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Abstract
Functional RNAi based screening is affected by large numbers of false positive and nega-

tive hits due to prevalent sequence based off-target effects. We performed a druggable

genome targeting siRNA screen intended to identify novel regulators of E-cadherin (CDH1)

expression, a known key player in epithelial mesenchymal transition (EMT). Analysis of pri-

mary screening results indicated a large number of false-positive hits. To address these cru-

cial difficulties we developed an analysis method, SENSORS, which, similar to published

methods, is a seed enrichment strategy for analyzing siRNA off-targets in RNAi screens.

Using our approach, we were able to demonstrate that accounting for seed based off-target

effects stratifies primary screening results and enables the discovery of additional screening

hits. While traditional hit detection methods are prone to false positive results which are

undetected, we were able to identify false positive hits robustly. Transcription factor MYBL1

was identified as a putative novel target required for CDH1 expression and verified experi-

mentally. No siRNA pool targeting MYBL1 was present in the used siRNA library. Instead,

MYBL1 was identified as a putative CDH1 regulating target solely based on the SENSORS

off-target score, i.e. as a gene that is a cause for off-target effects down regulating E-cad-

herin expression.

Introduction

Off-target effects in RNAi screens
Within the last decade, RNAi developed to be an invaluable tool for gene function identifica-
tion and target discovery in pharmaceutical and oncological research [1–3]. To date, few alter-
native methodologies [4] exist that allow screening for novel targets on a genome-wide scale
for a variety of pathophysiological conditions at moderate costs. Nevertheless, it has been rec-
ognized early on by the scientific community that gene silencing by RNAi is not perfectly
specific to the intended target. On the contrary, off-target effects (OTEs) influence RNAi
experiments quite commonly [5, 6]. Most siRNA off-targets (OTs) harbor a 3'UTR seed match,
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i.e. a hexamer or heptamer sequence within the 3'UTR that matches perfectly to the siRNA
sequence starting at the second nucleotide [7] (Fig 1).

Although the importance of seed induced OTEs was already described in detail almost a
decade ago and the impact on high-throughput RNAi screens has been actively discussed ever
since, only recently it has become obvious that screens might even be dominated by OTEs [8].
The most common approach to avoid false positives caused by OTEs is to conduct validation
experiments, mainly based on redundancy, i.e. using multiple independent siRNAs intended to
replicate the phenotypic result. Since this is a labor-and cost-intensive approach, methods for
predicting or even identifying OTEs directly in primary screening results are of great impor-
tance for reducing validation efforts on false positive results and improving the statistical sig-
nificance of true-positives. On the other hand, OTEs and ineffective siRNAs may also be a
source of false negative results, since OTEs can counteract and attenuate the phenotypic effect
of the intended on-target knock-down. OTEs are phenotypes that are induced by the down reg-
ulation of an unknown and unintended transcript. Seed sequence matches in 3’UTRs cause
OTEs as they may down regulate the respective transcript or inhibit an efficient translation of
the gene product. Since OT phenotypes are caused by pools that are not intended to target
those transcripts, there is no need for the OT to be represented in the siRNA library. Instead,
methods for detecting OTEs help to identify the OTs by detecting statistically striking enrich-
ment of phenotypic effects that can be assigned to siRNA heptamer sequence matches within
3’UTRs. Currently, only a few methods are available to recover such false negatives from RNAi
screening [9, 10].

Considering the potential for identifying genes with strong effects on protein function, we
set out to exploit putative off-targeting siRNA sequences and the effects they may have on
genes by using a statistical enrichment approach. We used this approach to analyse an RNAi
screen of the druggable genome intended to identify novel regulators of the EMT marker E-
cadherin, that was strongly influenced by OTEs.

Metastasis and invasion are crucial hallmarks of cancer [11] and are responsible for more
than 90% of cancer caused mortality [12]. While epithelial cells are tightly connected through
extracellular junction structures in normal tissues, cancer cells lose the expression of proteins
involved in these junctions [13] and gain the ability to leave surrounding tissue. In early embry-
onic development, cells with mesenchymal features are able to migrate out of the surrounding
tissue and, after acquiring an epithelial phenotype, contribute to organ development. While
strongly regulated in developmental stages, a dys-regulated EMT is now considered as a key
factor for metastasis formation in carcinomas [14]. Furthermore, EMT may play a very impor-
tant role in understanding the characteristics of cancer stem cells [15].

Cellular processes involved in the EMT are changes in cytoskeleton formation and the loss
of expression of tight junction forming extracellular proteins, such as E-cadherin. The most
prominent repressor of E-cadherin in carcinomas is ZEB1, a direct transcriptional regulator
and often highly expressed in mesenchymal cells due to a weak negative regulation of miR-200
family members [16] (Fig 2a). In addition, ZEB1 is a predictor of mortality in patients with
pancreatic cancer [17], indicating the clinical importance of E-cadherin mediated EMT.

Since loss of E-cadherin expression is a most robust marker of EMT, we conducted a large-
scale RNAi screen of the druggable genome in mesenchymal PANC-1 pancreatic cancer cells
to identify novel regulators of E-cadherin protein expression. Mesenchymal characteristics of
PANC-1 cells were confirmed by high Vimentin expression status and low but detectable
expression of E-cadherin.

In the attempt to validate our selected primary hit siRNA pools we observed in deconvolu-
tion experiments that most of hits could not be verified. Furthermore, a significant number of
the siRNA pools inducing the expression of CDH1 above screen threshold contained siRNAs
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with seed matches in the ZEB1 3’UTR and other strong OTs (S1 File). We therefore developed
an easy to use analysis method that allows the prediction of OTs. This methods thereby led us
to the identification of a putative novel regulator of CDH1 expression MYBL1, demonstrating
the potential of the method for more precise RNAi screening hit evaluation.

Materials and Methods

Software
Detection of occurrences of siRNA seed sequences within 3'UTRs where performed using a
Perl library of the Aho-Corasick string searching algorithm [18]. Statistical analyses were per-
formed with the R statistical programming language. Figures were generated with the ggplot2
package [19]. Pathway maps and enrichment statistics are created by MetaCore from Thomson
Reuters.

Fig 1. Seed based off-target effects in pooled siRNA screens. (A) An on-target siRNAmatch is generally understood as a perfect match of nucleotides
1–19 of an 21 nucleotide long siRNA guide strand within the coding sequence of an intended transcript [8]. We define an off-target heptamer seed match as a
perfect match of nucleotides 2–8 of the guide strand within the 3‘UTR of an unintended transcript. (B) While an on-target siRNA effect is limited to one or few
different transcripts, mostly for one gene, a match for a seed can occur in thousands of different transcripts and several times within one 3‘UTR. (C) For
pooled screens the elucidation of seed-based off-target effects is much more complex than for single screened siRNAs. The seeds of the three pool siRNAs
may match thousands of transcripts and may translate into unintentional transcript silencing. For an on-target pool situation (left) it is always known from
which transcript knock-down the phenotype results (yellow flash symbols near the transcript) while for the off-target situation it is unknown from which on- or
off-target knock-down of transcripts the phenotype for a pool results (yellow and grey flash symbols near the pool).

doi:10.1371/journal.pone.0137640.g001
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3'UTR sequences
The 3'UTR sequences were acquired from the NCBI RefSeq [20] containing a total of 33,372
distinct Accession numbers of non-zero length, referring to 18,809 unique genes. The mean
3'UTR length is 1,422 nt and the median length of 892 nt indicating a significant skewness
towards shorter 3'UTR sequences.

Cell lines
PANC-1 (human pancreatic carcinoma) cells (ATCC) were maintained in DMEM (Dulbecco's
modified Eagle's medium) High-Glucose (PAA) containing L-Glutamine (580 mg/L) supple-
mented with 10% fetal bovine serum and Penicillin / Streptomycin (100 U/mL / 100 g/mL)
antibiotics. Cells were cultured in 5% CO2 containing environment.

Antibodies and reagents
Monoclonal antibodies against E-cadherin (3195BC) were purchased from Cell Signaling and
diluted 1:100 in blocking solution (10% goat serum, 1% BSA in PBS with 0.3% Triton). As sec-
ondary fluorescent antibodies DyLIGHT anti-rabbit IgG conjugated to Alexa Fluor 488 (Dia-
nova, 711-485-152) were used. Hoechst 33258 was purchased from Sigma-Aldrich.

Fig 2. High content screening for targets regulating E-cadherin expression. (A) ZEB1 is a direct repressor of E-cadherin. Therefore, ZEB1 was chosen
as a positive screening control while a non-targeting siRNA (scrambled control) and the transfection reagent were used as negative screening controls. (B)
PANC-1 cells imaged after knock-down of ZEB1 (top left) and after application of transfection media (top right). E-cadherin (green staining) expression
intensity is significantly increased in the membrane of cells after knock-down of ZEB1 while it is low using non-targeting controls. (Blue color shows Hoechst
stained nuclei). Signals were quantified by MetaXpress image analysis (bottom) and normalized for the total number of cells. The vertical dashed line
indicates the hit threshold (0.04 normalized expression units). Error bars indicate the standard deviation of mean relative protein expression values. (C)
Quantification of CDH1mRNA expression after knock-down of ZEB1 as fold of control. The dotted vertical line indicates the expression of CDH1mRNA after
treatment of cells with control reagents.

doi:10.1371/journal.pone.0137640.g002
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siRNAs and seed sequences
The Applied Biosystems Silencer Select Human Extended Druggable Genome siRNA Library
V4 containing 10,405 pools of 3 siRNAs (31,215) per gene were used for screening and in silico
OT predictions. The library is chemically modified and its design is optimized to reduce OTEs.
Silencer SelectsiRNAs claim to reduce OTEs significantly by chemical modification, that e.g.
reduce passenger strand loading to the RISC (see vendor documentation for details). siRNA
heptamer seed sequences were calculated from nt 12–18 of the siRNA passenger (sense) strand
(Fig 2). siRNAs for validation experiments were acquired from Applied Biosystems (Silencer
Select Pre-designed) and from Dharmacon (siGenome set of 4). Custom siRNAs (C911 siR-
NAs) were acquired from Applied Biosystems. C911 siRNAs were designed according to [21].

siRNA screen for E-cadherin modulators
The druggable genome-wide screen to identify regulators of E-cadherin expression was carried
out in mesenchymal PANC-1 cells exhibiting a low basal expression of E-cadherin. 1,500
PANC-1 cells per well (approx. 50 cells per mm2) were forward transfected (day 1 after seed-
ing) with 10 nM siRNA pools in triplicates using black Greiner bio-one μClear plates (32 mm2

growth area). Transient transfections were performed using Lipofectamine RNAiMAX
(Applied Biosystems) and Opti-MEM reduced serum medium (GIBCO, life technologies). Liq-
uid handling was carried out by a freedom evo robot (Hamilton).

E-cadherin expression was determined on day 4 after transfection by fixing (in 4% parafor-
maldehyde), blocking and permeabilizing cells before staining with E-cadherin primary anti-
body. Secondary antibody treatment was accompanied with Hoechst staining.

Stained cells were imaged using an Evotec Opera HCA microscope. The E-cadherin expres-
sion was determined using MetaXpress High Content Image Acquisition and Analysis software
(Molecular Devices) detecting E-cadherin expression normalized against cell numbers. Due to
a slightly updated analysis journal in the MetaXpress software normalized E-cadherin expres-
sion values have a different scale for some follow up experiments. However, relative scale in
comparison to controls is similar. Primary siRNA screening results (E-cadherin expression
index) were plate-wise normalized against controls and averaged across triplicates.Validation
experiments were performed using similar conditions and with de-convoluted siRNA pools.

Quantification of mRNA by real-time PCR analysis
Total RNA was harvested from PANC-1 cells using a NucleoSpin RNA isolation kit
(Macherey-Nagel) on a freedom evo robot (Hamilton). cDNA was synthesized on a DNA
Engine Tetrad 2 Peltier Thermal Cycler (BioRad) on a Hamilton LiHa robot.

Quantitative real-time PCR was performed on a ViiA7 Real-time PCR System (Applied Bio-
systems) according to the manufacturer's protocol. The reactions were carried out in 10 μL
reaction volume on 384 well plates. Samples were analyzed in triplicates. RT-PCR results were
analyzed using the 2-ΔΔCt method [22], the expression of HMBS (hydroxymethyl-bilane
synthase) and to the experimental control afterwards. Primers and probe mixtures were
acquired from Applied Biosystems.

Off-target prediction
We define the summary score si for each siRNA seed sequence i as the mean of all primary
screen scores of siRNAs with seed i, and the matrixM of all perfect heptamer matches of
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siRNA seed sequences within the 3'UTR of any human transcript as

Mij ¼
1 if seed i is contained in 30UTR j:

0 otherwise:

(

In order to compute an OT score for a transcript t, we calculate the Wilcoxon rank sum test
of summary scores for seeds contained in t against all other seeds, i.e.:

St ¼ si : Mi;t ¼ 1 against St0 ¼ si : Mi;t ¼ 0

We use the corresponding z-score

zt ¼ Ut � jSt jjS0t j
2ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

jSt jjS0t jðjSt jþjS0t jþ1Þ
12

q
With

Ut ¼
X
si2St

rankðsiÞ �
jStjðjStj þ 1Þ

2

as the OT z-score [23].
The algorithm is implemented in the R programming language and, together with addi-

tional information, available on the supplementary website http://amor.hu-berlin.de/~
adamsroq/sensors/.

Gene expression data
Gene expression data for PANC-1 cells were extracted from two publicly available data sets
from the Gene Expression Omnibus with two independent samples (data accessible at
NCBI GEO database [24], accessions GSM887501 and GSM206532). Cel files were MAS5
normalized.

A gene was considered present if there was at least one probe set for a respective gene for
which presence-absence calls indicated a presence in both samples. It was considered absent if
no probe set for that gene was present in any sample. This resulted in 5,577 present and 3,404
absent genes that were part of the screened library. Genes that did not belong to either of these
two categories were not used for the comparison of phenotypes derived from expressed and
non-expressed genes, respectively.

Results and Discussion

Primary screening results indicate off-target effects
Screening 10,175 pools of three siRNAs for effects on E-cadherin expression in PANC-1 pan-
creatic cancer cells resulted in 309 pools nominated as primary hits that showed a significant
increase of expression of E-cadherin above the defined screen threshold (Fig 3a). In PANC-1
cells, the knock-down of ZEB1 has been shown to induce CDH1 expression and was therefore
used as positive control (Fig 2b and 2c).

The library used in the primary screen contained many siRNA pools targeting genes that
are not expressed in PANC-1 cells. To estimate the impact of possible OTEs on the screening
results, we compared the distribution of phenotypes induced by silencing expressed and non-
expressed genes. The siRNA pools targeting non-expressed genes were considered as negative
controls; therefore, significant phenotypic effects caused by such pools are likely due to OTEs.
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As shown in Fig 3b, the siRNA-induced effect intensities did not differ between siRNA
pools targeting expressed or non-expressed genes. The expressed genes were not even enriched
among the top scoring hits. Fisher's exact test for the top 148 pools having a significantly
increased relative E-cadherin expression showed no significant enrichment of expressed genes
(p = 0.32) (Table 1). The conclusion that many of the genes reported as hits are not expressed
in the chosen cell system was a concern. It is therefore expected that the extent of OTEs,
although discussed extensively during the last decade, is still underestimated.

Due to the discussed observations we expected a large portion of primary screening hits to
be false positive results most likely caused by the well-studied impact of sequence-based OTEs
on RNAi screening data [5, 7, 25]. Thus, we set out to develop an analysis method that accounts
for seed-based OTEs to identify false positive results as well as additional targets.

SENSORS—off-target prediction
Most siRNAs have the potential to induce sequence-based OTEs. In order to discover and cor-
rect for OTEs in an RNAi screen it is sufficient to identify those OTs that cause a phenotypic

Fig 3. Primary screening results and expression of screened targets. (A) Overlaid box and violin plot showing the primary screen phenotype distribution.
Colored circles show effects of the ZEB1 positive control pool (red), the CDH1 pool (gold) and the CDK5R1 pool (blue), respectively. The dashed grey line
indicates the hit threshold. (B) Histogram of log values of primary screening results combined with the expression status for a subset of 8,977 genes. The red
dashed line indicates the hit threshold.

doi:10.1371/journal.pone.0137640.g003

Table 1. Contingency table.

Hit No Hit

expressed genes 88 5,485

non-expressed genes 44 3,360

8,977 genes that were classified as expressed or non-expressed by integrating two gene expression data

sets for PANC-1 cells (only genes that are absent or present in all data sets were considered) were

examined for expression by integrating two PANC-1 expression data sets and assigned with an absent or

present expression status by stringent criteria. For genes targeted by siRNA pools exhibiting a significant

phenotype (primary screening hits) no significant difference between expressed and non-expressed genes

could be detected (p = 0.32).

doi:10.1371/journal.pone.0137640.t001
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effect in the relevant screening assay. These OTs are then in fact additional screening hits. Pri-
mary screening hits however, that can be explained by OTEs, are potential false positives.

Assuming that every heptamer seed match of a given siRNA within the 3'UTR of a tran-
script could cause an OTE [7], we searched for transcripts with 3'UTRs containing an unex-
pectedly high number of seed matches from siRNAs with a significant phenotypic score. In a
first step, we obtained a list of all possible heptamer to 3’UTR relations which resulted in
19,848,298 unique seed-to-3’UTR relations aggregated to gene level.

In a second step we calculated a Wilcoxon z-score statistic [23] to search for genes with a
significant enrichment of high-scoring siRNAs with seed matches in the 3’UTR of the gene. See
Fig 4 for a schematic overview of the prediction process. Thus, a high positive or negative SEN-
SORS-z-score shows a) the tendency of a target to obfuscate screening results and b) similarly
identifies meaningful biological targets that are identified as high-scoring OTs. The sign of the
z-score thereby indicates the direction of the OT phenotype, i.e. a high positive z-score, in our
assay context, means that an OT is a repressor of E-cadherin, and a negative z-score indicates
targets that are essential for E-cadherin expression. This approach can be applied to any quan-
titative readout derived from phenotypic screens.

SENSORS is implemented in the R programming language and, among other information,
available on the Supplementary website (http://amor.hu-berlin.de/~adamsroq/sensors/).

High-scoring SENSORS-off-targets are significantly expressed and
enriched in EMT relevant pathways
As described earlier, we expected many of the primary results to be false positive since many
target genes of the pools nominated as primary screening hits were not expressed in PANC-1
cells. We tested our OT prediction approach by using the same enrichment for testing signifi-
cance of expression of OTs. We used Fisher’s exact test and found a significant enrichment of
expressed genes in OTs exhibiting absolute OT z-scores> = 1 (p< 0.03).

A pathway enrichment of genes with an absolute OT z-score of> = 2 showed a significant
overrepresentation of genes related to WNT signaling (p< 10E-3, S1 Fig), known to be inter-
connected with EMT [26]. A noteworthy number of genes in the WNT signaling pathway with
high OT scores are indirectly or directly associated with the regulation of E-cadherin and
adherent tight junction assembly, respectively (S2 Fig). High scoring SENSORS-OTs further-
more indicated a remarkable enrichment for pathways associated with additional EMT related
processes such as cytoskeletal remodeling, cell development and gap junctions mediated cell
adhesion. Within enriched pathways are components of MAPK and NF-κB signaling path-
ways, both known for being involved in processes influencing EMT [27, 28].

CDH1 and ZEB1 are the most significant SENSORS-off-targets
ZEB1 and CDH1 were detected as the most significant OTs by SENSORS with absolute OT z-
scores> 4.5 (FDR = 7.8E-3, Fig 5). An OT silencing of CDH1 reduces the measured protein
expression of E-cadherin. The high negative OT score shows that OTEs via CDH1 actually
occurred in this screen and provides a proof of concept for the proposed method. Similarly,
the well-known repressor of the expression of E-cadherin, ZEB1, which was used as a positive
control, was the most significant positive OT (FDR = 9.8E-3) implying that pools with seed
matches in the ZEB1 3'UTR could be the cause for false positive results.
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siRNAs targeting ZEB1 and KRAS 3’UTR cause significant off-target
effects upregulating CDH1 expression and exhibiting a high primary
screening score
ZEB1 and KRAS showed high OT scores and also received high phenotypic values in the pri-
mary screen (Fig 6a). We thus considered effects caused by siRNA pools that contained at least
one seed within these OTs and exposed a high primary screen phenotype without having an

Fig 4. SENSORS principle—Prediction of off-targets and off-target effects from large scale RNAi data by two example genes. (A) Assuming that off-
target effects are mediated by heptamer seed matches of siRNAs in 3‘UTRs of unintended transcripts, the first step of our approach was the mapping of all
heptamer seed matches of the pooled siRNA library to all 3‘UTRs of the transcriptome. This also includes transcripts for which no intentional pool or siRNA
existed in the library. Two transcripts of ZEB1 and CDH1 are shown exemplified. The different height of the sketched seeds (small black lines above the
3‘UTRs; sketch for visualization–not based on measured data) visualizes a different average phenotype of the pools which the seed is part of. (B) In the
second step the non-parametric z-score of the Wilcoxon rank sum statistic U was used to score each transcript’s tendency to be the cause for off-target
effects or in short–to be an off-target. U is the robust, non-parametric sum of phenotypic ranks of seeds that occur within a 3’UTR. The z-score statistic is thus
a metric indicating a U statistic that is unexpectedly deviating from the mean of all rank sums. (C) Combining primary screening results with off-target z-
scores can predict additional targets and false positive results.

doi:10.1371/journal.pone.0137640.g004
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increased OT score to be likely false positive (Fig 6a, orange area). Common seed analysis [29]
supported our prediction (Fig 6b).

CDK5R1, DLD and AVPR1A are false positive hits due to OTEs
To validate that a false positive phenotype is induced by ZEB1 and KRAS seed containing siR-
NAs we used the deconvoluted pools of three siRNAs. To confirm the prediction of false posi-
tives, we selected targets with high primary phenotypic score, low OT z-score and at least one
seed within the strongest OTs ZEB or KRAS.

For example, the pools for AVPR1A and CDK5R1 both contain a siRNA with the seed
sequence AACAATG that matches twice in the 3'UTRs of ZEB1 and KRAS. The knock-down
results of deconvoluted single siRNAs for AVPR1A and CDK5R1 showed only strong pheno-
types for siRNAs containing the seed sequence AACAATG while siRNAs without this seed do
not reproduce the phenotype (Fig 6b–6d).

We validated our predictions for additional targets. Deconvoluted pools shown in S1 File
exhibit highest phenotypic scores for those siRNAs, which contained seed matches within at
least one of the three most significant SENSORS-OTs. For further validation of the OT predic-
tions we designed C911 siRNAs targeting CDK5R1, DOT1L and DLD containing complemen-
tary nucleotides in the position 9–11 [21]. C911 siRNAs enable a reagent-specific control of the
on-target and OTE, respectively. If the measured effect results from an on-target effect, the
phenotype will be lost after scrambling positions 9–11 of the siRNA. The phenotype change

Fig 5. Seed enrichment visualizations for 4 high scoring off-targets. Density curves show the tendency of high scoring positive (red) and negative (blue)
off-targets. The x-axes show the rank of the indicated numbers of seeds while the density of the respective ranks is shown on the y-axes. The difference in
trends of high and low scoring off-targets is clearly visible by left- and right-skewed densities, respectively. ZEB1 (top left) and CDH1 (bottom right) were the
most significant off-targets observed.

doi:10.1371/journal.pone.0137640.g005
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Fig 6. CDK5R1 false positive prediction and validation. (A) ZEB1 and KRAS were the most significant off-targets in our screen causing an E-cadherin up
regulation while CDH1 and MYBL1 are strong negative off-targets causing a loss of E-cadherin expression. The red dashed line is the hit threshold for
primary screening data (shown on the y-axis). Pools that fell within the orange zone (i.e. pools showing a primary score above the primary screen threshold
but that have no significant off-target z-score) and that have at least one seed matching into the strong positive off-targets are considered likely false positives
(red circles). These pools were deconvoluted and validated experimentally. (B) Common seed analysis for the CDK5R1 pool. While no other siRNAs with the
seed sequence GTACCTC exhibited a significant phenotypic score, some of the siRNAs with the seed sequence AACAATG (match in ZEB1 3’UTR) showed
a similar phenotype to the CDK5R1 pool (red points). One seed sequence is only present in the CDK5R1 pool. (C) Deconvolution of CDK5R1 siRNAs. The
siRNA containing the seed AACAATG (si16899) was the only one showing a significant up regulation of E-cadherin expression, while all other siRNAs
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will still be reproduced by the C911 scrambled siRNA when the result is due to sequence based
OTEs since the seed sequence is unaltered.

The results of the knock-down of CDK5R1 using the C911 modified siRNAs are shown in
Fig 6d, confirming the prediction that the phenotypes exhibited by the CDK5R1 pools were
due to sequence based OTEs. The predictions for DLD and DOT1L OT siRNAs were also con-
firmed by C911 control experiments (S3 Fig).

MYBL1 is a transcriptional activator of E-cadherin expression in PANC-1
cells
The transcriptional activator MYBL1 was predicted to be a significant negative OT by the SEN-
SORS-z-score (Fig 5; p = 4.3E-4), which indicated that MYBL1 might be a positive transcrip-
tional regulator of CDH1 expression. Thus, we were able to identify not only repressors of E-
cadherin but also potential activators.

The knock-down of MYBL1 transcripts by multiple distinct siRNAs showed a significant
repression of CDH1 transcripts in comparison to control transfected cells. C911 control
experiments confirmed the on-target effect (Fig 7), although the non-working C911 controls
demonstrates that interpretation of C911 results are not always consistently interpretable. In
summary, these results suggest MYBL1 as a new transcriptional activator of E-cadherin in
PANC-1 cells and furthermore validated our analysis approach.

Taking seed based OTEs systematically into account we were able to identify false positives
and false negatives from a druggable genome-wide RNAi screen. We thereby focused on an
enrichment of relevant phenotypic scores that can be explained by the occurence of miRNA-
like seed sequence matches of siRNAs in target 3’UTRs. Seed sequences were matched into
3’UTRs and a cumulative rank-based enrichment score was calculated that revealed transcripts
in whose 3’UTRs an unexpected high number of seeds with a high associated phenotypic score
could be matched. This led to the conclusion that a seed-based analysis correlates more
robustly to measured phenotypic signals than analyzing RNAi screens solely reagent-based.

We propose that past screens should be re-validated by taking novel insights about off-tar-
geting into account. We expect that many discrepancies of reported RNAi screening results to
be explainable by OTEs that may be deciphered with our or other published methods, such as
Haystack [9] or GESS [10].

To our knowledge Haystack and GESS are the only two methods available to date that could
be used similarly to our proposed approach to predict OTEs in RNAi screening data. The Hay-
stack method proposed by Buehler et al. [9] leads to conclusions comparable to SENSORS.
Haystack calculates OTs by an iterative linear model based feature-selection approach that
adds features (OT transcripts) to a linear model until no significance changes are observed in
the next iterative step. Haystack and SENSORS were both able to identify the strongest OTs
(e.g. MYBL1 and ZEB1 and other high scoring OTs) in our data set (S5 Fig). It is reasonable to
expect the direct or indirect reporters of the screen, i.e. the positive control ZEB1 and the direct
reporter CDH1, to be the strongest OTs both of which were the top positive and negative SEN-
SORS OTs, respectively.

The linear model approach chosen for Haystack is computationally expensive. That pre-
vents Haystack from being executed on normal desktop computers due to its requirements for
main memory. Our method is based on an enrichment approach which is computationally

targeted against CDK5R1 showed no phenotype. (D) C911 control. The C911 control for si16899 kept the phenotype of the unaltered siRNA, indicating that
the observed phenotype is due to a seed sequence-mediated off-target effect. The ZEB1 C911 siRNA showed no phenotype indicating that the ZEB1
phenotype is a true positive (on-target) result.

doi:10.1371/journal.pone.0137640.g006

Deciphering RNAi Off-Targets in Reporter Screens

PLOS ONE | DOI:10.1371/journal.pone.0137640 September 11, 2015 12 / 19



much less expensive. That allows SENSORS to run on normal desktop computers. Further-
more, Haystacks depends on a model that is trained on OT predictions from gene expression
measurements of very few genes [9]. SENSORS does not depend on such preconditions. The
GESS algorithm [10] also identifies OTs by enriching for high-scoring seed matches in 3’UTRs
but depends on a predefined threshold in the primary screening results. GESS is implemented
in Matlab which requires a license and might therefore not be available for all labs. Despite a
fixed threshold GESS is expected to deliver comparable results to our method although we
were not able to test the algorithm due to the implementation in proprietary software. Only
recently, Franceschini et al. found that seed-mediated OTEs dominated phenotypes in three
RNAi screens [30]. Analyses were based on aggregating phenotypic results to seeds instead of
siRNA targets similar to the CSA approach [29] as well as experimental validation by applying
novel oligos containing no on-target sequence. This approach, however, is not able to identify
OTs and requires cost and labor intensive design of novel oligos making it unwieldy as a stan-
dard method for most laboratories.

In summary, our method depends on fewer preconditions and is computationally consider-
able less expensive (with a computation time of seconds to minutes, depending on the library
size) compared to other methods, making it applicable as a standard analysis method on desk-
top-scale computers.

By applying SENSORS to primary screening data of an RNAi screen of the druggable
genome in PANC-1 cells we were able to identify OTs which obfuscated primary screening
data, i.e. cell count normalized protein expression values for E-cadherin, a known marker for
EMT.

EMT is a process that alters the epithelial phenotype of cells into a mesenchymal phenotype.
It enables cells to evade surrounding tissue during the process of metastasis due to the loss of

Fig 7. MYBL1 is a transcriptional activator of E-cadherin. For five of the seven siRNA pairs used to validate MYBL1 we observed a significant (marked by
asterisks, p < 0.05) down-regulation of the CDH1 gene using on-target siRNAs in comparison with the modified C911 siRNAs. MYBL1 si1 caused a very low
expression of CDH1 for both the unaltered siRNA and the C911 control siRNA. Thus, we expected the loss of CDH1 after knock-down of MYBL1 with si1 to
be strong, but we observed a non-working C911 control for unknown reasons. The difference between unmodified and C911 siRNA specific control siRNA
can be regarded as the observed true on-target effect, while the C911 control is a specific control on a single reagent level.

doi:10.1371/journal.pone.0137640.g007
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membrane proteins such as the EMT-related tight junction E-cadherin [13] and, subsequently,
invade in distant sites. E-cadherin driven EMT is known to be regulated, among others, by
ZEB1 [17], WNT signaling components [26] and KRAS [31]. So far, many details about the
interconnection of WNT / β-Catenin signaling and EMT are unknown. Experimental data
correlate these pathways in cancer and link these pathways to the cell invasion property of the
cancer cells. It was shown that expression of WNT signaling pathway proteins significantly
decreased or increased in dependency of the potency of cells for being EMT positive or nega-
tive, respectively [32]. Detailed reviews discussing the role of WNT signaling, EMT and the
role of those pathways in cancer therapeutics can be found elsewhere [33, 34].

The ectopic expression of E-cadherin in mesenchymal cells leads to adhesion, a decrease in
cell proliferation and a subsequent loss of the mesenchymal phenotype [35]. Cell lines lacking
E-cadherin show an increase of tumorigenicity and metastasizing potential in mice [36]. An
increase in the number of metastases, and the potential for EMT have been identified when E-
cadherin is mutated [37].

Using SENSORS, CDH1 itself and ZEB1 were identified as most significant OTs for the
detection of effects on CDH1 expression, justifying our approach. Thus, we were able to vali-
date our OT based in silico predictions for false positives and additional targets experimentally.

Other high scoring OTs were KRAS and the transcription factor MYBL1, implicating a role
of these targets in the regulation of E-cadherin expression. The impact of activated Ras on E-
cadherin activity was investigated in mouse and rat models before [38]. Thereby, activated Ras
suppressed E-cadherin activity and subverts the tumor suppressor activity of E-cadherin.
PANC-1 cells also harbor an activating KRAS G12E mutation and these cells are dependent in
their viability on this mutation [39]. Additionally, Horiguchi et al. showed that an interconnec-
tion of RAS signaling and E-cadherin expression in PANC-1 cells also exists. RAS-dependent
signaling induces activity of SNAI1 by TGF-β, a known promoter of EMT [39]. After TGF-β
treatment PANC-1 cells showed a decreased expression of E-cadherin. However, TGF-β
induced repression of E-cadherin was partly blocked by KRAS inhibition, an observation that
fits our OT based prediction of KRAS as a repression factor of E-cadherin expression. KRAS
was, after ZEB1, the highest scoring SENSORS OT repressing E-cadherin expression. The
importance of TGF-βmediated signaling of EMT related pathway components was identified
robustly by SENSORS as a significant overrepresentation of high-scoring OTs in relevant path-
ways (e.g. “TGF, WNT and cytoskeletal remodeling” pathway) was observed (S1 and S2 Figs).

The transcription factor MYBL1 (a-MYB) is proposed as an activator of E-cadherin expres-
sion in PANC-1 cells by SENSORS, since its knock-down via OTEs led to decreased expression
of CDH1. We validated our prediction at a transcriptional level and showed that knock-down
of MYBL1 significantly decreased CDH1 expression compared to reagent specific C911 control
siRNAs. A close homologue of MYBL1 (a-MYB) is MYB (c-MYB). While relatively little is
known about MYBL1, MYB function is described in detail in the literature. Previous work pro-
posed MYB as a central target in promoting the epithelial phenotype [40]. It was shown that
the expression levels of MYB and ZEB1 are inversely correlated and that ZEB1 can repress
MYB expression and vice versa. Kurahashi et al. showed that the WNT-NLK signaling inhibits
MYB and MYBL1 activity. MYB was degraded by ubiquitination in a proteasome dependent
fashion after phosphorylation by NLK and HIPK2. In contrast, MYBL1 was also inhibited by
NLK but by a different mechanism. NLK disrupted the association of MYBL1 and its coactiva-
tor CBP.

The repression of ZEB1 by MYB is mediated by miR-200 members, a microRNA family
known to block ZEB1 activity [41]. TGF-β was shown to regulate methylation of miR-200 pro-
moters. TGF-βmediated decrease of miR-200 activity therefore increased ZEB1 expression
while MYB was shown to activate miR-200. Consistently, the knock-down of MYB was shown
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to inhibit CDH1 expression [42]. Due to high sequence conservation between gene products of
the MYB family members (MYB and MYBL1 show a sequence identity above 40%) and known
similar regulation pathways (e.g. WNT mediated repression by NLK [26] and S1 Fig), we sug-
gest similar functions of MYB family members and propose MYBL1 as an additional regulator
of E-cadherin expression. Assuming both MYB family members to share similar functions we
wondered why SENSORS detects MYBL1 as a relevant CDH1 regulating target but not MYB.
We used whole genome microarray data sets of PANC-1 cells (GEO accessions GSM887501
and GSM206532) to analyze the expression of MYB and MYBL1 in PANC-1 cells. We found
that there is no detectable expression of MYB in PANC-1 cells in contrast to MYBL1 for which
expression in both data sets is observable. Thus, we assume MYBL1 to exhibit similar activity
to MYB with respect to E-cadherin regulation via the same pathway when MYB is not present.
S4 Fig shows a summary of the proposed MYBL1-CDH1 regulation pathway.

Conclusions
In conclusion, SENSORS applied to an RNAi screen of the druggable genome helped us to
robustly identify false positive results and furthermore enabled the identification of additional
hits that were not apparent from primary screening data alone. Using this method we identified
MYBL1 as a positive regulator of CDH1 in PANC-1 cells.

The extent of OTEs observed in the described screen was large, with severe consequences
for the design and analysis of future screens. In particular, our results cast doubt on the hypoth-
esis that pooling siRNAs can help to avoid OTEs, and instead suggest that screening with single
siRNAs in combination with novel analysis methods and innovative controls like C911 siRNAs
can help to overcome the issue of OTEs. In agreement with Franceschini et al. we propose to
perform large scale RNAi based screening by using multiple designs of siRNAs (i.e. multiple
single siRNAs targeting the same gene) rather than performing replicate screening of the same
design several times.

These results can also contribute to the explanation why RNAi screens conducted in the past
show little or no overlap when comparing hit lists [43] and at the same time may strengthen
RNAi screening approaches by providing a method to avoid the pitfalls associated with seed-
mediated OTEs.

Supporting Information
S1 Fig. MetaCore WNT pathway. Pathway maps and enrichment statistics are created by
MetaCore from Thomson Reuters. MetaCore WNT signaling pathway. Off-targets selected as
input for the enrichment are highlighted by a red bar right of the target. The relative bar heights
indicate the SENSORS z-score. The input for enriching the pathways were OTs with SENSORS
z-scores> 2 (p value>1.7E-3, FDR< = 0.1), i.e. all genes indicated by a red bar.
(PDF)

S2 Fig. Top 10 of enriched MetaCore pathways. Enrichment was performed as described in
S1 Fig. A significant enrichment of known EMT associated pathways (i.e. cell adhesion, cyto-
skeleton remodeling, WNT) was observed.
(PDF)

S3 Fig. DLD and DOT1L devalidation by C911 siRNAs. DLD and DOT1L were devalidated
as false positive results by applying the C911 validation strategy. If a measured phenotype is
due to on-target effect the effect should disappear when the C911 control siRNA, that is scram-
bled in position 9–11, is used for knock-down. The ZEB1 C911 siRNA differs significantly
from the unaltered siRNA indicating that the ZEB1 effect is an on-target effect. The effects for
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the false-positive predicted DLD and DOT1L siRNAs show no significant difference between
the unaltered siRNA and the C911 control siRNA validating them as off-target effects.
(PDF)

S4 Fig. Proposed multi-level negative feedback mechanism between MYB family genes and
ZEB1 as the key effector for CDH1 expression.MYB, which is a close homolog of MYBL1, is
known to activate miR-200 family members [42]. ZEB1, a direct negative transcription factor
of CDH1 is repressed by miR-200 family members while recent studies suggest a mutual antag-
onistic feedback loop as ZEB1 was shown to inhibit miR-200 family activity as well which itself
is negatively regulated by TGF-βmediated methylation of miR-200 promoters [17, 41]. It is
not known whether the reported interruption of the TGF-βmediated inhibition of E-cadherin
activity by KRAS works directly or via the miR-200 –ZEB1 pathway. Furthermore, ZEB1
expression inversely correlates with MYB activity [40]. In PANC-1 cells MYB is absent, but
instead MYBL1 is expressed, which is identified as a CDH1 regulating target from our analyses.
Past studies showed that MYB and MYBL1 share similar functions and that both are regulated
by similar pathways [26]. Thus, we propose similar regulating functions within the miR-
200-ZEB1 feedback pathway for both homologs. The extent to which this function is exhibited
by the respective MYB family members might depend on the expression status of the respective
MYB family protein.
(PDF)

S5 Fig. Comparison of top 10 off-targets predicted by Haystack (top table) and SENSORS
(bottom table). Both algorithms are able to predict similar strong off-targets (ZEB1, CDH1,
MYBL1, KRAS). Differences in the result are caused by different statistical models and different
assumptions. Furthermore, slight differences in transcript to gene mapping exist between both
approaches (e.g. the gene symbol ZEB1 is mapped to transcript NM_001174096 in Haystack
and NM_001174093 in SENSORS).
(PDF)

S6 Fig. Glossary.
(PDF)

S1 File. Validation of experimental results. Deconvoluted single siRNAs (primary screen
pool members and additional siRNAs against respective genes) show strongest phenotypes
when they contain at least one seed match within strong SENSORS off-targets.
(PDF)

Acknowledgments
We would like to thank Daniela Fischer, Ronny Hesse and Robert Groetschel for performing
experimental work during the primary screen and validation experiments and Stephan Decker
for database support and implementation of the Aho-Corasick algorithm. Stefan Prechtl and
Sebastian Raese supported us with automated image acquisition and image analysis.

Author Contributions
Conceived and designed the experiments: RA BN FS. Performed the experiments: RA BN.
Analyzed the data: RA FS BN. Contributed reagents/materials/analysis tools: HDP BN. Wrote
the paper: RA FS BN HDP. Designed the software used in analysis: FS RA.

Deciphering RNAi Off-Targets in Reporter Screens

PLOS ONE | DOI:10.1371/journal.pone.0137640 September 11, 2015 16 / 19

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0137640.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0137640.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0137640.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0137640.s007


References
1. Henderson MC, Gonzales IM, Arora S, Choudhary A, Trent JM, Von Hoff DD, et al. High-throughput

RNAi Screening Identifies a Role for TNK1 in Growth and Survival of Pancreatic Cancer Cells. Molecu-
lar cancer research: MCR. 2011; 9(6):724–32. doi: 10.1158/1541-7786.mcr-10-0436 PMID: 21536687

2. Luo B, Cheung HW, Subramanian A, Sharifnia T, Okamoto M, Yang X, et al. Highly parallel identifica-
tion of essential genes in cancer cells. Proceedings of the National Academy of Sciences of the United
States of America. 2008; 105(51):20380–5. doi: 10.1073/pnas.0810485105 PMID: 19091943

3. Swanton C, Nicke B, Marani M, Kelly G, Downward J. Initiation of high frequency multi-drug resistance
following kinase targeting by siRNAs. Cell cycle (Georgetown, Tex). 2007; 6(16):2001–4.

4. Qi LS, Larson MH, Gilbert LA, Doudna JA, Weissman JS, Arkin AP, et al. Repurposing CRISPR as an
RNA-Guided Platform for Sequence-Specific Control of Gene Expression. Cell. 2013; 152(5):1173–83.
doi: 10.1016/j.cell.2013.02.022 PMID: 23452860

5. Jackson AL, Bartz SR, Schelter J, Kobayashi SV, Burchard J, MaoM, et al. Expression profiling reveals
off-target gene regulation by RNAi. Nature biotechnology. 2003; 21(6):635–7. doi: 10.1038/nbt831
PMID: 12754523

6. Scacheri PC, Rozenblatt-Rosen O, Caplen NJ, Wolfsberg TG, Umayam L, Lee JC, et al. Short interfer-
ing RNAs can induce unexpected and divergent changes in the levels of untargeted proteins in mam-
malian cells. Proceedings of the National Academy of Sciences of the United States of America. 2004;
101(7):1892–7. doi: 10.1073/pnas.0308698100 PMID: 14769924

7. Birmingham A, Anderson EM, Reynolds A, Ilsley-Tyree D, Leake D, Fedorov Y, et al. 30 UTR seed
matches, but not overall identity, are associated with RNAi off-targets. Nature Methods. 2006; 3
(3):199–204. doi: 10.1038/nmeth854 PMID: 16489337

8. Schultz N, Marenstein DR, De Angelis Da, WangW-Q, Nelander S, Jacobsen A, et al. Off-target effects
dominate a large-scale RNAi screen for modulators of the TGF-beta pathway and reveal microRNA reg-
ulation of TGFBR2. Silence. 2011; 2(1):3-. doi: 10.1186/1758-907x-2-3

9. Buehler E, Khan Aa, Marine S, RajaramM, Bahl A, Burchard J, et al. siRNA off-target effects in
genome-wide screens identify signaling pathway members. Scientific reports. 2012; 2:428-. doi: 10.
1038/srep00428 PMID: 22645644

10. Sigoillot FD, Lyman S, Huckins JF, Adamson B, Chung E, Quattrochi B, et al. A bioinformatics method
identifies prominent off-targeted transcripts in RNAi screens. Nat Methods. 2012; 9(4):363–6. Epub
2012/02/22. doi: 10.1038/nmeth.1898 nmeth.1898 [pii]. PMID: 22343343; PubMed Central PMCID:
PMC3482495.

11. Hanahan D, Weinberg RA. Hallmarks of Cancer: The Next Generation. Cell. 2011; 144(5):646–74. doi:
10.1016/j.cell.2011.02.013 PMID: 21376230

12. Valastyan S, Weinberg Ra. Tumor metastasis: molecular insights and evolving paradigms. Cell. 2011;
147(2):275–92. doi: 10.1016/j.cell.2011.09.024 PMID: 22000009

13. Kalluri R, Weinberg RA. The basics of epithelial-mesenchymal transition. The Journal of clinical investi-
gation. 2009; 119(6):1420–8. doi: 10.1172/jci39104 PMID: 19487818

14. Rhim AD, Mirek ET, Aiello NM, Maitra A, Bailey JM, McAllister F, et al. EMT and dissemination precede
pancreatic tumor formation. Cell. 2012; 148(1–2):349–61. doi: 10.1016/j.cell.2011.11.025 PMID:
22265420

15. Kong D, Li Y, Wang Z, Sarkar FH. Cancer Stem Cells and Epithelial-to-Mesenchymal Transition (EMT)-
Phenotypic Cells: Are They Cousins or Twins? Cancers. 2011; 3(1):716–29. doi: 10.3390/
cancers30100716 PMID: 21643534

16. Wellner U, Schubert J, Burk UC, Schmalhofer O, Zhu F, Sonntag A, et al. The EMT-activator ZEB1 pro-
motes tumorigenicity by repressing stemness-inhibiting microRNAs. Nature cell biology. 2009; 11
(12):1487–95. doi: 10.1038/ncb1998 PMID: 19935649

17. Brabletz S, Bajdak K, Meidhof S, Burk U, Niedermann G, Firat E, et al. The ZEB1/miR-200 feedback
loop controls Notch signalling in cancer cells. The EMBO journal. 2011; 30(4):770–82. doi: 10.1038/
emboj.2010.349 PMID: 21224848

18. Aho AV, Corasick MJ. Efficient string matching: an aid to bibliographic search. Communications of the
ACM. 1975; 18(6):333–40. doi: 10.1145/360825.360855

19. Wickham H. ggplot2: elegant graphics for data analysis: Springer New York; 2009.

20. Pruitt KD, Tatusova T, Maglott DR. NCBI reference sequences (RefSeq): a curated non-redundant
sequence database of genomes, transcripts and proteins. Nucleic acids research. 2007; 35(Database
issue):D61–5. doi: 10.1093/nar/gkl842 PMID: 17130148

21. Buehler E, Chen Y-C, Martin S. C911: A Bench-Level Control for Sequence Specific siRNA Off-Target
Effects. PLoS ONE. 2012; 7(12):e51942–e. doi: 10.1371/journal.pone.0051942 PMID: 23251657

Deciphering RNAi Off-Targets in Reporter Screens

PLOS ONE | DOI:10.1371/journal.pone.0137640 September 11, 2015 17 / 19

http://dx.doi.org/10.1158/1541-7786.mcr-10-0436
http://www.ncbi.nlm.nih.gov/pubmed/21536687
http://dx.doi.org/10.1073/pnas.0810485105
http://www.ncbi.nlm.nih.gov/pubmed/19091943
http://dx.doi.org/10.1016/j.cell.2013.02.022
http://www.ncbi.nlm.nih.gov/pubmed/23452860
http://dx.doi.org/10.1038/nbt831
http://www.ncbi.nlm.nih.gov/pubmed/12754523
http://dx.doi.org/10.1073/pnas.0308698100
http://www.ncbi.nlm.nih.gov/pubmed/14769924
http://dx.doi.org/10.1038/nmeth854
http://www.ncbi.nlm.nih.gov/pubmed/16489337
http://dx.doi.org/10.1186/1758-907x-2-3
http://dx.doi.org/10.1038/srep00428
http://dx.doi.org/10.1038/srep00428
http://www.ncbi.nlm.nih.gov/pubmed/22645644
http://dx.doi.org/10.1038/nmeth.1898
http://www.ncbi.nlm.nih.gov/pubmed/22343343
http://dx.doi.org/10.1016/j.cell.2011.02.013
http://www.ncbi.nlm.nih.gov/pubmed/21376230
http://dx.doi.org/10.1016/j.cell.2011.09.024
http://www.ncbi.nlm.nih.gov/pubmed/22000009
http://dx.doi.org/10.1172/jci39104
http://www.ncbi.nlm.nih.gov/pubmed/19487818
http://dx.doi.org/10.1016/j.cell.2011.11.025
http://www.ncbi.nlm.nih.gov/pubmed/22265420
http://dx.doi.org/10.3390/cancers30100716
http://dx.doi.org/10.3390/cancers30100716
http://www.ncbi.nlm.nih.gov/pubmed/21643534
http://dx.doi.org/10.1038/ncb1998
http://www.ncbi.nlm.nih.gov/pubmed/19935649
http://dx.doi.org/10.1038/emboj.2010.349
http://dx.doi.org/10.1038/emboj.2010.349
http://www.ncbi.nlm.nih.gov/pubmed/21224848
http://dx.doi.org/10.1145/360825.360855
http://dx.doi.org/10.1093/nar/gkl842
http://www.ncbi.nlm.nih.gov/pubmed/17130148
http://dx.doi.org/10.1371/journal.pone.0051942
http://www.ncbi.nlm.nih.gov/pubmed/23251657


22. Livak KJ, Schmittgen TD. Analysis of relative gene expression data using real-time quantitative PCR
and the 2(-Delta Delta C(T)) Method. Methods (San Diego, Calif). 2001; 25(4):402–8. doi: 10.1006/
meth.2001.1262

23. Mann HB, Whitney DR. On a Test of Whether one of Two Random Variables is Stochastically Larger
than the Other. Annals of Mathematical Statistics. 1947; 18(1):50–60. doi: 10.1214/aoms/1177730491

24. Barrett T, Wilhite SE, Ledoux P, Evangelista C, Kim IF, Tomashevsky M, et al. NCBI GEO: archive for
functional genomics data sets—update. Nucleic Acids Res. 2013; 41(Database issue):D991–5. doi: 10.
1093/nar/gks1193 PMID: 23193258; PubMed Central PMCID: PMC3531084.

25. Jackson AL, Linsley PS. Recognizing and avoiding siRNA off-target effects for target identification and
therapeutic application. Nature reviews Drug discovery. 2010; 9(1):57–67. doi: 10.1038/nrd3010 PMID:
20043028

26. Kurahashi T, Nomura T, Kanei-Ishii C, Shinkai Y, Ishii S. TheWnt-NLK signaling pathway inhibits A-
Myb activity by inhibiting the association with coactivator CBP and methylating histone H3. Molecular
biology of the cell. 2005; 16(10):4705–13. doi: 10.1091/mbc.E05-05-0470 PMID: 16055500

27. Ellenrieder V, Hendler SF, BoeckW, Seufferlein T, Menke A, Ruhland C, et al. Transforming growth
factor beta1 treatment leads to an epithelial-mesenchymal transdifferentiation of pancreatic cancer
cells requiring extracellular signal-regulated kinase 2 activation. Cancer Res. 2001; 61(10):4222–8.
Epub 2001/05/19. PMID: 11358848.

28. Maier HJ, Schmidt-Strassburger U, Huber MA, Wiedemann EM, Beug H, Wirth T. NF-kappaB promotes
epithelial-mesenchymal transition, migration and invasion of pancreatic carcinoma cells. Cancer Lett.
2010; 295(2):214–28. Epub 2010/03/31. doi: 10.1016/j.canlet.2010.03.003 S0304-3835(10)00140-0
[pii]. PMID: 20350779.

29. Marine S, Bahl A, Ferrer M, Buehler E. Common seed analysis to identify off-target effects in siRNA
screens. Journal of biomolecular screening. 2012; 17(3):370–8. doi: 10.1177/1087057111427348
PMID: 22086724

30. Franceschini A, Meier R, Casanova A, Kreibich S, Daga N, Andritschke D, et al. Specific inhibition of
diverse pathogens in human cells by synthetic microRNA-like oligonucleotides inferred from RNAi
screens. Proc Natl Acad Sci U S A. 2014; 111(12):4548–53. Epub 2014/03/13. doi: 10.1073/pnas.
1402353111 1402353111 [pii]. PMID: 24616511; PubMed Central PMCID: PMC3970520.

31. Singh A, Greninger P, Rhodes D, Koopman L, Violette S, Bardeesy N, et al. A gene expression signa-
ture associated with "K-Ras addiction" reveals regulators of EMT and tumor cell survival. Cancer cell.
2009; 15(6):489–500. doi: 10.1016/j.ccr.2009.03.022 PMID: 19477428

32. Jiang YG, Luo Y, He DL, Li X, Zhang LL, Peng T, et al. Role of Wnt/beta-catenin signaling pathway in
epithelial-mesenchymal transition of human prostate cancer induced by hypoxia-inducible factor-
1alpha. International journal of urology: official journal of the Japanese Urological Association. 2007; 14
(11):1034–9. doi: 10.1111/j.1442-2042.2007.01866.x PMID: 17956532.

33. Lamouille S, Xu J, Derynck R. Molecular mechanisms of epithelial-mesenchymal transition. Nature
reviews Molecular cell biology. 2014; 15(3):178–96. doi: 10.1038/nrm3758 PMID: 24556840; PubMed
Central PMCID: PMC4240281.

34. Anastas JN, Moon RT. WNT signalling pathways as therapeutic targets in cancer. Nature reviews Can-
cer. 2013; 13(1):11–26. doi: 10.1038/nrc3419 PMID: 23258168.

35. Eger A, Stockinger A, Schaffhauser B, Beug H, Foisner R. Epithelial mesenchymal transition by c-Fos
estrogen receptor activation involves nuclear translocation of beta-catenin and upregulation of beta-
catenin/lymphoid enhancer binding factor-1 transcriptional activity. J Cell Biol. 2000; 148(1):173–88.
Epub 2000/01/12. PMID: 10629227; PubMed Central PMCID: PMC3207144.

36. Birchmeier W, Behrens J. Cadherin expression in carcinomas: role in the formation of cell junctions and
the prevention of invasiveness. Biochim Biophys Acta. 1994; 1198(1):11–26. Epub 1994/05/27. 0304-
419X(94)90003-5 [pii]. PMID: 8199193.

37. Muta H, Noguchi M, Kanai Y, Ochiai A, Nawata H, Hirohashi S. E-cadherin gene mutations in signet
ring cell carcinoma of the stomach. Jpn J Cancer Res. 1996; 87(8):843–8. Epub 1996/08/01.
0910505096894312 [pii]. PMID: 8797891.

38. Schmidt CR, Gi YJ, Coffey RJ, Beauchamp RD, Pearson AS. Oncogenic Ras dominates overexpres-
sion of E-cadherin in malignant transformation of intestinal epithelial cells. Surgery. 2004; 136(2):303–
9. Epub 2004/08/10. [pii]. PMID: 15300195.

39. Horiguchi K, Shirakihara T, Nakano A, Imamura T, Miyazono K, Saitoh M. Role of Ras signaling in the
induction of snail by transforming growth factor-beta. The Journal of biological chemistry. 2009; 284
(1):245–53. doi: 10.1074/jbc.M804777200 PMID: 19010789

40. Hugo HJ, Pereira L, Suryadinata R, Drabsch Y, Gonda TJ, Gunasinghe NP, et al. Direct repression of
MYB by ZEB1 suppresses proliferation and epithelial gene expression during epithelial-to-

Deciphering RNAi Off-Targets in Reporter Screens

PLOS ONE | DOI:10.1371/journal.pone.0137640 September 11, 2015 18 / 19

http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1214/aoms/1177730491
http://dx.doi.org/10.1093/nar/gks1193
http://dx.doi.org/10.1093/nar/gks1193
http://www.ncbi.nlm.nih.gov/pubmed/23193258
http://dx.doi.org/10.1038/nrd3010
http://www.ncbi.nlm.nih.gov/pubmed/20043028
http://dx.doi.org/10.1091/mbc.E05-05-0470
http://www.ncbi.nlm.nih.gov/pubmed/16055500
http://www.ncbi.nlm.nih.gov/pubmed/11358848
http://dx.doi.org/10.1016/j.canlet.2010.03.003
http://www.ncbi.nlm.nih.gov/pubmed/20350779
http://dx.doi.org/10.1177/1087057111427348
http://www.ncbi.nlm.nih.gov/pubmed/22086724
http://dx.doi.org/10.1073/pnas.1402353111
http://dx.doi.org/10.1073/pnas.1402353111
http://www.ncbi.nlm.nih.gov/pubmed/24616511
http://dx.doi.org/10.1016/j.ccr.2009.03.022
http://www.ncbi.nlm.nih.gov/pubmed/19477428
http://dx.doi.org/10.1111/j.1442-2042.2007.01866.x
http://www.ncbi.nlm.nih.gov/pubmed/17956532
http://dx.doi.org/10.1038/nrm3758
http://www.ncbi.nlm.nih.gov/pubmed/24556840
http://dx.doi.org/10.1038/nrc3419
http://www.ncbi.nlm.nih.gov/pubmed/23258168
http://www.ncbi.nlm.nih.gov/pubmed/10629227
http://www.ncbi.nlm.nih.gov/pubmed/8199193
http://www.ncbi.nlm.nih.gov/pubmed/8797891
http://www.ncbi.nlm.nih.gov/pubmed/15300195
http://dx.doi.org/10.1074/jbc.M804777200
http://www.ncbi.nlm.nih.gov/pubmed/19010789


mesenchymal transition of breast cancer cells. Breast Cancer Res. 2013; 15(6):R113. Epub 2013/11/
29. bcr3580 [pii] doi: 10.1186/bcr3580 PMID: 24283570; PubMed Central PMCID: PMC3979034.

41. Burk U, Schubert J, Wellner U, Schmalhofer O, Vincan E, Spaderna S, et al. A reciprocal repression
between ZEB1 and members of the miR-200 family promotes EMT and invasion in cancer cells. EMBO
Rep. 2008; 9(6):582–9. Epub 2008/05/17. doi: 10.1038/embor.2008.74 embor200874 [pii]. PMID:
18483486; PubMed Central PMCID: PMC2396950.

42. Pieraccioli M, Imbastari F, Antonov A, Melino G, RaschellàG. Activation of miR200 by c-Myb depends
on ZEB1 expression and miR200 promoter methylation. Cell cycle (Georgetown, Tex). 2013; 12
(14):2309–20.

43. Bushman FD, Malani N, Fernandes J, D'Orso I, Cagney G, Diamond TL, et al. Host cell factors in HIV
replication: meta-analysis of genome-wide studies. PLoS pathogens. 2009; 5(5):e1000437–e. doi: 10.
1371/journal.ppat.1000437 PMID: 19478882

Deciphering RNAi Off-Targets in Reporter Screens

PLOS ONE | DOI:10.1371/journal.pone.0137640 September 11, 2015 19 / 19

http://dx.doi.org/10.1186/bcr3580
http://www.ncbi.nlm.nih.gov/pubmed/24283570
http://dx.doi.org/10.1038/embor.2008.74
http://www.ncbi.nlm.nih.gov/pubmed/18483486
http://dx.doi.org/10.1371/journal.ppat.1000437
http://dx.doi.org/10.1371/journal.ppat.1000437
http://www.ncbi.nlm.nih.gov/pubmed/19478882

