 | 18222867 )
DOXORUBICIN  { NM_COTD12333:NM_D0T012334:NM | midkine [neurite growih-premoting factor 21 MDK ) 16332867
002381
DOXORUBICIN - | NM_001145336:NM_007 145 Mdn2 p53 binding profein Fomolog {mouse) MDMZ 1 IB001973, 17035137, 17950038,
_00T14533G:NM_00 11453 170B9036,19074854, 17653088
2397;1M_006873 1Mi_006BT9;NW
06851NM_(06852
DOXORUBIGIN TNM 015335 medialor comple subunil 134k THIMEDY3 | 15896004
: L
GOXORUBICIN | NKL_ 0011308260 *é,oamo@m | myooyle enhancer fackor 24 MEF2A | 16001673
001 130Q28’\! {0587 o
DOXORUBICIN | NM_014791 | maternal ambryonic lsucine Zipper Kinase MELK ¢ 16396004 B
GOXORUBICIN Ni_D06838 melhiony aminopepiidase 2 METAP | 16404148
DOXORUBICHN N_024042 melzonn, gifet call ditfereniation requiator METRN ¢ 16856004
DOXORUBICIN | Ni_00T114674:NM_005928 rafik fel globule-EGF faclor 8 protein MFGES | 15404746
DOXORUBICIN 1 WM 002412 - 1 O-G-methylguanine-DNA melhyliansferase MGMT | 16356834
BOXORUBICIN NM_(05033 myeloidiymphoid o mixed-ines ejeu}\er {tithorax | MLL 16322867
homolog, Drosephfia)
DOXORUEICIN N 004525 myelowdiymphoid or mixad-ineage leukemis (rithorax | MLLTS 116404746
i homelog, Drogoohiia); Iransiocated 1o, 3
DOXORUBICIN i, D00802:NM_007287 WM 00722 | membrane meialls-endopentidase MME 118087790
8:NM_DD7289
DOXORUBICIN N;\% (02421 malix metal flopephdass 1 (inferstiligl collagensss) MMPT | 11313874
DOXDRUBICIN. | NRLDD 127857 i _C04530 malrix metallopeptidass 2 (gelatnase A, 72k0a NP2 | 16458035 B
___________ gelatnase, 72404 ype IV collagenass)
DOXORUBICING | NM_D16135 mitachondrial ribosoral proten §18A MRPST | 16404146
84
DOXORUBICIN NM_D00175 mutS hiomelog 6 (E. coli) MSHB | 1p404448
DOXORUBICIN N 005850 melailothionein 1G BMT1G | 1679640
DOXORUBICIN NR_D01447 NR_OCHATINR 001447 + melallothionein 1L (gens/pseudogena) MTH. | 16570840
NR_Q01447NR_001447 NR_G014d
:
| DUXORUBICIN | NI (05653 [ melallolhionain 2A MT2A | 16670640
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[4EN1

DOXCRUBICIN | _0G0254 Bmelhyltefrahydrololate-homacysisine WMTR - [16322897
] melhviransierase
DOXCRURBICIH TR 014780 melasiasis 5upp9 1 MTSST 118543817
DOKORUB‘{JM NIM_005T1B:NM_017458 major vault protef WP HA7ETSI0S
DOXORUBICIN | HM_002467 Vrye mye;‘ocy'{cmaiosis viral oncogens homolog FYC 115011101, 15001973,11585056, 18606404,
{avian) 18802308
DOXORUBICIN | MM _D04536:NM_022802 NLR famnlly, apoplosis inhibitory profein NAP 119911975, 15811101, 18322888, 17521628
| DOXORUBICIN  |NW_002485 ribrin e NEN  {ipafgIzi [
DOXORUBICIN Ni_004748 NADH denydrogensse (ubiguinone) 1 oeta NDUFB | 15404148 S
subcompien, 7, 18kDa 7 E
DOXORUBIGIN.  [NM_003888 nuclear factor of kappa light polvpeptice gene | NFKS1 | 15555623, 16571567, 15870702, 15005568,
enhancer in B-cells 1 18001973, 15327301, 17912235, 18483201
BOXORUBICIN - T NAL_ 001077493, NM_001077494:NM | nuclear r‘z:  of kappa light polypeplide gene NFKBZ | 17830007 [
‘ _OfREg2 - enharcer in B-calis 2 (p49p 1003 i
DOXORUBICIN WM 020AZ8 nucieaﬂac o of kappa Tight Dolypsptae gens NEKBIA | 15571067, 15870702, 15000819, 17542780,
enhancer i B-cells inkibilor, alcha T793B137 17536137 156099819,17542780,
... 1gaboeu
DOXCRUBICIN | NM_Q02508 ridogen 1 NID1 147703169
DOXORUBICIN Wi _024522 Netilt Transporiing ATPase interacling 1 MKAINT | 16896004
DOXORUBICIN _ { Nk 002511 neuromedin B receptor NWEBR | 16404146
DOXORUBIC N_0047d41 nucleolar ang coifed-body prosphoprolein 3 NOLCY 17120415 :
DOXORUBICIN | Ni_oo06as niiric oxide synthase 2 indudible NOSZ | 15695304, 15695304,18463201, 18403201
DOXCRUBICHM NI 002135 NM_17 nuuleat receplor sqbf’imn/ 4, aroub A, maniar 1 NR4AT 1163228
DOXORUBICIN | NM_013035 olfectory receptor, Tamily 12, sublarmiy ©, member 2 L OR12D | 15404148
_ 2
DOXORUBICIN Aidoizase olfactory receptor, family 2, subfan va mamber | QR2FT 116404140
DOXORUBICIN NM_000816 ) ! oxylocin receptor OXTR | 11313874
DOXORUBICIN | NM_008025 "1 26 serine proease P 16001973
DOXORUBICIN NII 0122;6 NM_018218;N 1 17008 purinargle recepior P2X, fgand-gated lonchannel, 2 | PZRXZ | 16404146
2K 170683 NM_174872;NM_1748 ;
/3
DOXORUBICINT | NM_OD4754 N 176706,NM 17679 | pyimidinergic receplor P2Y, G protein coupied, 6 PIRYD | 16044152
T z?ﬁ?ba o
BOXORUBICH w\,.__,_em ) poiy (ADP-ibose) polymarase 1 %PA‘RPT 15456408, 1ER57793, 15500644, 15753347,

ollowing) 15870702, 15681920, 16311500, 6211509, 17651020, 16850185, 15557793, 1807 1906, 15585044, 16843435, 16082673, 15555023, 17285121,17636137, 17558038,




16643435, 18850186, 16062573, 17285121, 17335365, 17418504, 17851020, 17635137, 17655036
| BOXORUBICI PRIC, epeplosls, WT1, ragulator LPAWR | 12048851 )
I BOXORUBICIN paired box PAXE ] 16404148
16804
"DOXORU&C&M - PCAF 116001073
OQUB;C?\J f} {B2649 proliferating ooff muclesr anligan PCNA | 15322807 16537808 1
DO}’\O‘{GB 4 programmed celi death 3 PLODE | 1BE7864D .
“OXO’%Uﬁi 31763 3-phosphoinositide dependent protein kinase-1 PDPK1 | 16782806
DOXORUBICIN paired-ike homeodomain 1 PITXT | 18404148
POXORUBIGIN 4 002058 o fmruq n aclivslor, urokinase —{PLAU ‘1230&082 15557793, 16350634
DOXORUBICIN 1)']03“2 procoflagen-lysing 1, 7. oxogiularale B-dioxygen ase 1 |PLODY | 1637289
DOXGRUBICIN W 001084 pracoliagen-ysing, 2-oxoglyierate E-dioxygenase 3 | PLODS 15322893
DOXORUBICH NM 021127 phorbol-12-myiistate-13-acelate-Induced piotein 1 PRIAIRT | 17653088
DOXORUBIGIN 4 1 polymerase (DNA-directed), defta 4 POLDM | 15404145
DOXORUBICIN proin-O-mannogyl fﬁnsf'erﬁeZ / igdod4e o
DOXORUBICIN | NWL_006541 B4E0 [oylochrome) oxidoreduciase 15942634 16322807
DOAORJ 1C l ﬁ\z’,ﬁz’f 8623», M1 pedroxm@re‘w ;rohfsﬁra? i-activated receptor delta 15404146
DOXCRUBICIN | NM_0051 55, palmffoyl-prolem ihicesierase Z 15404140
DOXORL;BiC!N N;ﬂ,’WE 30N m‘iein kinasa, cAlMP-dependant, calalylic, alpha RKAC | 16404146
DOXORUBICH TR (62737 orolein Kinase C, alpha_ - "ﬁﬁ'@ 5087181, 18570904
RUBICIN NI, 006254 NM_ 212630 profein kinase C, dells PRECD 559 17258
DOXORUBICIN N 001081640;NM . D06904 profein kinase, DiA-acivaled, calalylic polypepllde PREDC | 18508626
DUADORUBICIN N _D00948 i prolactn PRL 18551865
DORORUBICHN fIv_ 000371 MM 003080125 NM_D0 1 prion protein FRNP 115386405
10B0122:NM_D0I0R0123;NM_18307
Q .
GOXORUBIGINT T NM_000312 protei  (inactivator of coagulation faclors Va and PROC initasa T i
DOXORUBICIN | iv_0D5404 | Erotain G recepior, endofelal EPCR] BROCR | 17172434
DOXQRUBICH MR _G01143937.NM_002788,MM_14 poteﬂscme {prosome, Imaciopalny subunit, alohe fypa, | PSMAT ;17346505
e 8970
DOXORUBICHIN MM 002787 prmeasc.me (progsome, macrcpain) subunlt, alpha fype, | PSMAZ | 17346585
5 .
DOXGRUBICIHN N_D02788:Mu_152132 profeasome [prosome, macropaln) subunil, aloha fype, [ PSMAZ { 17346905
3
Lo eeasetin,
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BORCRUBICH

NA 001102667 MI_GOT102668:NM
_002788

proteasome {prosome, macropain) subuni, alpha type

4

FSMA4

17346855

LU10087 12,NM_00sgsT

DOXORUBICHN NK_002790 . moteasome (prosome, macropaln) subunit, aloha type, | PEMAS | 17346604
i 5
DOXORUBICH NM_ 00279 proleasome (prosome, macropain) subunit, alpha type, | PEMAG | 17345985
&
DOX_GE%US%G%?% Mi_002792 - proteasoms (prosome, macropain) subunit, slpha type, | PSMAT [ 172465965
7
DOWORURBICIN [ NM_002794 proleasome (PIOSOMe, MAcropainy SubUni, beta type, | POMBZ | 17346985
2
DOXDRUBIGIN | NM_ 002788 proteasome (prosome, macropang suburtlt, beta fypa, | PAMBA | 17346365
3
D’))(ORU@ECN NI _002795 profgasome (prosome, macropaln) subunit, beta type,  { PEMBT | 17346596 -
7
DOXORURICINY TNM_000314 phosphatase and tensin homolog PTEN | 11707648, 155487 10, 16438044, 17330857,
: 17350902, 17935137,
| 17935137,15438844, 17359293 .
DOXORUBICIN MI_000963 prosieglandin-endoperoxide syihase 2 (prostagiandin | PTES2 | 15507694, 16727422, 18408876
(34 synthase and {‘,fc,;oongcm i
BOX ORUBEC MiM_0OSBOTNM_153831 FTKZ profein tyrosine kinase 2 PTKZ 115870702, 16168102 o
"DOXORUBIC N}\’ 04103 NM_17IATANR_17317 1 PTH2E protein lyresine kinase 2 bels PFTK2B 116168102
NI 173178
DOXORUBICIN w 08264 MM_DR00R3:NM_0B0BS | proein tyrosine phosphatase, nonreceptor ype 13 RTPNY 118004573
4. NM_080s85 (APC-1/C50E (Fag)-associaled phosphaiase) 3
"DOXORUBIC N} N QOH’H LONN D02Rdz piotein tyroging phosphalase, receplor bupe, H PTPRM | 160441582
DOYORUBICIN Ni_C02B75.80_133487 RADST homelog (RecA homolog, B coll} (S RADST | 10344722, 17357304
cerevisize)
DOXORUBICIN | NM_D0B738 rath hinding profein 1 BALBP | 15386340, 12050648, 16087181, | resistance
/ 16570094, 17275774
DOXGRIBIC Ni_005855 feeeyio* (G proein-coupled) acivily momy%g protein | RAMPL | 15808004
i | i
 COXORUBICIN __| NM_D00G65;NM_016152 retinoic acd recepicr, befa RARB 117608728
DOX“RUB](’EN Ni_Qo0321 retinoblastoma 1 RB1 15141020, 16537898 ]
I DOXORUBIC NLL_002855:M] M 183404 refinoblastoma-ike 1 (107} RBLT 15537848
EOXORJE*!L Nid_Q05681H refinoblastoma-ike 2 (p120) - RBL2 [ 15580644, 16537690
DOXORUBICIN NI_0D1 145547 NM 032005 RNA hinding motif profeln 17 RBM17 | 16061630 asistance
DOXORUBICIN NI_ODIDOET 10NN, 0010087 1LNM | RNA binding protein with mulliple splicing RBPMS 1 16404145

pig



DUXGRUBICIN

NW_G03047

DOXORUBICIN MiA_052908 v-ied relicalosndothaliosis viral encogens homalog REL ]158791{14 16404445, 17890807
{avian
DOXGRUBICIN Ni_00+ 145136,NM_ (21575 verel reficuloandethaliosis viral oncogene homoiog A RELA | 15556623, 15571967, 15823547, 13895819,
. g;axgﬁan)
folowing: 15505588, 15071101, 16322301, 17007285, 17097285 15870702, 17542780, 17850807, 18268816, 18463207, 18463201 17542780
DOXORUBICIN MM 006505 vrel reticufosrdolheliosts viral oncogene nomolog B | RELE 78&50987 T
DOXORUBICIN NN Q02327 Nia_1447 regulator of G-proten signaling 13 RGS13 116404146
DOXORUEICIN W 016321 Rh famiy, C glycoprotein RHCG | 16404146 )
DOXORUBICIN r\r\;_o 7844 108 oncogare |, receptor iyiosine kinase ROsT Veseerera 4T "
DOXORUBICIN | NM_001034 ihonucteciide reductase M2 polypepilde RRMZ | 16656004
DOXORUBICIM NM_001001800NM_ 001122607 NM | runtrelated transcriptlon factor 1 RUNXLE 118217830
NGO??S&
DOXCRUBICIN _001031850,1M_004350 nirelatad franscriplion faclor 3 RUNX3 | 15756676 T
DOXCRUBICHN S\i 4 G02870 spermidinglspermine N1-acatylransferase | SATT | 16322857 | s
DOXORURICIN. — [NM_001038 sodius channel, nonvelizge-galed 1, gamma SCNNT | 15564131
G
DOXCRUBICIN i4_020074 signal peptide, CUR domain, EGE-ike 2 SCUBE | 16806004 T
2
DOXORUBICIN Ni_004892 5EC22 vasicle raflicking protein homolog B (3. SECZZ | 16404148
carevisiac) S
| DOXORUBICHN NM_00602 serpin peplidase nhibitor, clade B (nexén, plasminogen | SERP| | 1867070z, 16700088
activator inhibilor lype 1), member 1 ~INET
DOXORUBICING | NM_G01235 serpin peplidase inhibilar, clade H (heal shock profein | SERP) | 17680092
) 47), member 1, {cokagen binding proleh 1) NH1 ‘
DOXORUBICIN Niv_005083:NiM_032837 S-p’;xaee kinase-asscolaiod protein 2 [pd5) SKPZ 117803511 !
SOXORUBICIN NM_D331258 solaie carmer family 22 (organic cation/carniiing SLC22 115863465 ‘
F fransporfer), member 16 Al8
DOXCRUBICIN NM_(03060 soluts cammisr family 22 (organic calion/carniing SLCzz 11628338Y
Fansporier), member 5 Al
DOXORUBICIH M, 001078174 MM, D0107R175:NM | solute canter Tarmiy 20 (nucieoside fransporters), 5LC20 18452103
U0n78176; MM 00 1078177:NM_00 | member | Ad
4855
DOXORUBICI NM_G189T6 solude carrler family 38, menber 2 51038 118044152
Al
DO}"ORU"‘CFN NM_000453 solute cartier family 5 (sodium iodide symporler), SLOABA LIBR71535
membar & 5 N ]
”””” scluis carmler farily 0 (sochuniydiogen exchanger), | SLOGA | 16729714 ‘

SO



member 1

&

!

GOXORUBIGIN ’W 0oz slit homelog 3 (Drosophiia) ST 116404148
DOXORURBICIN N O01003852;NM_501135337;N 1 | SMAD T fartly member 2 SHADZ | 18606404
Q’{}SUQQ
| DOXORUBICINT [ NM_GOTT45102;NM_001145T05NM | SMAD family member 3 SMAD3 | 18606404
4NN 005207
DOXORUBICIN SWAD Tamiy member 4 SIAD | 18806404 ]
| DOXORUBION S04 SWMAD f:r!ﬂiﬂla!ﬁi‘!‘“‘%ﬂ SMADY | 18606404
DOXORUBIC [N 00630 truciarai raintenance of shromosomes 1A SMCTA | 15489221 By
DOXGRUBICE 400045 uperoyide dismutase 1, soluble SODT 116579640
DOXG &UBECIN NM ONAR3G M 001024485 N1 00 mperoy ida dismitase 2, milochondrie o 5002 | 14860625,10966820, 18384434
1024466

DOXORUBICIN | NM_0G5633 son of sevenless homalog © (Drosophila) SO8T 16007673
DOXORUBICIN Mid_003 108 NM_138473 3ot franscriplion faclor 18P 108358, 17124180
| DOXCRUBICI | N 003118 secreled potein, acidic, oysteine-fich (osteonactin) SPARC ?53705'&2 -
DOXORUBICIN WM 020126 sphingosing kinase 2 SPHKZ | 17974580
DOXORUBICIN NM_003130,NM_138301 501N SRI 1 423116
LOXORUBICIN MM 0O3132 speimidine synthase SRM 16322680
DOXORURICIM N (17857 slingshot homolog 3 {Drosophis S5HI | 18404148
DOXORUBICIN NM_DZ1978 suporession of lumorigenielly 14 \coéon carcinoma) STid | 16322890
DOXORUBICN NM_007315:NM_138266 signal ransducer and activator of ranseriplion 1, STATT | 18001873, 17072862

4Dl
DOXCRUBICIN M4 D06470 signal ransducer and sclivalor of fransoription 2, STATZ | 16001473

113%Da
DOXORURICH NR_003150:NM_139276;NM_21366 | signal fransducer and activaior of franseription 3 STATS | 18001973, 17020752

o 2 {acute-phase response facior

DOXORUBICIN Nt 013233 sering threoning kinass 38 (STEZN/SPS1 homolog, STH3G | 16322369

yeast)
DOXCRURICIN NI 001145454,NM_(05563,NM_20 | stathmin 1 TNt 1 16455935

3398 NhE 203401
DOXORUBION | NM_004177 o lemizdn3 STX3 6323897
DOXOf{JS\f‘ NM_0810015220M 003186 lransgelin TAGLN | 15870702 |
CORORUBIC NI 001436133 MM_003200 fransorplion facor 35 (E2A immunogichulin enhancer | TGRS | 16808622
o Linding faciors £12/E47)

DOXORUBICIN NM_ 158253,NM, 198255 lelomesass reverse Tanscriplase TERT 116077557, 18386642, 18560228 i
DOXGRUBICIN Wi 002225 Irefol] factor 1 TFFY 16575540 ’ |
DOXORUBICIN | NuL_000B80 transforming growil factor, beta 1 TGFET 117418594, 18606404

oy
o



DOXORUBICIN

Ni_D04613:80 1630

rarsgiulaminase 2 (C polypeplide, profein-glulamins-
gamma-gutamylirangferase)

T2

15870702, 17073438

17075232, ?7980670

7OE88E3, ? 24186, 17285121, 173

50602, 15‘5;'8595, 17505331, 17608647,

DOXORUB!CN I Ni_000361 - {hmmb&mwuém -~ THED | 17172434
OXORUBICIM I NM_§03246 thrombospondin 1 THBS1 | 185562673
DO}\ORUBMN MM_018271 ifreoning synihase-iits 2 {8, cerevisias) THNSL | 15855004
2
DOXORUBICIN _ TNM_022037,NM_022173 | TIAT oviotoxic granule-associaied RUA binding protein | TIAT 116404145
DOXORUBICIN Ni 021025 T-cell laukemi iz hemenbex 3 TEX3 | 16404148
DOXORUBICIN W 627709 thymosin bata 4, X-inked THMSB4 | 16364825
X
DOXORUBICIM WA D00504 furmor necrosis actor (TNF superfamily, member 2} TR “PG0R0EZ 15373547, 15599819, 16001673,
17851020
DOXORUBICIN NM_003844 birnor necrosls factor recsplor supatfamily, member P TNFRS | 16098063 17437844, 15384025, 17437844,
(HE F10A 17437844 1585717
DCXORUBICIN NA_003842.NM 147187 tunsor necrosis factor receptior superfamity, member THFRS | 16364925, 17020882 15807’9§?,
b 10 P08 ) 17522852, 16098063, 17022852 18705688
DOXORUBICIN NM_001085 ksimor nacrosis factor receptor superfamily, member 1A | TNFRS | 17651020
Fia
DOXORUBICIN Ni_001086 turnor necrosis factor raceptor suparfamily, member 18 1 TNFRS § 17651020
FiB
DOXORUBICIN MR 001038654 NM_DO3790,NM_14 | lumor necrosis facior receptor superfamily, marmber 25 | TNFRE | 16705698
BHOG;NM 148965 MM_ 148567 NM_1 F25
48970
DORORUBICIN MM (33810 tumor necrosis tackor (fgend: supsrfamily, member 10 | TNFSE | 163854025, 19906633
et S 1{‘}
DOXORUBICIN Ni_014785 fransiocass of auter mltochondnial membrane 20 TOMME | 16322887
homologiysgst) { .
DUXORUBIGIN MRG0T fopoisomernge (DNA} I aipha 170k0Da TOF2A | 11470619, 1R239142, 15486187, 15753357,
15765123, 16568 4QJ 17351304
DOXCRUBICIN — 'Nv 001063 topeisomerase (DNA) 11 bela 180kDa TOPZE | 16239602, 16057542 g
DOXCRUBICIN Ni_000540;Niv_DO1126112:NM_D0 | lumor prolein pb3 TR53 15141020 17124180, 15488221, 155785896,
TIEBHI3NM_ 01128 114NM_00112 ]
S115;NM_ 00126118, MM 001126171
7
tfollowing } ?‘*671536 TOT0RB33, 15753644, 1 56, 15823547, 15823547 15601489162 11088, 15930500, 16001973 16404146, 15938500,17955035, 16188113, 16432175,
16537806, 15751256 ?7%00301 36‘\ 17512?&, Bi08013 ?GSSGSE‘Q 12082016,15560623, 15601489 17285121 19074854, 1TOBERGS, 15783844 15671 5 1B, 1HE26403,

17653088, 17682292, 17803511, 17012235, 17955036, 16269918, 18510171,

LOT



BBGR05Y, 18074804, 12108633

DOXORUBICIN NM0GT125240:NM_001 12624 TNM | lumor protein p73 Thry TTIReTT
LU0T128242 NM_005427
DOXORUBICIN Nl D00385 NI_005 168287 TR 18308514
DUXORUBICHY MM_016202 TRAPT 17580092 B
DOXCRUBICIN. | NW_COTRE0NM 033027 NM_03322 TRINZS | 16404145
8
CORORUBICH NM Gose2 mps*‘iu & moki-contaling 28 TRIM2S § 17070232 B
DOXORUBICIN 007003527 NM_0Z1618:NN_13 [ ipartie molfcontaining 34 TRIMI4 | 18404148
0390
DOXORUBICIN . - TRP53 116073437
 DOXORUSICIN focopherci {alonhe) transier protein. TIPA (16404148 B
DOXCRUBICIN fwibudin, alpha da TUBA4 § 16322887
A
DOXCRUBICIN | N 178014 whbilin, befa o TUBS | 18575040
DOXCRUBICIN T N0 OCGGET lybtiting belg 4 o TUBBA | 18322897 ]
DOXORUBICIN  [NB_GOM077 ) fymididate synihelase TYMS [ T0482007, 16168113 ]
DCXQ[“\UB%C B NI 033358 UDP-glucose ceramide L;lmobyl ransferase UGCG 116404145, 18245173 .
DOXORUBICIN NiF_021139 UDP giusuronesyitransfarase 2 family, polypeptide B4 UGTZE | 16404148
' 4
DOXCRUBICIN 1 NM_0033 4w 181597 uridine phosphorylase 1 UpPT | 18507 -
DOXORUBICIN M _B0600 ubiguingl-sylochrome © reduciase hinge prolein UGCRH | 18810171
DOXORUBICIN MM LWJJ"ZS NM_001017535 vitarnin D (1,25 dilydroxpvitarmin D3) receplor VDR 17718971 ]
DOXORUBICHN i 001075366 k010262870 | vasculer endothelial growtis facter A VEGFA | 18800372, 17431384, 17490880, 17827518,
_G01625368;:NM_001025368;NM_00 17ELTE16,17408686, 17912255, :8494554
1928370, /M_D01033756,NM ﬁGBé[
B
DOXORUBICI NRE_OOT1C Kinkad inhiblior of apoptosis KAP 1911975, 11811975,16277302, 12948851,
14601052,18807817, 15358644, 15511101,
17621528, 16071666
DOXORUBICIN N 606887 zine fingar protein 36, C3H type-dke 2 ZFP35L | 16322887
BOXORUBICH [N 022470,NN_152248 Zinc firger, malin ype 3 ZNATS | 15439685 T
DOXORJB!QELH MM _003453,NM_ 197068 zing finger, MYM-typs 2 ZiY2 | 16579640
DOXORUBICI [ NW_DDARER Zine Tingar protein 22 TKOX 15) ZNF22 ] 16404146

301



[ DOXORUBICIN | AL 024752 ZinG finger protain 552 | ZiF552 | 16895004
EPIRUBICIN N#M_D00827 ATP-bindl nq cassette, sub-family B (MDR/TAP), ABCB1 112576486 resislance
membsr |
PIRUBICH KK 004006 N0 018802,NM_01980 | ATP-hinding cassefte, sub-family C (CFTRMRF, ABCCT | 12578455, 12857728 resistance
& 018890, ;fl_C‘z:E‘;QGG menber 1
EPIRUBICIN Nk_G04827 ATP-hinding cassetie, stb-family G (WHITE), member registance
2
EPRUBICH Boal Clllymphoma 2
ERIRUBICH haculoviral IAR repaat-contalning 5 rasislance
EPIRUBICIN 134 caspase 3, apopiosis-related cysteine neplidase deaih pathway
EPIRUBICHN N4 001270 chromodomain hefiease DNA binding profein 1
EPIRUBICIH NM_D05228 NM_201282NM_ 20128 | epidermal growth faclor receplor (erythroblastic
3;NM 201284 leukerpiy virel {v-arb-b) ancogens homolog, svian)
IRUBICIN MO0 T00EE52 MM 004448 v-g10-b2 ervthroblastic leukemia viral oncogene FRBB2 | 18768430
homoiog 2, neuro/glicblastoma derived oncogans
o nomelog {avian
EPIRUBICIN N DOTR0RGTENR_DO1982 v-aib-h2 erythroniastic leukemia viral oncogene ERBB3 | 18760436
horolog 3 favian)
ERIRUBICIN NI 022116 _MM FIKB06 binding protein ke FKBPL | 14503796
EPIRUBICIN NM_005980 B 500 calciurn binding prolein P ~|S100P 18646183
EPIRUBICIN NI ON0A36 MM CO1024465:MM 00 | supercide dismulase 2, mitachondsial SGD7 | 9560045
02448
EPIRUBICIN NI_001067 wwpoisomerass (DNA 1 aipha 170kDa TOPZA | 16465341 farget
NM_D008ZY ATP-binding cassatle, sub-family B (MORITAR, ABCEY | 15238124 resisiance

HTOXANTRONE

member

MITOXANTRONE | NM_D04627 ATP-binding casselle, sub-amily G (WHITE), member | ABCGE | 15238124, 15640378, 15605404, | resistance
i 15703302, 15875186,17032504,

A 1 e S—— o S VU AP P e bSﬁ?c‘g ?7 BQQC(}

MITOXANTRONE | ni_130847 mgiomaiin fike AMOTL 1@94415&
1
MITOXANTRONE | NM_001166 baculovical IAP repeat-conlaining 2 |BIRCZ 135355644
Fv’“T’“XAMTPON = | NM_0C1165, KM _152982 baculoviral IAP repeat-containing 3 BIRCE | 12948851
TOXANTRONE (- - CAORF | 16044752
. 28

MITOXANTRONE | NM_0G7358 cancer susceptivllity candidate 3 CASCS | 16044152
uETO}fM{TRON%: MiA_032087 M 032883 caspase 2, apoplosis-elated oysizine peplidase CREEY 114757048

601



MITOXANTRONE | NI 004346:NM_022597 caspase 3, apoplosis-related cysisine peplidase CASP3 tf2g488%¢ 4+
MITOXANTRONE  +NM_001228M_032692 cespase B, apoplosis-relsled cysteine peplidase CASPE 12048851
MITOXANTRONE | NM_003227NM_033338;N0M_03333 | caspase 7, spopiosis-related cysleing peplidase CASPT | 12543851
ol M{_033340 e it
MITOXANTRONE | NB_001080124;NM_001080125 MM | caspase 8, apontosis-ratatad cysteine peptidass CASPS | 12048851
_O01228NM_033355,NM_033356:N
030358 o o ,
MITOXANTRONE | NM 0012280032008 caspass G, apoplosis-ralated cysteine paplidase CASPG | 12548851
MITOXANTRONE | NM_03080% cysisine-serine-ich puciear protein 2 CORNP | 10044152
2
MITOXANTRONE | NIM_001149809,NM_001141970:NM | dealb-domain associaled protein DAXX | 12948851
' OG‘&SO
MITOXANTRONE | NM_019887:NM_ 138029 digblo homatog (Droscohilg] DIABLO | 12048851
MITOXANTRONE | NM_001144774;:6_00114477 ELAY {embryonic leihal, sbnomal vision, Urosophila) 1 ELAVLA | 16044152
0011447 76;NI_001144777 N 1 oﬂ iike 4 (Hu anfigen 1)
1952
MITCXANTRONE | HM 021814 ELOVL family member 5, slongation of tong chain fatly | ELOVL | 16044152
acids (FEN1/Elz, SURA/EI0d-ike, yeas) i
MITOXANTRONE | NM_001135654;N_001135556,NM | eryihrooyte membrane proteln band 4.1ike 2 EPB41L | 18044152
091431 2,
MITOXANTRONE | MN_DD0ETS insulin-like growth factor 1 receplor IGF1R | 15489378
MITOXANTRONE | MM 024337 Iregiots homeobox 1 [RX1 | 16044152
MITOXANTRONE | NW_D00426,NM_D01079823 laminin, alpha 2 LAMAZ | 16044452
WITOXANTRONE | NM_001183944 Nil 181336 LEM domain confaining 2 LEMD2 | 16044152 i
MITOXANTRONE | NM_00THBI572:NM_D01I61573NM | v-maf musculoaponeurats fibresarcoma encogens AAFF | 16044152
_COTI61574NM_G12323:M04_15287 | homolog F {aviar)
8
MITOXANTRONE | NM_001145336;NM_001145357 NV | Mdm2 p3 Dinding profein homolog {mouse; MDMZ | 17575751 variant sflefic /
_L01145338;NM_D0 1145345 MM _0 resistance
2392:H0_0088TENK _DOGRTENM_T
06881 NV 06882
WITOXANTRONE | NM_B07583 PRKC. apoplosis, W1 1, regulaior AR | 12648861
MITOXANTRONE *\fv‘ uCO%“\H‘v} 015152 retinoic acld receplor, beta RARB 17608728 altered by
mitox
MITOXANTRONE | NM 00Z800:NM_072265 RAS p21 protein eclivalor [G1Pase aclivaiing profein} | RASAT 118044152
1
MITOXANTRONE | NM 007145547 NM 032508 RNA binding molif protein 47 RBE17 | 16061630 resistance
MITORANTRONE Rag-etated GTR binding D RRAGD | 16044152

NM_071744

011



 MITOXANTRONE , ) sacreted fizzled-relaled prolein 4 SFRPA 116044152
| MITOXANTRONE NI 032043,NM_20552 | synaplotagninike 2 SYTLZ 116044182
JNM_Z06G20;MM 2059
MITOXANTRONE | W 145274 ransmerbrans orofein 88 TMEMS | 16044182
g
MITOXANTRONE | M 001067 j topoisomerase (DNA] I alpha 170kDa TOP2A [+ fargel
MITOXANTRONE | NM_001167 Kliked inbibitor of apoplosts AAP 12045851, 15350544 '
BLEDMY Gl Nl 001188 vaculoviral AP repeat-containing 2 BirC2 11 08@69@@
BLEOMYCIN | Ni, 000386 bleomycin hydrolase BLMH 112082022 resistance
BL‘:OA'V IN N 001752 calalase CAT 0751631 unrelated
BLEOMYCIN MM 000234 ligase |, DNA, ATP-dependeni LIG1 unrelated
BLEOMYGIN NM_O0231T1NM_013875 ligase i, DNA, ATP-dependani LIG3 - ragistance
BLEOMYCIN NM_000983 prosleglandin-endoperaxide synthase 2 (proslaglandin § PTES2 | 18685818
. G/H synihase and cycioo:gqeqasw T
BLEOMYCIN NI 003745 Psupsressor of oyickine signaling 1 S0CS1 117374387 resistance
BLEOMYGIN NI 00B297 ATy repair complementing defeclive repair in Chinese | ARCCT | 12082022 resistarce
hamsier celig 1
BLEOMYCIN Nid 021141 Keray repgr complementing defeclive repalr in Chinese | XRCCE | 12384553
7 hamster célls 5 (double-strand-break reloining)
MITOMYCIN WKL DOCGSTNB_O0T13516T;NM (0 | aldehyde dehydrogenase 3 family, membarAd ALDHS 15905174 resisiance
1130188 N Al
FMITOMYCH N} 000484 KM _DO3 136018, NM_ amyloid bata {Ad) precursor protein ARP 12760830
36129, NM_L0T136 130N, (Jbﬁ’*
B131T:HM_2014 13N ¢'~_2u1¢9?4
MITOMYCIN N&_GO1675;MM_182810 activaling franscripiion factor 4 {tex-responsive ATR4 12760830
! snhancar elament 867)
MITOMYCIN NM_GO0GI3;NM_DC0GE7 B-cell CLLAvmphioma 2 BCL2 | 15783875
MITORYCIN NR_001202:0N0 130850:NM_13085 1 bone morphegenelic profeln 4 BMP4 12760830
1
MITOMYCIN | NRL 031868 cyclin BT CCNET 12760830
MITOMYCIN MM 006811 NM Qf} 127273 {}0 G059 moleaule, complament regutfalory proteln ChGg 17045307
127225; NAG 001127220,M6 0011
F22TNM_203328; :\H» 203333 NM 2
03351
MITOMYCIN NM_001785 cylidine deamingss COA 18728667
MITOMYCIN NI_001964 early growth responsa 1 EGR 12750830

i



MiTOMYCIN NM_D04421 EPH raceptor A2 EPHAZ | 12760830
MITCMYCIN - - GRPSE |- sensitivily
MITOMYCIN Riki 000852 Futathione S-ansferase pi 1 GSTET | 15239142 " resisiance
MITOMYCIN NM_ 0021717 I major histoeompatibiity complex, class i, C HLAC 112760830
FTOMYCIN NM_000234 ligasa I, DNA, ATP-dependent LIGT 112760830
BITOMYCI microlubiute-associated protein, RP/EB family, member 12760830

NET_G1ga25

1

MAPRE |

MITOMYCUIH INM_ 002412 | O-G-methylgtenine- DNA melhylvanslerase MGMT 116039682 gansiivity
MITAMYCIN NIE_004095 el metaliopeptidass 14 (membranenserfed) | MMP14 | 12760830
RHTOMY GIN MM _002505:NM_021705 muiclear Fanscription factor ¢, alpha NEYA 12760830
MITOMYCIN NIV_O00803 NN _001025433;NM_00 | NAD(P)H dehydrogenase, quinons 1 NCOOT 115238142 drug aclivation
1026434
MITOMYCIN NM_ (00947 ‘ | P450 (oytochiome) oxidoreductase POR | 15230142 diug achivation
MITOMYCIN i N 000371, NM_GG80121,H8M 00 | prion prolein PRNF 112750830
1GBI122;NM_001080123,NM 18307
g
MITOMYCIN Nid_000983 prostaglandin-endopercidde synihase 2 {(prostaglandin  PTGS2 116783875
G/H synthase and cyclomygenass)
MITOMYOIN NM O0C3Zt L retinablasioma | RE1 15817745
MITOMYCIN Ni_002853 retincblasloma binding profgin 7 RBBPF7 ! 12750830
MITOMYGIN N 002016 MM _18157 replication facicr C (activator 1) 4, 37kDa REC4A | 12760830
MITOMYCIN M 0031006 fbosomal prolein 334 RPS3A 12760830
MITOMYCIY NM_B01031680:NM_004350 runl-related franscriplion fastor 3 RUNKZ 15758676
MITOMYCIN N 006713 SUBY homolog (8. cargvising) SUBT 112760830
MITOMYCIN MV 198253 NM_198255 lelomarase raverse kengoriplase TERT b resisiance
MITOMYCIM Ni 000546 N 001125120 G0 | lumor proleln pBa TRE3 12082018 sensilivily
125113 NM_DOTZBT14NM_ 00112
GT15:NM 001128 115NM_DG112671
-
MITOMYCIN NM_DOTT137R5; MM B0 113706 | hymidine phosphorytase TYMP 118728857
001853
HYDROXYUREA | NM_004324:NM_13876T,MM_ 13575 | BLLZ-assotialed X protein BAX [ 16005713 death pafhway
3 NM_138784,NM 138785
HYDROXYUREA - - C130R | 17374387
Fa4
HYDROXYUREA | NIM_004346 N _032991 caspase 3, aboplosis-related cysieine peplidase CASP3 116005713 death palhway
HYDROXYUREA  [HM 001237 oyelin AZ CONAZ [ 11468187 ]

oi



HYDROXYUREA I NM_£31566 cychin 31 CONB1 | 11468187
HYDROXYUREA | NM_053056 ) cyciin D CCHD1 | 11468187 aliered by HI |
HYDROXYUREA | NM_001750 eyclin D2 CCND2 | 11468187 alfered by HiJ
HYDROXYUREA | NM_00T136047.NM_00T138125.NM | oyclin D2 CCHD3 | 11468787 alterad by HU

_O0TI36126;NM_001760 -
HYDROXYUREA | NM D01238:N0_057182 eyciin B CONE1 | 114B8187
HYDROXYUREA | NM_D04080;NM 188246 cyclin G1 ) CONGT | 16005713 altered by HU
HYDROXYUREA | NM_0G1700;NM_(22809 cell division eycle 25 homelog G (3. pombe} ChCZ5 | 16074854
C
HYDROXYUREA | NR 018101 cell division cyels associated 3 COCAS 117374387
HYDROXYUREA A OO0389MM_(78467 eyclin-dependent kingse inhibllor 1A (p21, Ciph CRRNT | 16006743 resistance
A
HYDROXYUREA | NW_001827 CDC28 protein kinase regulalory subunit 2 CKSZ | 17374387
HYDROXYUREA | NM_000T14,1M_207032;NM_20703 | endothelin 2 EDN3 | 18020278 aifered by HU
df\' M 2070 ‘34 e
TYDROXYUREA | NM O0D0A3:NM_i5287 1,80 _18257 | Fas {TNF receplor superfamily, member 6 FAS  [1B00G713 altered by HU
?m 152R73;NM_152874;Ni_1528
TENM_ 152878 N_152877 - : &
HYDROXYUREA I NM_002266 karyopherin aiohe 2 (RAG cohorl 1, importin alpha 1) | KPNAZ (17374387
HYDROXYUREA | N 003981 :NM_199413,NM_19941 | protein reguialor of cylokinesis 1 FRC1 | 17374387
i .
HYDROXYUREA | NM_001005200;NM_001032250;NM | proline/serine-rich colled-cail 1 PSRCT | 17374387
_G01022201:NM,_032636
HYDROXYUREA R 001023 ribonuclectide reductase M1 REMT i- urrelated
HYCROXYUREA WLO'}?G% ribarucleclide reductase 12 polypeptide  RRM2 resistance
HYDROXYUREA | NM_000546,NM_001126 112MM 00 ¢ bamor prolein pB3 TP53 168005713 death pathway
1426 113N 00126114 NM_00112
61%5»@;1 001126116;NM_00112811
TERDRTORER Wi O07015:NM_181798;NM_18180 | ublguiin-conjugaling enzyme £2C UBEZC | 17374387
DHM_I8180 1 NM_181802:NM_1818
(&5
CAMPTOTHECIN | Ni_000027 ATP-binding cassetie, subdamily B (MORITAP), ABCBY 110602717 resisiance
member 1
CAMPTOTHECIN | NM_148576 agin AGRN 17374387
CAMPTOTHECIN | NM_000477 albumin ALB 10803928, 17576508 usad as & diug

carrier

£il



CAMPTOTHECIN TNM 001453 anmsyin Ad ANXAA 137374387
CAMPTOTHECH w (COASZANRL 135761 NIM_13876 | 8CLoassocialed X profeln BAX | 1A0EATIE, 17505331
B KRS Tuw’?"' N
CANPTOTHECIN | N DOGEAZNML | Bcell Ctiliympnoma 2 BCLe Loesziil
CAMPTOTHECIN | NM_OGTO2270:NM_ 00101227 M | baculoviral |AP repeat-containing 5 BIRCS | 18061661
0o1168
CAMPTCTHECIN i 00T204:1M (07295 NM_00725 | breast cancer 1, early onsst T {BRCAT [ 10344722
5 NM_DO7257 N _D0T298;MM 0072
99 007300:NM_007302;4_007
- S03NM_00TA04 NN 00308
CAMPTOTHECIN | N 000053 _,__bmaalm;:erz,&ar;’;-’ cnssl I BRCAZ | 10344722
CAMPTOTHECIN Nmmam130949;3:%00@iassso;i\m calcium binding protein 39 CABG | 17374387
—016289{ — = e B o pe—
CAMPTOTHECIN | NM_(AZ0BZNM 032583 caspase 2, ﬂpopv‘ srelated cysteine pepiidase CASP2 w7784
CAMPTOTHECIN | NM 004246, MM 032481 “8393553 apoptosis-relaied oysialne peplidase CASP2 [ 15273314, 16962673, 16962573
CAMPTOTHECH | HM_031988 cychn Bt CCNBY 118081681
(CAMPTOTHEGIN | NM_D01758,NM_052827 cychn-dependent kinase 2 CDKZ 115141020
CAMPTOTHEGIN | NM_000380;4M_ (178467 cycin-deperdesnt kirase nhibiior 1A (021, Cip CORNT [ 17741290, 9673414,17555331
h
CAMETOTHEGIN | NM_00 102481 2;NM_001712 carcirwembryonic anigen-related cell adhesion CIEEACA TTATARST
i molecyls 1 {biliary glycoprotein) M1
CAMPTOTHECIN | NM_005760 CCA}%T anhancer binding protein (G/EBP), zela CEBPZ 117374387
CAMPTOTHECIN | MM_001508;MM_ H4TT80NM. 14778 cathopsin B CTSR | 17378555
TNM 14778206 14
Haw?owkcw NM_001007277N eloposide induced 2.4 mRNA Eizd 117374287
| CAMPTOTHECIN | NM_001426 E1A binding protein p300 EP300 | 0344702
{‘,AMP?OTHEC!N MNi_914808 EPfAZA {iaforin) Inferacling protein 1 FRMoALY 17374207
£
CAMFTOTHECIN | NM_004T10,NM 024417 ferradaxin reductase FOXR_{ 17574357
CAMPTOTHECH [N gomss2 givtathions S-ransterase pl 1 GSTP1 | 16500082, 16600962 14732298
CANPTOTHECIN | NM_O01077442;NM_D01077443,NK | helerogenacus nuciear ribonucleaproteln C (C1/C2) HNRNP | 168560656
DodBOgNM O C
CAMPTOTHECIN Mﬂﬁt@ﬁfq | imerlecidn 1, beta B ;esiﬁsa'g
CAMPTOTHECIN | NM_D00584 ntereukin 8 L8 356833
CAMPTOTHECIN | NM_002228 lunoncegene JUN 12%856/4
CAMPTOTHECIN | NM 0G2756:NM 145108 mitogan-gelivated protein kinase kinass 3 MAP2K [ 17374387

Fil



ek

[CAVPTOTHECIN | NA 008523 mitoger-aciival ed orotein Kinzse kinase kinase 5 MAPIK 17374387
CAMPTOTHEGIN | NIM_001 135044 NR_002752,M0_13 | milogeracivaiad proten kinase 0 o MAPKS | 15585644
SUBENM,_ 139960;NM, 135070
CAMPTOTHECIN | N_001 145336 Nk ‘Dm’l%BW N | Wdm2 p53 binding protein nomolog (mousal MOMZ | 178858351
)ﬁ”‘ 3380001145540 MM 68
3 ?{}{)687 MN_006B579NM O
5501 ,z’\m’ Dupgs2
CAMPTOTHECIN \zfga,__,d HFA047200M_0G1004722 N0 | NCK adaplor orolein 2 NOKZ 117374287
(63581
CAMPTOTHECIN | NM_001818 poly (ADP-rihosel polymerass 1 PARPT 1 11741290,15585544 168062573, 10085644,
16862673
CAVETOTHECI | W, 534073 _ poto-like kinase 2 (Drosophia) . |PLKE 17374387
LA?JIPWTH&L;A\ NM_032192:N8 181508 prolein phosphatase 1, regulalory {inhibiter) subunit 1B | PPPIR | 16081638
' 1B
CAMPTOTHECIN | NA_OD388TNM_196413:NM_ 19941 protein regutaior of oytokinesgls 1 PRCY 17374387
4
CAMPTOTHECHN | NK_002875.NM_133487 RADET homolog (RecA homelog, B, colf} (3. RADST | 10344722
) ceraviciae) B
CAMPTOTHECIN | Ni_000321 “refincblastorna 1 RBT [ 14704340, 15665644
CAMPTOTHECIN 1 NM_D0OZEE5, NI 183404 refinoblastoma-like 1 (p10N fBLT 15585'644
CAMPTOTHECIN | NM 005614 i retinoblastoma-ike 2 (p130) RBLZ | 15605644
CAMPTOTHECIN | NM_D01006945,N1_002997 syndecan | SDCH 1?3?%38?
CAMPTOTHECIN | NM_DD0BS3 transporter 1, ATP-binding cassells, sub-family B ARy 17374387
‘ (MDRITAP)
CAMPTOTHEECIN | NM_(14804 Tax1 {ﬁLf’im"i T-call lstkemia virus bype ) binding TAX1E | 17374387
_ | proteln 3 F3
CAMPTOTHECIN  { NM 003246 | thrombospondin 1 THEST | 16362573
CAMPTOTHEGIN | NiM_D03611 turnar ecrosis factor {ligand} suparfamily, member O | TNFSF | 17574387
9
AWPTOTHECIN | N 063298 fopoisomerage (DNA) | B EIE
CAN,?‘T(}T {ECIN | NB D00B46,NM_00412611ZRM_00 | umor proleln pi3 TRE3 | 10882111, 11741280, 17555331, 8473414,
1126 113;MM 0011261 14NRR_Q61142 %?3314 55 331,120820%0
5115, 8M_00H126116;NM_00112611
F
CAMPTOTHECIN | NAL 00488114 17104 Wraor protein p53 inducible protein 3 [ TPR3IS | 17a74367 }

LA



CAMBTOTHECIN i\‘R 015 81 NR_O15381NR 015381 %TP‘{% taiget tget 1 {non-proleln coding) TPBIT 117374387
: MR_O153BENR_015301,MR 01538 : Gi
1;NR 015384 NE 015381 i
CAMPTOTHECIN | NM_D01025366.NM_00 1525367 :NM | vascular endofislial growih Tactor A YEGFA | 18358833
001025368 NM_D01025368;NM_00
1”233[0 i CG’{G’*S? GrE_00337
6
CAMPTCTHECIN | NM 001167 Afinked inhibitor of apeplosis o | XIAP_ | 16301681, 16211302
TGPOTECAN NM_G048Z7 ATP-hinding cassetis, sub-family G (WHITE), member | ABCGZ | 15865404, 15575155,170:32504 resistance
2 T ] 17032804
CTOPOTECAN Mh_DGIBEE MM 178426, NM_17842 | any hydrocarbon receplor nuslear lransiocalor ARNT | 15930267
7
TOPCOTECAM L NM_ 002705 3 HZA histone family, member X H2AFX | 16432175
TOROTECAN N \}QIQSG NM_181054 Riypoxia inducible faclor 1, alpha subunil (basic halie- 1 HIF1A 110930207 farget
______ B | loop-heiix transeription facter)
| TOPOTECAN NM_003285 topoiscinerase (DNA) | ToP |- targst
TOPOTECAN Ni_052863 fonoisomerase {ONA} |, mitechondrial TOP1M isrgat
i T ]
TOPOTECAN MR (010253660 001025357 NM | vascular encolhelial growth factar A VEGEA | 15650207 fargal
{}G (25368, Mk_061026368,MM_00
025370 NM_001033756;NM_00337
B - . N
JRINOTECAN NM_D008927 ATP-hinding casselie, sub- family B ;uRﬂAP} ABCH1 112860108, 15055543, 15801938, | resistance
) N msmbsr 1 1681687 1
IRINOTECAN NI 004555 NM 019862 N M_01088 | ATP- blhﬂl cassatie, subef fmf!yi‘ffu TR Be, ABCCT | RBGT245, 188450871 1BR2T307 | resisiance
_ | BNM_079895NM 618300 _imember 1
IRINOTECAN - 7§ M4_000382 ATP-ol nding cassalia, sub-family C(CF FR[!\(RP) ABCCZ | 16815871, 18967587 resistance
i member 2 L i
RINGTECAN | MM_0D1IGER1E,NM_005845 ATP-binding casselte, sub-family & {CFTR/MRF}, ABCCA | 15827327 resislance
P mamber d
IRINOTECAN NM_ 004827 ATP-binding casselts, sub-family G (WHITE), member | ABCG2 | 15230142, 15695404, 15655543,  { rasislance
dddddd 2 7 15801933
IRINOTECAN AWM _032859 abhydrolase domain confaining 13 ABHDT {48827307
_ 3
IRINGTECAH MR 10BB34NM THE830NM_19883 | aceny|-Coenzyms A carboxylase dlpha ACACA | 18827307
7NN 1R8N 188839
HRINOTECAN NM_023038NM_033274 ADAR metellopeptidase domain 18 (meltrdn be ADAMT | 18827307
g

Sit



[IRINOTECAN NRE_OGT121 NI _016824;NM_ 01980 | addudin 3 ([gamime) ADDS | 15555246
3
IR \'OTF”A\! NiE 318260 'awﬂdmwe aioxygenase 1 N Al 18827307
IRINGTECAN NM_GH0029 angiotensinogen {serpin peplidase nhibilor, clade A, | AGT 18927307
o maemper 8} — )
IRINOTECAN NM_007202 A Kinase (PREA) anchor protein 10 AKAPT | 15256248
RINOTECAN N CO0DSZ1 COTORTSRT MO0 | amincievuingle, defta-, synthase 2 T ALASZ 115056245
1637968
IRINCTECAN NM_G00477 albumin AR 8027307
IRINCTECAN M _000688 d.den“ée(} shiydy f“g nase 1 t fainily, mamber A1 ALDH1 | 15886246
Al
RINCTECAN NK_001143608;NM_181847 adhesion molecule with Ig-ike domain 2 AMIGD 1 RezT AT
2
ARINOTECAN (012088 anciopoiein-ike 2 ANGPT 117327601
k2 .
RINOTECAN NA_032217.NM 198888 ankyrin repeat domain 17 ANKRD | 18327207
17
IRINOTECAN NM_GT5798 ankyrin repeat domain 238 ANKRD [ 18827307
28
RINOTECAN NM_O0 1003654, MM 304308 annesin ALS o ANXAT | 10827307
q
RINGTECAN d_007155NM_004633 annexin AB TANYAG | 150562458
(RINOTECAN Nfﬁ_ﬁa?u?ﬁi}% NM_001252 adaplor-refaied protein complex 2, bela  subunit  TAP2B1 | 18827307 -
IRINOTEGAN NI GO0038NM_Q0T127510:NM 00 | adenomalous polyposis col ARG {15555246
1127511
| IRINOTECAN NiE_001554 o v-raf murine sarcoma 3511 viral oncogene homolog 1 ARAF | 15856246
IRINOTECAN NM 001557 _ amphiraguiin  [AREG ;15723243
IRINOTECAN NN 007024226;NM 0071024227;N6 | ADP-ribesylation factor 1 ARFT 118927307
S - 1 O0H024236NN, 001658 R
IRINGTECAN Nf\z 003030055 N 001173 Rho GTFase aclivating profeln 5 ARHGA | 15856248
P5
[IRINGTECAN NHL_ 15373 Rfio guanine nuciectce exchange facior (GRF) 12 ARHGE 18927307
F12
RINCTECAN nid_ 152641 AT rich interactive domaln 2 1ARID, REXlike) ARIDZ 118827307
IRINCTECAN M. 062892 BM_023000:NM_02300 | AT rich interactive domain 4A (RBP 1-itke} ARIDAA | 15956248

i
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IRINOTECAN - - ARLEIP | 18027307
2
JRINOTECAN _ - ARL7 118027307
IRINOTECAN W; 14154 M5 015 39“ NI 21368 | amadillo repeatl containing 5 ARMCS | 18627307
4
RINOTECAN | NM_000046,NM_ 198708 sryisuliaiase B ARSE | 1BB27307
IRINOTECAN NV 001030267, NM_001040619:NM [ activaling iranscripfion facior 3 ATE3 BO5G246

DOIBT4NM “u(}'ﬁﬁzﬁi

IRINOTECAN NM_001131028NM_031482 ATG0 autophagy related 10 omolog (S. cerevisiae) | ATGI0 | 15856248
IRINOTECAN NI 001697 ATP synthase, H kansporting, mitochondrial 1 ATPEO | 17327601
D cormplax, & gubud o
IRINOTECAN Ni_001003803, N _001003805,MM | ATP synthase, Ht fransporling, mitochondriat FO ATPES | 18927307
015 id comglex, subunit s facter 8)

|[RINOTECAN NR_O0T141972;NM_080850 ATP binding domain 4 ATPBD | 18927307

4
IRINOTECAN NI GOD489NM_138270 alpha thafassemiaimental retardaiion syndrome X- ATRA 118927307

_____ e linked (RADB4 homolag, 3. cerevisiae) -
IRINOTECAN MM D427 auirora kinase B AURKB | 15555248
IRINOTECAN NM 234z BUP and aclvin membrane-bound Inhibitor homolag | BAMBE 118827307
{Kenopus laevis)
IRINOTECAN MM_000G23;NE_000657 B-cell CLLAymphoma 2 BCLZ 13045393
IRINOTEGAN NM_001024808 80020983 B-cafl CLUAymonoma 7A BCLPA { 15066248
TRINGTECAN Ni_ 004326 E-call CLUvmphoma § aCLG [ 1505245
IRINOTECAN NM_004327 N 74 breakpoint clusier ragion N BOR 18027307
IRINOTECAN NW_001012270; \m f} D127 TN | baculoviral IAR Tepeat-contairing 5 BIRCH | 15656245, 16373703
JIO% 168 -

[RINOTECAN - BMI_0 | 18027507

G115
[RINCTECAN NI\_? AB1eH bonie morphogenstic proteln 8a BAERA | 16056040
IRINOTECAN W_033030:NM 167070 bot, bolle-like {Drosophiia) BOLL | 17327801
IRNCTECAN ,0 2862 M _151443 BTE (PCZ; domain conieiring 3 BT303 | 18927307
IRINOTECAN i\éi‘ﬂ_,(?@d&ﬁs budding uninhibited by henzimidazoles 1 homolog BUB1 ] 15956246

— {ysasl) S

IRINCTECAN - . CT10R {18927307

F80
[RINGTECAN - h . CI40R | 18627307

F118
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IRINOTECAN - CHB0R | 18027307
F5
RINOTECA - C160R | 18927307
Fa7
IRINOTECAN - - CIORF | 16827307
43
TRINOTECAN - CHORF | 18927307
N ST 28
IRINOTECAN - CTORF | 18927307
IRINOTECAN - B N COURF | 18927307
SR p— 'EU[} — e
[RINOTECAN - - COORF | 18527307
) 126
{RINCTECAN - COORF | 18327307
25
CRINOTECAN _ THM 012295 Galcheu binding prolem 1 —_IcABINT| 18927307
IRINOTECAN NM_B01003408,N4_021086 calciury channel, voltage-dependent, 7 type, alpha # | CACNA | 18927307
sUbun 1l
IRINOTECAN — TNM_D01225,NM_033306 caspase 4, apoplosis-related oysteine peplidase CASRE4 115858244
TRINOTECAN KR 018083 cotied-col domain condaining 78 CCOCT 118827307
§
[RINCTECAN ‘N v? 007z37 oyein A2 o CCNAZ | 15956246
RINGTECAN M_004751 cyolin B2 CONR2 | 15956240
RINGTECAN i\r\: 001767 cyclin F CCNF | 15056246
IRINGTECAN NK 004384 cyciin G2 CONG2 | 18027307
IRINOTECAN NM_001285 chemokine (C-C molif) recepior 1 CCRT 115050246
TRINOTECAN NI_004367;NM_031409 oh°m0kne 1C-C mofi) receplor CCRE | 15856246
[RINOTECAN NN _001009186,NM 091762 chaperonin confa uug CP1, subunit 64 (zeta 1) COTaA | 18027307
[RINOTECAN NM 001025078;NM_0G1777.08 15| CD47 moleculz CDa7 | 18027307
: , 8793
IRINOTECAN —TNM 601252 CD70 moleoule CD70 | 15656246
IRINGTECAN \wa 005191 £080 molecule CDBJ 115956246
IRINOTECAN G01T30628:N8_001786:MM 03 | cell dhvision ovele 2, 51t S and G2 1o M CDC2 115558245
33
RINGTECAN N 04SSR TATET2 N D2TR7 oot dvision cycie 75 hamoiog B 16, pombel CDCZ5 | 15856245
3 . o 5

611



IRINOTECAN 003718 HI cell division cycla 2-ike b (cholnesisraseraialed call | COGIL | 15056246
division controllen &
IRINGTECAN | NM.O03607.NM. 014825 CoCEzbis g prolein Kinese dpha (DMPK-ike] Cbcaz | e -
BRA
IRINOTECAN [ NM_001704 cadhedin 4, fyps 1, Recadherfn (refinal) 1COHA 18007307
IRINOTECAN NM_003936 eyclin-dependant kinase 5, regulatory subunit 2 (p361 |G DKER | 15058246
)
ARINOTECAN WM _001145306,NM_0H01259 cyclin-dependent kinasa 8 | COKE 118027307
w"ii'{li‘d{)‘zr MM _O003008M_G78457 cyciin-depandant kinase infibiior 1A (p21, Cin) COKNT [ 5132777
A
IRINOTECAN NI GO 13CE5T,NM_00T192 eyclin-dapendent Kinase infibitor 3 COKN3 | 15955246 ) T
IRINOTECAN V016852 Cdon hatnolog (mose) COON 1 18827307
RINOTECAN Nid_001813 ceniromers prot V._m, 342% CENPE | 15956246, 16927307
IRINOTECAN NM 018343 cenfromers protein F, 350/d00ka [milosin) CERPF | 15056248
IRINOTECAN . ' - CENTG | 18927307
2
RINOTECAN NK_032742 ) centrosomal protein 192kDa TCEP1g ) 18027307
=
RINOTECAN fikd (20114 cenvrosomal protein 790kDs CER2G 118877307
0
TRINOTECAN NI D0025704:NM_ (01025105 MM | carboxylesterase 1 (monocyleimacropnage serine CEST 15700172, 15230142
__’*G‘tEﬁa asterass 1)
IRINOTECAN | M, 003865, WNM 158061 carboxylesierase 2 {infestine, fiver] CES2 107288721217 1851 11716702 12171803,
following) 12171881,15582324, G051, 1171 6702, 15475733, 14501373 15100172, 16592324, 10655543, TH033949, 162037 g
IRINOT amw NM_0#B2Z [ carboxylesferase 3 [CESE [15100172
RINOTEG N OO1ZRG chiomodomain helicese DNA binding protein 1 CRDT | 1855
i ’\O.t;\;. lN MM_O0T130675:MM_004362 caimedin CLGN o N
TRINOTECAN HA_DO4B5D | ciethin, heavy chain (Ho) e [ HRearaor -
IRINCTECAN r\f | (17BAT- NI 18967 NM_ 19807 | oyolin M2 T CNNRZ | 16927307
IRINOTECAN Nm__gammos;w GOBZ03NM 08 | collagen, fype XL alpha 1 COL1a | teeersny
(798;NM_DB0790;NM,_080800;MM 0 Al
BOBOLNM_ 080802 NM_DBOBO3M nﬁ
080604;NM_0BOR0SNM_ 080806 1
_080807:NM_080808N maoaag,w
i 0808 10:NM_0808TTNM_ 080812,
Ni_0808713, MM _780814, MM _08081
5




RINGTECAN NM_000082 coltagen, tybe IV, alpha 4 COL4A | 18827307
FR;NOTE(}AN j N 001848 coitagen, type VI, aipha | COLEA | 15056246
4
RINGTECAN M_203495;NM 203497 TiCOMM doman containing 8 COWM 15056246 -
D5
RINGTECAN  [NM_001098398,NM_ 004371 coalomer proteln complex, subunil alpha COPA 118027307
RINGTECAN NMLOOTBT carboxypepidsse E_ CPE | 18077307 ) ]
IH NOTECAN NM_001G75848,MNM_004380 CREB binding 1 pr{)wm CREBB 1 150558248, 18927307
IRINOTECAN N 076441 cysieing rich tensmembrane BMP ragulator 1 | GRIMT | 18927347
. . (chardin-like) - |
IR \IOTECFN NEd 320997 M0 _029844-Npt (32264 | chorionio son ratomEmmeopi hormane 2 CoHZ  jipez7aT
5 :
IRINOTECAN N 001083974 NM_001328,M_02 | C-terminal binding proteln 2 CipPe 118827307
z602
[RIMOTECAN NA_COHS0ZNN_183742 systalfionasa (cyslaliioning gamma-lyass) CTH 18927307
RINOTECAN F’?-1\\\’*01(1?38%0,’&&JJOSS«SQ cullie 44 CUL4A | 38827307
IRINOTECAN Nid_000A09;NM_D91033686,MM 18 | chemokine {C‘-X-C mofitt ligand 12 {siromal cell- CXOLT | 18027307
5168 o darived facior 1} 2
IRINOTECAN NM_ 000781 oylochiome ’“ﬂb{J family 1, sublamily A, polypeptide 2 { CYPTA | 11801062 unrelatad
2 E
IRINOTECAN [ Ni_000782 eylochrome P40, famiy 2, subfamily A, polypeptide 6 | CYP2A 1 19804002
i it
iiR{NG‘FECAN h_Go0787 oviochrome PASG, family 2, subfamily B, polypeptide 8 | CYP2B | 11801092
3
[RINOTECAN MM _000769 eyiochrome P450, Tamily 2, subfamily C, polypeplide | CYP2C | 11001092
1% 19
IRINCTECAN NM_0COT70 eytochrome D450, famity 2, Subfamiy G, poiypeplide & | CYP2C | 11961002 urrelated
&
TRINOTECAN NM_DCO771 cytochroms P450, Tamily 2, susiamily C, palypaptide 8 1 OYP20 | 11001082 unrelated
! 4
RINGTECAN NRL_0007108,NM_001025761 cvltochrome PA5D, family 2, subfamily D, pelypeplide 6 | CYP2D [ 11961092
&
TRINOTECAN NM 000773 cylochroma PAS], family 2, subfamily £, polypepiide 1 TOYFZE 111601092
i
IRINCTECAN MA_017450 cytochrome PAED, Tamily 3, sublamily A, polypeptide 4 1 CYPLA i 11801082, 15100172, 15230142,  dnug
4 115523087 15630543 metabolism

{



IRING

[ IRINOTECAN NI 00077 cytochrome P450, family 3, subfamily A, polypeptide 5 1 CYP3A | 15897248 diug
1 5 metabolism
RINOTECAN NI 0011428380 _ 138179 dincylglycerol fipase, beta DAGLBE | 18827307
momm NM_07488 DA cross-ink repair 1A [PSE2 homolog, . { DCLRE | 15056248
) cerayigiae) B 1A
IRINOTECAN Nhi_(06400 dyractin 2 (ua0) DOTNZ 118027307
[RINOTECAN ,\M po0ie7 damage-speciic DHA binding profein 2, 48kDa_— TDDB2 | 15956246
[RINOTECAN MR _30837 DOHD domain containing 1 DOHD 118827307
IRIMOTECAN MM 0016307 11:NM_001036712;0MM | deaih effector domain containing DEDD 18927307
_,03.4938
IRINOTECAN NM 004084 defansin, aipha 1 DEFAY 1585240
IRINOTECAN NM_00T144823;NM_005848 DEMNNMADD doraln containing 4A DENRND | 18558246
44 '
RNGTECAN fiih 003877 densityreguizied protein DENR | 18827307
IRINGTECAN NV 907 145208;NM_G18369 CEP domain conta infng 1B DEPDC | 18927307
8
HRINOTECAN HM 020720 ViGeorge syndrome orifical region gene 8 DECRE | 18847307
IRINGTECAN MM 178815 dinydrofciate reduciase-ike 1 DHFRL | 18627307
IRINOTECAN NM 0071261741 001746115,NM | DIPZ disco-teracting protein 2 homolog A DIFzA | 18927307
_DMB1BNM 208 839 Ni_206880N | (Drosophila)
- M_206891
IRINOTECAN N 0OB00A NM_024787-NM 18264 [ deleted in fver cancer 1 DLCT ) ABRETINT
3
RINOTECAN NM G 698424 M _D0AGB7 | discs, large homolog 1 {Drosophia) DLGT | 18927307
FRINCTECAN i 00293“ 198281 distal-ess homsobox 4 DLXA 18927307
RINOTECAN Wﬂ 004843 | dysfrophia myotonica, WD repeal containing DIAWD | 15058248
RNGTECAN - e DNATZ | 15656245
LRINCTECAN Js A61039550 MM D01334 DPHZ homolog (S, cerevisiag) DFHZ 118827307
[ IRINOTECAN NM_ 000110 ditydrepyrmidine de?‘yd'ﬁqe?‘ase GPYD | 159562406
IRINOTECAN R 000788 B dopamine receptor Db DRDS 17327601
({HINOTECAN NEE_004147 developmentially regu mted 7P Dinding protein 1 DRGT | 15887249
RINOTECAN NI 00TH47A5 N QOT1A4770,NM | dystonin DET 18827307
O0T144771NM_001723:NM 07554
SNM_G20388NM_183380
iQ!i\OTEC MR O 4418 1 dual specificiy phosphalase 2 DUSPZ | 15866246
TECA Ni_0071395;NM_101395NM_13043 | dual-specificity tyrosine-{Y)-phosphorylation regulaied | DYRKT | 15856246

T



ONK 130437 NB_ 130408

kinase 14

A

IRINOTECAN

NM_Q02008

IRINOTECAN NM_D03583;NM_006487 dual-specticity iyrosine-(Y)-phosphoryiation reguialed | DYRAZ | 15056248
kinase Z
IRINCTECAN - - EBi2 | 16558246
IRINOTECAN NM_ODB228; MM 201282 NM_20128 | epidermal growih Tacior reseptor {erythrobiastic EGFR | 18723263
3NN 201284 leukemia viral (verp-b) oncoagene fomolog aviany L
FRINCTECAN NM_DMD84 sarly growth regpornss 1 EGR1 | 15054740
RINOTECAN M 001013703 sukaryotic ransiafion inffiafion factor 2 alphakinase 4 | BIFZAK § 18027307
4
IRINGTECAN NM 1215 eolinoderm microubule assocalad proteln ke 2 EdL2 117327601
TMOTECAN NI 00 a428 enclase 1, {sipha) ENQY 118027307
IRINOTECAN Ni_001429 E1A binding protein p300 EP300 1159661448
RINOTECAN MNM_031308 epiplakin 1 SPPIY | 18B2TAnY
IRINOTECAN HM_D01042559 0005235 v-gro-a andhroblastic leukemia viral oncogens ERERB4 | 15856246
aomaiog L favian)
IRINOTECAN NM_C 15084, NM_ 175037, N_17803 | ELKS/RABB-interacing/CAST family member 1 ERCT | 18827307
SN ATEO3DN "JN? 78040
IRINOTECAN MM_001432 apiregUli , EREG | 18527307
TRNOTECAN | . 005230 v-ele erythroblastosis virus £25 oncogane homolog 2 | E152 | 15055246
{avian)
IRINOTECAN NM_001987 elg variant 8 e ETVE | 15050248
TRINDTECAN NA_001837126:W0_ 021807 grocyst complex somponant 4 EXOC4 | 18027307
IRINGTECAN NH_O00132:NM_0109863 cogguiation factor Vi, pro Oc{‘lﬂa L sormponsnt F8 17327601
IRINOTECAN KM 601040442, MM 001120858 NM | fally actd binding protein 6, flea FABPS | 18027307
001445
IRINOTECAN - FANAE 1827307
24
IRINOTECAN MNA_001040020: Nk (14888 family with sequence similarily 3, member C FAMAC | 18927307
IRINOTECAN . - FAMA4 118027307
A
IRINGTECAN N 004626 Fanconl aneila, complamentation group G FANGG | 15086246 3
 IRINUTECAN NM_008687 phanyialanyl-iRMA sy nihelase, beta subunit FARSE 118027307
IRINOTECAN MR 000638 Fas lgand {TNF sup am\y‘ mamber 8 FASLG | 15Be7248
IRINOTECAN ‘um (15962 FCF :,mall subLy m\SSU‘x DIDCHRSOME Qofmponart FOFE 118927307
homalog (S. cerevisiag)
firoblast growth factor 2 (basic) iz 15056246

b
iy



[RINOTECAN

NM, 003542

IRINOTECAN N 002040 fbrobiast growth faclor @ (glleractivaling factory [ FGFS | 18027307
IRINDTECAN NM_0D2026; 1 _C54034 MM 21247 § fibronectin P 15On6240 7307
AN 2T24TENN_ 21247602124
78;NM_ 212482
IRINOTECAN NM_NGa2E2 T y-os FRJ murine osteosaicoma viral oncogens FOE | 15656246
homalog
IRINGTECAN NiA_B0 111417 1M 006732 FBJ murine osleosarcoma viral cncogens homolog B 1FOSE 115056246
IRINGTECAN Ni_032892 T FERR domain soniaining 5 o FRMOS | 18927307
i? NGTECAN MM_001080432 el mass and obeslly associa d FTO 18527307
IRHIOTECAN N 001485 H_ 195335 FYN binding orotein (FYB-1 01 FYB 18927307
?RINO'?ECAN‘ 7 . QP31 18827307
IRINOTECAN N:‘v%____{}mo (2705, NM_0020571 GATA bintng prolein 3 GATAT | 15055246
RINQTECAN Ni_004804 growth differantiation factor 15 GDF1i5 | 15955246
IRINOTECAN M 001632264 N ¢ 001032385 SN 1 gamme-giutamyiransierase 1 GGTT 18027307
o SO05265 N 013450 S
Vg__éj}i\iOTEGA% Ni_000185 gap junction protein, alpha 1, 43kDa GJAT P 18B27IT
IRINOTEGAN M GOBT67 MM QDUIZB127 8020 Tlycerol kinase ' 3K 18827207
338
IRINOTECA Nid_005541 B dlutaradoxin 3 GLRX3 | 16927307
IRINOTE Cﬁ\\ NM_006572 guanineg rug ofide binding profein (G profein, aicha | GNAT3 | 18927307
13
RINOTECAN Mh_181077 golgt autoantigen, golgin sublamily &, BA GOLGA [ 1732761
8
{RINCTECAN Ni_015080, N _ 182679 & patch domain conlaining 4 GRATC | 18927307
H4
IRINOTECAN N 002084 “Ighsiathiona percxidase 3 {piasma TGPX3 115656240
(RINOTECAN NM_002105 H24 histone fainfy, mamber X HEAPK | 15865246 .
CRINOTECAN NI 001945 heparin-binding EGF-ike growih factor HBEGF | 15723263
RINGTECAN NI_000559 hemogiobin, gaimma A HBGT | 18827307
IRINOTECAN NW 035334 host celt factor C1 (VP 16-accessory profein HCFCT | 18027307
IRINGTECAN N 173487 NM_ 182755 HECT doimain confaining 2 HECTD [ 18927307
2
IRINOTECAN NM_018083 | helicase, lymphold speciic HELLS 18927307 T
FIRINOTECAN } ' haiiry anid enhancer of split 4, (Drosophila) HEST 19147571
IRINCTECAN histong cluster 1, Hlac HISTiH | 15956248
A0
Matons cluster 1, Hde HEST aﬂ 18927307

7
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7

RINOTECAN NM_005514 najor Bislocompathifity complex, class |, 8 U VHLAB | 18827307 3
RINQTECAN N _007724 najor histocomeatisility complax, class || DR belg 1 HLA- 18827307 T
. DRET ]
RINOTECAN NM_021583 ejor hisoeompalbiily complex, olass I, DR beta 4 HLA- 18927307
DRB4
TRINOTECAN NM_001142855;N0 00114255700 | hyaluronanmadialed motity recepior | RHAMI] THMMR | 15656246
SU12484 NM 012485
IRINOTECAN Ni4_001002032,N_003002033:NM | hemaloiogioal and neurdiogica) expressed 1 HNT O [Haez7a07
o16185
IRINGTECAN - o - HNRPA | 18927307 7
RINDTECAN - FHNRPD | 16027307
RINOTECAN N 031372 heterogeneous nuclear ribonuclespratein D-ike HNRPD | 18027307
]
IRINOTECAN N 000412 histidine-rich glveonrolaln HRG | 15DE6248 ]
IRINGTECAN NM_00604T heparan suifate (glucosaming} 3-O-sulfotransferase | HB33T | 18927307
381 381
IRINOTECAN M (4278 heat shock 70kDa protein 4-tke HSPAG | 15056245
L
IRINOTECAN - - | EYPK 88T T
[RINQTECAN R 0062160 Inhibitor of DA Binding 72, dominant negative helx- iz 15055046
loop-helixprotein 1 4 i
IRINOTECAN NM,_003641 interferan induced ransmembrane profein 1 f&}H?’/’} IFTEMT 118827307
IRINCTECAN Ni_ODGEA8NM 01 11283,NM 00 | insulin-Fke grewih factar 1 (somatomedin © 1GF1 15556246
111128400 00111265 S
IRINGTECAN - immunogiobulin heavy conglant gamma 1 (Gim IGHGT | 18827307
) marker)
[RINOTECAN  I'NM 000876 interleukin 1, beta IL1E 115656246 e
[RINGTECAN N ’)ﬂO e infezleukin 8 L3 723203
IRINCTECAN 032548 P2 inner mitochondifal mermbrans penlidase-like (S 1 IMMPZ | 18827307
cerevisiae) T T N ]
IRINOTECAN NV 0011C0185;NM_D0H1001T0NM | inner membrane protein, mitoshordrial {miofim TNT 118927307
005836
INGTECAR NV O1807 T, 1962 irRibitor of grewth family, member o NGI [1szratr _ﬁ
INOTECAN NI OGSBA2 VM &336,'\1‘» 9833 |insulininduced gene 1 INGIGT [ 18027307

$T1



JRINOTECAN

I ""ﬂqm 53;.:5 2 {CDASR, alpha 2 subunit of VLA-2

reapial)

IRINOTECAN Ni_ 001144855 8M_00 integrin, alpha V {vitronectin recapior, alcha TGAY
002216 poiypeplide, antigen CDE1)
IRINCGTECAN NM_000587 integrin, aipha X (complement component 2 recepior 4 | ITGAX
R subuUnit
IRINOTECAN Nii_D14288 integrin bela 3 binding protein {betal-endonexin) TGB38
1.”.‘
[RINOTECAN MM 002228 jun oncogen JUN
IRIMOTECAN D iKH dosnaln containing, RNA binding, signa KHDRB
fransduction sssociatad 1 21
IRINGTECAN Nii_007 162803 Ny KIAACO4D KIAADD
_O01162885,NM_0 14636 L
IRINGTECAN NI 015443 KIAA1267 KIAATZ
67
IRINOTECAN - - KIAATS
3B
RINOTECAN N4 633305 KIAATTSI KIAALT
31
iRINOTECAN MM 014875 kinesin fardly member 14 KiF 14
IRINOTECAN NM_ 004235 Kruppaklke factor 4 {gul) KLF4
IRINOTECAN NN_B(}?QGE) Fruppel-ike facior § KLFS
[RINOTECAN Nii_B17044 kefch-lie 24 (Drogophila) KLHE24
IRINOTECAN \iw {JUEJ?M\;S NNL_004812 0018 | KRITT, ankyrn repeat contalning KRIT1
44540194455 NM_154456 )
‘"*‘NOTL'CA NM_000424 keralin 5 VKRTS |
RINOTECAN M 030915 fimb bud and heart development homalog (mouse) LBH
[RINCTE CAI\ K OGB490:NM 2 leclin, galactoside-binding, soluble, 8 LGALS
4, N#_201545 4
RINCTECAN - . LI
IRINOTECAN | NM_032603 { lysyl oxidase-fke 3 LOXi3
IRINOTECAN Ni_024830 lvsophosnhatidyicholing acyitransferase 1 LPEAT
1
IRINOTECAN NM_032773 | leucine-rich repeals and calponin homology (CH) LRCH3
domain comai.r;é'rsg 3 B
IRINOTECAN 1002343 lactotransf LTE
LTVY h@;no;ns (5. carevisias) LTV

IRINOTECAN

ki M_ 32860

9Tt




IRINOTECAN Nid_002358 ixA“::E miolic arrest deficient-ike 1 {veas] MAD2L | 15956246
1
IRINOTECAN 0237 M C22438 NIA_G7345 [ mal, T-oell ifferer iahon proein MAL | 15056248
IRINOTECAN i PER_002819; NE_ 002816 | melesiasis assoosed | g ader cinorna Fanscript | MALAT | 1802730
M «._8028 GNR_G02818 NR_D0281 1. (non-protein coding)
IRINCTECAN MM t@"\é&l mat, T-oell differeniation proteindike WALL 1150955245 "
iRINGTECAN Ni 00582 mitogen-activaiad prolein kinase kinasa kinase 5 MAFII | 15856245
5
IRINCTECAR NW_OB35 1R Mg en-acivaled proein Krase Kinase Kness MAPLK [ 18627307
3 3
TRINGTECAN NI_005885 ! imembrane-associated ring finger {C3HC MARCHT 18027307
. i i
IRINOTECAN 002380 NM_030583 matriin 2 T MATHZ | 18027207
IRINOTECAR WA O18634 N 186180 malkin 3 MATRG | 18927307
IRINOTECAR W D2H035,NM_Z07202,NM 20728 | musdeblind-ike {Drosophila) MBNLT [ 18027307
JNM_207284 NI Z07Z95,NM_2072
9B;NM 207287 i
IRINOTECAN NM_0010Z5061;NM 001025000 | myelin basic pioisin MBP 18927307
_DO1025092: NM_G0 1025100, NM_0D
1025101;NM_D02385 o
IRINQTECAN ff;fl ‘322"32' meihvicrotonoyh( eewmeAcnmoxy fmse 2 (bela) MCCC2 [ 18927307
IRINCOTECAN NI Q0T TIETAZ NN 024979 MUF.2 cell ine derived ransforming sequance-like MCFZL | 15056245
[RINOTECAN f\iM OO" 914;NM_182748 mivichiomesome mainienaioe complex componerd 4 (MCM4 fqBoBs246 4 N
IRINGTECAN 01145336, NM ﬁ"ﬁ“—?S?’*?i Mdm2 p53 binding profein homoleg (molse: TADMZ | 15850246
9@:11%@339,‘4&1 001145340, D{)
2392;NM_(06878;MM_ 3068{9 \J»a 0
DegAiNM ODBBEZ 0 o4+ o
[IRINCTECAM NM_OHEH MON{, midasih homofog {yeas!) MUONT 18627307
IRINOT TECAN MK_005121 mediator complex subunil 13 MEDTS | 18627307
IRINCTECAN MM 001145785 mycayle enhancer factor 28 MEF2B | 15656245
IRH\?OTECAN N GG?éTQ O-B-methylguanine-DNA methyliransferage MCMT 16230742
RINOTECAN N 0172064 major inrinsic protein of leng fiher BIP 18927307
IRH&OTEF AN NR_D27350XR_07%5: 3/<R70?’95'§3; microRNA hosl gene 1 (non-profein coding) MIRFG | 18027307
XR_O79536,XR_079538.XR_079554, 1
AR_078554 i
IRINGTECAN N 173575 mohawk homaohox I 18027307




FRINOTECAN NI 000248 muti. homalog 1, colon cancer, nonpolvposis type 7 (B, | MLHT | 18049303
IRINOTECAN NI 004954 Vmatix metsliopeplidese § (gelalinase B, 92kDa | MMP0 | 15056240 T
gelalinase, 9240a lype [V collagenase)
IRINOTECAN MiM_D00250 myeloparosidass MPO 115656246
(RINOTECAN [ NW_172408 remtrane proien, palinioyiaied 7 (MAGUK p55 MERT  L18R27307
- — subfamily member 7} I
RINOTECAR Ni_0165840 mifochondiat Hbosomat protein 330 #MRES3 ;18027307
0
TRINCTECAN NM_(00251 mt3 hamelog 2, colon cancer, nenpolyposis fype 1 MSHZ  § 15055246, 18948303
{E. coli)
mmmmm HITECAN Wi (15440 meathylenstetrahydrofolale dehydrogenase (NADP+ MTHED | 18927307
depandent} 1-ike 1t
IRINOTECAN N 006441 5, i0-mathenyisirahydrofolata synthelase (5- WMTHES | 15856246
formylisk ahymof\.laie cgc,s -igase)
RINOTECAN NM_002463 nyrovirds finfluenza virus) resistance 2 {nouse) MXZ 15056248
IRINOTECAN i 003864 foyasin, !wa\:)_{;ha!; 10, non-muscle MYH1D 118927307
IRINOTECAN MM_001085487 Myb-ike, SWIRM and MPN dormains ! MYSM1 | 18827307
(RINOTECAN NM 153028 NEDD4 binding protein 1 NARPT | 18997307 ]
RINOTECAN MM Of/e40 fleuroblastoria breaxpoint family, member NBPF{ 118827307 |
RINCTECAH NRD0BTER I NCK adaplor protein 1 TNCKT_ 15556246
IRINOTECAN w 003743 NN_147223:NM_14723 | puclear receplor coactivator 1 NCOAT | 15036246
3
WNOTECAN | (NM 00631t | nuciear receplor co-repressor | NCORY | 18627307
| IRINOTECAN NM_ 015331 ricashin NCSTN | 19147571
RINGTECAN MM O02497 | NIMA (never in mitosis gene al-relaled kinase 2 MEKZ jieeee24
IRINGTECAN NiE_006018 riacin receptar 2 MIACRZ | 15656246
RIMOTECAN | NM_002508 nidogen 1 NDT 15055245 ]
{RINGTECAN NR_000903:MI_0D1025433NM_00 | NADPIH dehydregenass, quinone 1 NQOA | 18827307
1026434
RINOTECAN  TNW_096178 | Neethyimaleimide-sensitive faclor NGF 18827307
IRINQTECAN N#_O05124 nisienponn 163k0a NUP1S [ 16927307
3
IRINOTECAN UNR007120897;N8_D1A350;NM 01 | nucleciar and spindle associated profein 1 NUSAP | 18527307
8454 1
| IRINOTECAN R 002547 SHigopnenin 1 OPHNT | 16027307 T
IRINOTECAN N O0A550 onoesialin M recepior CSMR 118056245 B

e
o]



IRINOTECAN Ni_018440 o Whhﬁpme;ra associsisd with glycosphingofinid PAGT 118927307
misredumains 1 _
IRINGTECAN N D0051G,NA_ 138765 NM_13882 | peplidyiglycine alpha-amidatng moncoxygenase BAM | 18327307
TN 13ee )
IRINGTECAN Nl ireesd BANS poly(A) specific rbonuciease subunit homolog | PANG | 188273067
{8. ceravisiae)
IRINOTECAN M_016734 paired box & PAXE 118827307 -
IRINGTECAN ,;--1 001135254, NM_D0Z584,NM DT | paired box 7 PAXT 18927507 .
3945 -
IRINOTECAN : . FCAF 118527307
IRINOTECAN N 032151 ptefu"wi aﬂpha carhinokning c’ehydramse'dfn*,eri;_qﬁon PCBDI 118927267
o cafacior of hepatocyle nuclear fecior 1 alpha (TCFD) 2
RINOTECAN 02588, Rl T32402:1; M_0D3240 | protocadherin gamma subfamily C, 3 PODHG | 15966246
3 £3
IRINGTECAN N 0010373300 _001037340:NM | phosphodiesterase 48, cAMP-specific POEAB | 15656246
_O0103724 06002600 {pi iosphodiesierase £4 dunce homolog, Drosephila) ]
IRINCTECAN NI 173582 nhosphoglucomitess 2-ike 1 PERIL | 18827307
1
TRINDTECAN Nii_007350 pleckstiin Homology-ike dormain, Tamily A, member 1 | PHLDA | 18027307
1
IRINOTECAN NR G03700:NR_D037C0:NR_003700 | phosphalidylinosiic] 4-kinass, calalylic, aipha FidkAP 15556248
R 003700 peeudegens 2 2
IRINOTECAN MR 178517 shosphatioyiinositol glycan anchor blosynthesis, dlass | FIGW | 18527307
Y
IRINDTECAN M_000930,NM_033011 A plasminogen aclivator, tissug BLAT 118927307
IRINCTECAN i 001134478,NM_ 163268 Q%Oapwtadyl.»uoqzm! specific phospholipase C, FLOXD 118927307
domain containing 2 2
IRINOTECAN NM_DG 11428210 219012 plecksirin horrology domaln contsining, family A PLEKH | 18527307
rrember 5 A B
IRINGTECAN Wi 024827 pleckstin homology domain conlalning, Tamily H {with | PLEKH | 15656246
) , My TH4 domain) mermber 3 . H3
IRINOTECAN NI4_O0R030 i polo-ike kinase 1{Diosophita) PLKT | 15956246
IRINGTECAN NM DDBGRZ pojo-ike Kinase 2 (Drosophila) PLKZ | 15956240
IRINOTECAN NW_004073 pojo-ike kinase 3 (Drosephia) PLKI | 15855245
IRINOTECAN MM o127 photlach-12-myristate-13-acetate-induced protel: 1 PMAIPT | 15856245
IRINOTECAN MM 006813 prodine-tich nuclesr receptar coaciivaior | PNROT | 18827307
IRINOTECAN | Ni_0T5100;NM_145796,NM_20717 | pogo transposable element with ZNF domain POGZ | 18827307 ]
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[RINGTECAN NM_016218 polyerase (DNA directed) kappa POLK 18527307
IRINGTECAN {1 NM_D00841 450 {eylechrome; oxidoreduct clase POR 118230142
IHINOTECAN i 003620 mrolein phosphatase 1D magnesium-dependsnt, delta | PPM1D 18827307
isoform
RINOTECAN NM_000944;Ni_00113069 ;NM_00 | prolein phosphatase 3 (formerly 28}, cafalyic subunit, | PPPIC | 18027307
130692 alpha iscform A
JRINOTECAN Ni_001142353:NM_001142354:HM | mrotein phosphatass 3 (formery 28}, catamav subunit, PPRIC | 15056246
RAEEYS beta isoform B 3
IRINOTECAN NI (G025 T NM_206907 piolein kinase, AP-acivaied, alpha 1 catalyie PREAA 118027307
S\Jb i H
IRINOTECAN MM 002737 1 protein Kinase G, glpha B PRECA 115723263
IRINOTECAN w {}825’28 212535 prolsin kinase C, hala PRECE { 15723262
IRINCTECAN NM_DDB25ANM 212530 profeln kinasa C. defta PRIKCD [15723253
IRINGTECAN wl DJfoiG protein kingse C, iofa PRKCH | 16723263
IRINOTECAN MM_GOT 145848 NM_D0 1145849 NM | prominin 3 PROMT | 15956246
001 'gqéaso;w”om 145851, NM_00
1 145852:M_008017
IRINGTECAN Ni_§02784 preg amysonrmc bela-1-glyconrolsin 9 P8GY 17227601 o
[RINCTECAN NM_004875 prostagiandin E synihase PTGES | 15956246
IRINOTECAN Nid_ODEE0YNM_153831 PTKZ protein fvrosine kinasa 2 PTRZ 1 18B27307
IRINOTECAN Nl 003463 profedn fyrosing phosphatase type IVA, member 1 PTRP4A | 18027307
IRINCTECAN (16264:NM_DBOGBLNM_Q8068 | protein tyrogine phosphatase, nonreceplor fype 13 FTPNT 15858246
4 NM GSOF &b (APC-1/CDY5 {Fas)-associsled phosphatase) 3
IRINOTECAN MM 012411 NM_0158 prolsin Lv;oslre phosphatase, non-rsceplor lype 22 PTRNZ | 15056246
{ymphoid 2
[RINOTECAN N 00304074 2:N0_D02830;NM_12 | proteln yrss ine phosphaiase, receplor ype, D PTPRD | 15656246
03971, NM_130302.NM 130383
IRINOTECAN Nid_002841 protein brosine phosphalase, receplor fype, G PTPREG | 18027307
IRINOTECAN MM 002540 protein fyiosing phosphatase, recepler fype, N PTPRN | 15855246
IRINGTECAN WAL 005052 | 1as-related C3 bolufinur toxin subsirate 3 {ho family, |RAC3 | 15856246 o
srmal GTP binding prot ain Rac3)
HRINCGTECAN MNi_(02874 RADZZ homoleg B {S. r*emwsmm ' HADZY | 15056246
2]
IRINOTECAN Ni_DD2877,NK_143800:NM_13361 | RADS ke 1 (S, ceravisias) RADSY | 18927307
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RINOTECAN Ni_002800 MM _022650 RAS p21 protein activalor (GTPase aclivating orofein) | RASAT | 18027307
i
}R.NOTWAN NM_ 000321 retinoblastoma R8T 15132777
IRINCTECAM NM 00057 refinoblastorna binding profein § RBEPE | 15056248
IR NOTEVAN NM_002895,NM_183404 "rﬂmobf'zsnur‘j;a}a:{ef pT07) REL1 | 15056246
[RINOTECAN NI_00T14354 T;NM_ 00711439420 | RNA Binding melff protein 24 RBM24 1 1B527507
153020 - _
[RINOTECAN . - RBPSU | 18527307
: H
RINOTECAN NKL_027111 reversiomn-inducing-cysieine-tich prolein with kazal RECK | 18827307 )
rrofifs
[RINOTECAN NI D01 145138,8M_021073 v-rel reficufoandoiieliosis viral oncogene homolog A | RELA | 15161657, 16685528
L {avian)
M NOTECAN N 001128517 M 031022 RALBP1 asscdiated Eps domain containing 1 REPGT | 18027307
IRINOTECAN NI GO2815Np 151558 repiication factor © (activator 1) 3, 38kDa RFC3 {1505B246
IRINOTECAN NM_002922 ragutalor of G-protein signaling 1 RGST 115056248
TRINOTECAN NM_G1E668 ) requlaior of G-protein signaling 22 RGS27 | 18927307
FRINOTECAN MiA_021205 ras homoloy gene family, member U RHQU 118027307
RINOTECAN - - RNF12 118527307
RINOTECAN Ni_00068 , ribosomal protaln L4 RPLA 118927307
TRINOTECAN NI 00100 860:NW 001122607 NAT | runtretated ranscricion factor | RUNXT | 15956248
001754
[RINDTECAN M 017654 sterlie alpha molil domaln confelning 8 SAMDG | 18827307
IRINOTEGAN N 015474 S domain and AT domain 1 SAMHD | 18527307
|
IRINOTECAN - - SCD4 | 18927307
INNOTECAN | RM oozesd T Tsyndecand SDC4 | 15956246
RINOTECAN | NM_OD1077205:M_00 wzm?’b SEC31 homclog A {8 cerevisiag) SECST 18027307
DD’EO?&H‘S MM_014933;MM 01621 A
RINOTECAN Nmu,oaﬁs?e T sema domain, immunoglobulin domain {ig), short basic | SEMAZ | 18927307
_______ domein, secralsd, (semaphoring 30 C
[RINOTECAN WM_D0 1100409 NM_D15577 SUMOHsentin specific pepiidase B SENPG | 18027307
IRINOTECAN Nnﬁ OO1136528;N 001 1?6329 Nid | seroin peplidase inhibitor, clade & {nexin, plasminogan | SERF | 17327601
_O01136830:MM_006216 acfivalor inhibiler fype 1), member 2 NEZ
[RINOTECAN NM 031459 sestrin 2 SESNZ | 15656245
RINDTECAN | NM 015048 SET domain containig 18 SETD1 e

tet



r

R
IRINCTECAN NM 001080517 SET domain confaining 5 SETRE 18927307
[ IRINOTECAN NH_006342 stratifin - SEN 1637a7oR
RINOTECAN NM_00T145444 NI _0071 T45445:NM | splicing Tacior, arginingsserina-tich (5 SFRST 148927307
020796 3]
IRINDTECAN - - _ 1SGK | 15eRa246, 13927307
RINOTECAN M 182524 shugoshindike 7 (2, DCS-I:A’.)@} SGOLZ 118927307
IRINGTECAN fNM_004895 sofule carrier family 16, member 4 {monccarboxylic SLO16 115056246
acid transparier 5 A4
IRMNGTECAR Nbi_ 184255 soie cartier felly 19 Golate ransporten, membar 1 | SLCIT | 1BG2T307
A
IRINOTECAN NR_030831 solile carrfsr farnily 25 {mitochondrial oxodicarboxyiats | SLC25 | 18927307 -
) (:a'ﬁier},f‘.a b 21 Azl
IRINOTECANM NM_DZ1104 B sofule caner faraily 30 (dine fransporter), member 1 SLC30 18027307
Al
TRINOTECAN WM GO1I3001 2N 004785 solute carer family O (sodiumfhydrogan exchanger), | SLCSA | 15856248
) rmember 3 reguialor 2 JR2
IRINOTECAN ASTGINM | SKAD family membey 3 SMADZ { 18827307
IRINOTECAN slructural mainisnance of chiromosomes fiaxitls hinge | SMCHD | 18827307
domaln containing 1 - 1
NIRINOTE CAN | SMEK homelog 2, suppressor of mei (Dictyostelium] SWMEKZ | 18827307
TRINDTECAH smy-1 stppressor of mee-8 and uno-52 homalag (C. | SMUT | 18027307
glegans) _ B
IRINOTECAN SHAD speciic £ ubiquilin profein ligase 1 —ISuRF Disezraoy
i
m\m%m - . - R T
IRINGTECAN NM_0030%0 simall nudlser fbonucleoproisin polypeptide A SHRPA | 18927307
1
IRINCT ECA Nivi_ 003100 138473 Y hanacrsatm*:dcr Spi UiReTa0T
Q NOTECAN M‘ 031 Spi-B bransoriplion Tactor (Spi-1/PU. Y islaled) SPIG | 15586246
NOTE CA\I NM_007271 . setine/lhraoning k[nﬁae 38 STK38 | 16856246
;le\!@*Ef“AN NWM_006287 serneflreanine kinass 4 7 ISTK4 [ ThpEGade, 80277 |
RINOTEC AN NM_001017289'NM_00 1017350 stilfoiransferase family, cylosolic, 1A, phenol | SULTT | 15550246
preferring, membsr 4 Ad
[RINCTECAN f (32184 synapse defeclive 1, Rho GTPase, homolog 2(C. SYDEZ [ 18827307
clegans}

A%



IRINOTECAN NI 001135805, NM_00T135806:80 | syneplotagmin | SYTt 18827307
005639
RINOTECAN MiA_003184 TAFZ RNA polymsrase i, TATA box b%i“%ding profein TAFZ 15856248

. sz“jiqgso iated facior, 150kDa

IRINOTECAN ié?ss 003192 fbutin folding cofactor G . THD 15950246

IRINOTECAN WM G03205:MM 207036, NM_20703 | transorplion facior 12 TCFT2 48827307

?I\.» 207038NM_207040 N :

IRINCTECAN J_930! transcriplion Tactor 7-ike 2 {T-cell specific, HMG-boxt | TCF7LE 18827367
IRINOTECAN i tsa?scm%cg factor CP2 TFOP2 118827307
RINOTECAN NM_007032257;1M 005287 fissue facior pathway mnibior (ipoprotein-associaled | TFP] 18027307

‘‘‘‘‘ coagutalion inhibitor)

ER;\IOEEQ;}N Nil_001128148,NM_003234 transtarrin receplor (p80, CO71) TFRC 118927307

IRINOTECAN N 00108950 NM 003235 transforing growth faclor, sipha TGFA 115723282

_@N(}T CAN NM_00G358 lrassforening growih faclor, bala-induced, 62kDa TGFBl 87307 ]

IRINGTECAN MH_033055 thicesterase superfamily member 4 Hrs

IRINGTECAN NR_024838 threonine synthase-like 1 (3. cerevisiae)

. 1
IRINOTECAN WNi_005T1 ) thyroid hermone receptor associated profein 3 THRAP 118027307
3
ARINOTECAN N&| 006288 "1}/ surfacs anligen THY 156358248
TRINGTECAN Ni_052032 fransm bra*]e orofafn 123 TMER | 188273067
23
IRINOTECAN N G162 ransmembrane protein 4 1B TMEN4 | 15956246
B
RINOTECAN RiR_0z1408 ~ Tthymosin bela 4, K-inked TS84 | 18364925
X
[RINOTECAN 007115 N | tumer nscrosis factor, alpha-nduced profein 6 THFAIP | 15056246
B

IRINCTECAN 005748 ranaducer of ERBBZ, 1 TOBT 110656246

NIF{I NOTECAN .NM gz7 2 ransduces of ERBB2, 2 TOB2 | 15456246

i INOTECAN .w; 003286 fopeisomerase (DNA] | TOPT 111914913, 15556843, 18508181 ]
RINOTECAN 052063 topoiscmarase (DNA} | mitochondrial TOPIM § -

T
_;WNO:\EC%N N _BO087 topoisomerase (DNAY 1 alpha 170kDa TOF2A | 15238142 15956246
IRINGTECAN N ”_Me:oz inpoisomerase | binding, arginine/sarine-rich TOPOR 115556248
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IRINOTECAN fI\!M_GGQ’SA&;N?\JE___GM 126912;NM 00 | famor profein ph2 TFE3 18373703
TIZB3, N _DDVI269 4‘545(;___091 12
8B N Q0TI26116;HM_ 0011261
.
HRINOTECAN MiE 001135733 NM 033285 umer protein 153 Inducible nuclear protein | ITPEAN | 18627307
P1
INOTECAN Ni_000367 hiopuiine S-methylvansferass TPMT ) 18527307
R MOTECAN Niv 007530 IJ"LJF ) polymetizalion promating profein TPPR 118827507
HRINGTECAN MiA_G12112 TPXZ, microtubuie-assodiated, hoimolog (Xenopus TPXZ | 15856248
i ev,;,,
[RINCT EUAN N 003789 THFRS F1A-associaled via death domain TRADD | 15656246
[RINOTECAN NM_005658 TNF recepior-associaled factor | TRAF1 | 15956248
WINCTECAN Nk 025185 .thb! s homoleg 1 {Drosophila) o TRIBT 18827307
RINOTECAN | NM_021643 bhles homplog 2 (Drosophita) TRIEZ | 16827307
IRINOTECAN N 033017.NM_023091 iriDariiia mcif-containing 4 1TRIMA 18027307
IRINOTECAN R 015165,40 052676 iiparile motfoontaing 9 TRING | 18927307
IRINGTECAN 003378 TTK protein kinase TTK 115050246
IRINOTECAN NF O0TTI57E5NM_00 1115756,NM xhywdmﬂ phosphoryiase TYMP | 17454858
_bC’?JSo _—
[RINOTECAN Nii_001071 thvinidyiaie synlhatase TYMS | 10487007 17454858
IRINOTECAN Wb GG?OT’? \s" 181795 N _18180 U’c lauiin-conjusating enzyme E2C UBEZC | 15066248
OiNRE 1 v 181802:NIM_1818
: 03
HINOTECAN NI_OUBAET N _ 182678 ubiquifin-corjugating erzvine E2E 3 [UBCAS UBEZE § 18977307
homolag, yeast) 3
IRINOTECAN NM_D58187 MM _104315;N_19445 | ubiquitin-conjugating enzyme £2, J2 (UBCE homolog, | UBEZJZ 1 18927307
e 7NK 194458 yeash ,
IRINOTECAN WA 015084 ublquitin carboxyl-tlerminal hydiolase L5 UCHLS 15050248
IRINOTECAN NM_0Z0121 UDP-glicose coramide glucosyliransferase-ike 2 UGOGL (18927307
[RINGTECAN NM_D00483 UDP glucuronosyltransferase 1 family, polypeptide AT [UGTTA | 12860108, 15517843, 16023087,
d 15833930 7808154, 157 16465,15655543,
15585133, 17806154, 18476830, 183””2&8
16797458
RINOTECAN NM 018075 UDP glucurongsyliransfarege 1 family, polypeplide UGTIA L 16517803, 17898154 157184058
A0 10
IRINOTECAN Nid_001072NM_z06862 UDF gitcuronosyliransferase 1 famlly, polypeptide AB | UGT1A | 1578465
&




WRIRHCTRECAN M4, D90TY UDP giucuronosyltransterase | farrity, polypeplide A7} UGT1A | 15835830,157 16485, 17685154
7

iRINGTECAN | N 018075 UDE glucironasyliransferase 1 fami ily, polypaphide A8 1 UGTIA | 15833830,18
8

FRINOTECAN NIM_ 021027 UDP glucuronosyitransferase 1 family, polvpeplide A9 UGT1A | 16833830,18
g

IRINOTECAN NW_025217  {Ultebindngprolenz ULBRZ | 18927307

|RINOTECAN W 017586 une-51-lke kinase 4 (C. slegans o ULKA 182707

IRINCTECAN NI 015306 . ubiguitin specific peplidase 2 » UgP24 | 18827307

[RINGTECAN - - - VDe 18827307

[RINOTECAN NRAO13245 { vacuelar protein soring 4 omolog A (S, cerevisiae) | VPSAA | 18927307

IRINOTECAN N 145206 vesiols fransporl through interaciion with +3NAREs VTHA | 18027307

- hoermolog 1A (yoasth

RINOTECAN 1 NM_D15045 wings apart-like homoieg {(Drosophila) WAPAL | 18027307

IRINOTECAN N _0U3941 Wisloll-Aldrich syndrome-iks WASL 18827307

IRINGTECAMN N Q1728 WiJ rapeat domain 424 WORAZ | 18027307
A

IRINCTECAN NI 018087 M 057 wingless-type MMTY inegration site family, member | WNT16 | 18827307

[RINOTECAN NIM_015626. NN _134285 WD repeat and SOCS boxconfaining 1 W3BT | 16927307

IRINOTECAN ML 38110015‘ i Y DOTH00182NM {exportin KPOT 1882730

915024
IRINOTECAN NV GO340°C NI DEZA00-NIM_09255 | Xray repair complementing defeclive repair in Chinese | XRGCA | 15956246
0 hamster cells 4
IRINGTECAN NM (21141 Xeray r@pah complementing defeciive repalr in Chinese | XRCCEH | 18827307
o hamster celis & (doubie-sirand-break rafoining)

TRINOTECAN NI_(0B748 YY1 associatad factor 2 YAFZ 1 rﬁz,sO?

IRINOTECAN MM_005433 1 v-yes-1 Yamaguchi sarcoma viral encogene homalog 11 YEST 1595624

IRINOTECAN Mh_Di5542 . _iZine finger and BB doingln cenfaining 20 ZBTBI0 | 18927 30?’

IRINOTECAN WA 020110:MM_024625 zine finger COCH- i}pu, ardiviral 1 ZG3HA 118927307
Y1

IRINOTECAN NM_173798 7inc finger, CCHC domsin containing ZOGHE | 18927307
12

RINGTECAN MM iTeEAE T ne finger, DERC-ype containing 21 IDRHC 18927307
29

[IRINOTECAN HM_00T143823 NIV _002409 zine finger protein 187 nomoleg (mouse) FTP101 | 16827307

{IRINOTECAN Ni_006867 zine finger protein 38, U3H type-iks 2 ZFP36L | 16806248
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£
RINGTECAN Ni_003410 Zinc finger protein, A- linked ZFX 10056245
IRINGTECAN NM_001337293;NK_001088E07,NM | zin finger profeln 207 ZNF207 $ 18957307
_09340{
IRINOTECAN NM_D 1605388, NM_006973 N m___;inc finger protein 32 INF32 | 17327601
IRINCTECAN {NM_001135215:NM_ 00113521600 | zinc finger protein 323 ZNF323 118927307
_D308GONM_ 145800 B
IRINOTECAN N 072758 zine finger prolein 574 o ZNF574 | 18927307
IRINGTECAN NH 144600 T lzincfinger proteln 562 ] ZNFER2 | 17327601
IRINOTECAN Nb_ 024706 zine finger protsin B68 ZMFEGE | 18027307
IRINCTECAN m\? (32268 zinc and ring ‘*nfﬂri ZMRFY 118927307
IRINQTECAN _G05089 zine nrgar QCCC’% typa), RNA-binding molif and ZRSK2 117327601
o o sarinefarginma rich 2
ETOPOSIDE Ni_000627 ATPbinding casselie, sub-lamii ;8( IDRITARY, ARCET 112966065, 1623812 resisiance
memper 1 i
ETOPOSIDE NM_004596;NM_019862NM_ 01989 | ATP hindi ing casselle, sub-family C [CFTR/MRP), ABCCT | 10206222, resistance
BNM_ 016899 NM_ (18800 membar 1 15617835,
15889103,16
16155703
ETOPOSIDE M4 000397 ATP-binding casselle, sub-family C (CFTRMRP), ABCCT 115751272158 resisiance
member 2
ETOROSIDE | NM_OGTT44070:NM 003786 ATP-binding cassatle, subfamly G {CFTRMR ABCC3 | 15634775 resisiance
R _{imember 3
ETOPOSIDE NM_198576 agrin AGRN 117374387
ETOROSIDE NIA_001 1443 1NM _D01014432: 88 [ v-akt N thyrmora viral oncogene hom {oq i AKTE 17935137
005183
ETCRPOSIDE NI _000697T:NM 001135167 NM 00 | aldebiyde dehydrogenase 3 family, memberh | ALDHI 115805174
' 1135168 . A
| ETOPOSIDE NM 001153 anngxin Ad ANXAL | 17374387
ETCPOSHE NM_001657 emphiregliin AREG | 15228094
ETOPOSIDE NiA_DOTR78;NM_182810 achivating franscription factor 4 {fax-responsive ATEA [ 16268333
i enhancar etament B67)
ETOPOSIDE NM_001188 BCL2-antagonistixiller 1 BAKT 115215046
ETOPOSIDE w | 000633,NM_C00657 B-cefl CLUlvmphoma 2 BCL2 | 15017658
ETQPQSIDE Gﬂ‘t 191 136578 B%gﬂ@! BOLZLY § 11468182, 16215048, 15817650
ETOPOSIDE NF\LGMO BCL2Hike 2 BCL2LZ | 14973057
ETOPCSIRE MM 001y oo 8CL7nteracling Killer {apopiosis-inducing] Sl 116007125

9¢y




LT

| 001274

EYOPOSIDE NM_001166 baculoviral IAP repealcontairing 2 BIRC2 | 10815000,15050748, 14570397
ETOPQOSIDE Ni_001165,NM_182062 baculoviral IAP repeat-containing 3 BIRC3I | 14665661, 15050749
ETOPOSIDE NM_001012270;NM 00101227 1,NM | baculoviral IAF repeat-conlaining & IRGH 115017659, 183R2802, 15322251,163848725
00116
ETOPOSIDE NiA_G07204:NRE D0T208:NM 00729 | breast cancer 1, early onsel BRCAT [ 18417549 T
5?\[‘; 7207 \‘? OO7208:NM_0072
NM_007300:M45_007302:NM_007
3@3 NM_B07304:8M_007305
ETOPOSIDE NM 001729 1 betacetiulin BTC 15228084
ETOPOSIDE M_001730840:NM_001130850;NM | calcium binding protein 38 CAB3Y (17374387
u1628G
FTOPOSIDE N COT035952: NN _001033853,NM | caldioninrelated paiypepiide aloha CALCA [ 16222718
(01741
ETCPOSIDE Ni_32882NM 032583 _Leaspage 2, apoplosis-elaled cysteing peptidase CASP2 114757848
ETOPOSIDE BM_GOA346:NM (132591 caspase 3, apoplosis-related cysieine peplidase CASP3 | 15215046, 16364075, 16844113, 16051922,
17935137, 18058177,
- 18058177, 16364825 16844113, 18051922
ETOPQSIDE MM 00122708 033338,NM_03233 | caspase 7, apoplosis-relaled cysteine peplidase (ASPT | 16298333, 18056177
0;NM_033340 : ) ,
ETOPOIIDE Wi _001229,NM_(32598 caspase 8, apoplosis-related cysleine papiidass CASPO 15215048, 16364925, 17935137, 18065177
ETOPOSIDE NM_001237 oycin A2 CONAZ 117380037
ETOPOSIDE MM (04354 cyciin 52 CCNG2 | 18754885
ETOPOSIDE Ni_000810;NM_ uO‘IOGGt’Q Nivk 03 1 CD44 molsoute {Indian blood group) Ch44 118215046
1001390;MM_001007381;NM_00100
1302 S R )
ETOPOSIDE NM_O01798.NM 052827 syciin-dependant kinase 2 COK2 | 18417649
ETOPOSIDE NM_0G0289:NM_078467 evelin-dependent kinase infibilor 1A (p21, Cip1) COKNT | 14801052
A
ETOPGSIDE NIE_004064 cyalin-dependent kinase irhibitor 18 (p27, Kip1) CORNT | 17935137
B
ETOPOSIDE NW_DG1024512:NM 00171 carcinoerbivonic antigen-related celf adhesion CEACA | 17374387
molecule 1 {billary giyconiotein) I
ETOPOSIDE 1+ NM_GO5760 CCAAT/enhancer hinding protein {C/EBR), 7ota CEBPZ 117374387
ETOPCSIDE i 1__?UTTZT|83;I\5i’¥75}0?127§84;ﬁl‘»’1 CASPE and FADDke apoptosis requlator CFLAR | 14601052
003879
ETOPOSIDE NM_001114121NM COTHI4122NM | CHKY cheekpoint homolog (3. pombe) T CHEKT | 12898021




8¢l

ETORCSIDE Ni_020313 cytokine induced apopiogls inhibitor 1 CIAPIN | 18389526
1
ETOPOSIDE N 000785 cyiochiome P50, family 27, subfamily B, polypeptide | GYPe7 | 17716971
1 B1
ETOPOSIDE NM_000762 cylochvome P450, family 2, subfamily A, polypeplide § | CYP2A | 8114663 unrelated
8§
ETOROSIDE NBL_OOGTE7 cylochrome PAS0, Tamily 2, subfamily B, polypeptide 6 | CYP2E | 8174683 unrefated
5
ETOPOSIDE Rk _000770 cytochreine PASD, family 2, subfamily C, polypeptide 8 | CYP2C 18114683 unrelated
8
ETOPOSIDE NW DT cytochiome FAGG, family 2, subfamily (5, polypepide ¢ | CYP20 | 6114683 wrrelated
9
ETOROSIDE NI, 017460 o cyloehrome PASO, famity 3, sublamiy A, polypeplide 4 | CYP3A | 12989965, 17279585, 8114683 | drug
4 metabolism
ETORCSIDE Wi 000777 cytochrome 2457, family 3, sublamily A polypeplide 5 | CYP3A 17060065, 2114683 drug
o U - -2 1
ETOPCSIDE DNA-demage-nducible Iranseript 3 . DDIT3 | 16208343 N
ETOPOSIDE epidermal growth facior {bela-uogastrons] EGF 15228054, 16050405
ETOPOSIDE epidernal gtowhfac rmcegcriefyhmb%asﬁc EGFR 15228094
3 '\i?w 2312J4 fettkersda viral {v-orbdn) oncogene homelog, aviany) 4 v
ETOPOSIDE NM_001007277 MM, OéiSw | eloposids induced 24 mRNA BiZ4 17374387
ETOPOSIDE NI_014805 EPM2A {laforin) interacling protein 1 EPM2AL | 17374387
P1
ETOPOSIDE NM_05 1005852, _004448 v-erb-b2 eryiheoblaslic leukemia viral oncogene ERBBZ | 15226004
homolog 2, neurc/glioblastoma derlved oncogene
¢ homolog (ai{ian}
ETOPOSIDE N 001005915, NM_001882 v-&fb-b2 eryihroblastic lsukemia virgl orcogens ERBB3 [ 15228004
homolog 3 {avian)
ETOPOSIDE Nii_GH042508NM_0652358 v-erb-g erythroblastic leukernia viral oncogene ERBBA | 15228084
homolpgd vy ¢ 1 )
| ETOPOSIDE MRL_001432 o | apiraguiin EREG | 15228004
HO}'US IDE NA_00087 N _ emvananip ] ETVE | 15217836 T ]
ETOPOSIDE N GOATIGNM 024417 ferredoxn redusiase FOXR 117374367
ETOPOSIDE ML 002095 forkhead box OF FOXO1 117936137
ETOPGEIDE NM_0014B58M 201856 {forkhead box O3 FOXO3 117935137
ETOPOSIDE NM_001524 growth arrsst and DNA—damaGe—mducfbée, alpha GADDA 118003803
- 5A




ETOPOSBE [NM_GO1498 glulamale-cysisine lgase, catalytic subunit GCLC  1i0gnoaa2
ETOPOSIDE a\fvi G ) Jhlamaie-Cysiel rodilier sibunit SCLM 10800222
ETOPOSIDE Nid_GO0BE TN 146427 gutsiiione Sransferase mu s GSTH | 15713807
ETOPCSIDE NM_OooER2 gutziiione S-ansferass pi GSTPT | 10000222, 12558565, 15899103
15999103,10600222
ETOPOSIDE N D094 heparin-binding EGFike growih faclor HBEGF | 15228054
ETOPOSIDE Wi 005347 heat shock T0kDa protein 5 {giucase-regulatad profeln, | HSPAS | 16288333
T8k
{ETOPOSIDE NM_000875 insuililike growih factor 1 rece; IGFIR | 15408378 O
ETOPOSIDE N D02755.NM_ 145108 mitoegen-achivaled profein mrfa&"; kinzse 3 WMAPZK 117374387 '
o
ETOPORIDE NM 145188 siiogen-asivaled protein kingse Kiass 1 MAPZK |-
| ETOPOSIDE 005623 mifogen-achvaled proten kinase Kinase Anass 5 MAPEK [ 17374387
5

ETCGPOSIDE ¢ N_UR1060,NM_ 182763 myeloid cell leukemia seauence 1 (BULZ elaied) MCLT ] 17935137 o
ETOPOSIDE N4 001145338, NM_001145337,NM | Mdm2 pB3 binding prolein homalog {mouse) MOMZ 117575151, 17935137 resistance

CB01145338:NM_ 101145340, NM_0D

2397:NM_00GETE: MM _D0B8T9.NM_C

06861,NM Q05882 -
ETOPOSIDE N!‘—ﬁ_{)ﬁ?%JGA%-?ZD;NEV‘;,_Oﬁ?OGMEZ;NM NCK adaplor protein 2 NCRZ | 17374387

0oasd
ETOPOSIDE W\ M_020523 risclear facior of kappa fght polypeptide gane NPIRIA § 17035137

i enhancer in B-calls inhibitor, alpha

ETOPOSIDE F\éMJOSBSQ;N‘fvi,_"OEQOGQ;i‘EP\-‘E_,OSSOT] nuclesr recaptor subfamily 1, group |, member 2 NRilZ 117279585

A .
ETOPOSIDE NM_ (01678 iy (ADP-riboss} polymerase * FARET 117035137, 17936137 16844113 3
ETOPOSIDE [ NM ( : polo-ike Kinase 3 (Drosophila) PLKY 17374387
=TOPOSIDE protein regulator of cylokinesis 1 PRCT 117374387
ETOPOSIDE NiA_DOD3 TR _DOADEIRINM_GG | prien profeln PRNF 15356408

1080122, NM_G0AGB0123;MM_18307

g
[ETOPOSIOE N 000314 phosphalass and fensin homolog PTEN | 17938157
ETQPOSIDE N 134424 RADSZ homolog {5, cerevislag) RADS2 | 16417649 -
ETOROSIDE N 001742548 1M D035T9 RADBA-ke (S, cerevisiae) Pﬁ\wfl 18417649

6Ll



ETOROSIDE Wi 001145647-:NM 032605 RNA binding motif protein 17 FBM1Y 115081630
ETOPOSIDE M 00TO01850:MM 001122607 .MM | untrslated ranscription fackor RUNXT { 15217838
_Go17ad
ETOPOSIDE Nf;}f' 30?031683 Hid_004350 rni-related ranscrplion facior 3 RUNX3 | 15756676
|ETOPOSIDE | NM_ 005980 $100 calcium binding protein P S100F | 18336193
ETCPosIDE N 009%3930 N4 002997 syndecan 1 SDCt | 1¥37der
ETOPOSIDE NRA_000583 ransporter 1, ATP-binding cassatte, sub-family B TaP1 (17374387
B {MDRITAP) '
ETOPGSIDE NR_(14604 1 Taxt fhuman T-celf fswkemia virus typs 1} binding TAX1B | 17374387
- | profein 3 _ F3
ETOPOSIDE NA G01089R0TNM_002236 fransiorming orowih Jector, alpha TGFA 15228004
ETOPOSIDE Ni_0237108 Bymosin bela 4, X-linked ThiShd | 16364525
X
ETOROSIDE NI_003844 turror necrosis faclor recaplor superarmily, membar TRNERS | 15364625
g F10A
ETOPOSIDE WM, 003842 NE 147187 fumor necrogls factor recepior superfanmily, member TNFRS | 15964798, 16364925
0k Fi0B
ETOPOSIDE NM_003810 lumor necrosis facior {ligand) superfamily, member 1G ; TNFSF | 16364825
10
ETORPOSIDE NM_G0381 " lurmor necrosls ‘actor (ligand) superfamily, member 8 | TNFSE | 17374387
9
ETOPDEDE Mb_(01067 h fopoisomerase {DNAY Il alpha 170kDa TOPZA 111470518, 11531262, 1167
) o 16069495, 17576151
ETORPCSIDE NM_GO1065 - 1 lopaisomerase (DNA] D bela 180kDa TOPZB 115322234, 16230602
ETOPCSIDE Hi DOUSA6:NK 001126 112NN 00 iumor protein ph3 TPA3 12082015, 15964708, 18658031
PI2BT13NM D026 114, NM 00112
GTIE:NM D 14&‘[10,7\?_\?,_{}3’[ 12611
7
ETOPCSIDE NM 0048B1TNM 147184 immf protein ps3 inducible protein 3 TREAS 17374357
ETOPCSIDE NRj?S'&BLNQﬁ 5381HR_015381 | TPG2 {e(gﬂ’(’i tareprolain coding] TPE3T | 17374387
NR_G15381TNE_015381,NR_D1538 (51
TNR_D18381MR_115381
ETOPOGIDE NR_00T126240°NM_D0T12624NM | lumer protein pT3 TPT3 11771607 o
_G01126242 N (05427
ETOPOSIDE MM 031571 thymidylale synlhelase TYMS 16713801
ETOPOSIDE TiH_ U700 AB1798,NV_157ED | ublquiin-corjugating enzyme EZC UBE2C | 17374337
;N _181801; M'\i_ji&iﬁ@ﬁi;{\ﬁ\/?__‘5818
03

art




ETOPOSIDE HM_D00463 UDP gucuronosyliransferase 1 famlly, polypentide AT [UGTA | 12958863, 17151194
1.
ETOPQSIDE MM_01458083 UDP gluguronogyliransierase 1 family, polypeplide A2 LUGTIA 17151184
K .
£10POSIDE NM_018075 ;UDP alucuronosyitransierase | famiy, polypeptide AR | UGTIA 11751981 T
ETOPOSIDE NA D003 76 WM _ 004017535 itamin D (1,25 dinydroxyvitamin D3) recepior VIR 12586065, 15713801, 17716871
ETGPOSIDE ?é\, uGs (25368 NM_001028367,NM | vascular endothsfial growih faclor A VEGFA | 18454554
_Ca1025368; NN 001025368 M 00
’50?5376;Na“-fl__@@‘s033756;1‘*&3‘#?%,@033?
6
ETOPOSIDE T NM_CO0BE3 erner syndrome, RecQ helicase-iie WRN | 10725663
ETOPOSIDE %\ A UTTEIINM 199139 ._X AP associated facior 1 XAFT 118843754 i i
ETOPGSIDE NM_ 001167 X-Ainked iniibitor of apoptosis KIAP 114665661
ETOPOSIZE WN_005431 X-ray repair complementing defective repafr in Chinese | XRCCZ | 16417648
~ namster cefls 2 - ”
ETOPOSID N 007100 T18:NM_DDTI00119:NM | Xutay repair complementing defective repair in Chinese | XRCC3 | 16417648
oGt432 hamsler celis 3
ETCPOSIDE NI 003407:NM _022406:NM_02255 | Xeray rapalr complementing defective repair in Chinese [ XRCC4 | 16417646
g hamster cells 4 '
ETOPOSIDE Fi 021149 ;@ray repgir complemanting defeclive repalr in Chinese | XRCCH 17384553
_ hat ﬁtief cells § (double-strand-break rejoining)
BEXAROTENE N GOT121NM 018804 :MM_01980 | adducin 3 {gamma) ADDI 17178800
3
EEXARUTENE | N 000024 adrenergic, bela-2-, recepior, surace ADRBZ | 17178900 ]
BEXAROTENE Nid_ 001353 aldo-keio reduclase Tamily 1, member C1 (dinydrodiol {ARKRIC | 17178900
dehydrogenase 1; 20-alpha (3-sipha)- 1}dr<;\y3ie;‘oid 1
) dehydrogenase)
BEXARUTENE Mg 003738 aldoketo reductase family 1, mermber 03 (3- alpha BERAG 117178500
svdroxysteroid dehydrogenase, los i) 3
BEXAROTENE MM_016201% angiemotin like 2 AMOTL | 17178300
2
BEXARCTENE M _GOB40T ADP- u‘w;}. ke factor € interacting prolin & ARLEP 117178000
5 |
REXAROTENE N GD1673NM_133438,NM_ 18330 | asparagine synthelass ASNS 17178000
5
BEAROTENE T [T_004230 BCLZ/adenovirus E18 18kDa nteracting prolsin 2 BRIPZ ATATESGO

irl



BEXARCTENE |- - C100R 17178900
Fig
BEXAROTENE - CAOOR (17178600 o
Fi1G
BEXAROTERE | NW_ 001608 CCAAT/enhancer binding protein (C/EBP), gamma [ CEBPG [17178900 4
BEXAROTENE |- eylochrome ¢ axidase if COXZ 17178600 ‘ N
BEXAROTENE Niv 0071902 NI 153742 cystaliionase {cystathonine gamma-lyase) CTH 17178500
BEXAROTENE NM_004390;NK_148878 cathepsin H CTSH 117178900
BEXAROTENE NM 018547 cylochrome ¢, somatic CYOS 17178900
BEXAROTENE R D00TES MM _0BTETY cylochrorne PASD, famity 28, subfamily A, polypeptide 1 CYRES | 17978800
1 A
BEXAROTENE  |NM 001554 cysteine-rich, angiogenic inducer, £1 CYRE1 117178800
BEXAROTENE | NM 075058 DNA-damage-inducible franscripl 4 DDIT4 {1 17178600
BEXARCTENE | NBLOD4753 dehydrogenaseireduciase (SDR family) member 3 DHRS3 | 17178800
BEXAROTENE NM 012242 dickkopt homalog 1 (Xenopus laevis) DRK1 117178500
BEXAROTENE NM_O044T7 dual specificlly phosphatase 1 BUSPT 17178800
BEXARUTENE N 034410 dual spacificily phosphatuse 5 DUSPE 47178800
BEXAROTENE NM,_004430 early growih response 3 EGR3  |47178500
BEXAROTENE MJ’ 1’5:3804 alkaryotic ranslation inftiaiion factor 1 ElFt 17178900
BEXARCTENE  |Wm_004431 EPH raceplor A2 EPHAZ 17178900
BEXARCTENE WM oo2047 dyoy-RNA synibelase GARS [ 17178560
BEXAROTENE M_ 01001994, NM_001001885NM | glycoprotein MEB GPMEB | 17175300
_001001996,MM_00527 8 L
BEXAROTENE N 001010989:NM_001010030:NK homooysieins-nduciile, endoplasmic reficuium stress- | HERPU | 17178000
_{)14685 - Inducibie, upiquitindike domain member | g
BEXARCTENE N O0Z185:NM_181353 inhibitor of DNA binding 1, dominant negalive helix- i 7178800
loop-helix prolein S
BEXARCTENE wE‘» 004807 o immeadiate sarly response 2 I[ER2 147178900
BEXAROTENE i GC?TTQ { insudin-ike growth facior binding protein B GFBPG | 17178800
BEXARUTENE ’.\; W QGOBAENM 172174 interleukin 15 L15  (AT178800
BEXAROTENE NI 000888 integrin, befa [TGRe | 17178900
BEXAROTENE NMV_004867 integral membrane proten 24 Thza [ 17178000
BEXAROTENE Hid_001008952 1M 002222 inosiiol 14 Ariohosehate receptor, type 1 SRR T80
BEXARQTENE hi_001032282 N0 005055 Krippebiks faclor 10 KLFIG 147178900
BEXAROTENE NW_002275 karaiin 15 KRTIE 117178500
BEXARCTENE MM 000422 keralin 17 KRT17 137178900
BEXARGTENE  [NM_D0Z318 lysyl oxidasse-fiks 2 LOXL2 117178200




BEXARGTENE MM 001031804 NM_005360 v-mat museuioanonerofic fbrosarcoma onzogene MAR 17478800
: hmogog {avian]
BERAROTENE NE_ 00181572 MM Q018573 NN | v-maf musculcaponeusot ¢ fibrosarcoma oNCogens MAFF 17178800
1 00TIBTE74NM, 012323NM 15287 | homolog F (avian)
4
BEXAROTENE — [ NM_ 006818 rysioidfymphoid or mixed- -ineage loukemda (rithorax | MLLTI1 117178800
. it homelog, Drogophila), ransicoated fo, 11
BEXAROTENE 3 NM_002421 malrix rnetaizopepfi fage 1 {intersiitial collagenase; MMET 17178200
BEXARDTENE N4 0068306 ae‘mzenﬂ tefrahydrofolale defwdrogenase (NADEP MTHFD § 1717850¢
| depandent) 2, methenyltetrahydrofolate cvelohydrolase § 2
BEXAROTENE P NI 002539 omithine decarboxylase 1 QBCT 317178800
BEXAROTENE WM 0EZBT7 peticd homalag 2 (Drosophila] PERZ 17178000
BEXAROUTENE Nl 000830 NM_033011 slasmincgen activalor, tissus PLAT ;17178800
BEXAROTENE | NM_DO1005376;NM_001005377 MM | plasminogen activalor, urokinase recaplor PLAUR | 17178500
o (02650
BEXARCTENE Nt CODBA5SNM_ 102943 procellagerlysing, 2-oxoglutarate S-dioxygenase 2 PLOGE (17178300
BEXAROTENE MM 020143 pariner of OB bamoog (3. cerevising) PROT 117178900
BEXARGTENE  |NM 006813 proline-fich nuclear recaplor coactvator | PNRCY [ 17178900
BEAAROTENE NM_0G0965,NiM_D16152 retinoic acit receplor, bela RARR 117178300
BEXARCTENE N 0006321 retinoblastoma 1 ] K1 18273314
BEXAROTENE M 821878 relinoid X recapior, bela RARE i~
BEXAROTENE Nf-.fiﬁOZ%b ;‘ 00 calcium binding prolein AS S100AG 1 17178800
BEXARGTENE — [NM 005063 siaaroyl Coh desalurase (delta§-desafurase) 8CD 147178500
BEXAROTENE Ni_003318 srﬁ cirg faclor, arginine/serine-rich 2 SFREZ [ 17178608
BEXARGTENE NM_005067 seven in absentia homolod 2 (Drosophiia) SIAH2 iTITE800
BEXARDTENE NM_003045 solule arrfe.r farpily 7 {calionic aming seid fransporter, | SLCTA { 171785800
vt syslerny), member 1 i
BEXARQTENE Ni_003408 solute carrer tamily T {cationic ANG acid irar wmcaer SLCTA | A7178800
. y+syslers) member & 5 o
BEXAROTENE NM_001001419:MM_00T001420:8M | SMAL family mamber § SMADA 117178900
J059033
BEXAROTENE — TNM_002118 sacrated protain, acidle, cysteine-rich (osteonecting SPARC | 17176900
BEXARUTENE NI_D04513;Nk 188851 fransgiterntnase 2 (C polypapfide, protein-glutamine- [ TGM2Z 1 17178000
gamima-glutamyliransierass)
BEXAROTENE WM 014220 anemembians 4 L six family membar 1 TH4SF | 17178500
[
BEXAROTENE Ni_O0T015881T;NM_D04089. KM 18 | TSC22 domaln family, tetuber 3 TEC2Z 117178800 m‘

tFl
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BEXAROTENE LDP-M-acteylglucosaming pyrophospharyiase 1 UaPY 17178000
BEXAROTENE 5 vesinie-associaied membrane protein 8 fendobrevin) | VAMPS | 17178900 -
BEXARDTENE (1079538:NM_005080 X-box binding prote XBPT_{17170000
CETUXIMAB epidermal grovih factor {bela-urogasirone) EGF |-
CETUXIMAR NM.20128 | epidemial growth factor recapior (erythroblaste EGFR target
feuke "ma wra[ (v-erb-b) onoogere homslog, avian)
CETUXIMAR splregul EREG I~
TRASTUZUMAB egjdermai roveth factor {bela-urogastrong; EGF -
TRASTUZUMAR 282 NR 20128 | anidarmal qmw{h factor receptor {ervihroblasfic EGFR - resisiance
~ 3_‘ Ni_20 !2&1 i leukermia viral {v-erb-b) oncogene homolog, avian) 5
TRASTUZLIMAR NI 001005862 N _004448 i v-erb-b? erythroblastic Jeukemia viral onoogene ERBHZ |- targst
hormolog 2, H%UC;Q:iDJ iastoma derived oncogene
homoiog {avian)
TRASTUZUMAB | NM_001432 _1&pirequlin EREG |-
RITUX(MAB N 02 1050:Nk_ 152668 membrane-gpanmning A-domains, sUbfamily A, membar | MS4AT |- largel
1
TOSITUMONMAE T NM 0219:3‘} MNAA_ 152880 mé%ﬁ%fane-spanﬁmg 4-domains, subfamily A mamber | M34AT |- targel
1
ALEMTUZUMAB | R 001800 e CD52 malecule 1CoE - tatgel
BEVACIZUMAR NMACf‘ 025368;NM_001 ‘25&6?‘?‘*&\/? vascutar endoihelal growth faclor A VEGFA |- targei
_LU102E368NM_001026369;MM 00
H02EITONM_G01033756;MM, "‘O’fsd?
5
EDRECOLOMAR - TACST |+ target
01
CEMTUZUMAB — TNM_001082618:NM 001772 Chad moteaute coa L target
AXITINIB NM_001180030;NM_D0416003 N fms-ralated tyrosing kirase 1 (vasculsr endolhelial FLT1 - target
1. 032019 1 growih fectorfvascular per at__;f%'ty factor receplor)
AXTINIG NM_DOZ0Z0INBE 182825 fs-related yrosine Kinase 4 FLT4 - larget
AXITINR NI_002253 kinase insert domain recapior (a type NIl recaplor KDR - targel
) tyrosing kingss)
AXITINIB NM_0002Z22,NM 001083772 v-Kit Hardy-Zuckaiman 4 fefine sarcoma virad )T - larget
N oncogens homolay ‘
AXITINIG MM 006206 platelet-derived grovih factor receptor, afpha POGRR |- target
_ polypeplida A
ANTINGE NIM_002600 platslet-derived growih facor receplor, bela POGFR - L arget

i



| GEFITINIS

NiA Q04827

» e polypepiide B
BOSUTINIB - ABL
BOUSUTINIE GﬂS*S:,‘\JM po73is c-abl oncogene 1, receplor yrosing Knase ABL1 target
BOSUTINIB (4237 WM 021574 breakpolt clusier region 8CR
_;%UT}?‘HB 063 JoE cyelin 1 CONDT
BOSLTINIR .N ,:ﬁ@io@ﬁ cadherin 1, fype 1, E-cadherin (enithalial) ) CDH1
BOSUTINIE DOT200NY_D01098210NM | caienin {cadherin-associaled profeing, bela 1, 88kDe [ CTNNB
1
BOSUTINIR i OORATT NN V610 sarcoma {Sehimidi-Ruppin A-2] viral oncogena SRC targal
homelog (avian
BOSUTINIB 3@ franscriplion facior 4 TGF4
CEDIRANIR »4 301 HTUG fms-rafated fyrosine Kinase 1 (vascular endothalial FLTI fargel
) grovelh FactCﬂ\z?St:ularf\cmeamr yf of receplor) _ e ]
CEDIRANIE NE‘;%“OGE{}EO‘J‘*JI‘»L182990 fme-olated tyrosine Kinase 4 FLT4 migel
DASATINIB c-abi oncogene 1, receptar frosine kinass ABL iarget
DASATINI M»@ 0@1 1 il ENM  vabl Abaison muring leukemia viral oncogena ABLZ targel 7
C00113680014; NM D i 00731 | hemolog 2 {arg, Abelson-related gene)
DASATINIG N 00432708 021574 breakpoini cluster region BOR -
DASATINIG - Ni_004431 EPH rpcepior A2 ) EPHAZ fargel
DASATING MR 002037, N 15304 TEYN ancogane relaisd fo\,%C, FGR, YES YN
8
DASETINE i v-kil Hardy-Zuckerman 4 feline sarcoma viral KiT farget
oncogens hemolog
DAZATINIB [N O0ID427TTNM_(05380 lymphocyle-specific pro%&ini}-’rek ne kinase LOK targel
DASATING MM 002608 platslet-derived growih faclor recenior, bela PDGFR target
poi/pepide B,
DASATINIB NM_D05417 1ig_198261 V-0 sarcoma (Sehmick- Ruppin A2} viral oncogene | SRG targel
homoteg (avian) _
DASATINIB 148 signal fransducer and activetor of transcriplion 5B STATS
5
DASATINIB Nt‘/LOGG&ES v-yes-1 Yarneguehi sarcorma viral oncegene homolog 11 YEST
CRLOTINIB 301063 o epidermal growth faclor (beta-urogastrong) EGF
ERCOTINGE (05728 NM_Z01262:N0_20128 [ epldernel growth faclor receptor {eryihroblastic EGFR target
E;Ni'v,mzu{} 284 feukermia viral [v-eib-b} oncogene homolog, avian)
ERLOTINIB NM_001432 epiragulin EREG - :
ATP-binding cassatte, subJamily G (WHITE), member § ABCGZ 1 17 resislancs

134
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MM_001008862 M w"!_x,ﬂé 448

GEFITINE NI_DR0674:NM_001048230 adenosing Al receplor ADORA | 16685375
- 1
GEFTING MO0 TA431 1 D010 14432 N | voakt murine tymorma viral oncogene homolog ARTY 1 1780R208
05162
GEFITINIB hiE (01657 amphireguéin AREG | 15488427 152303786, 1 263 | senshivitylresls
tance
GEFITINE NM_(12037 1 apoplosis, caspase activalion inhibilor AVEN | 15498427 -
GERTINIG NIi_D05568 call growth regulator th ring fingsr domain 1 CGRRF | 18685379
1
GEFITINIB NV D01 T30105 MM G057 15,NM_ 03 | collagen, type 1V, aipha 3 (Goodpasiure antigen) COL4A | 15490427 o
1357 hinding prolein |E
GEFITINGE Mid 014375 coronin, acin binding profein, 1C CORCT | 15486427
G
GEFITINE NM_300764 cytochroms P45, family 1, subfamiy A, polypeplide 2 1 CYPTA | 15788367 unrelated
. 2
GEFTINIB N4 GO0T89 cytochvome PASD, family 2, subfamily C, polypeptide | CYP2C | 15788367 unrelated
: 19 Ik
GEFITINIB NM 030771 eyicchiome F450, family 2, subfamily C, polypeplide 8 | CYPIC | 15788367 unralated
9
GEFITING NG00 T08:NME 001025167 cylochrome F450, family 2, sublamily O, polypeplide 6 | CYP2D | 15788367 drig
‘ 8 melabolism
GEFTINGE NM_0G0774 ovlochrame PAS0, Tanily 2, sublardly F, potvpeptide 1 1 CYP2F | 15685378
1
GEFITING NR_017480 oylochrome P40, family 3, subfamily A, polypeptide 4 | CYP3A 15768357 drug
_ § 4 melabolism
(CEFITINIE N _00G777 cyloshrome P450, Tamily 3, subfamily A, polypepfide 5 | CYP2A | 15788367 dug
e - 5 melabaligm
 GEFTING T (04050 dugt specificily phosphatass 3 DUSP] | 15485427
GEFITING N 007395 dual spacifictly hosphatase § DUSPE | 16685374
GEFITINE MM (008275 E2F ranscriplion facfar } Lob1 18347146
GEFITINIB Ni_001983 epidermal growih faclor {bela- uoaas;mnen) EGF 17805208, 17598861 ‘
GEFITING NI D05228;NM_201262 N _20128 | epidermat growlh faclor receptor (eivthoblastc EGFR | 167232683, 15076335, 16301624, | larget
3 \Mj’{}?fﬁq Ieukemia viral (v-erb-b) ohcagene homalog, avian) 7 17250006, 17698861, 17938328
| GEFITING NM 0006121 arylhiopoletin receplor EPQR | 16685370
GEFITINIG NA 001160966, _001981 epidermal growlh faclor recepior pathway substrale 15 § EPS15 | 16685379
GEFITINGE v-erb-b2 erviiroblasiic isukemia viral oncogens ERBEZ | 17588501 sensiiivity

Y i




fiemoleg 2, neuro/giioblsstoma derived oncogens

hormelog {avian)

GEFITINIB NM_0i432 epireguiin EREG |-
GSEFTINIB MM_GDOT25:NM 001122740 NM_G0 1 eslrogen recepior 1 ESR1  |96281307
1122741,NM 001122742
GEFITINIE Ni_020996 | fibroblast growdh factor 6 FGFG | 16685379
GEFITINIB NM_D01024 growth arest and DNA-damage-Inducible, alpha GADDA 116685374
5A
GEFTINGB Ni_COGTES growih arrest and DNA-damage-inducible, gamma GADD4 | 16685378
50
GEFTIMIB Ni 002047 alyoy-RNA syntheizss GARS | 18885379
GEFITING NK_G01458 glutamate-cysieine | ga calal ’UC:; byt CLC 115486427
GEFITHIB NB D0BZT3 guaring nucientide binding protein (G prolein), beta GNBZ | 16685379
e polypepiide 2
GEFITING MA_DOHE0 guanylale cyclase 20, membrana {relina-specific) GUCY2 | 1888537¢
3]
GEFTINGE N (31645 Feparin-binding EOF-ike growih fecior HBEGF [ 15723203 aifered by
_______ gefiinib
GEFITINGE N O02038NM 02287 2N 02287 | inferferon, alpha-inducibie protein 6 iri6 16685375
3
LEFiT!NEB NiA_ 000586 MM_D01013308 insulin-like growth factor binding protein 3 {GFBP3 |-
GEFTING M _00584 inlerlsuiin 8 e 15723263 alterad by
B gefitinib
GEFITINIB N CO1003679:NM_T01003680;NM | leplin receptor LEPR | 160580375
002303
CEFTINIB MM 0’02745‘;‘&?«] 130857 raftogen-activaled prolein kinage 1 MAPKT | 17805208, 17895861
GEFITING Nhd_091040056; ‘\I‘ 4 0011008%1,NM | mitogen-aclivated profein kinase 3 MAPRI | 17806208, 17608861
'A{ 02?40\4. ...... ] i s e v it i e R in e e wed -
GEFTINIG Ni 000245 muil homolog 3, colon cancer, nonpolyposis type 2 (. | MLHT 1 16685375
coli}
GEFITINIB NM 003893 nuclesr factor of kappa kght polypepiide gene NEKBT | 16685379
snhancer Ify B-calls 1
SEFITINIB Ni_002523 reuronal pentraxin i NPTXZ | 16085378
GEFITINIB NA_006177 netral refing leucine zipper NRL 16685378
SEFITINIG NM_D035599 oncostatin M recentor OSMR | 15406427
GEFITING Ni_00331 lecksirin homotogy-fike domain, family A, member 2 | PHLDA | 15498427

2

Lyl



GEFITINIB NM_G00314 ohosphatase and tensin homol Gg, PTEN |-
GEFITINIB Mha_B0M004 12848002828 qu escin (6 suiffwdryl oxidase 1 (50X | 165885379 alfered by

) L gaitlinib
GEFITINGE NM_016090 HNA binding mofif protein 7 RBM7 115406427
GEFTING Ni_092045 raphication protein Af, 70kDa | RPAI 1&085373 R
GEFITINIB NH 006742 strabifin SFN e&;m
GEFITING NM_003036 v-ski sarcoma viral oncogene homolog (avian) SK 8685379
GEFITINGE NM_001080891NM_D03236 transtorming growth facter, alpha | TGFA ’1 5723263, 1623 resistance
GEFITIA NM_001046 Wmar necrosis facior receptor superardly, membar 18 | TNFRS | 16665370

F1B
GEFTINB it 001071 Tymidyete sydhelase TYMS 118347148
IMATINIE WM_000R27 ATP-binding casselie, sub-family B (\EE_:R TAP}, ABCB1 [ 15070658 resislance
) mernper 1
IMATINB NM_O04827 ATP-binding cassetie, sub-family G (WHITE), member | ABCG2 | 15970668 resistanca
3

ATINIE i D05157.NM_ C"’Sﬂ c-abl oncogene 1, recepior i;?FésinL Kinase ABLY | 1R328907 target
IMATINGE .I\M_OD? [1243TNM_001CT4432NM | v-aki murine thymoma viral ancogene homolog 1 AKTT  pe7a0red aclivily atiered

{05183 by imatinib
IMATING NM_G0115T,NM 138678 BCL2tka 1 BCL2LY | 16960868 resistance
AATINGG NI D04327 MM 021874 breakpeint cluster ragion BCR 115328807
HAATINIB NM_OBI012270,NM_0G101227 1NN 1 baculoviral IAF repealcontaining § BIRCE | 18284145, 16204 resistance

Dotiee
AATINIB NI oowsmr*\mﬁ DOTTa6126NM | cysiin D3 CCNBG2 | 15100154

{}Uﬂ 3B126:NM_D01780 ko

IMATINID foLU@?TSl D89 moleculs CO69 115100154
IMATINID WM _D06211 colony stimulating factar 1 receplor GSFIR |- farget
AT NM_001954;NM_013863,NM_01389 | discoidin domain receptor tyfosine kinass 1 DDRY - targat

4
IMATINIE MM_DG0142:NM_DZ2565 fibroblast growth factor receptor 3 FEFRY | 14562121
IMATING - . FRAPT § 16740780 aclivity aliered

by Im&tinio

IMATINIE NM_002133 heme oxygenase (decycing) | FIMOXT | 17420286 resistance
IMATINIB N_O0GE18,NM_001111283,NM_00 | insufinclike growih factor 1 fsoreatomedin Cf IGFT 16740760

111 T2084:MNM_00G1111255
IMATINIE NM_ 000417 irderisukin 2 recepior, alpha H2RA 115100154
IMATINIB N:» 1 (00222NM 001063772 kit Hardy-Zuckerman 4 falina sarcoma virl KT 17420286 fatgal VBE0G

pDE1gY

onopgeng hoimelog

g1




k1

IMATINIB | NM_ 00104277 1AM m 56 Wymphooyle-specilic prolein lviosine kinasa LCK 15100134 ' farget
IMATHNIR N O02745,NM 13885 reitegen-sciivated profein kinass 1 MARKT 115100154 activity altered
o byimafinb
IMATIMNIG Mhi 001040058 M_0DT10088T MM | milogen-aclivaled piclein kinase 2 MAPKZ | 15100184 aclivily alterad
. Dy fratinib
IMATINIE nuclaar fackr of kappa light polynaplide gene NFiKBT | 15100154 activity altered
enhhancer in B-gls 14 by Imafinib
(MATINIB NW_ODI007792:MNM_001012331:NN | newrolrophic fyrosine kinase, receplor, type 1§ NTRKT |- aclivity altered
_{}'O 524 by imatinh
MATINGE N 006206 plateist-detived growih factor receplor, alpra POGFR | 17614352 target
poiypeplide A V
TMATING N 002809 1 platelet-derived growth faclor receptor, bete PDGFR |- _ target
: polypeplide 3
MATINIE NM_000321 refinablasioma 1 RBT | 15100754
BMATINGG NI 00T145138;8M 021975 yral reficuloendotheliosis viragl oncogene homolog A | RELA [ 15100454 activity allered
) {avian} ] by imatinip
TMATINGR N4 208301020075 ot profo-oncegene. RET | 15709200
IMATINIB Nid 001025356,MM_001025367,8M | vascular endolielial growth faclor A VEGFA | 16740780 sifered by
(01025368 MM_I01025369,N_00 imaiinib
1025370;N_0G1033756;NM_00337
6
MATINGB NM_000378:NM_024424:NM_02442 T Wilms furnor 1 Wit | 15329907 resistance
ENM 024428 T e i
LAPATINIG NI 00101443 NM_C01014432NM | v-akt murine thymoma viral oncogane homolog 1 AKTT 115685275, 106091755 aiterad by
: 305163 Iupa tinib
LAPATINIE NM_001012270;MM_00101227 1M 1 baculoviral IAP repeal-confaining 5 BIRCE 16061755 ltsred by
| RV apat i
LAPATINIB N (53057 cychn D1 ' CONDT | 16865275 aliered by
- fapatinid
LAPATINGG NW_003238 N 057182 cyehin BT CONE1 1 15685275 altared by
iapatinib
LAPRTINGG NIL_001708:NM_052827 cyciin-dependent kinase 2 COKZ | 16665275 alterad ;y
fapating
LAPATINGG Ni_004064 cychin-dapendent kinase inhikitor 1B (927, Kipt} CDRNT | 15865275 attered by
5 lepatinik
LAPATINIB NM_001983 § npsr{grwai rrowmfe;ploi (bets-urogastions) EGF |-
LAPATINIB NV 00B228:NM _201282;NM_20128 | epidermal growih facior receptor (erdihrobiasiic EGFR | 15665275 targat
JNM_ 201284 feukemia viral [v-erb-b) oncogene homolog, svian) ! ) L




LAPATINGG N0 1005362;N1_004448 v-erb-o2 enylhroblastic leukemia viral oncogene ERBBZ | 15885275, 16021756 argel
homaleg 2, ’181"@["#@?3 lasioma denved ohcogene
hormnoh og{ avian
LAPATING NM_ 601432 apiregulin EREG
LAPATINE Ni_000125;MNM_0D1122740;MM_0C 1 eslrogen recapior 1 EGRY | 15065275
i*?EM (NI 001122742 -
LAPATING 4 D0TTAD ‘NT\," TIEEDT7 mitogen-acivated protein Kingse 1 WAPRKY | B0EYTED aiterad by
lapalinii
LAPATINIR MM_0D1040056: NM_00110888 TNM | mitogen-aclivaisd profein kinase 3 - WAPKS | 15091755 | altered by
G02745 fapatinib
LAPATINIE Niv_021960;NM_ 182763 myeioid cell loukermia sequence 1 (BCL2-elsted) MCLT - resistance
LAPATINE - - ' ' | PIBKCA - resistance
LAPATINIB Ni_000314 phoshatase and les g}! homotog PTEN  i- sensiiivity
LESTAURTINIB | MM (04115 ) _ {fselated dyosing Kineged LTy 1- target
NILGTING N o0B157MA 007418 cabl oncegens 1, receptor iyrosine Kinase 1ABLT 1~ farget
MILOTINIB NM_ (04327, NM_021874 ) breakpoird cluster region BCR -
NILOTINIB NW_000222:N 001095772 v-Kit Herdy-Zuckerman 4 fgline sarcoma viral I argal
i encogene homeiog -
NEOTINIB Ni_{8208 platelet-derivad growth factor receptor, alpha PDGFR |- targat
- | polypeplide A
NILOTINIB MNi_002609 platelat-denved growlh fackr receptor, beta POGFR - target
' nolypaplide g
SEMAXANIE NM_002253 Kinase Insert aamﬁsmecepio {a type I receptor KDR - target
| lyrosine Kinass)
SORAFENS N _DGTes CIBC Jegntagonistkifer 1 BAKYT 16007148 death pathway
SORAFENIB NM_004324:NM 130761 NM_13878 | BCLZ-associated X protein BAX 16067148 dealh pathway
B‘NM 1387045138785
SORAFENIB N _00O0633,MM_000657 B-cell CLLAymphoma 2 BCLZ | 16007148 sltered by
soraf
SORAFEHIB J_O0118TMM_138578 BCLZke 1 BCL2LY | 1600748 alierad by
soraf
SORAFENE N COBS3GNM_138821NM_20700 | BCL24Ke 11 (apopiosis facifitaion) BOL2LT | 16007148 death pathway
2
SORAFENIB N4 G01155,NM_197965;NM_19796 | BH3 interacting domain death agonist BiD 186007148
i
| SORAFENIS MM 004333 v-raf murine sarcomat viral oncagene homelog B BRAF  i- target
SORAFEND NM_004246:8M 032591 casgase 3 c.f)Op ois-related cysteine pepiidase CASP3 118007148 death patway

0<l



SORAFENIE NM_001L 80?2 WA CHOBDTZENM | caspase 8, apoplosis-ralaiad cysisine peptidass FCASPE | 16007148
_00T228;MM_033355:N8 033366
-vl,\uﬁi%f)_ﬁ
SORAFENIB NM_018347 cyloshrome ¢, somalic OYOS [ BU07148 deall pathway |
SORAFEMIB NM 001433 endoplesmic reticulum o nucleus signaling 1 ERNT |- resistance
SORAFENIB NM_ 004118 fs-relafed tyrosine kinase 3 FLTS - larget
SORAFENIB N _O02020:N0 182525 fme-relaled twosine kinass 4 FLT4 ia"rge‘l }
I SORAFENIB MNi_002283 Kinase insart domain raeeplor (2 type 1l recantor KDR |- target
!  fyrosine kinase)
SORAFENIB Ni_000Z22:80 001093772 y-kif Hardy-Zuckarman 4 fefine sarcoma viral KT - targat
oncogene honmelog
SORAFENIB MM 002745,NM_{38557 mitogan-acivaied orofsin kinase 1 MEPHY [ rasfsiance
SORAFEMIR NM_001040658,NM_00110880UNM | mitogen-activaled profeln kinase 3 MAPKA |- rasigiance
002746
SORAFENIB MM_021960,NM 1827563 ryelold call laukemia sequance T (ROLZrelaled) MOLY 18007148 alierad by
_ soraf -
SORAFENIR Wi 002809 piatelel-deived growth facior recaplor, bets PDGFR |- larget
polypeptide 2
| SORAFENIE [ i 002680 v-ral-1 murine leukentia vira! encogene homalog | RAFT - layget
SORAFENIE NM_CU1187 X-tinked inhioifor of apopiosis XiAP 16007148 alterad by
R T : soraf
SURITING Mg 004333 yvraf ra”rm sarcoma viral encogene homolog B BRAF ¢-
LbuwlT; N3 _INM_605211 colony stmudaling factor 1 receplor | CBFIR |- targef
FSUNITIMIB N 0011680030:M84_50116003 1 HM n“avre*s?iﬂd[ rosine kinass 1 {vescular endothelial FLTT - taigel
32{3‘79 __Lgrowh faclorfvescutar permeability faclor receplor]
SUNITINIB it 004118 imis-relaled brosine kinase 3 FLT3 |- | larget
SUNITINE ’\ah _O0BGIGNM, §82025 fms-related tyosing Knase 4 FLT - targel
SUNITING Ni¢ 002253 ' kinass insert domain recaplor (a typs I recapty KDR O 5- target
A yrosing kinase)
SUNITING M O0G222:NM 001083772 v-kit Bardy-Zucksrman 4 feline sarcoma viral KIT - target
o snedens homolog
SUNITINIB MR 008208 plalelel-derved growth factor receptor, alpha PDGFR target
o poiypeplide A
SUNITINIB NRE_002608 platelet-detiiad growih fadior recepior, bela PDGFR | - targe!
e pofypapiide i B
SUNITINIB Hi_002880 vai-1 muring leukernis viral oncogens homoiog 1 [RAFT |-
GUNITINB WM _D20630;HM. 020975 T proto-onoogens RET L larget

i
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| VANDETANIR NI_001563 apidemal growth faclor (bela-urogastrone) EGF -
VANDETANIB NM GOS228: Nk 201282, NM_20128 | epidermal growih facior receplor {arvihroblastic EGFR |- farget
M Y0124 feukernia viral (v-erb-b) oncogens homolog, avian)
YANDETANB f\,rvivom 432 | epiraguiin } EREG
VANDETANIB NM_072253 | Kinase Insart domain recepiar (a type il recepior KDR ) argat |
tyrosine kinass) o ) o
TEMSIRCLIMUS | NM_053055 cyclin D1 CONDT | 18954435 ErPs stance?
TEMSIROLIMUS | NM_DU40%% eukaryolic ranslalion initiafion facter 4E binding EIF4ER | 16033849 affered by
E profein 1 Pi fepglrofimus
TEMSIROUMUS | NM_0001TZ5,NM_001122740;NM_00 | esbragen receplor ¢ ESRT | 18058443
??ZZM N, 001122742 ] ]
TEMSERGU US - FRAPY | 16033548 fargel
EMSIROLIM NM_B00321 retinoblasioma ! REY 16854435
iEMS%RO WzUo NM_003161 ribosomal protein 58 wnase, T0KDa, polypentids 1 RPSGK T1e0n4405, 16054435,16032040 | altered by
81 | tamshrolimus
EVEROLING Nid 001094431 NM_ 00108432 N0 1 y-akt muaring tyrmoma viral oncogene horoiog | AT HBR3EER aitered by
05163 evorolinus
| EVERDLIMUS NM_0O0633 Ni_DOOGET B-cell CLUlymphoma 2 BCLZ - resisiance
EVEROLIMUS NM_0530885 oycln 1 CONDT | 16033851 sliered by
averolimus
ETEV ERCLIMUS Nb_CO1TED Loyaiin D2 CONDZ2 { 16633651 sliarsd by
avarolimis
EVEROLIMUS NdL_001 13601?;?\?&-1:(30?'?36'!25;?\%%"& oyeolin B3 CONDZ | 180322851 altered by
JD0DT138126;MM_001768 _ everolimus
EVERCLIMUS MM Z01130678NM_D01130679MM | eukarvotiz ranstetion inffation facior 4E EIF4E | 16033851 aftered by
o ofgss o gvarolimus
EVEROLIMUS AM_004095 eukaryolic iranslalion inilation factor 4E binding EIF4ED | 16033851
! i protein 1 _ P1
EVERQLIMUS Ni_O0ARBI N 102017 MM_19824 | eukaryotic translation initialion factor 4 gamma, 1 EIF4GT | 16033851 aitered by
T;’\J;\’IM_ 82—&2,?\&3{__?98244 evarolimus
EVEROLIMUS - - FRAPT | 16033657 | iargel
{ EVEROLIMUS NM_ 000321 retinohlasloma 1 RB1 035851
| EVEROLIMU Ni_G21070 ribosomal protein 56 RPSE | 16033651
lu\’ ~ROUMUS NM_003161 ribosomnal oroteln 36 kinase, T0kDa, pofypeptide 1 RPEGK | 16033801 altersd by
B1 avarolimus
FLAVOPIRIGOU | Nid_ 004323 BCLZ-associsled alhencgane BAGT | 18972445 altered by
i | flavopiidol
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P FLAVOPIRIDOL M _D04324:N8_13878 7N 13870 1 BCL2-associated X protein BAX 10517783, 15634644, 18770523 | uneelaled
3NN _138764;NM 138765
FLAVORIRIDOL | NM_CODBIZNM_000a57 8-cell CLUymphoma 2 BCLZ 1 12170773, 12617783, 16770523, | urrelaled
. n 15672445
ELAVOPIRIDGEL | NM_DCTISTNM_ 138078 BCL2-ke 1 BCLAU1 ] 12517783, 15654644 aitered by
_ : flavopindel
FLAVORIRIDOL | NM_001185;8M_197965,N8 18798 | BH3 Interacting domain death agorist BiD 12170773, 15834644 unrefaiad
i
FLAVOPIRIDOL | NM_Q0T165M_162562 baculovical AP repeat-containing & BIRC3 | 12517783 altored by
flavepiidol
ELAVOPIRIDOL T T NM 001072270;NV_001012271,NM | baculoviral 1AP repest-containing BIRCE | 12517783, 18012788 altered by
001188 flavopiridol
FLAVOPIRIDOL NI G04345:NM 032001 caspase 3, apoplesis-elated cysteine peplidase JASP3 21?"}7?3 12517783, 15634644, | desih pathway
) 15770523, 16012789 B
FLAVOPIRIDOL N D01086124 N _DCT0B0125NM uass w58 8, apoplosisrelatad cysteine peplidase OASFE 1 15634644, 18012788 unrelated
_GO1228MM_D33355;HM_D33356;
i “JC}QSKS . e ot s
FLAVOPRIDGL | N 001220:NM_037995 caspase 9, apopiosis-related cysielne pepfidase CASPY 112170773, 15634644 death pathway
FLAVOPIRIDOL | Ni_031966 cyclin B1 CONB1 | 12517783 sansitivity
FLAVOPIRIDOL | NK_ 053056 eyein D CCNDT [ 12517783, 15634644 sensilivity
FLAVOPIRIDOL | NiM 001150820 NM_ 001796, 03 | cell division cydie 2, G110 & ard B2 1o M CDCT [12517783 target
2374
FLAVOPIRIDOL | NM_D01T88:NM 052827 oyclin-dependenikinase 2 B GLKZ 112517783 targat
FLAYOPIRIDOL  {NM_000075 eyclin-dependsnt kinase 4 COK4 112517783 farget
FLAYVOPIRIDCL I NM 004935 cyolin-dependent kinase 5 CDKS
FLAVOPIRIDOL | NM_001145306,Nk 007259 cyclin-dependeni kinasa § GOKG
FLAVOPIRIDOL NM, 001789 syclin-dapendent kinase 7 CLOKT
FLAVOPIRIDOL  § Ni_001280 cyclin-dependent kinase 8 CRKE i
FLAYOPIRIDOL M 1 031261 cychrdependent kinase 8 CDRG  4- target
FLAVOPRIDOL Ni"«i,m{)OOS@Q;}"JEvLO?SﬂZi“}F cychin-dependent kinase inhibitor 1A (p21, CioT) CDKHT | 15180955, 15770523 aitared by
‘ A _ flavopiridol
FLAVOPIRIDOL | N&1_004064 cyclin-dependent kinase infibiior 18 (p27, Kip1) CDKNT | 151800585
B
FLAVOPRIDOL | NM_0180647 cylooirome ¢, somatic CYCE TITIT07T, 12170773,12611782, | death pafway
o 15634644
FLAVOPIRIDDL | NM_019887:NM_13892¢ ablo homolog [Droscphila) DIABLO [ 12517783, 15834544 dealh palhway
LAVOMR DOL T NM 001563 spidermal growih facler (beta-urogastons) EGF - '

esl



FLAVOPIRIDOL NM_005228,MM_201282:NM 20428 | epidermal graw.} factor receptor {arythroblastic EGFR i-
3Nl 201284 eukernia viral {v-acb-h) oncogane hamelog, avian)
FLAVOPIRIDOL | NM_001432 8@.189&]!3", EREG )
FLAVOFIRIDOL  § NM_002185 HZA histone family, member X H2AFX 115070884
FLAVOPIRIDOL [ NM_OT3247NM_145072 | HirA serine pepiidase 2 | HTRAZ "12)17?& B death pathway
FLAVOPIRIDOL | NM_DO1315:NM_133012;NM_13501 | milogen-aciivated protein kinase 14 WAPKI | 15034644 T o
3 NM 139014 4
FLAVOFRIDOL NI\#T__DEJE?&,’Q,T\ Vi 138040,NW 13804 | mitogen-activated profein kinase § | MAPKB 115804844
‘‘‘‘‘‘‘‘ 7,NM._ 138048 )
FLAVOPIRIDOL WM 021060:NM_182783 mysloid cell leukemia sequence 1 {BOL2elaled) MCLI 12517783, 15534044, altered by
. ‘ 15972445, 19517783 flavopiridol
FLAVOPIRIDOL | NM_001618 poly (ADP-iboss) polymerase 1 TV PARPT T12770713, 15634544, 15770523,
15972445 12517783 12170773, 18012789
FLAVOPIRIDOL | NM_005608 phosphorylase, glycogen. muscle PYGH |-
FLAVOPIRIGOL | NM_ 000324 refinoblastoma 1 RB1 16078984, 15180055, 15287405
FLAVORIRIDOL | NM_GOGB40,NM_GOTIZBTI2NM_00 | tumor protein pa3 TPEI | 15180955, 15287405 unrelated
1126113;MM_001125114;NM_00112
B1HE MM 001120 T16;NM_0B0112811
Z
FLAVORIRIDCL N _001167 Felinked inhibitor of apoplosis KIAP 13517763, 15372445,12517783, | ahered by
15072445 15385034 12817783 favopiridal
ROSCOVITINE \Ji 004324 NM_13878T.NM_13878 | BUL2-associaled X protain BAX 16230304, 16275009 death palhway
NI 1387641387685 ‘
ROSCOVITING '\4?\ 00102270, MM_ 00101227 ENM | baculoviral 1AP repeat-condaining & BIRCE 116230394 altered by
,ﬁm 68 1 roscaviting
| ROSCOVITINE v G04346,HM_032991 caspase 3, epoplosisTelaled cysteing peplidase CASP2 | 15140839 | death pafirway |
ROSCOVITINE \IM _D0122¢M04_032906 caspase 9, aponiosis-related oysieing peplidase CASFS 118140939 daath pathway
ROSCOVITINE Nv O"‘H? 320;MM_D01786;NM_ 03 | cell division cycie 2, Glio S and GZ fo M CDoz 15231455,15 targat
2370
ROSCOVITINE | NIV_001798:NM_052827 cyeiln-dependent kinase 2 CoK2 |- largst
ROSCOVITINE NM_ 000075 cyclin-dependsnt kinase 4 CDK4 1157417232
ROSCOVITINE N 004038 cyclin-dependent kinase 5 CDRE | 15741232 fargst
ROSCOVITINE NM_00T145308,NM_001259 cyclin-dependent kinase 6 _ CDK6 | 15741232
ROSCOVITINE NM_000388.NM_078467 ocyslin-dependent kinass inhitior 1A (p21, Cipl) CORNG | 18275869 alterad by
A i restcoviting
ROSCOVITINE NR_018047 cylochrome ¢, somaiic __1CYCS | 16140939, 16275999 ) death pathvway
ROSCOVITINE | NM_D19887.NM_138920 disblo Fomolog [Drosophiial DIABLT | 16275999




RO OVITINE Ni_021860:NM_182783 ryeiold cell leukemia sequence 1 {BCLZ-related) MCLT | 18275008 sllered by
) rascoviting
ROSCOVITINE - - PDCDE | 16275508 death pathway
ROSCOVITINE N _000321 retinobiastoms 1 RB1 14853808, 15231455 15741232 | dltered by
. roscoviineg
ROSCOVITINE NM_003100NM_138473 -5t ranseription fastor 3P1 14553808 alterad by
roscoviiine
ROSCOVITINE | N GOOBABNM_00T126712:NM 00 | lumer protein p53 TP52 | 16003485,16 sensilivity
112841 NN C*‘?HQB?M NM 00112
61 B NK_001126116;NM_00112611
ROSCOVITINE NRA_OD 1167 K-inked innibitor of apopiosis FIAPTIBTANGAE R6TA0004, 1EE75GEE [ ottered by
\ roscoviting
AFLIBERCEPRT NI 001025366 NM_G01028357:NM | vascular endothelish growth factor A VEGEA §- target
001025368, NM_00T025369:8M_00
‘1{}25370;NM_,GG“E333?56,’%[\?‘”0833“’
&
DENILEUKIM NM_ 000417 erteikin 7 recentor, alphs LZRA t- target
DIFTITOX b ) o
DENILEUKIN MiY_Q0URT8 intereuldn 2 roceptor, bela ILZRB &~ fargst L
DIFTITOX
DEMILEUKIN MM_000208 nterieukin 2 receplor, gamma (sevare combined LIRG §- target
DIFTTOX immunodeficiancy} D o
ARSENIC ATP-binding casselte, sub-family B (MORTAP), ABCET | 15979504, 15079804,14042128 | resislance.
TRIOXIDE | mamber 1
ARSENIC Nb_004827 ATo binding casselie, sub-family G (WHITE), member | ABCGZ | 17547211 resistance
TRICXIDE z
ARSENIC MNR_00B157MM_007313 c-abl oneogene 1, raceplor tyrosine kinase ABL1 14833728
TRIOEDE b
ARSENIC N 006111 acstyl-Cosnzyme A acyltansferass 2 ACAAZ { 15761015 )
TRICGHIDE
ARSENIC Ni_001116 adenyiate cyclase 8 ADCYS | 15761043
TRIGXIDE
ARBENIC I\.?e"yLOOT‘FS'lES 1T HM_158595 aclis fiament associated protein 1 AFARY 15781015
TRIOXIDE )
ARSENIC NM_O05100:NK_ 144457 Aldnasa (PRKA) enchor protein 12 AKAPT 17547211
TRIOXIDE Z
ARSENIC Nid_001628 aldo-kelo reductase family 1, meimber B1 {aldose AKPRAR 117547211




TRICKIDE reduclase) _ 11

ARSENIC NI_0DT01443 15N, 000442240 | v-aki murine fymoma viral oncogene hamolag 1 AT (16882451, 17077332
TRIOXIDE 005183

ARSENHC NM_000888:NM 100166 Faminolevulinals, delis-, synihese | ALASYT | 15725085
THIOKIDE i , i }

ARSENIC NM_G05589 aldenyde dehydrogenase 6 fanilly, member Al ALDRE 117547211
TRIOXIDE A

ARSENIC MNi_005165 Lafdolase G, fruciese-bisphosphata ALDOE | 15725088 v
TRIOXIDE ‘

ARSENIC Nii_018486 asparegine-inked glvcosylaiion 13 homolog (3, ALGTZ T157B101R
TRIOXIDE e icerevisiae) o

ARSENIC RM_0F1625 ) arschigonate 5 wmygeﬂﬁsmac ivating protain ALOXE V1B7B1015,15
TRIOXIRE ] e AP

ARSENIC NM_O01148:MM 020887 - ankyrin 3, nods of Ranvier (zakydn G) ANKE 15781015
TRICKIDE - ) - »
ARSERIC NM_D01083025 1M 015208 ar‘{y. in repeal domaln 12 ANKRD { 15761015
TRIOXIDE 12 N
ARSENIC MNRt_GO1150 alanyl (membrane} aminopspltidase ANFEP | 15040251
TRICKIDE _
ARSENIC NM_007002657 NM_O01002858NM [ annexin A2 TTTANXAZ 17547211
TRIOXIDE Q011380 15, NM_D04 0

ARSENIC NM_001284 adaplorrelated proteln complex 3, sigm unit AP3ST | 1ETBGIE
TRIOXIDE ! )

ARSENIC TTNM_ 020880 aquaporin § AQPS 115336538, 16864605
TRIOXIDE _

ARSENIC NM_015181 ADP-dbosylation Taclorike 6 interacing protain 1 ARLSIP 114703492

TRIOXIBE o 1

P«RDE!\ Ni_00B407 ADP-ribosyiation-ike factor § interacting prolein & ARLGIP | 16430862, 16468075
RIOXIDE : 5

f\PSEN - - ARLT 115728085
TRIOXDE _ . o
ARSENIC MM 025139 armadifio rapeat conlaining TARMCS | 15751015
TRIOKDE ‘

ARSENIC Ni 001 (4 132436;NM_18335 | asparagine synihelase ASNS  JiTRATEN
TRIOXOE 6

ARSENIC NM_O000B0,NM_054042 argininosuccinate synthelase ASS1 | 1B/B1015,15

_TR;OX£@E ‘‘‘‘‘‘‘‘‘‘ P e, R S —

ARSENIC Ni_O01001787; N’\ﬂ G(‘? | ATFage, Ma+/li+ Fangporing, bela 1 polvpeplide ATPIB 115761015

951



15504848, 15622745, 11

775218, 16066277

CTRIOXIDE i T ‘

ARSENIC N GO1001323;NM_ 001882 ATFass, Cas+ tansporing, plasma memmbrane 1 ATPOB | 1285282018

TRIOXIDE I 1

ARSENIC N GOH1001485,NM _D0T001486:NW | ATPase, Cart ranspering, type 20, member 1 ATRIC - -

TRIOKIDE DOT001487 HM_(14382 {

ARSENIC MNM_O00GT937 NM_004048 ATP gynthasa, H+ iransporting, mitochondrial F1 ATPEA 115040261

Ry 4 comglex, aipha subunit 1, cardiac muscle 1 -

ARSENIC - ATP syrthese 8; ATPase subunil 6 ATP | 14703492, 15049751

 TRIOXIDE

ARSENIC W00 T905528;NM_008085 ATPase, aminophospholipid transpartst (AFLT), clags | ATPEA | 15761075

TRIOXIDE sl {‘DB 84, member | 1

ARSENIC NiA 001184 taxja telangiectasta and Rad3 relslsd ATR | 16831376

TRIOXIDE B

ARSENIC NI 001185 alpha-2-glycoprotein 1, zine-binding AZGPT | 17847211 T

TRIOXIDE ] ]

ARSENIC MR 021813 BYR and CNC homolegy 1, basic leucine zipper BACHZ | 15725085 ‘

TRIOXIDE fransctipion factor 2 o

ARSENIC NI (12342 BiP and aclivin membrane-bound nnibifor fomolog | BAMB! | 15725085

TRIOXIDE B {Xenopus laevig)

ARSENIC NM_0047324;NM_138761;MM_13876 | BOL2-associaled X prowin BaX 141135700, 11775 8 523746, 15865115,

TRIOXIDE 3:NKA_138754;NM 138765 16010437,16867262, 1 0571 16367262,
?5882451!a597226$

ARSENIC NA_0D0B33NM,_ 000657 B-cell CLLfiymphoma EBcz,z 1775218, 12490120,16105982, 11780464,

(foliowing) 16818652,11580517,11135700,11775218, 12845720, 153759804, 16029599, 16007134, 18004648 11775218, 16010437, 16367262, 16818652, 16867262,

AHSENIC NM_DOTT14 735 NM_004045 SCL2related profein Al BOLIA 112730515

ARSENIC NM OOT19TNIM_138578 BCL 244k 1 BCL2L1 | 17468182, 15523745, 16105982, 1! S
TRIOXIDE - :

ARSENIC MR 017429 beta-carolens 15,15 monooxygenase | BCMOT [ter8t0s L T
TRIOXDE |

ARSENIT MR 00 14327, ?\! v 01874 breakpoint tiuster reglon BCR 14633726

RIOAIDE e

ARSENIC NM_003786 beciin 1, autophagy related BECNT | 16882451

TRIOADE B )

ARSENIC B - BHLHE 15751015 ]

LS



TRIOXIDE 2 ‘

ARSENIC NI D07 IG5NM 107555 NM_19796 | BHZ interaciing dormain deah agonist BiD 15665116, 18572251

TRIOKIDE 7 ‘

ARSENIC NE_00107 22700800010 1227 TN | bacuiovival 1AP rapeat-containing 5 BIRCH | 15587294, 16328441 ]
THRIOXIDE 01168

ARSENIC Nal 000713 bifiverdin reduciase B {flavin reductase (NADPH)) BLVRE | 15725085

ARSENIC NM_003566 i hasic ieucing zipper nuclear faclor 1 BLZFT 15761015

TRIOXIDE o !; '

ARSENIC Mi_004052 i BUL2/adenovirus 18 18kDa interaciing profein 3 BNIPY | 16592527 -

TRIOYIDE 1 »

ARSENIC Wi 004331 BOL2fadenovinis £18B 19k e interacting profein 3-ike | BNIP3L | 15582527

TRIOXIDE S E

ARSENIC MNh_001725 baclericidaliparmaabiliy-increasing prolein BFI 16761015

TRIGGRE | B ]
[ARBENIC - BRDGT | 16761015

TRIONDE i N

ARSENIC NM_017797 PRTE (POZ) domain contairing 2 8TBDZ | 16725085

TRIOXDE o e : :

ARSENIC MM 014882 N 151443 BTB (POZ) domain comtaining 3 BTBDS | 15725085 J

TRIONDE -

ARSENIC CHOR 115781015
(TRIOXIDE ¢ _|Fi03 ~
ARSENIC - C160R | 15767015 K
TRIOXRE F58

ARSENIC - - CHORF § 15725085 }

TRIOXIDE L E

ARSENIC - - CBORF | 17547211 !

TRIOXIDE . 48
TARSENIC . CEORE [TE78T015

TRIOXIDE - _ 4 g
| ARSENIC N OUD05505,NM_DG5G30 calcium channgl, vollage-dependent, aipha 2idelia CACNA 15761815

H N suwm% 2 - 208

ARSENIC NM_02 1251 NI 023083:NM 02308 | calpain 10 CARNY | 18781015
| TRIOXIDE TN 023089 0
| ARSENIC MhE_D04930 capping protein {aclin Liumenl sole Z-line, bela [CAPZE | 12852828

TRIOXIDE

)



TRIGXIDE

1001360, NM_D0H00135 1 00100

ARSENIC TNM 001014437 N _001014438: N | oyslelny-RNA synthatase CARS 112852825
TRIOXIDE p DO17STNM 130273
ARSENIC NI 07230, NM_G32574,NM_03257 | cespase 10, apoplosis-reizten cysteine pepidase CASPY 112388545
TRIOXIDE 7 0
ARSENIC NM_004346:NK_ 022857 caspase 3, apopiosis-related cysteing peptdase CASPI | 14668793, 19575804,
TRIOXIDE 15075894, 15865116,1695 1022, 18867282,

16951922
ARSENIC NAE 201080124, NM_001G80T25,NM caspase 8, apapinsis-relaled cysieine pepidase CASPR | 18010437, 16872261
TRIOXIDE cwzaw 033355 _033366;M

0»3 rvx )

ARSENIC Emﬂ_[ﬁi}i:ZR:Q?‘A_E—BZQ% caspass 8, spoptosis-related oysteine peplidase CASPS | 18010437 17
TRIOXIDE
ARSENIC NAM_ 001753 caveolin 1, nayeclae protely, 22k0a CAVT 18725088
TRIOXIDE '
ARSENIC NM_001233:NM_ 1082172 caveolin 7 CAYZ2 | 15725065, 15761015
TRIOXIDE )
ARSENIC MM _0QT00372G;MNM (24781 colled-coll domain containing 1028 CCDCH 115761015
TRIOXIDE o 028
ARSENIC NM_ 144718 roitad-colf domatn cantaining 52 LCDCs 11578115
TRIOXIDE , 2
ARSENIC N (GAT67-Ni 032864 NM_ 03296 | chemoking [C-C moily igand 15 CCL1S 15761015
TRIOXIDE 5 ‘
ARSENIC NM_002982 chemokine {C-C molift figand 2 CCL2 | 15781015
TRICKIDE |
ARSENIC NI_D05064;NM_145898 chemokine (LJ -C mitif] figand 23 CCL2g (157610h
TRIGXIDE . o
ARSENIC BekE oés-;\a[\mou“*mié;w cyeiin AT CONAT 115761015
TRIOKIDE uo 11047:NM 003814
ARSENIC NM_031568 cychn B CONB1 | 12733708
TRIOKICE 3
ARSENIC NW_004701 cyclin B2 o CONBZ | 17547211
TRIOXIDE 3
ARSENIC NI_(53058 cyelin 0 TeoNT-
TRICKIDE i -
ARSENIC NW_GGT7E6 COid molectle CD10 1E761045
TRIOXIDE o _
ARSENID N OOGB10 NN D0TE0 1385 NM 60 | CD44 molecule {Indizn blood group) Gh4d | 5553020

651
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ARSENIC NM_001803 CDEZ molecule CDBz 16761015

TRICHIDE )

ARSENIC N 001252 TE0T0 molecle CO70 16781015

TRIOAIDE

TARSENIC NM_00888% NM_175667 CO86 moleculs CDes 115781045

TRICMDE

ARSENIC NM_003807 .MM _014826 CDC42 binding protein Kinase alpha (DMPK-like) COC4Z (16761015

TRIOXIDE BPA o

ARSENIC Nk 024529 cell division cycle 73, Pall/RNA palymerase (| compiax | CDCTS | 15761015
TRICKIDE component, uma}fcg (5. caravisiag)

ARSENIC NM_ODO38BGNWM_078487 cyciin-dependent kinase inhibifor 1A (2%, Cip1) CDKNT 112748816, 15951474

TRIOXDE _ A

ARSENID NiA_CO0077 MKE_058195,NM 05819 | eyclin-dependent kinese inhibiior 24 {melanoma, p16, | CDKNZ | 151 (06847, 16008847 15181659

TRIOXIDE 7 inhibits CDic4} A

ARSENIC A DD4936: Nk _078187 cyclin-dependent Kinase inhibitor 28 (p15, intibils CDKNZ | 1877046, 12679007, 12678007

TRIOADE Cokd) B

ARSENIC M G0T130851 MM 005192 cyclin-dependant kinase inhibitar 3 COKNG | 17847211

TRIOXIDE

ARSENIC MER 1805 COAATIenbancer binding protein (GEBPY, epsilon CEBPE [ 121305815

TRIOXIDE S

ARSERNIC NM_014679 canfrosoral protein 57kDa CEPS7 | 14703432

TRIOXIDE -

ARSENIC NA_001718 complament factor B CFB 175472

TRIOADE S

ARSENIC NM_00T127183,NM_001127184;NM : CASPS and FADD-lke apoplosis regulator CFLAR 168105682, 15105682,16174780

TRIOXIDE 03878 )

ARSENIC NM_DG1114129 NM_O01114122:M80 | CHKY chackpoiint homoleg (8. pombe) CHEKT { 16601316

T!% G\(EDE *OOE 74 S . .

ARSENIC NM_001005735NM_BOT194,NM _14 | CHKZ checkpeint hemelog {8, pombe) CHEK2 | 18891316

TRIGAIDE 5862

ARSENIC NM_001818 chromogranin B (secretogranin 1) CHGB | 15751015

TRIOXIDE

ARGENIG NM_O01278 chilinase 3-ike 1 (carfitags glycoprofein-38) CHI3LY | 15781015

TRIOXIDE

ARSENIC NM_DZ1815 carhohydrate (N-acatylghicosaming 8-0) CHETE } 18751015,18

| TROXIDE

sUffctransferass §
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ARSENIC A 074430 cell dealfrinducing DFFA-lke effector b CIDES [ 77547211
TRIOXIDE
ARSm’ G NK_006679 Chp/pd00-inieracling fransacivator, with GuiAsz-rich | CITEDZ | 15725085
A TRIOKDE 1 carboxy-terming) domain, 2
&RSEN[C I NM_006625 cvtoskeletorrassocieted protain 4 CHAPA | 12852520
TRIOXIDE ) N
ARSENIG M _001825 ~TCharcol-Leyden crystal protain LG | 15781015,15 7
0 S B
ARSENIC N_022570;NM 1978470015784 | C-type lectin domaln family 7, member & CLECT [1s728088 ~ 0T T
TRIOKIDE 8:NM_ 187040, NM_1970R0;NM_1975 A
54
ARSEMIC NM_001130675;NM_004362 Cafmégm CLGN  H17nd7211
TREDXEDE R SR mern e,
ARSENIC Nii_178868 CKLFke MARVEL fransmembrane domain CMTME [ 15751015
 TRIQKDE containing 8 B
ARSENIC MNM_014515 CCRA-NOT transciiption complay, subunit 2 ONOTZ (15761015
ARSENIC NI 014900 HCOBLke 1 ' ' COBLL | 15781015
TRIOXIDE e ‘
ARH”\‘EC i colleciin sub-family member 10 (C-type lectin) | COLEC [ 15761015
OXiDE 10
AHQEN“‘ NR_006837 COPY congtituiive pholoimorshogenic homolog subupit § COPSS § 17077332
| TRIOAIDE S 5 {Arabidopsis) .
ARSENIC NM_001011660,MM _004804;NM_15 | cAMP responsive slement bi CRERL | 15781015
TRICXKIDE Z608:MM 162899 7
TARSERIC TNKLG007ER carficoliopin sefeasing hormone CRH — 1a7e1ais
{TRIOXIDE
ARSBENIC NiL 016441 cystaing rich fransmembrana BMP regulator 1 CRi | 15781015,16
TRIOXIDE {ehordin-lika)
ARSENIC Ni_DOGAGE colony simulating factor 2 receplor, beia, jow-aliimly 1 CSF2R 115070760
TRIOXIDE {granulocyte-macrophags) B8
ARSENIC NM_001317; MM 022640 NM_02264 | chorlonic somatomammolropin hormone 1 (placenial [ C3HT [ 15767015
TRIOWBE 1 lactogen;
D%RSEN C N 00T077204;NM _024780 centrosome and spindie pole assoclaled protein 1 CSPP1 115761015
TRIOXDE
Jf?mss_mc N3_0DT127650,NM_003476 cysleing and giycine-eh proteln 3 [cardiac LIl CORP3 | 18725085
TRICHIDE o rolein)
ARSENIC Kk 000099 cysialin C‘"m - 5T 15725085

191



TRIOXDE
AREENIC iq:-\m 1803 calenin (cadhenn-associated proleiny, alpha 1, 102kDa | CIMA | 15781015 R o
TRICKIDE 1
ARBENIC NM_G04550:NM 148078 cethepsin H CTSH | 15761014
TRIOXIDE '
ARSENIC NM 002898 - chemoking (C-xa-C motif igand 1 CXACL | 17847211
TRIOKIDE - B 1 ]
AQSEN;E‘ NI CO03S8NM 00T120R1ONM_D0 | cylochroms bb reduciase 3 CYBBR [ 15725085
RIOXIDE 7329 I 3
ARSEN]C Ni_00010 cvinchrome b-745, alpha polvpeplide CYBA 115070780
ARSENIC Ni_G0112738%0M_024843 eyiochrome b reduciase CYBRD | 15761015
TRIOXIDE i o N
ARSENIC Hh_018947 Symchroms ¢, somatic CYCS [ 1Bwy2est
TRIGKIDE , - .
ARSENIC MO0 T042355:N 00104241 2:00 | oylindromatosis {urban umor syndrome; CYLD 157681015
TRIOKDE mmfﬂ
ERSENITC N DE04AY9 T Teyiochrome FASD Tamity 1, subfamily A, poiypepide T [ OYPAA | 116786711, 12420685
TRIOKIDE i
ARSENIC NA_016593 ochrome PAED, jamity 59, sublamiy A, polypeplide 1 CYP33 | 15751015
| TRIOXIDE 1 A
ARSENIC NI D22820 MM 057055 NM_05703 | ovinchrome PARD, Tamily 3, sublamily A, polypeptide | CYF3A 115761015
TRICXIDE 6 ~ 43 43 )
ARSENIC NM 518859 cytokine-ike 1 CYTLI | 15761015, 15761013,15070760
 TRIOXIDE ,
CRRSENIC NM_O01T41985: (007141070 | deathedomain associated protein DAL | 170B1586
TRIOXIDE W'M
ARSENIC M_(01005375:NM_020420 deleied in azoospermia 4 DAZE | 15161045
TRIOXIDE o
ARSENIE NM_014618 deleted in bladder cancer t DBCT | 15781015
| TRIOXIDE B _
CARSENIC MA_004083 DNA dﬁ‘i‘f‘raﬁﬁ‘iﬂﬁlﬁml) franscript 3 DTS LHRTEETE, 12740010
TRIOXIDE S
ARSENIC i 004084 defensin, alnhz 9 DEFAT | 1575107515
TRIOXIDE
ARSENIC K 001925 defensin, elnha 4, corlicostalin DEFA4 {1B75810315,15
TRIOXIDE
ARSENIC M 012247 dickkop! homolog 1 {Xenopus laevis) SR L -
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TRICAIDE ] e
ARSEMNIL 007034 DnaJ (Hspdl) hemolen, subiamily B, mamber 4 DNAJE 115781015
TRIOXIDE 14
ARSENIC eBA_0145180 Criad {Hepd0) homolog, subfamily C, member 8 DNAJG 15761015
TRIOKIDE g
ARBENIC NA_DGT130823;NM_BD1379 DRA {oytosing-G--melhyliransierase 1 DNMTY [ 12678007
| TRIOXIDE _
ARSENIC ZZRRZNE 1E3780 NI 17582 1 DNA "cv?oume-fw-a-mxfﬂy;rransferase 3} DNBTS | 12679007
LTRICHDE A
ARSENIC 7EE4 1 DNA {oylosine-5-)-methyliransferase 3 bels DINBATS | 12678007
TRIGKDE ~ B
ARSENIC T idugu specificily phosphatase 4 DUSP4 | 16725085
TRIGKIDE ~
ARSENIC NM_D01378 dyneir, eyloplasmic 1, heavy chairn { DYNCT | 15725085
TRIOXIDE H1
ANRSENIC N 0DA714;N_006483:NM_00648 1 dual-specificily fyrosine-{Y)-phosphorylation reguiated | DYRKT | 15070760
TRIOXIDE 4 Kinase 18 B
ARSEMNIC - - ERiZ 15761015
TRIOXDE
ARBENIC NI 005228, NM_204282.NM_20128 | epidermal growlh Tactor recepior {enthroblasfic EGFR 15951274
TRIOXDE JNN_20 1284 leukermia viral {v-arb-b} oncogeng homolog, avian)
ARSENIC fidd_ 0019684 aarty growth response | EGRT 112748319
TRIOADE
ARSENIC ELAZA | 15761015
i‘EOK{DE -------- e e
ARSENTC - - ENDOG | 15761015
TRIOKIDE N 1 L1 i
ARSEMIC NM_001429 F14 binding profein p300 BR300 12031208
TRIDAIDE
ARSENIC MIM_DG1135554;NM_G0T135085NM | erythrocyls membrana profein band 4.1-ke 2 EFB41L | 15761070
TRIOKIDE L0743 ' . '
ARSENIC MK BOGT20NV_001136018 epoxide hydrolase 1, mistosomal {Xenobiotic) EFHXT [ 17547211
TRIOXIDE
ARGENIC MM O00802 eosinophl peroxdase EPX 15761015,15
TRIOXIDE T T S
ARSENIC NM 018575 B KSIRABE-miteracing/CAST family member 2 [ERCZ 115761075
TRIOXIRE B e
ARSENIC MM 0156570 ERGIC and golgl 2 ERGIC |-
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TRIOXIDE 2
ARSENIC NI_O0GT25.MM_00 1122740, 00 { estiogen receplor 1 ESRT | 12014831 -
TRIOXIDE TH2TATNM 001122742
ARSENIC NA_001040275;MM_0G1040275 NM | esirogen recaptor 2 (ER beia) VESRZ 1204831
TRIOXIDE ooy oo
ARSENIC NRi_018337 EnatyVasp-like EVL 10725088
TRIOXDE
ARSENIC KB 001983 coaglation factor Hl (thromboplastin, tissue factor) F3 15761075, 10206674
TRIOXIE
ARSENIC Nii_147i88 fammily wilh sequence simitarity 110, member B FAMTT |757610%5
TRIOXIDE 08 )
| ARSEMIC Nh_017708 family with saquence similarity 46, member C FAMAS | 15725085 i
TRIOXIDE G
I ARSENIC Rt 000136 Fancon! anemia, complementalion group C FANCC 115070760
TRIOXIDE
ARSEMNIC Ri_C00043;NM_152871,NM_15287 1 Fas (TNFré'éeptor superiamily, memher 8 FAS 13070894, 12478894,
TRIOXIDE ZNM_152873 ;N0 '*52874 MM _1528 15970894 15382040, 11135700,12452020, 16029583
| 7HNM_152878; NMJ Bap7v? 2126518
ARSENIC MM 000839 Fas figand (TNF suparfamily, member 6) FASLG 1445%23 v
TRIOKIDE
ARSENIC i 006329 fibuin 5 EBLNS [ 15761015
TRIOXIDE
AREENIC Nig 012304 F-box and lsucine-ich repeal protein 7 FRXLT 115725085
TRIOXIDE '
ARSENIC NA_015850:0M_023105,NM_02310 | fbroblast growih fastor receplor | FGFRT 118761015, 17027752
TRICKIDE 3, \I L:} 3107:NM_023108;NM_0231
10N 02311
ARSENIC N CLGMT N_G0T144913;N0 00 | fibroblast growth Tactor receptor 2 FGFRZ [15761075
TRIOKIDE 114491400 QLHM(‘ M Lotid
4516 NM OG11+49’:{NN 007114491
GNL_G07 144919:NM_022970 L
ARSENIC NM_B01042729,NM 001042747, NM | Gardner-Rashesd feling sarcoma virat {v-fior) FER ITRI013
TRIOKIDE 005248 ocogene homwlog 4 e ]
ARBEMIC MW GUIDRABAGNK) G773 formin binding profein 1-lke FNBPT | 15781015
TRIOXIDE ) L
ARSENIC N_D05252 v-fos FBJ murine osteosarcoma viral oncogens FO3 11878611, 19578671, 14582380, 12749619,
TRICKIDE homuoiog 140682380 o
ARSENIC NM_001102371,MN0_024655 __{ FAD-dependent oxidoredusiase domain conlaining 2 { FOXRE [ 15761015 i |

ol



TRIGAIDE

AT
= LI

Qi\/f\[D‘h - % D2
ARSENIC od kina B FRK 45781016
TRIOXIDE ) )
ARSENID worroleg 1, achinbundiing protein ©UFSCNT Ti7RT0NEE T
TRICAICE a’% smx;yl SCSNTHIIS PUTPLE
ARSENIC NW_002032 ferritin, heavy polypeptide | B FIHT 1I872508575
TRIOXIDE oo
ARSENIC Wi D145 M _150335 YN binding protein (FYB-120/4307 TEYB IR75M0T5 -
TPJ Y#"‘tff,'
ARSENIC NI 005458 camma-aminobulyric acid (GABA) B receptor, 7 GABER | 15761015
JRIONDE  h I 2
ARSENIC N 144618 ‘ 1 GA binding protein Fansoription factor, pela sUburii 2 | GABPB | 12852828
TRICKIDE Z
ARGENIC gow‘laf’esi d DRA -damage-inducihle, aip GADDS | 11678611, 15761015,115786811
TRIOXIBE _ , BA
ARSENIC ghucosidase, bela; acid (inchides giucosyiteramidase) | GBA 15767018

TRICKIDE

NM_ 000165

ARSEMIC giuiamate-cysteine figase, madifier subunit
L TRIGKIGE
ﬁnqLNi(‘ WM zdarti [ GPase, IMAP farmly member 6 GIMAP [15761015
RIOXIDE i b
A%St!‘w I‘da’vLOO’féBBZH'\E? G protein-coupled receptor kinase interacling AFGAR  JGIT2 1671015
TRIOXIDE ;"11477(“'[\ 2
M 139201
ARSENIC Gap junction protein, aipha 1, 43kDa SJAT 1576101518

GLA

ARSEN%C NB_GOG16D gaiaciosidass, alpha
(OXIDE
;_\RaEr NI G01142338,80_00207 1N 18 | guenine nicleciids bin in (3 protels GNAL 115761018
‘{Da ) _2j73 sctivaling activity polypentids. offactory fype
¢ HM_D0909820 MM |G protein-coupled estrogen receptor 1 i GPER [ 17847211
RRSENICTTT 1 Givcoprotain MBA GPMEA | 15761015
TRIOXIDE ) o
ARSEHIC & wiclein-counled recepior 44 GPR44 | 15781015
| TRIOXIDE
ﬂJSENC & protsin- coupw scaptor, family €, groun 5, member | GPRCE | 15725085

S9l



TRICKDE ¥ D
ARSENIC i 000581 NI 207357 alttaihions peroxidase 1 GPXT | 168672587
TRICKIDE
ARSENIC NI_OG1 14832000 _ 025027 GRAM domatn confeining 3 CRAM | 15070760
TRIOXIDE 3
ARSEMIC NE 001004056, NV _DI00A0ST N | G orolsin-couplad recantor kinase 4 GRE4 115761015
TRIOXIDE 189982 B
ARSENIC NI 145740 glutathione S-ransferase alpha | GETAT 11678811
TRIOXIDE o
ARSEMIC Ni4_0B0B52 ghutalhione S-ransferasa pi 1 (38TP1T 1 15231573, 15865116
TRIOXIDE :
ARSENIC Nid_D01513;NM_145870,NM_14587 | dlulathions Iransferass zeta 4 GaTZ1 VIR7810145
 TRIOXIDE 1
ARGENIC NH_002708 HZA hisions family, member £ HZAFK 116881315
TRIOKIDE A
ARSENIC NR_024052;NR_024052:NR_024052 | HLA complex group 19 HCGIE 115761015
TRIONDE NR_024052:M8_024052:NR_02405

2:NR_024052:NR_024052:NR_0240

HZNR_N24052NR_024052NR 024
L 052:NR_(24053,NR_024053,NR_02
| A0S HR_D24053: 4R _02405LNR_D
{ 24053;MR_024053NR_024053:NR_

024053 NR_024053:NR_024D53 MR

(24053 .
ARSENID MR_001525 " Vhvpocretin (orexing recaplor | HCRTR 115751015
TRIOXIDE _
ARSENIC Ni_G00601 N 00101093 T,NM_00 | hepalceyte growth factor (hepapcielin A; scaiter faclor) | HGF | 15761015 T
TRIOXIDE 1010032:M0_001010833:NM_00 101

0534 »
ARSENIC N O01530;NM_181054 fynoxia inducible facior 1, alpha subunit (Dasic helix 1 FIFTA | 12482858, 16230433
TRIEGKIDE foop-hefix ransoription faclon
ARSENIC - HIGZ 115725085
TRIOXIDE
ARSENIC HEE_ (02524 fistone cluster 7, H2bm HISTTH | 15781015
TRIDXIDE 28M
ARSENIC Kibi (03542 higtone clusfer 1 Hdg HISTIH | 17547211
| TRIOXIDE 40
ARSENIC Ni_003453 histone cluster 3, H3 FISTEH | 12388546
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[ TRIOXIDE - i 3
ARSENIC M _0G01EE:NM_(33485 MM 03340 | hexokinass 1 MK 15761015
 TRIOXIDE 7NI_033408:NM_033500
ARSENIC NM_(05514 * mejor Alstecompatiniiity complex, clasg 1, B HIAB | 15T61015,10
TRIOXIDE
kaéﬁ"ﬁ‘ﬁ'{" NI 002717 major histocompatibiity complax, ¢lass |, G HLAG | 18781G15,16

RICKIDE
foSENsC NM_0T9111 B mejor histocompelibifty complex, dass I, DR alpha | HLA- | 15725085 T
TRIOXIDE B PRA
ARSENIC NRE_0010884T8;NK_D0T098478:NM | major histocompelibilty complex, class |, F HLAF ] 15725088
TRIOKIDE i 1esed ) .
TARSENIC S major nistocompaliniity complex, class 1, G HiAG 1T15781015,16
TRIOXIDE _ , o |
ARSENIC NME 0027151:N8 145869, 14580 | high mobiity group AT-hook | HMGAT [ 17547217
TRIOXIDE 1145002 NI 145803, MM _1458 :

05

ARSENIC N G‘JVGDGBB;NMKOQW?30589;N?ﬁ ﬂlch DY & Wgroi» box 2 HMGR2 | 14703487
TRONDE L tnaiz0
ARSENIC I 005517 high-moiily group nucleosomal binding domain 2 HMGND § 17547211
TRIONDE :
ARSENIC NM_002133 heme oxygenase {decycling} 1 HIAOXT | 16487057, $7547211,1572503
TRIOXIDE : 3
ARSENIC fh_ 002153 hydroxysterctd {17-bata) dehydrogenase 2 HSDI7 1784721
TRIOXIDE B?
ARSENIC NM_00BEZE heat shock branscrifion Taclor 1 HSET | 15978832
TRIOXIDE
ARSEN|C - - HSP27 | 15865115
TRIOXIDE
ARBENIC Nid 008345 heat shock 70kDa prolein 1A HSPAT | 12743819
TRIOXIDE A
ARSENIC Wil 002154 heat shock 70kDa or clein 4 HSPAS | 11578671, 11878611, 14682383,
| TRIOXIDE 15665116,14682380
ARSEMIC HM_00R347 heal shock 70kDa protein 5 {giucose-regulated protein, | HSPAB | 1167861
TRIOXIDE TokDa)
ARSENIC (NW_C02155 heat shock T0kDa profein § (HSPTOR) HEPAR | 15678632
TRIQNDE i )
CARSENIC N _001540 Real shook 27kDa proteid 1 HEBET | 1576104E.15

TRICKIDE

L9t



ARSENIC NIV_001088520,MM 0000852 TN LHIV- Tat nleractive protein 2, s0k0a HTATIR 118751045
TRIOXIDE _ Q01098522 MM_001088523:NM_00 2
gatg.
ARSENIC WNi_002182 inlerceliuler adhesion molecule ICAM3 | 5761015
TRIOXIDE
ARSENIC MM 002165 MM 151353 rh]L,ifCI o. 0 ’A tinding 1, dominant negalive helix- [E31 5761015
TRIGKIDE
ARSENIC NA_0Z166 wlin- BV 16761015
TRIOKIDE e o -
ARSENIC NM 000204 NM_DOB123 duror 1@‘:5 ;’«su%fa%ase D3 15761015
TRIOKIDE N
ARSENIC NM_004807 iminadiate early re-s_pcﬂsa 2 {ER2 12748819
TRIOXIDE o
ARSENIC NM 005531 interferon, gamme-induciole proteln 16 Fiig 115761015
TRIOXIDE ]
ARSENIC N 0322188 intetferon inducsd with helicase € domain iF1 15761015
TRIOXIDE ~
ARSENIC NIM_00080% interferon, siphs 2 IFNAZ 12850223, 17077332
TRIOXIGE 3
ARSENIC NM_000619 interferon, gamma IENG | 14668793, 16974043 T
TRIGKIDE
ARSENIC WM 001007245 NM 00155 interferon-ralaled dev Jmenl reguiator 1 IFRDT P1R4TIN
TRIOXIRE
ARSENIC NI_000587 insedin-fike (}fowdl actor binding proteln 2, 36k[a IGFBPZ 116781015,15
TRIONBE
ARSENIC Ni_001553 insulin-itke growth Tactor binding protein 7 IGFAPT | 1R726085
TRIOXIOE i
ARSENIC MI_001556 irhibitor of kappa Jight polypeptide gene enhancar In B- [ IKBKB
TRIGKIGE colls, Kymsebeia o
ARSENIC KM _001559 interleukin 12 recepior, bela 2 © T ILiERE [ 15761018
TRIOXIDE | A 2
ARSENIC NG0B f? 18?339 interieukin 24 124 15550305
TRIOXIBE
ARSENIC NA_D00800 interleukin & {interferan, bela 2} Y 12560223
 TRIGXIDE , ]
ARSENIC Wit 001557 interleukin 8 racepior, bela HLBRE | 1h761ME
TRIOXIDE _
| ARSENIC NA 00BB40 Inpsilel polyphosphale-5-phosphalase, 75kDa JNEPER | 15761015
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RO

ARSENIC Ni_002196 instdincma-associated 1 INSMT | 15781018

TRIOXIDE

ARSENIC NM_001031715NM_(22784 IQ et conaining H IGCH | 157610758 T
TMRJOX'D—‘ e e, e, R ]

ARSENIC NM_(G2108 interfzron ssgutatory factor IRF 14538703, 16614005

TRxJﬁiDE s

ARSENIC iniegrin, alpha 20 {pielslel giyooproteln b of loilfia | ITGAZB | 157510715

TRIOKIDE complex, antigen CD41)

ARSENIC infegrin, aigha M omplcme tcomponent 3 receplor 3 HTGAM | 16430882, 16468075

TRIOXIDE o subundl) - N
ARSENIC NI_D07217 N 033668, 03386 | ntegrin, bela 1 [ihronectn recepor, beta polypepide, | ITGB1 | (2852628

TRIOKIDE T 033888 NM_033662, mfl__?BBS antiger CDZD Includes MOFZ, M3K12)

75

ARSENIC NA_14288 integrin bela 3 binding proteir {betad-endonexin) FTGBAB 1 17547211

TRICKIDE e P

ARSENIC WR_000889 ntegrin, beta 7 ITEEY 115761015
| TRIOKIDE ) . . - .
ARSENIC [ NM_ 04867 infegral membrane protein 2A ITM2A | 15725085

TRICXIDE B
ARBENIC N 002728 i oncogena JUN [ 12749515
TRIDXIDE - .

ARSEMIC MM_005354 fun D profo-oncogane JUND  HI5T8101s, 17077332

TRIOKDE ]
ARGENIC NM_0G0Z36,NM_172050 MM _17205 | polassium vollage-gated channsl, subfamily H (sag- KCNH2 | 15070760, 15213294

TRIOXIDE 7 relatad), member 2

ARSENIC MM _138444 nolassium channe! ieframaetisalion domain containing | KCTD1 118761015

TRIOKDE - B 12 a2

ARSENIC I NR_ 022008, NR_022005,NR_022006 | KIAAGOBT KI&A0D | 15781075

TRIOXIDE NE_022006MR_022005:NR_02200 &7

B:NR_022006:NR_022008 B - |

ARSENIC Nid_020847 KIAATG09 KiAaig | 15761015

TRIOXIDE 09

ARSENID NM_017595 kinesin family member 218 KIF21B (15781015

Wwoxpge. oo !

E\F‘omf\l" NM_D00899:NM_0603994 KiT ligand RITLG | HE781015

TRICKID .

f\RS‘ENiC NM_003587 Krugpel-fike factor 11 KLF1 15781015

691



TRICKIDE l 5

ARSENIC Nid 00730 | Keuppehike Tacior 5 fintestinal) KLF5 115761075

TRIOXIDE

ARSENIC NM_005854 keratis 6A KRT8A 1 15048261

TRIOXIDE '

ARSENIC NIM_00103Z008;NM_003037 Kyreirerinase (L-kynurening hydrolase) KYNU 115761015
| ARSENIC Nh_(02293 tardnins, garmma 1 {formerly LAMBZ) LAMCT | 12852829
TRIOXIDE o B 1

ARBENIC b 001014887 NM_CO10T408RNM | finker or activaton of T cells LAT 16781045

TRIOXIDE _DOICI4980:NM 014387 B R

ARSENIC N G0Z308.NM 005587 fectin, galacioside-binding, schuble, § LGALS | 15781010

TRIOXIOE R . L m
ARSENIC N _00T008530:NM_005608 legumain o LGMN | 15725085 ’
TRICXIDE .
ARSENIC NW_(05780 fiporna HMGIE fusion pariner LHER 1 15761015,15
TRIOXIDE -

ARSENIC NB_D14368NM_183150 LA homeohox 8 THTE1015

TRIOXDE , o
ARSENIC Ni 001013253 Nk £01613254:N0 | ymphocyte-spedific pictein 1 LsPi | 15761015

TRIOXIDE _O01013255:NM_002332 .
ARSENIC MM $45BET laukolriena C4 synthase LTC4S | 16751015

TRIOXIDE o )

ARSENIC N OOTIBETZ- NN 001161573 NI | vmaf musculoaponawrofic fibrosarcoma oncogene | MAFE | (8487037

TRIOXIDE _QOTIB1574,NM_(M2323:NM_15287 | homalog F {avian)

8

ARSENIC NI Q02350NM 8532714 | v-mal musculoaponswclic fhrosarcnma anoogene MAFG 118487037 )
TRIOXIDE ) homotog G {avian)

ARSENIC N (02360 v-miaf musctlcaponeurolic fibrosarcoma oacogens MAFK | 16487037

TRIOXIDE _ homotog K favian) i

ARSENIC NI 00RG07 mannesidase, alpha, class 1A, member i MANTATIE761076
TRIOXNDE 1

ARSENIC RIS _ Q00240 moncamine sddass A MACA (5781015
TRIOXIDE o

ARSEMIC NRL_002765 MM _ 145109 milogen-activaied profeln kingse kinase 2 MAPZK 116818852
TRIOAIDE 3
ARSENIC RM_003010 mitogen-acivatad nroleln Kinase kinase 4 MAPZK | 16078632
TRIOXIDE ’ 4

41



ARSENIC [hnt 002758 mitoger-acivated protein Kinase kinase 6 MAPZK | 16813652

iL}

ROXOE b

ARSENIC NM_J03980 ) microfubule-agsasiated protein 7 MART 15761015

| TRICKIDE

ARSENIC NI_002745::0_ 138057 mitogen-activated prolein kinase 1 MAPKT | 15880305, 16561274, 16328441,
TRIDKIDE 16326441,18961274, 17050201
FARSENIC NM_GOTAI5NM_138012;NM_13907 | milogen-activaled protein Kinase 14 WMAPKT 16818882,17
bg;o»@o& HNM 130014 4 =
ARSENIC NEA O01040088: MM 00 H1G889T:NM | milogen-aciivated prolain Knase 3 MAPKS | 1RERI305, 15041274, 1632044
TRICXIDE 002746 - 16328441,15651 274, 17050201
ARSENIC N G02749:500_139032,H_13803 | miogen-aciivated prolein kinase 7 MAPKY | 15880300

TRICXIDE 3NM_130034 N ,

ARSENIC NI_002750:NK_1391 046 NM_13904 | mitogan-actvaied prolein kinass & WAPKE | 15580305, 15051274, 16646077, 16518652
TRICKIDE 7Nl _130048

ARSENIC NM ODTI3E044NM 002752 NM_ 13 | mitogon-aciivated protein kinass 9 MAPKS | 15560300, 16818852

| TRIOXIDE | BO6ENM_130065;NiM_138070 ) B

CRRSENIC CNM D0i005435, 1M Q0TG0SATBNM | membrane-assooiated ring fnger (CAHCA) 2 MARCH ] 15761015

TRIOXIDE ,g_”_ 6436 2

ARSENIC . - MASK [ 17547271

TRIOXIDE

ARSENIC NM_GOT112732,NM_ 024878 MCF 2 cell ing derived transforming sequense-fike MOF2L | 12852628

TRIOXDE o+ )

ARSENIC k004528 minichromosome maintanance complex eompenent 2 | MCM2 [ 17547211

TRICADE . o
ARSENIC NR_ 002383 malic enzyme 1, NADP{+}-dependent, cylosolic MET 15725085

TRIONDE . ﬁ

ARSENIC Nid 032380 h  WMIEBT (FHA domaln) inleracting nudisalar MIGET 114703462

 TRIODADE b esphoprr:;er. i P

ARSENIG MM _002421 malrix mataiopeplidase 1 (nfersiifial collegenase) MMPT (15751018

TRIOXIDE _

ARSENIC Ni_001127851 00004530 matrix meteliopeptidase 2 [gelatnase A, T2kDa RMP2 | 1BE53629 1086242383, 16024383
TRIOXIDE gelatingse, P2kDalype Woollagenasey 4 4
ARSENIC Ni_001032278M4_D24302 matix metalivpeptidass 28 WRPZ8 15781010

TRICXIDE
| ARSENIL Ni_004094 matiy meialiopeptidase Y (gelatinase B, 92kDa MMPER 115348208, 16624393
LTRIOXIDE gelafinase, 92kDa type IV collagenase) _

ARSENIC NI 005373 myeloproliferative feukemia Virus oncogenes EED 15761015 T

| TRIOKIDE ;




TRICKIDE

A

ARSEN NM_000280 myaloperoxdass MPO 112130515
TRIOXIDE
ARSENIC NR_(16065 mitechandtisl ribogomel protein 516 MRPST | 14703482
 TRIOXIDE g
ARSENIC Ni_0Q0B0SR muscuin (activaied B-oell factor-1) BSC FETHA045
TRIOXIDE
ARSENIC NM_(12228 methionine stifoxide reduciase B7 MERB2 | 16725085
TRIOADE ) e
ARSENIC MM 17581 meiallothionsin 15 MTHE | 15725085
TRICKIDE L
TARSENIC NM_005850 metainihionein 13 MTHG | 15728085
TRICGKIDE ,
ARSENEC HNM_005851 meiniiothionsin 1H MTiH | 18725085
}‘JQE ] . O S v s e
faﬁut NIC :’\irx _O01847 MR_001447 NR_0G1447 | metalohionein 1L (gene/pssudogene) MTiL 15725085
TRIOXIDE R 00447 N CO1447 NR_DO 44
I
ARSENIC - etaiothionsin 1 peoudogens 2 MTIPZ | 15725085
TRIOXIDE
ARSENIC NM_008s52 mstaliothionain 14 MTIX BT 25085
TRIOXIDE L
ARSENIC NM_005953 melallotbionsin 24 MT2ZA V11878611, 11878611, 15725085,14682388,
TRIOXIDE X 14682389
ARSENIC M_004884 mefastasis assoviaied | MTAT | 12478804 !
TRICKIDE - i
ARBEMIC NR_001008528:NM_D0T00S528HM 3 malix-remodefiing associated 7 MABAT 117547211 }
TRIOXDE 198a30 _ I
ARBENIC W_O010804 6N 001144758 wrmivh myeloblastosis viral oncogens homolog (adan)- [ MYBLT 115720085 i
TRIOXIDE kel ‘ ;
ARSENIC NI_002467 v-rnye myelocylomatosis viral oncogene homolog MYC 11714748 12003572 12005407, 117 (5218,
TRIOXIDE favian) 11775218,12003512 11714748, 15622746,
TRTRI01E .
ARSERIC NI_O0R378 wnnye inyelosyiomatesis vira! related oncogene, WYCN 12478884 J
TRIOXIDE . newroblastorna detived (avian) . [
ARSENIC Y E} 11567 SHNM_DOTIBIBIZNM | myosiniB MYQIB | 15761015,18 I
TRIOXIDE i MO?ZZ‘ 4_‘
ARBENIC Ni_D12330 MYST histene acetyliransferase {rmonocytic leukenia) | MYST4 | 15761015 !
!




ARSENIC NI 152028 NEDD4 binding protein 1 NABPT | 15761015
TRIOMDE -
ARSENIC Nia_001078651,NM 052818 NEDD4 binding protein Z-ike 1 NABPZ | 15761015
TRICXIDE 3 L1
ARSENIC NI 005567 NGFHA binding prolein 2 {(EGR1 binding protein 2) NABZ V1ET5I045
TRICAIDE -
ARSENIC Mi_014803 netren navigator 3 NAVZ 115751010
TRICXIDE B
ARSERIC Niv_000285 revtrophil cviosolc faclor 1 MCFY 115070780, 15781015, 15070760
TRIQXIDE
ARSENIC NM_000433;R8 001127851 nedtrophil cyfosolic factor 2 NCFZ | 15070780
TRIOKIDE _
ARSENIC NADH dehydrogenase, subunit 4 {complex i} HD4 14703492
TRIOKDE ]
ARSENIC NE_008656 sigifdase 3 {membrane slaiidase) NEU3 | 15070760
TRIOXIDE
ARSENIC MM_D03204 ruclesr factr {erythrold-derived 2)-ke 1 NFEZL1 16487037
TRIONDE ' )
ARSENIC Mid_020529 nuclear factor of keppa fight polypeplide gene NFKEIA 112860223
TRIGRIDE enhancer in E-calls inhibitor, alpha
ARSENIC NI_004556 nuciear factor of kappa fight polypeptide gens NFKBIE | 12060223
 TRIOXIDE anharicer in B-calls inhibilor, epsilon
ARSENIC MA_D00269 N8 _108175 noi-melasiaiic calls 1, prowein (NME3A) expressed in | NMET | 124B2020, 12478864
RIOXOE 0 o4
ARSENIC NM_002517 newratal PAS domaln proiain 1 NPAST 115781015
TRIOXIDE
ARSENIC Ni_002523 neuronal peniraxin I CYNETXZ TET61015
TRIOXIDE
ARSENIC NM_000178;NM_003018074:NM _D0 | nuclear recaotor subfamily 3, group C, member 1 NR3C1H | 17081586
TRIOXIDE 1018075;HM _001018678:NM_D0101 | {glucacorticoid receplor)

8077, MM _031020825;00_00102409

A
ARSENIC Nij_005043 nueleobindin 2 NUCEZ | 17547211
TRIOXIDE
ARBENIC Wi 024815 nudhs fnuclecside diphosphate finked molely Xjtype | NUDTT [ 15761015
TRICHIDE - mighf 18 8
ARSENIC M 020401 ructeoponn 107kDa WUPG | 17B4ATEN
TRIOKIDE . 7 -

L



ARSENIC NM_018311 obsourindie 1 (08SL1 15781015
TRIONOE

ARSENIC N _002552MM 181740 NM_18174 1 origin recognifion complex, subunit 4-fke {veasi) ORCAL 15761015
TRIOKDE 2

ARSENIT NM_OGI01TO58 NM_DHO1795T MM | oslensarcoma ampll ifed 4, endoplasmic retioulum i) 1TE47 211
 TRIOXD ,JL‘._.____WW" U101795 \51‘1 066812 associated prmam

ARSENIC Nk, OO%M NM_ODH017902NM_D0 | orolyd 4-hydroxylase, alpha polypentide § P4MAT 1 1BT725085
TRICXIDE 1. ZSJJ N 001142306

Arzs:rcfc NI_000437 nistelet-acivating tacker acelylhydrolase 2, 40kDa PAFAH | 15751015
A?SEN&C NI_1B2911NM_207127 MM_20712 | polyaming oddase {sro-Nd-aminn) PACK T5T80E -
TRIOXIDE 8

ARSENIC NI_024807 Nu_198408 progestin and adipol) receplor family member Vi PAGRE | 16725085
TRIOXIDE o |

ARSENIC NM_0G1618 pely (ADF’ rsbonre} powx rass | PERPT | 16320447, 16325441,16646077
TRIOXIDE L B
ARSENIC NB_ 002583 PRKC, apoplosis, WT T, regulator PANR 116066277
TRIONIDE S D

ARSENIC N DO2502NM TR2845 oroliferating ce i ruclear antigen PONA | 12783708, 16029588
TRICKIDE

ARSENIC R _O0BZO0 sroprotein converiase sublilisinfkexdn iype 8 PCSKS (15761015
TRIOXIDE N

ARSERNIC NA_014456.NK 145341 programmed { el death 4 (necnlashic § ransiormaton PICHA 17259348
TRIOXDE inkibitor)

ARSEMC NE_ODTT 1307 NM_GO11 11308, N p‘?cs,chcmwgurasa 44, cAMP-spacific PDE4A | 15070780
TRICKIDE 0017113090 bQ@_ﬁfEm {phosphodiesterase E2 dunce hemoleg, Drosophilz)

ARSENIC NM_00T037 33800 _001037340,NM | phosphodiesierase AR, GAMP- spacific POE4AB | ASTOI01E
TRICKIDE _00103734 LNM_D02600 {phosphediestersse B4 dunce homeleg, Drosophiia)

ARSENIC NM 001002810;NM_C01802811: MM | phosphodiesiarase 40 interacting prolein POEAD] 781015
TRIOHDE 0000281280 014041 N 02235 P

9

ARSENIC N_002451;MM_203352;NM 21362 | PDZ and LM domain 7 {(enigma) PDLIMT (15761015
TRIOAIDE 5

ARSERIC Mi_002613NM _031268 Jphosphoinostide dependent proteln kinase-1 PDPET 1 14633728
TRIOKIDE e
- ARSENIC Nl 178140 P07 damain containing 2 POZGZ 15761015
TRIOKIDE )

ARSENIC MM_000442 plateletendothelial call adhesion malecule | PECAM [ 15761015 i




TRIOKDE

ARSENIC NI, 003630 | perexisomal biogenesis facior 3 PEXZ | 15761075
TRIOADE
ARSENIC MR 002630 progasticsin (pepsinogan Cy PGC 1754721

TRIOXIDE
ARSENIC N 002832 - ‘placental growih facior - FG {75472
TRIOXDE ] B
ARSERIC NM_003311 plecksirin homology-iike domain, fam yA ‘menber 2| PHLOA | 1781015

TRIOXIDE S . 2
ARSENIC Nt _032634N phosphatidvlin osilo I glyear anchor bio osynthesis, class | PIGO [ 15781048
TRIOKIDE Q -
ARSENIC - - PIKACA | 12852828

TRIOXIDE 1. _

ARSENIC i\;"M_‘OO‘sO‘ES‘I 09:MM_ 083552 oirin fronebinding nuclear pictsing PR 15781015

TRICHIDE
ARSENIC i 63“571 1 PBXfkncited | homecbox 1 PRNOX | 15761018

TRIOXIDE _ , 1 o

ARBENIC NM_001805376,NM_001005377,NM | plasminogen aciivator, urokinase receplor BLAUR | 15761015

TRIOXIDE _O02650
ARSENIC MM (18274 oleckstrin homology demain containing, famity O PLEKH 115781015

TRICXIDE member 1 o1

ARSENIC pleyin C1 PLXNG 115761018

TRIDXDE 1
| AHBENIC SHM_033255:NM 03323 | promysiocyiic feukernia PhAL 15748426, 15745426,16801318, 18330433,
TRIOHIDE \‘M 0332 H,MM 033244 700332 17081988

46& V033247, N 053249, NM_023

] Z50) B
ARSENIC - - PPGE | 15725085 f
R N N R |
TRRSENT 006347 peplidyiprolyl isomarase H foyclonhiiin H) PPIH 547211

TRIOX|DE
ARSENIC NI _G02709:NIM_2055876 profels phosphatass 1, calalyfic subunit, befa isoform | PPPIC | 12852820
TRIOXIDE B ' ]
AREENIC MM 008093 protecgiycan PRG3 115701018

I“if'}\{]" N
ARBENIC NM_002738 N0 212535 orolein kinase G, bela PRKCH | 15725088

TRIQRIDE o

ARSENIC Em\" G?beﬁ N profine iich 16 - |PRR16 15761015

Si



TRIOXICE

ARSENIC MM_002788 mpolease, serine, 1 {irypsin 1) PR3BT | 15781015
TRIOXDE
ARSENIC RR_007T08 proteasome (prosome, maciopaln) subunit, bela type, | PSMEB6 | 12852820
TRIOXIDE 5 ,
ARSENIC Mid 004158 MM _T48810 oroleasoine {prosoma, macropain) subunit, beta fype, 1 PEMBS | 15725085
| TRIOXIDE . 8 (farge mulifunctional peplidase 7)
ARSENIC W 000958, NM 009036585 mrostagiandin F recepfor (FF) FTGFR | 15761015
TRIOXIDE
MAF{SEN!C N&_016077 peplidy-RNA hydrolase 2 FTRN2 | 14703452
TRIOXDE § s
ARSENIC fo«ﬂ_ﬂﬁﬂrzég ailuiiary tumor-ransforming 1 PITGE 47547217
TRIOKIDE
ARSENIC N 0D1015508,MM 013357 puring-iich edement binding protein & PURG 18781015
TRIOKIDE
ARSENIC Ni 012293 Peroxidasin homolog (Dresophiia) FXDON 35761015
TRIOXIDE
ARSENIC | NI 004763 RAB2TB, mamber RAS oncogene family RABZ7 | 15761315
N . B
ARSERIC Nl 007125103 NM_G0T1Z6104:NM T Rac GiPase aclivaling protein 1 RACGA | 17547211
TRIOMDE 1. 013277 § L P1
ARSENIC Nd_001100307NM_007023 Rap guaning nucleofide exchange factor {GEF) 4 RAPGE [ 15731015
TRJGX?DE Fd
ARSEN MM 000864 NM_ 001024808 N0 00 | eetinoic acki receplyr, sipha RARA | 15748420,10851316, 16330433
TR "Xi@j:jm 114530 1;NR,_001145302
ARSENIC bibd_ 007241 Ras association {(RalGUS/ARS) domain Tamily {N- RASSF | 15761040
TRIOXIDE terminall member § 3
ARSENIC Ni_002130 RNA Tinding rmollf protein, Xlinked RBMX | 12852628
TRIOXIDE o »
ARSENIC NIG_DD 114138 _021975 v-rai reliciioendoiheliosls viral oncogene nomolog A | RELA | 16106882, 161747 5, 16174796
| TRICXIDE {avvian)
 ARSENIC NI 001042681 NM_D0T042882:NM | arginine-giutamic acid dipeplide (RE) repeafs RERE | 15781015
TRICKIDE (12102
ARSENID NR_0D20T4 N 181471 replication factor C (activator 13 2, 40kDa RFC2 17547214
TEIOXIDE
ARSENIC MNh_002622 regulator of G-protein signaling 2, 24kDa RGS2 {12852829
TRICKIDE

9T



ARSENIC Wi O0GB3G7 riponticlease HZ, suburdt A RNASE | 17847211
TRIONIDE i H2A

ARSENIC NM_{714746 it ’g n rﬂru‘ai’l 1444 RMF14 15781015
TRIOXIDE 44

ARSENIC Ni{ D01 i3£33? NI 00113433810 ring finga ﬂrolelr% 24 RNF24 115761015
TRIONIDE _007219

ARSERNIC NWL_COBGTT;NM_183043,NM_18304 | ring finger profein (C3H2C3 lypa) b RNFG 157681015

| TRIOXIDE 4

ARSENIC NM_(02541NM_133631 roundabout, axon guidance recepior, homolog 1 ROBOY | 157250885
| TRIOXIDE {Droscphila)

ARbEN{C NM_D00RE5 NA_G035008 ribosomeal protein LT HPLAT ) 12852828
ARSENIC Nk_000880 siboscmal profein 182 RPELA8 | 15725085
TRICKIDE _ o A

ARSENIC Niv, 200978 rbosomal proteln 123 i RPL23 | 1470345
TRIGXIDE B o

ARSENIC NI_000971 ribogomal protein L7 " RPL7 112852828
TRIOXIDE

ARSENIC NIM_001018 Hk_007036002 ribosomal proteln S15a RP315 | 14703482
TRIOXDE 7 A

ARSENIC NM_0D3 181 " tinosomal prolein 86 kinase, 70kDa, polypeptide 1 RFPSEK | 14633720
TRIOXIDE . 81

ARSEMC NI 03 1042576.N_004587 ribosome binding prolein 1 homelog 180kDa (dog) RRBPY | 15761015
i_F{iO}iaDz ~

ARSENI Ni_015859 dbosomal L1 dormain containing 1 RSLID 18761015
TRION DE » N 1

ARSENIC 00100585 1Nk _ 002558 RYK recepiorlike byrosine kinasa RYR 15761015
TRIOKDE

ARSERNIC A_002888 $100 calchan binding protein A10 SO0AY | 15940261
TRIONIDE 0

ARSENIC N 002964 3100 caloium binding protain A8 3160A8 | 1576101515
TRIDAIDE

ARSENIC NM_(02065 3100 calciu binding profain A9 STU0AG | 15761015
TRIOXIDE

ARSENIC Nhi_(15285 ; SATE homeohox 2 SATB2 761015
TRIOXIDE ) :

ARSENIC NR_138867 sacretory carrler mambrane protein § SCAMP 11575101
TRIOXIDE 5

L4



ARSENIC nid_ 002411 sacraloglobin, family 24, member 2 BCGRZ [ 16861015
TRIOXIDE A2

ARSENIC Ni 021826 sefing carboxypeplidass 1 SUPEP | 15725085
TRIGKIDE ‘ 1

ARSENIC NN 021920 secrslin T ISCT T sTo 01T
TRICXIDE

ARSENIC N, 602008 syndscan 2 o SpC2 | 15761015,128526826, 15725085
TRIOXDE

ARSENIC NM_002009 syndecan 4 - SDe4 | 15761015
TRIOXIDE

ARBENIC NM_003005 selecin P {grandle membrane protein 140kDs, antigen | SELP | 16206674
TRIDXIDE ) 1ED62)

ARSENIC NM_030668 serpin pepfidase inhibitor, dlade B (ovalbumin), SERPL 15761015
TRIOKIDE member 1 NB 1
ARBENIC NM_014755 SERTA domain containing 2 SERTA | 15725085
TRIOXIDE S 02

RSENIC NI_001039485:NM_006525 splicing faclor, argininefserinarich 5 SFRSE 1§ 14703492

TRIOXIDE :

ARSENIC M _003028 SH3-dormain GREZike 2 SHIGL | 15761015
TRIOXDE 2

ARSENIC Nid 001045 N ToBRAEHM_10884 | sialic acid binding [g-ike techin 8 SIGLEC | 15761815
‘g‘ EQJDX?GE 5 - PRI S — — 6

ARBENIC Mk 007183 solule carier family 14 {urea ransporter), member 2 1 SLC14 (1576118
TRICKDE ) AZ

ARBENIC NR_005073 soltde carriar family 15 {ofigopeplide transporter), SLC5 1167810145
TRIOXIDE member 1 Al

ARSENIC NA 004171 solute carter family 1 (glial hgh affindy dlulamale SLCTA 17547211
TRICKIDE . - Alrensporier), member 2 2

ARBENIC NM, 002550 MM _183233 solule camer famity 22, member 18 SLC22 115725085
RO N AlB

ARSENIC NiE_006516 solute carrier family 2 (faciifsled gfucose ransporter), | SLCZA 117004634
TRIOXIDE manmber 1 1

ARSENIC NM_0B0548 solule carrier family 44, mamber 1 SLC44 | 15761015
TFUO;\ OF o Al

ARSENC NM_(17842 solute carvies family 48 (heme transporter), member 1| SLC48 [ 15761015,16
THRIOXIDE A B

ARSENIC Wi_178408 solue camiar fambly 5 {sodium/glucose colransporier), § BLOGBA [ 15781016 T
FTRIORIDE | membar 12 112

8L1



ARSENIC NM_ (04211 solule carrier farily 8 (neurotransmitler ransporter, | SLOBA | 157610145

TRICKIDE givoine}, membear 5 5

ARSEMC MY 001145044 N1_ 013272 soflte carrier Organic anion transporter family, member | SLCOZ | 15761045

 TRIOXIDE § _ 3AT A

ARSENIC NI 001003588 NM_005500 SMAD family member | SKAGT 115781015

TRIOXICE ]

FARSENC NK_O0 1002800, NM_00B486 struciural maintenance of chromosomas 4 SMC4  [7B4TR

Twoxpe L N ) e

ARSENIC NAM_0D00454 supercxide dismutase 1, soluple SGD1 16867282

JRoxoE L N B

ARSENIC WNi_018418 SRY {sex defermining reglon Y)-box 18 SOX18 115761015

TRIOXIDE ‘ _

ARSENIC NM_DDTOT NW_178424 SRY {sex delermining reglon Y)-box 30 B0X30 115761015

TRIOXIDE

ARSENIC N#_D03107 SRY {sex delenuining ragion Yi-box 4 SOx4 115725085

TRIOXIDE S .

ARSENIC NM_DO3109:NM_138473 31 ranseription factor 5P 11714746, 15761015

TRIOKIDE )

ARSENIC NMB0T130438:NM_D03127 spectin, alpha, non-ervthrocytic 1 (alpha-fadrin) SPTAN | 12852829

TRIOXIDE 11

ARSENIC NR_173038 MM 175040 ST6 {alpha-M-acalyl-neuraming-2,3-befa-galaciosyl- STeGA 17547211

TRIOKIDE 1 3-N-acetyigalaciosaminide alpha-2.6- LNACA
sighitransferase 4

ARSENIC MM 015138 stabifiny 1 STABY | 15761015

TRIOXIDE -

ARSENIC NM_007315,M8 1309266 signal rapsducsr and activalor of ranscription 1, STATY | 14658793, 18814083

| TRIGXIDE S1xba

ARSENIC W B000918T NN 003154 statherin STATH | 16781015

TRIOXIDE

ARSENIC NM_G0 1128204 NM_D0T122205, MM | suifalasse i SULFYT 1167250085

| TRICXDE _B01128206,NM 015170 '

ARSENIC Nh_015851 sushi domain containing 5 SUSDE [ IETRING

TRIOKDE

ARSENIC WEL DOTIABTTANM_003400,N 12 | synapsin 1 SYN3 15761010

TRIOXIDE 333 R

TARSENIC NM O03E9E synaptojanin 2 SYNJZ | 12852829

TRIOXIDE o

ARSENIC j ?’éa‘vlﬁ@ﬂ‘:(}833§?;Nﬂf‘ﬁwOO3?9’9 transcripiion factor 4 o {TCF4 115761015

6L1



TRICAIDE

ARSENIC NR_G01568:NR_G01506:NR_001585 | telomarase RINA componen TERG | 11714748
TRIGKIDE NR_D0TB06,NR_( Giﬁ@&\ﬁ_@@%@
8

ARSENIC NM_G03218:70_ 017488 telomeric repsat binding factor (NIMA-nteracting) 1 | TERF1 | 16125045
TRIOXIDE
ARSENIC NM_G0DB5Z taloretic repeat binding faice 2 TERFZ | 18128045
TRICXIDE B
ARSENIC NAM_TO0253 M 198255 islomerasa ravarse ranscripiase TERT | 11714745,188852
TRIOXIDE 15761015,16120 1 ? 4?1‘;0 i”’}SSETT;‘EBES

) ~ 18808115
ARSENIC NM_003222 ira”:;crrpfir,n factor AP-2 gamma {(acliveling enhanoer FAPZ 1157640115
TRIGKIDE ] hinding protein 2 gaming) c
ARSENIC N 003225 irafoil Sacior | TEET 12014831
TRIOX iDt ) - )
ARSENI NM_(0 1024847 NM_003242 transformaing growth facler, bats receplor i [7O/B0kDa) | TGFBR | 12852829
TR&O}(EDE o o R e

ARSENIC NRL_ 03254 TIfAP meitliopestidase nhibior 1 TIPT | 16624393
lRmiH}t 7
ARSENIC NM_DO3TEE - THAP melshopentidase fnhibitor 2 Pz | 16624242
TRIOHIDE
ARSENIC Fei (115444 ansmembrane protetn 158 TMEMT 1157681015
TRICKIDE L ' 58
ARSENIC Mi_0D084 tumor necrosis factor {TNF supsrfamily, membar f) THF 12550223
TRIOKIDE '
ARSENIC N 008250 turnor nacrosts factor, alpha-induced protein 3 TNFAIP 117547211
TRIORIDE 3
ARSENIC NI 0007 7654300 _0 14350 furror necrosis factor, alpha-nduced protein & THNFAIP | 17847211
TRIOADE g
ARSENIC NE_O01066 tumer hecrosis factor recaptor su;aer?é?‘nﬂ}y. mamper 18 [ TNFRS | 15761015
TRIOAIDE N F1B
ARSENIC NK_007032884NM _003700NM_T4 | lumor necrosis faclor rsceplor superianly, member 25 | 1NERS | 15761015
TRIGKIDE 8985 N_148966;NM_ 148887, \e’\f Fzh
48970

ARSENIC MNM_001561 mor necrosts factor receptor superdamily, mamber 9 | TNFRS 16010437
TRIOKIDE _ Fy
ARSENIC NM_003008.NE_ 172087 NM_17208 tumor necrosls factor {igand) superfamily, mernbor 13 | TNFSF 16781015
TRICXIDE 8 ) 13

081




ARSENIC Ni_0fi244 furnor necrosis factor Jigand) suparfamily, member & 15781015

TRIOXDE

ARSENID NI_D3067 T onoisomanase (DNAY T sloha T70kDa 180843084

TRIOKIDE ‘ -

ARSENIC fmor Brofein pas TPEY T T11714746,14652368, 117 14746,15622748,
TRIOKIDE 11775218, 15875894, 12480120,18457208
RRSENIC tumer proterr TPR3AI | 15031205, 16467208 P
TRICHDE 1 P

ERSENIC T NM_0G1076787NM_D06034 lumar profein 553 inducible protein 11 PR3N | 12883691, 18225315, 15781018
TRIONDE : 1

ARBENIC NW_00T126241 Nt | turor pr 73 TP73 15031205, 18467208

31126240,NM
TRICXIDE 001126242 MM 005427

ARSENIC Ni_003295 i, transiaionally-controfled 1 TPT1 | 15046261
TRIGXIDE

81

ARSENIC transformer 2 alpha homolog (Drosophila) TRAZA (15761015
‘TE{VOIU S

ARSENIC TRAF inferacting protein 2 TRAFY 115761015
TRICKIDE P2

ARSENIC NA_00B470 : ‘ iripartits motit-coniaining 16 TRIVIG | 15725085
TRIGKIDE )

ARSERIC {nvroid hormone recepior - interacior 12 TRIP13 17547211
TRICKIDE

ARSENIC 3035, MM 0073 zb:»zi,i\i.) TR R‘\!A melhyliransfsrase 1 homoleg (8. TRMTT | 15725085

TRIONDE :n

ARSENIC 45681 NM_004089;NM_18 i family, membar 2 T8C2z | 170871386
TRIOUDE D3

ARSENIC N lefrgtricopaplide repeal domain 38 TIC38 | 15761015
TRIOXIDE o

ARSENIC WNR_D0B472 fhioredexdn interacing protein THNIP 116725085

TRICKHIE

ARSENIC NM_001071 thymidylate synlhatase TYMS | (7847211
TRICHIDE

ARSEMIC NI D703 MM TRT7S9;NE 18480 1 ubig guitin-coniugal *e;q nzyme £2C UBEZC 17547214t
TRIOKIDE (iNM 181801, NM_181802,NM_ 1518

§ ublquifin-conjugating enzyme 220 1 (UBCAE UBE2D | 15781015 7 |

[ARSENIG




TRIOXIDE homolog, veast) i

ARSENIC PMA_004181 vhinuitin carboxyl-lerminal esterase 1.1 {ublguitin UCHLY | 15725085
TRIOXIDE Hhiclesiarase)

ARSENIC NM_ (03355 upcoupling protein 2 (mitechondrial, profon carier) UGRZ 18761045
TRIONIDE

ARSENIC NM_DO10263668;NM _DO1025367,NM | vasoular endethelial growth Tacior A VEGEA | 17482658, 15049744, 16928304
TRICKIDE 00025368, MM _001025369,80_00

1025370:NM._ 001033755 MM_00337
6

ARSENIC N_004668 yanin 1 YRpT | 167610158
TRIOXIDE T R

ARSENIC NM_018256 WO repeal domain 12 WDRT2 § 15725085
TRIOXIDE - !
ARSENIC MR D28222 WO rapeat dormeln 82 WEORE2 { 15751185
TRIOXIDE ~ ,

ARSENIC Wi 018638 W repeat snd SCGCS box-containing 2 W5B2 | 15728085
TRIGXIDE

ARSENIC Nw_000378;N/_(24424:-NM_02442 | Wilms tumor 1 W 16966277
TRIGKIDE TNM_074428 L
ARSENTC Ni_001187 T U Xdinked inhibifor of epopiosis XIAP | 16105982,16
TROWOE . o

ARSEMNIC NM_001459 Hesay repajr complamenting defective repalr in Chinese | XRCCA | 18781015
TRIGKIOE | Hamsier celis § o
ARSENIC NI 003407 zinc finger protein 38, C3H ype, homoleg (mouss) ZFP3E 112749818
TRIOXIDE -
ARSENIC N_004228 zine finger profein 36, C3H lype-liks 1 ZFP3SL | 15720085
TRICKDE 1

ARSENIC NM O03453,N0 197068 zinc fingar, MYM-lype 2 IMYMZ 17027752
TRIOKIOE .

ARSENIG NI 0181020168441 zine finger prolein 334 ZNF334 115761045
TRIQXIDE L ' L -
AFRSENIC Wit 001007084,NM_003421 zine finger projein 37A INF37 18761015
TRIOXIDE - A

ARSENIC NI DO1077340:NM_033188 zirc finger prolain 682 ZNFBg2 115761015
TRIOXIDE

ARSERNIC Wi 001142305, NY_016643 Zine fingsr protein 771 ZNFT71 115761015
TRIOXIDE

ARSENIG NI 0010054 13:NM_GO7067 MM _03 | 210 interactor ZWINT P17347211 » ‘_1




B

TRICAIDE 2957 N
BOKRTEZOMIE NI 00131443 1NM 00101443280 | v-aid murine th ym & viral oncogens homolog 1 AT | 15781849 unrelated
OG5163
BORTEZOMIB A 0060 NM_013220;NM_ 18185 | spoplolic pepiidase aclivating factor 1 APAFY | 16024831 death pathway
aNM 181308 NM_ 181888
BORTEZOMIB NI 001168 BCLZ-antagonistkiler 1 BAKT 118024637 | death alhway |
BORTEZOMIB WM 004324 N8 _138751:NM_13876 | BCLZ-associated X protein BAX 168024631 death pathway
~ JNM_138784:MM 138765
BORTEZCMIB N_O00B3;N#_000857 B-cedl LL’lymphalm Z BCL2 | 15761640, 1602200G, 18024631 | alterad by
bortszromib
BORTEZOMIB Wi GO TI9NR_138578 BCL2-like 1 BOL2LT 112883773, 15543232 15781648, | alfered by
AAAAAAA 160246831 bortezomib
BORTEZOMIB NI GO6538;NM_138521,MNM_ 20700 | BCL2Hike 11 (apoplosis faciiitator) BCL2LY | 18024831 death pathway
Vi 1
BORTEZDMIB NI_007196,NM_197955:Ni_107968 | BHA interacting domain death agonist 20 12893773 daath pathwaf
'BORTEZOMIB MM 001186 baculovical 1A Prnpeau,oma.rmgz BIRCZ | 12803773, 18543232, 15781648, | allerad by
16024531 bortezomib
BORTEZOMIB N O01I85NM 152962 bacuoviral AP repeat-containing 3 BIRC3 112603773, 15024637 altered by
portezomity
BORTEZOMIB MR 9012270 NM_D0M01227 1N | baculoviral AR repsat-noniaining 5 BIRC 18373703
boiiog
BORTEZOMIB Nhi 001216 carbonic anhydrass X CAG 16061859 allerad by
borgzomib
BORTEZOMIB . -4 NM_D04346;NM_D32691 caspase 3, spoplosis-relalad cysteine peplidase CASP3 112883773, 15736676, 16024831, | death pathway
' Bk 16675587, 17121830
BORTEZOMIB NM_001227,NM_0D33338;NM_03333 | caspase ¥, epoplosis-related cysteins peplidase CASPT 116024631 death pathway
' GNM 933340
BORTEZOMIE Nia_00T080124,NM_GO1080125,NM | caspase B, apoplosis-relaled cysiele peplidase CASPE 112893773, 16738676, 16024631 | death pathway
0022800 _033355;NM 033356,
KKKKK M (33358 ¢ i
BORTEZOMB NV G0 1220;NM, 032096 saspase 9, spoplosis-related cysieine peptidase CASPG 112803773, 157386876, 16024631 ¥ death pathway |
BORTEZOMIB NI_053056 oychin D1 CCND1 | 12893773, 15781649 sensifivity
BORTEZOMIB MM O‘JJ&SQI\J\/ 4 078487 cyclin-dependert kinass inhibitor 14 (p21, Cip1) CDKNT?ZBQS?B 15543232
‘ A
BORTEZOMIB N 004064 cycﬁinudependéﬁi Rinase inhibitor 18 (p27, Kot CDREMY 18843232 7

ERt



BORTEZOMIB NEA_ 00112718386 001727 184.NM [ CASPS and FADD- ke apoplosis regulator CFLAR | 12893772, 18024831 afterad by
| bo3gre e ! bortszamih
BORTEZOME NI D18G47 cyloshrome ¢, somallc CYCS 1712843773, 16024631 death paiimay
BORTEZOMIB MrE_D00T81 sylochrome B450, farnity 1, sublamily A, polypeptide 2 1 OYPIA | 10764713 drg
2 ] 2 o metaholism
BORTEZOMIB NI _000789 eylochrome PASC, family 2, subfamily O, polypaplide 1 CYP2C 115784713 druig
i i melabolism
Mg O00771 cylochrome P450, famiiy 2, sublamity G, polvpeplide @} CYP2C 115764713 dg
........ - SV S s g et metab@ﬁﬂn}
BORTEZOMIB Nh_000108;NM_D01025161 eytachrome P450, family 2, subfamily D, polypeplide 6 | CYP2D | 15764713 drug
- o _ & melabolism
BORTEZOMIB N 077480 cytochrome PA5G, family 3, sublamily A, polypeplide 4 [ CYP3A L 15764713 g
4 - 1 matabolsm
BORTEZOMIB _604883 DNA-damage-inducible ranscript 3 DOITa | 18024631 ailerad by
T T borlezomib |
| BORTEZOMIB NM_004401:NM_213556 DNA fragmentefion facior, 46kia, aipha porypeptide | DFFA | 15735676
BORTEZOMIB M 019887 NM_138020 dighio homelog {Drascphila)l DHABLO 1/.8957?3, 16024621 death pethway |
BORTEZOMIB NM (DG NM_181054 i}i_)JX;a inducible faclor 1, elphs subunit (basic helix- | HIF1A | 18061869 altersd by
loop-heiix franscripfion St foi] I portezomib
BORTEZOMIB - ) HSPRT - resislance
BORTEZOMIB NM_005347 hesd shock 75kDa protein 5 {glucosa-regulated proteln, T HEPAS | 16024531 allered by
78kDa; borlezomib
BORTEZOMIB  INML_O13247:NM_145074 HIr& serine pepiidase 2 HTRAZ | 16024631 death pathway |
BORTEZOWIR N 002228 N O0Ogena JUN 15730878 altered by
jbortezomib
BORTEZOMB b 002785 mﬂege& acivated proein Krase kinaee 1§ APZK 12893773
BORTEZONIB NE1_003570 mitogen-actvated profein kinase kinase 4 WAPZK 15735676
BORTEZOME NIA_D0Z7A5NM_138057 milogan-acivated proteln Kisse 1 MAPKT 112883773 ailered by
. bertezomib
BORTEZOMIB NI OD1315NM_135012;NM_13301 | mitogen-activaled profein kinase 14 MAPK | 12693773 silered by
SNM 132014 4 ortezomib
BORTEZOMB Nl@-ﬁjﬁéémaﬁoéé;&ﬁ 1 07109881:NM | mitogen-aciivaled protein kinase 3 MAPK3 (12503773 aftared by
2748 n . bortezomib
BORTEZCMIB NI 002750 NM_T39045°NA7_ 13904 | mitogen-aclivated prolein kinase 8 { MAPKE | 12803773 afterad by
THM 135049 bortezomit
BORTEZOMIR Ni_021960,NM, 182763 | mysloid cell lstkernia sequence 1 (BCLZrelaled) MCLT ] 12893773 ) resistance

81



BORTEZOMIB NBA_003008 Auciear facior of kappa fight polypeptide gene NEKBT [ 12805773, 10230421, 17164350 | resistance
eraneer i S-cells 1 _
BORTEZOMIB NM_D20528 ruclear factor of kag Ppa | fight polypepiide gene NFKBIA 1 15543232 alierad by
i enhancer in B-cells inhibitor, alpha boriezomip
BORTEZOMIB NM_GO1D09718,NM_D02003 nuclear faclor of | mpaJ ght polvpeplide gene NFKBIB | 15543242 sftersd by |
entiancer in B-cells inhbilor, bata . borlazomib
BORTEZOMIB MM 004556 nuclear faclor of kappa light polypeptide gane NFKBIE | 15543232
enhancer iy B-cells inhibityr, apsiion
BORTEZOMIB Ni_001818 poly {ADP-ibose) polymerase 1 PARPT | 12893773, 15736676 aitered by
 S——— S S P - - bgrtezemib
BORTEZOMIB - PDCDE 126883773, 16024831 1
BORTEZORE Nk Q21127 B phorbol-12-myristate-13-anstate-dnduced prolein | FPMAIFT | 16024631 dealh patfiway |
BORTEZOMIB NM_ 002793 proteasome (prosome, rmacropain) subuni, bela type, | PSME target
i resislance
BORTEZOMIB N 002754 proteascma {prosome, macropain) sibuni, bela lvps, | PSMEZ |- target
N 2 ‘ resislence
BORTEZOMIB NI 001135725:NM_001144G32:N0 | proleasoms {prosome, mecropain) subunil, Dela fype, 1 PSWMBE |- targat
R 5 resistance
BORTEZOM MM 002807 niciaasome (prosome, mactopain] 268 subunit, non- [ PSMET |- target 7
L R |
BORTEZOM MM 002808 prolessormne (prosome, macrepain) 265 subunit, nop- | PSMDB2 1. targel 7
ATPase, 2
BORTEZOMIB NI_(02850 v-ral-1 murine leukermiz virgl oncogens homolog 1 RAFT 112892773 affered by
o o bortezomip |
BORTEZOMEB M_000327 refinoblasioms 1 RBI 112893778 '
RORTEZGMIB NAd DO 1148138,NM_021875 v-rel reficuloendethelioss viral oncogens homeiog A RELA | 12893773, 16051869, 168230421, | resisiance
{avian) 17164350
GORTEZOMIZ | NWLO0B142 ssliin SEN 16373703
BORTEZOMIB | N 003150,NM_135276,NM_21366 | signal ransducer and acivaior of bamseripion 3 STAT | 17164350 altered by
12 (aoute-phags response faclor) » bortezomib
BORTEZOMIB N&1_000554 tumor Becrosts factor (THF superfamily, memher 27 [TNE | 16230427
SORTEZGMIB Ni4_D00545;NM_001126 142 NM_00 | lumor profein 53 TPES | 18543232, 16061669, 18375703 | unrelaled
1126413:NM_0011201148M 00112
61’15;NM_JO?M‘HLJN:LJUH%% j
BORTESCMIE | NWLOATT38 | TNF receplor-associaled factor 2 TRAFZ | 7602463
BORTEZOMIE | Nid_001167 o X-lirked Inhinitor of apoplosis KiAP 12883773, 16543232, 18024631 }allered by

hortezomib




snhancer In B-celis inhibiter, alpha

CELECOXIB NR_DGHOD515; 1M (05845 ATP4inding cassetle, sub-family C (CFTRMRPS, ABCCA | 186090847
meinber 4
CELECOXIB NM 001023567 NM_005688 ATP-binding casselis, sub-amiy G (CF1RIMAP), ABCCE | 18850847
member 5
CELECOXB NI 0010T4437:NM_0070714432,00 | v-aki murine thymoma viral oncogens homoiog | AKTT | 14884023, 18123214, 17270749 | altered by
R T T T celecoxid
CELECOXIS NAA_D04324;NM_T136781N NI 13876 | BCLI aszodiated X prolein BAX 14654083
3NN 13B7H4;NM 138785
CELECOXE NI O00633 NK_G00857 B.call CLUIwmohoma 2 BOLD | 14R54087 )
CELECOXB H_ 0077998013857, BCL2-fie 1 BCL2L1 | 74654083
CELECOXE NW_001012270:NM_00T01227 1N/ | bacoviral TAR repeat-coniaining 5 i BIRCS |16004971,1812321217270146,16 | sltered by
B _001188 e o F0TeZL, TTATG149 celecorih
CELECOXB NI 0043451037997 caspase 3, apoplosisTelaled cysisine pepidase CASP3 | 16123214 death patitway
CELECOXIB NM_053058 cyclin D COND1 | 15480688, 17270149 alfered by
‘ celacoxib
CELECONEB NI 00112718300 1127104,NN | CASPS and FADD-fke apopfosis requlaior CFLAR |- resiglance
003578
CELECOXIB NM 001276 1 conserved helix-loop-helix ubiquitous kinase CHUK | 15480888
CELECOXB NI _000103:NM 031228 cylochrome P430, family 19, sublamily &, polypeptide 1 CYP19 | 15564185 altered by
’ 1 Al celecoxih
‘CELECOXB NIV 001327 de:,n“m DES | 1306esds
CELECOMIB MR 004884 1 growi differentiation lactor 15 GOE1S | 18089846
CELECOXIE M 000852 - VOEUIaﬂ‘uOﬂ‘:‘ -ransferase pi 1 GSTPT | 18080846 .
CELECOXEB NM_000ETS ' Infgrledtkin 1, bela 18 16357062 altered by
- g ot 61echnj
FJELEGDX@ NM_(00600 interlaukin 8 {infeiferon, bela 2) LG 15702368 alerad by
e ) celecoxib
ELECOXIB MM _002755 il legen-aclivated proleln kinase kinase 1 MAPZK (18123214
I
CELECOXIB NM_(30662 mitogen-aclivated prolein kinase kinase 2 MAPZR 116123214
“
CELECOXB NM O21860,NM 162763 | myeloid cell leukenvia sequence 1 (BCL2-related) MCLT 1 14854083
CELECOMNB Nid 602417 T entigen idertified by monoc lonal anfibody Ki-67 MKIG7 116807307
CELECOXB Ni_003898 nuciear facfor of kappa lighl polypeptids gene NFKBT { 15455888
| enhancer in B-calls i
CELECOXE NI_(20529 | nuclear factor of kappa Ight polypeplive gene NFKEIA | 15485888




_jcefls, Hnase pela

CELECOXR Nid_002507 rerve growh fack receplor {TNFR suparfamity, NG
1menber 18) 4
CELECOXB NI GG1155806,MM D01150996: M0 | neuragudin 1 NRGT allered by
D05 QQ?%,\J\:}_”GNICQU 1 HM_00 celecoxib
TIG0DO&NM _DD4485 NIy 013056,M
M_(1 3957 NIM_D13955;NM_013856;
MEL 13060 NA 21306TNM 01306
ANM 013954 -
CELECOXIB NH_001818 poly (ADF-ribose} polymerase 1 PARPA sltered by
e celecoxih
CELECOXIB NIM_002613, MM 031468 3-phosphoinoside dependent pratein kinase-] PREKA |- o targat
CELECOXR NE_000063 pmbiag‘;lawd neendoperoxide synthase 2 {prostaglandin | BTGS2 | 15400888, 16004071, 165072397, | larget
G/ syrthase and cycloogenase]
CELECOXEB NI 0014613 RM_021578 | v-rel reliculeendolheliosis viral oncogene homelog A T RELA alierad by
[mvian) calecoxib
CELECOXB NM_ 000351 — steroid siifatase (microsomal), soryms § 573
CELECOXIB MM_003187 ulfotransfterase family, cylosalic, 24, SULTZ 115483193, 17239872 altared by
dahydroeplandresierone (DHEA)preferring, member 1 1 At | valecoxit
CELECOXIB MA_000554 tumar necrosis factor (TNF superfamily, member 2) [ TNF 1154898088, 16702368
CELECOXID NI_000546,MM_0011281 12 M 00 | umor protein oB3 P53
1126113 NM_0011261 14, NM_DBT12
BTG NM_00T128 116, NM_00112611
COLCHICINE NM_000027 T ATP-binding cassetle, subfamiy B (MDRITAFT, ABCEY | 15342794, 1672 resistance
merhar 1
COLCHICINE NM_004095,NM_D13862NM_01988 | ATP-binding cassetle, sub-amily C [CFTRMRP), ABCCH resistance
BNM 018895 NM_019600 | membar 1
SOLCHICING NBD00GT MM _001127223:MM_00 | CDES moleculs, complement requlatory profein’ Ci53
1127225;NM_D0T127226,8M_00112
f227 Jm (203329 MM 203330, N2
COLCHICINE \Wﬁ OO%QZ"‘O?’@'M\ (01025077 MM | CUG tripiet repeal, RNA binding protein 2 CuGBP
_001083591,NM_00e5eT 2 -
COLCHICINE NA_017460 aylochrome ARG, Tamily 3, sunfamity A, polvpeptide 4 1 OYFIA 3] drug
» I _ 4 fmetabolism
COLCHICINE NM_G0s5e nhibiior of kappa Hight polypeplide gene erancer 1 B- | IKDKE

L81




6

15980104

i

COLCHICINE MM _002228 jun oncogene JUN 12221078 death pathway
{ gurvival
COLCHICINE NIM_COZ750:NM_135046,NM_13804 | mitogen-activeled protein kinage & MAPKS 112221076 dealh pathway
7N 135048 - e { survived
COLCHICINE WAL O01135044: MM _002752;NM 13 | mitogen-activated prolein kinase 9 MAPKG | 12221078 death pathway
0’338 W _T3R009NM_139070 ! gurvival
COLCHICINE NM 000243 Mediterrangan fever MEFV 1- S
COLCHICINE i uﬂu@1105022;%%1_“{)04554 nuclear factor of aclivated T-celis, cyloplasmic, NFATE 117044076 T T
- ) calchneusn-depencent 4
COLCHICINE MR 003988 nuclear faclor of kapoa light polypeptide gene NFKB1 | 15744361 i
enhancer jn B-cells 1 :
SOLCHICINE  THM_020528 nucear facior of kepoa fght polypeptide gane MFRBIA | 17028585
anhancar in B-cells inhibitor, alpha
COLCHICINE NM_000176,N8_GMB180T4,NM_00 | nuchear receplor subfamily 3, group C, member MNRICT | 15744381
10180750 _001018076;N8_00101 | (glucocarticoid receptor)
8077, NM_CO1020825:NM 10102408
4 ,
COLCHICINE I Hiv_0D4103;NM_172174NM_17317 | PTIZB protsin fyrosine kinase 2 bela FTKID | 14478517
SINM 173175
COLCHICIME MM_006788 ralA binding protefin HALBF | 150858349 unrelated
}
COLCHICINE NM_C017A5138NM 021675 | vel relicticendolhelios's viral oncogene homolog A” | RELA | 15744361
{avian]
COLCHICINE Ni_000303 tyiosine aminolransferase TAT 15744361 aliered by
colchiicing
COLCHICINE NM_000846NM 001125 112Z:NM 00 | umor prolein p53 TPE3 | 12221078 cell death
F126113;MM 0071261 14;N?vtﬁoi 12
BN 0091281100 00112611
{
COLCHICINE NM_030773 | tubillin, beta 1 TURBT |- iarget
COLCHICINE NI 001068 tubuling, bela 24 TUREZ |- iargel
A
UBLIMERSEN Nid 000633, NM_000857 B-call CLUymphoma 2 BCLZ | 11085281, 15867202 targst
ORLIMERSEN NM_004348:NM_(3259 | caspase 3, epoplosistelated oysleine peplidase CASPS | 18670887 T
(BLIMERSEN - ' - ' IGH-6 | 15887202
TEGAFUR NM_001785 cylidine deamingse CDA 18537153
TEGAFLIR NM_00076 T | eytochrome PA50, family 2, subfarniiy A, polypeplide 5 | CYPRA | 11376561, 12172220,11376561, | largel

881



TEGAFUR MK CO0110 | dm}dropyt miding dehydrogenase DPYD 118537153
TIPIFARNE T M_000827 ATP-Binding cassalte, subfamily B (VDRITAR), ABCB1 | 15122075 resisfance
membar 1
TIPIFARNIB N 017480 cytochrome A5G, Tamily 3, subfarsdly A, polypepiide 4 | CYP3A | 15122075
4
| TIPIFARNIE MRE_GOOTT7 cylochrome PAB0, family 3, subfamily A, polypeplide 5 | GYP3A | 15122075 -
TIPIFARNIB NM_000463 UDF giucuronosyliransferase 1 family, polypepilde AT | UGT1A | 15122075
. S— —. )E
VORINGSTAT Ni‘vt@i‘i’l”*;d»ﬁ%;l‘?‘v"E_G{MOMASZ;Ni"v’% vkt muring thymoma. viral oncogane homalog 1 ARKTE 15781858, 18144543
ﬁCﬁtGU
VORINOSTAT M 001188 N BCL2-anlagonistiiler | BAKT | 15781658, 16144543 dealh patfway
VORINOSTAT ’2\41,,(}04344‘@? A878TNI 13876 BGLz- e::maneaerlem BAX 10781658, 15887508 death pathway
SNM_T3gFeANM BT | )
 VORINOSTAT NM_00C633;NM_D00657 Becail CLiAvnphoms 2 BOL2 | 15097508, 10144943 15867008 | resistance
VORINGETA N 001114735, Y 004049 BULZ-elaled profein Al BCLZA | 1bBBTEE8 resistance
VORINGSTAT | M 007 191N 130576 BCLa ke 1 BOL2LY | 12893773, 10144045, 15867508 | resislance
VORINOSTAT N COBS3ENG_138621,NM 20700+ BCLZ-Hke 11 {apuplosis faciliislor} BCLALT 116144843 dexth palfivay
z 1
VORINGSTAT N G0 196/NM_197565,NM 10765 | BHS misracting domain death agonist BID (2805773, 17410615, death pathway
7 7440515 15857508
VORINOSTAT M 001165 baculoviral IAF repest-coniaining 2 BIRC2 | 12893773, 16377538
VORINOSTAT NI 007165 NM_ 182062 baculoviral AP repest-containing 3 BiRC3 | 12883773, 16807598, 16377638 | altered by
vorincstal
VORINOSTAT WM _OD1032270NM_001012271:NM | baculoviral IAP rapeat-coniaining 5 BIRCS | 16144543174 ”imb@f' 17416615, altared by
o 61158 18106315 vorinostat
YORINCSTAT WL Ca25E2 NI, 032983 caspase 2, apoplosis-related cysteine peplidase CASP2 | 15897588 death palhway
VORINOZTAT NM 0043460032091 caspase 3, apoplosis-relaled cysieine peptidase CASP3 | 12893773, 15781658, 158975398, | death pathway
17410615
VORINOSTAT NI 001227 NM_033338;M8_03333 | caspase 7, apoplosis-rslated cysleins pepiidase CASPY | 15897598 death pathway
9:NM_033340
VORINOSTAT NR_ GC?G&; 124 NM_DOH0B0MZ5:NM | caspase B, apoplosis-related cystelins éepéidasa CASPE 112883773, 15781458, 15057508, | death pathway
_DO12Z8;MNM_033355,MM_033356;N 17410615 '
_ B M_033358
| VORINOSTAT Nid_0D1229:NM_0329 caspase 8, apoplosis-related cysleine pepfidase CASFY | 12883773, 15887598 death palhway
YORINCGETAT Ni_053056 cyclin D1 COND1 | 128083775, 17431121, 12003773 aitered by

vorinostat




17431121,15887588

YORINOSTAT NI, DGO389NM_078467 cyclinedependent kirase inhibitor 14 (21, Cip) COKNT | 12893773, attared by
A 16144943,17431124,15807588,12 | vorinostat
893773, 14707268, 17431121
YORINGSTAT Mk 004064 eyclin-dspendent kinase inhibltor 15 {p27, Kipt) CORNT | 16144842 17431124, 17431121 altred by
B vorinostat
VORINOSTAT MM_D0T127183NM_C0 1127 184N | CASPS and FADD-ike apopiosis regulsalor CFLAR 112863773, 13807508 restsiances
003879
VORINOSTAT Ni_018047 cyicchrome ¢, somalic CYCS | 12083773, 15701056 death paifway
VORINOSTAT NAM_(00489 oylochrome P450, family 1, subfamily A, pelypeplide 1 | CYPIA | 15713371 aftered by
] 1 vorinostat
VORINOSTAT M _600104 oyfochrome PABA, family 1, sublarsily B, polypeplide 1 | CYP1B | 15713371 aligred by
Ty yornostat
VORINOSTAT M_D18857:NM 138629 | diabio homolog {Drosophilal DIABLO | 12693773 death pathway
VORINGSTAT ‘é& GO1005862 N3 _004448 v-e1b-b2 eryihroblaslic leukemis viral oncogene EREBZ | 16144043 altersd by
homolog 2, neurafgioblastoma derived oncogene yarinostat
, homaolog {sdan)
VORINGSTAT NM 00406 histone deacelylass 1 HDAGT 115930892 target
YORIHOSTAT NM_001527 histone daacetylass 2 HOACZ |- target
VORINGSTAT Ni_(03853 - histone deacetylase 3 HOACT 115030392 target
VORINGSTAT NM_006044 Mistone deacelylase 5 HDACE [ 15930802 target
VORINOSTAT Nii_018488 hisione deacelyiase 8 HDACE |- target
VORINOSTAT MM 03483 histone cluster 3, H3 HESTIH | 17431121 allered by
o . 3 vorinestat
VORINOSTAT M_013247 NM_145074 Hirk serine peplidase 2 [ATRAZ | 16026644 o gaath pathway
VORINOSTATY NM_002755 mitogen-aciivaied protein kinase kinase | MAP2K 112803773, 15781658
\fORi*\«O TAT NM_002745:NM_ 138857 mitogen-achvaled protein kinase 1 MAPKT | 12893773, 15781658
VORINGSTAT N A O01315,NM_1380712;NM_13001 | miegen-aciivaied protin kinase 14 MAPKT [ 12883773 alterad by
) NN _138014 4 vorinostat
VORINOSTAT WL G01040055,N8_001108851,NM | mitogen-acivated profeln kinase 3 WMAPK3 | 12853773, 15781658
02748
VORINGSTAT NiA_GGZ750NM 130048 N6 13004 mfiogen-aclivated profein knass 8 MAPKS | 12883773, 15751558, 1586480 allered by
TNM_ 138048 vorinosial
VORINOSTAY NM_OO& o8 nuclear fEcler of kappa fight polypeplide gene WNFKB1 112883772 altered by
~ienhancerin B-cefls " vorinostat
VORINGSTAT NR_OG1618 - voly {ADP-riboss) pofynwr ase | 12893773, 16377538, altered by

vorinosiat
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VORINOSTAT . - POCDE | 12895773, 18781656, 16026644 | dealh pathway
YORINOSTAT MM_00288] vraf-1 muring lsukemia viral oncogens homalog 1 RAFT 1128853773, 16144542,12803773 1 &llered by
verinostat
VORINOSTAT Nii_ODOSA5 MM 016162 relincic acid receplor, beta RARE [16832678
YORIOSTAT N 000321 refinchiastorma 1 RR1 12893773, 14707268, 16897508 | allered by
. } i vorinostat
VORINOSTAT NI_0B1145138,8M_021975 v-rel reticiloandotheliosis viral oncogene nomolog A | RELA | 12893773, 15964800 altered by
e {avian) L vorinostat
YORINOSTAT i 000594 ot necrosls factor (THF superfamily, mambar 2) TNF 16377638
VORINGSTAT NM_003810 turnor necrosis Tactor {igand) superfamily, mersber 10 | TNFSF 117410815
10
YORINOSTAT NM_OU1187 X-inked Intibiior of apoplosts KAP 12893773, 15864800, alfered by

[$21

2
15144943,17410015, 17410810

vorinesiat
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CLAIMS

1. A method for predicting the relative efficacy of a plurality of drugs for treating a
cancer in a patient comprising:
- characterizing molecular anomalies of a tumour sample from the patient in
comparison to a normal sample from the same patient, thereby determining
the deregulated genes in the tumour;
- providing a database comprising the target genes for each drug of the
plurality of drugs;
- determining a score for each drug of the plurality of drugs essentially based
on the percentage of deregulated genes among the target genes for each drug
in the tumour sample from the patient, thereby a higher score is predictive of a

higher relative efficacy of the drug for treating the tumour in the patient.

2. The method according to claim 1, wherein the step of characterizing
molecular anomalies of a tumour sample comprises determining the genes
differentially expressed in the tumour in comparison to the normal sample, and/or

determining the gain or loss of gene copy number andfor detecting the presence of a

miutation in a gene.

3. The method according to claim 2, wherein the step of characterizing
molecular anomalies of a tumour sample comprises determining a fold change (F) for
the differentially expressed genes and/or for the gain or loss of gene copy number
and, optionally, further determining the intensity of the gene transcription (int) for the

differentially expressed genes.
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4. The method according to any one of claims 1-3, wherein the target genes for
each drug are classified in the database into the major target genes (MC), the minor

target genes (Mc) and the resistance genes (CR).

5- The method according to anyone of claims 1-4, wherein the score (W) for a given

drug is determined by the following algorithm:

( 2:‘C Fc>2)

W=Pz
Nk esn

wherein

W is the score for the given drug;

P is the percentage of target genes for the given drug which are deregulated in the
tumour of the patient;

z is an optional multiplication coefficient associated to the presence of a mutation in a
target gene of the given drug ;

2 is sum,;

Fez is the fold change of each deregulated target gene for the given drug with a Fold
Change higher than 2;

neF oo refers to the number of target genes for the given drug with a Fold Change

higher than 2.

B. The method according to claim 5, wherein Fe., is the Fold Change of each
over-expressed target gene for the given drug with a Fold Change higher than 2 and
neFesz is either the number of target genes for the given drug with a Fold Change
higher than 2, or the number of over-expressed target genes for the given drug with a

Fold Change higher than 2.
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7. The method according to any one of claims 1-4, wherein the score (W) for a
given drug is determined by the following aigorithm:
[ (Zew Fou) ( ZomFom) ( Ten Fer)
sz! T Qg t T Gy s T (37
L n,CM n,Cm n,CR
wherein
W is the score for the given drug;
P is the perceniage of target genes for the given drug which are deregulated in the
tumour of the patient;
7 is sum;
CM refers to major target genes for the given drug;
Cm refers {o minor target genes for the given drug;
CR refers to resistance genes for the given drug;
n+CM, naCm and naCR are respectively the number of deregulated target genes with
a defined threshold for major target genes, minor target genes and resistance genes;
FCM, Fcm and FCR are the Foid change of each gene higher than the defined
threshold for major target genes, minor target genes and resistance genes,
respectively;
g1, Gz and gs are optional multiplication coefficients for maijor target genes, minor
target genes and resistance genes, respectively;
z4, Zz and zz are optional multiplication coefficients associated to the presence of a

mutation in a major farget gene, a minor farget gene and a resistance gene,

respectively.

8. The method according to any one of claims 1-4, wherein the score (W) for a

given drug is determined by the following algorithm:
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Pewl Zom Fow) Peml Zom Fom ) Per( Zer Fer)
W= Qe 24 t Go Zg - Uy Z3
n,CM n,Cm naCR

wherein the meaning of W, Z, CM, Cm, CR, Fgu, Fom, Fer, G, Uz, Qa, 21, 22 and 73
are as defined above and Pgw, Pem and Pgr are the percentage of genes for the
given drug which are dereguiated in the tumour of the individual for major target

genes, minor target genes and resistance genes, respectively.

9. The method according to any one of claims 1-4, wherein the score (W) for a

given drug Is determined by one of the following algorithms:

( { Zoum Fow X Intey) ( Zam Fom X Intgy) { g For X Integ)
W=P| Gz, Gz 2z - Qs Z3
9 n,CM n,Cm n,CR
or
PeuEen Fom X Intey) P emEem Fom X intey) PerlZer Fer X Intgr)
W= izt Oz Zz - Gs 23
n,CM nCm nCR

wherein the meaning of W, Z, CM, Cm, CR, Fom, Fem, Fer, 91, Q2. O3, Z1, Zz and z3,
and if present Pem, Pen and Peg, are as defined above and intgw, Intew and inter are

the intensity for major farget genes, minor target genes and resistance genes,

respeaciively.

10. The method according to any one of claims 1-4, wherein the score (W) for a

given drug is determined by one of the following algorithms:
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{ Zow Fowm) ( Zer Fer)
W=p| —————q,z(- Oz Zg
n,CM n;CR
Peul Zom Fom) Perl Zer Feor )
W = Qs Z4 - Qs Z3
n,CM n,CR
or
( ( Zow FomX Intgy) ( Zer Fog X Integ)
W =P Qe 21~ Us Z3
n,CM n;CR
or
Pewm (Een FowX Infey) Por{Zer For X Integ)
W = G144 - dz Za
n,CM n,CR

wherein the meaning of W, £, CM, CR, Foum, Fer. U1, Qs. Z1 and za, and if present Poy,

Per, Intem, and Integ are as defined above.

11.  The method according to any one of claims 7-10, wherein Foy, Fom and Fer
are the Fold Change of each over-expressed target gene for the given drug with the
defined threshold and n:CM, n;Cm and n;CR are either the number of target genes
for the given drug with the defined threshold, or the number of over-expressed target

genes for the given drug with the defined threshold.

12. The method according to claim 11, wherein the defined threshold is a Fold

change of at least 2 or higher than 2.

13.  The method according to any one of claims 7-12, wherein multiplication

coefficients for the target genes can be comprised between 10 and 1,000 for major
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target genes (gi), 0.1 and 10 for minor target genes (qz) and 10 to 1,000 for

resistance genes (qa).

14. The method according to any one of claims 7-13, wherein multiplication
coefficients associated to a mutation zi, Z; and z3 are 1 when no mutation exists and,
depending on the functional impact of the mutation, can be comprised between 10

and 1,000.
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METHOD FOR PREDICTING EFFICACY OF DRUGS IN A PATIENT

The present invention concerns a method for predicting the relative efficacy of a plurality
of drugs for treating a tumour in an individual comprising the molecular characterization of the
tumour, and the calculation of a score for the plurality of drugs essentially based on the

percentage of deregulated target gene.

(No suitable figure)



