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that act in the nonsense-mediated mRNA decay
pathway in nematodes, flies and mammals
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Abstract

Nonsense-mediated mRNA decay (NMD) is a surveillance mecha-
nism that degrades mRNAs harboring premature termination
codons (PTCs). We have conducted a genome-wide RNAi screen in
Caenorhabditis elegans that resulted in the identification of five
novel NMD genes that are conserved throughout evolution. Two of
their human homologs, GNL2 (ngp-1) and SEC13 (npp-20), are also
required for NMD in human cells. We also show that the C. elegans
gene noah-2, which is present in Drosophila melanogaster but
absent in humans, is an NMD factor in fruit flies. Altogether, these
data identify novel NMD factors that are conserved throughout
evolution, highlighting the complexity of the NMD pathway and
suggesting that yet uncovered novel factors may act to regulate
this process.
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Introduction

The NMD pathway targets mRNAs harboring premature termination

codons (PTCs) for degradation, but also regulates the stability of a

wide array of endogenous transcripts [reviewed by 1–3]. Genetic

screens in the nematode Caenorhabditis elegans resulted in the iden-

tification of seven genes required for NMD, termed smg-1-7 (for

suppressor with morphological effect on genitalia). Likewise, a simi-

lar approach in Saccharomyces cerevisiae identified three NMD

genes, UPF1-3 (for up-frameshift), that are orthologs of C. elegans

smg-2, smg-3 and smg-4, respectively. Subsequently, orthologs for

all the smg genes were identified in several species including

insects, plants and mammals [reviewed by 4,5]. A genome-wide

RNAi screen in C. elegans identified two additional NMD factors that

are conserved throughout evolution and, unlike the core smg-1-7

genes, are essential for embryonic development [6]. Accordingly,

they were termed smgl-1 and smgl-2 (for smg-lethal-1 and 2, respec-

tively). Their human homologs, NBAS (for neuroblastoma amplified

sequence) and DHX34, act in concert with core NMD factors to co-

regulate a large number of endogenous RNA targets [7].

The ATP-dependent RNA helicase, UPF1/SMG2, is a central

NMD factor and undergoes cycles of phosphorylation and dephos-

phorylation that are essential for its activity. UPF1 is phosphory-

lated at multiple [S/T]Q motifs at its C- and N-terminus by the

SMG1 complex, which contains the protein kinase SMG1 and the

SMG8,9 subunits [3]. NMD is initiated by the assembly of the SURF

complex, comprising SMG1, UPF1 and the translation release

factors eRF1 and eRF3, in the vicinity of a PTC. Subsequently, an

interaction of this complex with an exon junction complex (EJC),

deposited downstream as a consequence of the splicing process,

leads to the formation of the decay-inducing complex (DECID) that

results in mRNA degradation [8]. The interaction of the SURF

complex with the EJC allows the binding of UPF2 to the N-terminal

domain of UPF1 resulting in a large conformational change that

activates the UPF1 helicase activity [9, 10]. UPF1 dephosphoryla-

tion is carried out at a later stage and requires the activity of

SMG5-7 together with protein phosphatase 2A (PP2A) [reviewed

by 11].

In order to establish whether there are more factors that could

regulate the NMD pathway within the context of a multicellular

organism, we carried out a genome-wide RNAi screen in

C. elegans that builds on the success of our previous effort [6], but

using a different RNAi library that included many previously

untested genes. We identified five novel NMD genes that are

highly conserved throughout evolution and demonstrate that they

participate in the NMD pathway in human cells and Drosophila

embryos.
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Results and Discussion

A genome-wide RNAi screen to identify new genes required for NMD

Our previous RNAi screen in C. elegans led to the identification of

smgl-1/NBAS and smgl-2/DHX34 that act in NMD in nematodes and

vertebrates [6,12]. We revisited this approach with the use of a

different RNAi library: the C. elegans ORF-RNAi library v.1.1 that

contains 11,511 clones targeting 55% of the nematode genome [13].

This library includes dsRNAs against 1,736 genes that were not

targeted previously [14]. As earlier, we used the C. elegans PTCxi

strain that expresses a GFP-based reporter harboring a PTC that is

integrated in the genome [6] (Fig 1). This PTCx reporter has reduced

GFP expression, since its transcript is subject to NMD-mediated

degradation. Thus, novel NMD genes were identified by the criterion

that their silencing by RNAi restores GFP expression. Accordingly,

we searched for the appearance of green worms, dead or alive,

following inactivation of individual genes by RNAi. As a negative

control, we fed PTCxi animals empty RNAi vector, which had no

effect on the level of GFP expression (Fig 2A, panel I), whereas inac-

tivation of the core NMD factor, SMG-2/UPF1, which induced strong

GFP expression, was used as a positive control (Fig 2A, panel II).

Screening of the entire library resulted in the identification of five

RNAi clones that scored positive by increased GFP expression

(Fig 2A, panels III–VII). The clones identified in this screen are:

T19A6.2, Y77E11A.13, Y87G2A.4, C47B2.4 and F52B11.3 (Table 1).

Confirming that these newly identified C. elegans genes act as NMD

factors, quantitative RT–PCR analysis showed that downregulation

of each of these genes led to an increase in the GFP reporter mRNA

level, as was seen with depletion of smg-2 (Fig 2B).

PTCx

ATG PTC *

Collect embryos and hatch O/N at 20°C

PTCxi

Aliquot 25 synchronized L1 larvae per well

Grow O/N at 37°C

Bacterial
ORF-RNAi library v1.1

Induce dsRNAs expression 
(IPTG, 4 h)

NMD factor

Score GFP expression

20°C for 60-72 h

G1 G2 G3 G4 L1 L2 L9 L10 L11

ORF

AmpR

Figure 1. A genome-wide RNAi screen designed to identify novel NMD factors in C. elegans.
The PTCx NMD reporter consists of a fusion between GFP (in green) and LacZ (in blue) genes; a PTC is present downstream of the GFP coding region, making the transcript an
NMD substrate.
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Novel NMD genes in C. elegans

All of the newly identified genes, with the exception of noah-2, are

conserved throughout evolution and have clear orthologs in human,

mouse, zebrafish and yeast (Supplementary Figs S1 and S2). The

C. elegans gene ngp-1 (T19A6.2) corresponds to the human GNL2

gene and encodes a putative GTPase that comprises a GTP-binding

domain formed by five G-motifs, which is typical of the HSR1_MMR1

GTP-binding protein subfamily. It also contains a conserved N-

terminal domain (NGP1NT) (Supplementary Fig S1A). Its yeast

homolog, Nog2p, is involved in ribosomal biogenesis playing a role

in the processing of the pre-60S particles [15]. The npp-20 gene
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Figure 2. Newly identified NMD factors.

A RNAi was induced with an empty vector as a negative control (panel I), whereas a smg-2 clone (panel II) was used as a positive control. Panels i and ii show
brightfield images of the PTCxi strain treated with the negative and positive controls, respectively. Depletion of five genes (panels III to VII) resulted in increased GFP
expression. Panels iii to vii show brightfield images of the phenotypes of the affected worms. The scale bars correspond to 100 lm.

B Depletion of the novel NMD genes in C. elegans leads to upregulation of the PTCx NMD reporter mRNA, which was monitored by quantitative RT–PCR relative to the
expression of ama-1 reference gene. The values shown are the average fold-change (mean � SEM) from at least three independent experiments relative to empty
vector-depleted worms. Statistical analysis was performed using the Mann–Whitney U-test for non-parametric distributions. *P < 0.05.
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(Y77E11A.13) corresponds to human SEC13, which encodes a protein

that comprises six WD-40 domains (Supplementary Fig S1B) and is a

constituent of the endoplasmic reticulum and the nuclear pore

complex (NPC) [16]. The aex-6 gene (Y87G2A.4) is a member of the

Rab small GTPase superfamily. It has two homologs in humans,

RAB27A and RAB27B (Supplementary Fig S1C), with RAB27B func-

tioning in the trafficking of dense-core vesicles [17]. The pbs-2 gene

(C47B2.4) is a member of the proteasome B-type family and is a 20S

core beta subunit of the proteasome (Supplementary Fig S1D), with

two human homologs, PSMB7 and PSMB10 [18]. Finally, the noah-2

gene (F52B11.3) encodes a PAN and ZP domain-containing protein

that is required for embryonic and larval development, reproduction,

coordinated locomotion and molting (Supplementary Fig S1E) [19]. It

is related to the Drosophila extracellular matrix component nompA

(no-mechanoreceptor-potential A) [20]. There are no homologs of

noah-2 in vertebrates (Supplementary Fig S2).

The newly identified NMD genes are required for proper
development in C. elegans

Depletion of all these novel genes resulted in developmental defects,

in contrast to smg-2 depletion that did not compromise development

(Fig 2A, compare panels ii with iii–vii). Thus, these novel NMD

factors are different from core smg-1-7 genes and display similar

behavior to smgl-1, 2 that are essential for viability [6]. In

C. elegans, ngp-1 is an essential gene. Its knockdown led to a vari-

able larval arrest, where the majority of the affected worms were

arrested at L1–L2 stages, compared to control worms that invariably

reached adulthood within the time limit of the experiment (Fig 2A,

panels i and iii, respectively). Those worms that escaped early arrest

failed to reach adulthood and produced no embryos. Depletion of

npp-20 resulted in worms arrested at L2–L3 larval stages. The

majority of the worms were very fragile and died by bursting

(Fig 2A, panel iv). By contrast, depletion of aex-6 resulted in a mild

but highly consistent phenotype with worms able to progress

through the developmental stages normally; however, adult worms

were constipated, as previously reported [21], and also exhibited an

egg-laying defect and reduced brood size (Fig 2A, panel v). Deple-

tion of pbs-2 resulted in very sick and pale larvae that were arrested

around L2 stage, displaying a swollen intestine in the majority of

the affected worms (Fig 2A, panel vi). Finally, depletion of noah-2

led to an early larval arrest at L2–L3 stages and subsequent larval

lethality (Fig 2A, panel vii).

Drosophila nompA gene is required for NMD

There is no ortholog of noah-2 in mammalian genomes; nonethe-

less, the gene is clearly present in Drosophila melanogaster

(Supplementary Fig S2), suggesting that it most likely emerged at

some point during the early evolution of the Ecdyzozoa before the

split between arthropods and nematodes. We assessed its potential

role in NMD in Drosophila embryos by means of a previously

described NMD fluorescent GFP reporter [22,23]. Unlike the previ-

ously characterized Drosophila NMD genes upf1, upf2 and upf3

that are ubiquitously expressed [22,24], expression of nompA in

Drosophila embryos is confined to type I sense organs of the

peripheral nervous system (PNS) [20]. Thus, we used the UAS/

Gal4 system [25] to drive expression of a nompA RNAi construct

within the PNS using a NompA-Gal4 line [26]. We found that

nompA knockdown within its expression domain in the embryonic

PNS led to a significant upregulation of the NMD reporter (Fig 3C,

F and G), which was comparable to the effect observed following

UPF1 depletion (Fig 3B, E and G), as compared to no RNAi treat-

ment (Fig 3A, B and D), which showed no expression of the

reporter. This demonstrates that the Drosophila ortholog of noah-2

behaves as a tissue-specific NMD factor in fruit fly embryos.

GNL2 and SEC13 act in the NMD pathway in human cells

Next, we investigated a potential role for the human homologs of the

factors identified in this screen in NMD in human cells. HeLa cells

stably expressing an integrated human b-globin (HBB) gene, either in

a wild-type version or carrying an NMD-inducing mutation (NS39)

[27], were individually depleted of each of these genes. The level of

depletion of these factors is shown in Supplementary Fig S3C. As

expected, depletion of the human homologs of the novel NMD factors

did not significantly affect the levels of the wild-type b-globin mRNA

(Fig 4A). By contrast, depletion of UPF2 (positive control) or of GNL2

and SEC13, but not of RAB27A-B (depleted individually or in combi-

nation), resulted in a significantly increased level of the b-globin

Table 1. List of novel putative NMD factors identified in this study.

Clone ID
Gene name
(C. elegans)

Predicted function in
C. elegans

C. elegans
phenotype

Gene name
(H. sapiens)

T19A6.2 ngp-1 Nuclear/nucleolar GTP-binding protein family Embryonic lethal
Larval arrest
Maternal sterile

GNL2

Y77E11A.13 npp-20 Nuclear pore complex protein Embryonic lethal
Larval arrest

SEC13

Y87G2A.4 aex-6 Rab protein involved in trafficking of vesicles Aboc expulsion missing
Constipated

RAB27A
RAB27B

C47B2.4 pbs-2 Proteasome p subunit Embryonic lethal
Larval arrest

PSMB7
PSMB10

F52B11.3 noah-2 PAN and ZP domain-containing protein Embryonic lethal
Larval arrest

Not conserved
Conserved in
Drosophila (nompA)

EMBO reports ª 2014 The Authors

EMBO reports Novel NMD factors in nematodes, flies and mammals Angela Casadio et al

4

Published online: December 1, 2014 



NMD reporter (NS39) mRNA when compared to mock-depleted cells

(Fig 4B). Whereas individual depletion of PSMB10 clearly showed no

effect on the levels of the NMD reporter, knockdown of PSMB7 (either

individually or in combination with PSMB10) led to an upregulation

of both the wild-type and NMD reporters, making it difficult to

conclude whether PSMB7 had a specific role in NMD (Supplementary

Fig S3A and B). Altogether, these experiments show that GNL2 and

SEC13 have a clear effect in the NMD response in human cells,

whereas it still remains possible that the remaining tested genes may

have an NMD effect that is substrate or tissue specific.

To rule out indirect effects of GNL2 and SEC13, we first inves-

tigated whether these factors have a general role in mRNA transla-

tion, which would impact on NMD. This is unlikely, since the

very nature of the RNAi screen in C. elegans requires that the

NMD reporter is indeed translated. In agreement, knockdown of

GNL2 or SEC13 did not result in a general inhibition of

translation, as measured by metabolic labeling of HeLa cells

(Supplementary Fig S3E and F). Next, we examined the half-life of

the wild-type or NMD-sensitive NS39 b-globin reporter mRNAs

upon depletion of GNL2 and SEC13. The stability of wild-type

b-globin mRNA was unaffected by GNL2 or SEC13 depletion

(Fig 4C). By contrast, depletion of GNL2 or SEC13 led to a marked

stabilization of a PTC-containing b-globin mRNA, confirming that

both GNL2 and SEC13 act in the NMD pathway (Fig 4D). Further-

more, depletion of GNL2 or SEC13 in HeLa cells led to a marked

upregulation of three endogenous transcripts that were previously

reported to be sensitive to NMD regulation [7, 28] (Fig 4E). In

agreement, knockdown of GNL2 or SEC13 also resulted in an

increased half-life of one of those NMD substrates (ARHGEF18)

mRNA (Supplementary Fig S3D). As further proof of the role of

the novel factors identified in this screen in the NMD pathway,

we probed for the interaction of GNL2 with the core NMD factor

UPF1. We immunopurified Flag-tagged UPF1 expressed at physio-

logical levels from transiently transfected HEK 293T cells that also

co-expressed T7-tagged GNL2 in the presence of RNase A. We

used transiently expressed Flag-empty vector (F-EV) co-expressed

with T7-tagged GNL2, as a negative control. We observed that

UPF1 specifically co-immunoprecipitated with T7-tagged GNL2 in

an RNA-independent manner (Supplementary Fig S4). Future stud-

ies will aim to test the interaction of GNL2 and SEC13 with

components of the NMD machinery.

GNL2 and SEC13 participate in an autoregulatory feedback loop

Transcripts encoding NMD factors are sensitive to depletion of

different NMD factors as part of a negative feedback regulatory loop

that acts to tightly control NMD homeostasis [29,30]. We investi-

gated whether depletion of GNL2 or SEC13 would have an impact

on the levels of transcripts encoding NMD factors in human cells.

Interestingly, we found that depletion of GNL2 in HeLa cells resulted

in a significant upregulation of the levels of SMG5 mRNA, as well as

increased mRNA levels for UPF1, UPF2 and SMG1 (Fig 4F). Simi-

larly, SEC13 depletion resulted in a significant upregulation in the

levels of mRNAs encoding UPF1 and UPF2, and to a lesser extent of

SMG5 mRNA (Fig 4F). Thus, the novel NMD factors, GNL2 and

SEC13, participate in a negative regulatory feedback loop controlling

the expression of NMD factor mRNAs.

Conclusions

Even though the NMD pathway is a highly conserved process,

several mechanisms have evolved to define a PTC across different

species [3]. Whereas in mammalian cells, NMD is linked to
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Figure 3. Drosophila nompA is required for NMD in Drosophila embryos.

A–C Embryos expressing a GFP-NMD sensor (green) under the control of nompA regulatory sequences show signal in support cells linked to the embryonic peripheral
nervous system (PNS) [labeled by 22C10 signal (magenta)]. DAPI signal is shown in blue. Expression of UAS-RNAi constructs against Upf1 (B) or nompA (C) genes
using a nompA-Gal4 driver leads to upregulation of the GFP-NMD sensor when compared to wild-type (no RNAi) (A), revealing a reduction in NMD activity in the
knockdown conditions. Scale bars represent 100 lm.

D–F Higher magnification (40×) of the areas marked by a rectangle in (A–C) further illustrates the upregulation of the GFP-NMD sensor in Upf1- (E) and NompA-
depleted cells (F). Optical fields include embryonic abdominal segments A4–A5. Scale bars represent 10 lm.

G Quantification of GFP signal in cells marked by an arrow in panels (D–F) shows a significant upregulation of NMD sensor expression upon downregulation of Upf1
(dark gray) and NompA (black) compared to wild-type (no RNAi) (light gray). Results represent the average of five biological replicates (mean � SEM). Pair-wise
comparisons were performed using a one-tailed t-test (non-parametric) between treatments and wild-type. ***P < 0.001.
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pre-mRNA splicing, exon boundaries are not used to define PTCs in

other organisms, including S. cerevisiae [31], S. pombe [32,33],

Drosophila [34] and C. elegans [6].

RNAi screens have been widely used in C. elegans to identify

genes involved in many different cellular pathways, and we had

used this approach in the past to identify novel NMD factors [6].

Here, we revisited this approach with the use of a different RNAi

library that includes dsRNAs against 1,736 genes that were not

targeted in our previous screen and have identified five novel

NMD genes that are required for proper development in nema-

todes. Due to the high degree of evolutionary conservation, we

could analyze the role of these newly identified NMD factors in

mammalian cells and we chose HeLa cells as our experimental

system. The only exception was the noah-2 gene that does not

have a human counterpart. For this, we studied its functional

homolog in Drosophila and found that it acts in the NMD pathway

in insects. Importantly, we show that two human homologs, GNL2

(ngp-1) and SEC13 (npp-20), are also required for NMD in human

cells. Only recently, we uncovered the mechanism by which the

RNA helicase DHX34, which was identified in our first RNAi

screen, promotes mRNP remodeling and triggers the conversion

from the SURF complex to the DECID complex resulting in NMD

activation [35]. Further studies will help to delineate the mecha-

nism by which SEC13 and GNL2 activate NMD in human cells, as

well as their involvement in the described alternative NMD

branches [36–38]. In summary, our work has led to the identifica-

tion of novel NMD factors in nematodes, flies and mammals,

revealing that the machinery underlying NMD is more complex

than previously thought.

Materials and Methods

Genome-wide RNAi screen

The NMD reporter is based on the GFP::lacZ vector pDP96.04 and

is driven by the ubiquitous sec-23 promoter [6]. The PTCxi trans-

genic strain carrying this GFP-based NMD reporter integrated in

the genome was described previously [6]. PTCxi transgenic worms

were grown on standard NGM plates seeded with OP50 E. coli

bacteria at 20°C. The RNAi library used for the screen was created

in the laboratory of Marc Vidal and is commercially available [13].

RNAi was performed in liquid format by feeding synchronized

population of PTCxi L1 larvae with bacterial clones expressing

dsRNA corresponding to individual genes in 96-well plates [6].

Worms were then scored for the appearance of GFP expression,

indicating that the depleted protein is required for NMD in

C. elegans.

Fly stocks

We used the following fly stocks all obtained from the Bloomington

Stock Center (Indiana, USA): w1118; P{GMR29A10-GAL4}attP2, y1 w*;

P{UAS-mCD8::GFP.L}LL5 (BM 5137), y1 v1; P{TRiP.JF02919}attP2

and y1 v1; P{TRiP.GL01485}attP2. Animals were reared at 25°C on

cornmeal, molasses and yeast medium.

For more detailled Materials and Methods see the Supplementary

Information.

Supplementary information for this article is available online:

http://embor.embopress.org

Acknowledgements
We thank Oliver Mühlemann for the gift of the HeLa b-globin cell lines. We

thank Pedro Patraquim and Sofia Pinho for technical support. A.C. is the reci-

pient of an MRC studentship. R.V.B. was supported by Becas Chile. This work

was supported by MRC core funding (JFC) and by grants from the Wellcome

Trust to J.F.C (095518/Z/11/Z) and to C.A. (098410/Z/12/Z).

Author contributions
AC, DL and JFC conceived, designed and interpreted the experiments in nema-

todes and human cells. AC, DL, NH and LD performed the experiments and

data analysis. RVB and CRA designed, performed and interpreted the experi-

ments in Drosophila. The manuscript was co-written by all authors.

Conflict of interest
The authors declare that they have no conflict of interest.

References

1. Karam R, Wengrod J, Gardner LB, Wilkinson MF (2013) Regulation of

nonsense-mediated mRNA decay: implications for physiology and

disease. Biochim Biophys Acta 1829: 624 – 626

2. Popp MW-L, Maquat LE (2013) Organizing principles of mammalian

nonsense-mediated mRNA decay. Annu Rev Genet 47: 139 – 165

3. Schweingruber C, Rufener SC, Zünd D, Yamashita A, Mühlemann O

(2013) Nonsense-mediated mRNA decay—mechanisms of substrate

mRNA recognition and degradation in mammalian cells. Biochim Biophys

Acta 1829: 612 – 623

◀ Figure 4. GNL2 and SEC13 are required for NMD in human cells.

A, B HeLa cells stably expressing a wild-type b-globin reporter (A) or a b-globin NS39 NMD reporter (B) were mock-depleted or depleted of UPF2, GNL2, SEC13, RAB27A,
RAB27B or both RAB27A and RAB27B. The level of the b-globin mRNA was monitored by quantitative RT–PCR relative to two reference genes (POLR2J and ACTB).
The values shown are the average fold-change (mean � SEM) from four independent experiments relative to mock-depleted cells (control). Statistical analysis was
performed using the Mann–Whitney U-test for non-parametric distributions. *P < 0.05. The level of depletion of NMD factors is shown in Supplementary Fig S3C.

C, D Analysis of the half-life of b-globin reporters. Samples were collected at the indicated time points, and the mRNA levels of the HBB reporters were monitored by
qRT–PCR and normalized to POLR2J and ACTB reference genes. The values shown are the average fold-change (mean � SEM) from three independent experiments
relative to the first time point.

E Depletion of GNL2 and SEC13 leads to a significant upregulation in the mRNA levels of endogenous NMD substrates. Samples were analyzed as described in (A, B)
*P < 0.05; ***P < 0.01, ***P < 0.001.

F GNL2 and SEC13 contribute to the negative NMD feedback loop, regulating the levels of transcripts encoding NMD factors. RT–qPCR analysis of total cellular RNA
from HeLa cells depleted of GNL2 (in green) and SEC13 (in purple) is shown. The graph shows distribution of relative fold-change from eight independent
experiments relative to mock-depleted cells (control). Statistical analysis was performed using Student’s t-test. *P < 0.05.

ª 2014 The Authors EMBO reports

Angela Casadio et al Novel NMD factors in nematodes, flies and mammals EMBO reports

7

Published online: December 1, 2014 



4. Behm-Ansmant I, Kashima I, Rehwinkel J, Saulière J, Wittkopp N,

Izaurralde E (2007) mRNA quality control: an ancient machinery

recognizes and degrades mRNAs with nonsense codons. FEBS Lett 581:

2845 – 2853

5. Chang Y-F, Imam JS, Wilkinson MF (2007) The nonsense-mediated decay

RNA surveillance pathway. Annu Rev Biochem 76: 51 – 74

6. Longman D, Plasterk RHA, Johnstone IL, Cáceres JF (2007) Mechanistic

insights and identification of two novel factors in the C. elegans NMD

pathway. Genes Dev 21: 1075 – 1085

7. Longman D, Hug N, Keith M, Anastasaki C, Patton EE, Grimes G, Cáceres

JF (2013) DHX34 and NBAS form part of an autoregulatory NMD circuit

that regulates endogenous RNA targets in human cells, zebrafish and

Caenorhabditis elegans. Nucleic Acids Res 41: 8319 – 8331

8. Kashima I, Yamashita A, Izumi N, Kataoka N, Morishita R, Hoshino S,

Ohno M, Dreyfuss G, Ohno S (2006) Binding of a novel SMG-1-Upf1-eR-

F1-eRF3 complex (SURF) to the exon junction complex triggers Upf1

phosphorylation and nonsense-mediated mRNA decay. Genes Dev 20:

355 – 367

9. Chamieh H, Ballut L, Bonneau F, Le Hir H (2008) NMD factors UPF2 and

UPF3 bridge UPF1 to the exon junction complex and stimulate its RNA

helicase activity. Nat Struct Mol Biol 15: 85 – 93

10. Chakrabarti S, Jayachandran U, Bonneau F, Fiorini F, Basquin C, Domcke S,

Le Hir H, Conti E (2011) Molecular mechanisms for the RNA-dependent

ATPase activity of Upf1 and its regulation by Upf2. Mol Cell 41: 693 – 703

11. Nicholson P, Mühlemann O (2010) Cutting the nonsense: the degrada-

tion of PTC-containing mRNAs. Biochem Soc Trans 38: 1615 – 1620

12. Anastasaki C, Longman D, Capper A, Patton EE, Cáceres JF (2011) Dhx34

and Nbas function in the NMD pathway and are required for embryonic

development in zebrafish. Nucleic Acids Res 39: 3686 – 3694

13. Rual J-F, Ceron J, Koreth J, Hao T, Nicot A-S, Hirozane-Kishikawa T,

Vandenhaute J, Orkin SH, Hill DE, van den Heuvel S, et al (2004) Toward

improving Caenorhabditis elegans phenome mapping with an ORFeome-based

RNAi library. Genome Res 14: 2162 – 2168

14. Kamath RS, Fraser AG, Dong Y, Poulin G, Durbin R, Gotta M, Kanapin A, Le

Bot N, Moreno S, Sohrmann M, et al (2003) Systematic functional analysis

of the Caenorhabditis elegans genome using RNAi. Nature 421: 231 – 237

15. Saveanu C, Bienvenu D, Namane A, Gleizes PE, Gas N, Jacquier A,

Fromont-Racine M (2001) Nog2p, a putative GTPase associated with

pre-60S subunits and required for late 60S maturation steps. EMBO J 20:

6475 – 6484

16. Shaywitz DA, Orci L, Ravazzola M, Swaroop A, Kaiser CA (1995) Human

SEC13Rp functions in yeast and is located on transport vesicles budding

from the endoplasmic reticulum. J Cell Biol 128: 769 – 777

17. Fukuda M (2006) Rab27 and its effectors in secretory granule exocytosis:

a novel docking machinery composed of a Rab27.effector complex.

Biochem Soc Trans 34: 691 – 695

18. Nandi D, Woodward E, Ginsburg DB, Monaco JJ (1997) Intermediates in

the formation of mouse 20S proteasomes: implications for the assembly

of precursor beta subunits. EMBO J 16: 5363 – 5375

19. Frand AR, Russel S, Ruvkun G (2005) Functional genomic analysis of C.

elegans molting. PLoS Biol 3: e312

20. Chung YD, Zhu J, Han Y, Kernan MJ, Brook S, York N (2001) nompA

encodes a PNS-specific, ZP domain protein required to connect

mechanosensory dendrites to sensory structures. Neuron 29: 415 – 428

21. Ailion M, Thomas JH (2003) Isolation and characterization of

high-temperature-induced Dauer formation mutants in Caenorhabditis

elegans. Genetics 165: 127 – 144

22. Avery P, Vicente-Crespo M, Francis D, Nashchekina O, Alonso CR,

Palacios IM (2011) Drosophila Upf1 and Upf2 loss of function inhibits

cell growth and causes animal death in a Upf3-independent manner.

RNA 17: 624 – 638

23. Metzstein MM, Krasnow MA (2006) Functions of the nonsense-mediated

mRNA decay pathway in Drosophila development. PLoS Genet 2: e180

24. Alonso CR, Akam M (2003) A Hox gene mutation that triggers

nonsense-mediated RNA decay and affects alternative splicing during

Drosophila development. Nucleic Acids Res 31: 3873 – 3880

25. Brand AH, Perrimon N (1993) Targeted gene expression as a means of

altering cell fates and generating dominant phenotypes. Development

118: 401 – 415

26. Pfeiffer BD, Jenett A, Hammonds AS, Ngo T-TB, Misra S, Murphy C, Scully

A, Carlson JW, Wan KH, Laverty TR, et al (2008) Tools for neuroanatomy

and neurogenetics in Drosophila. Proc Natl Acad Sci USA 105: 9715 – 9720

27. Lykke-Andersen J, Shu MD, Steitz JA (2000) Human Upf proteins target

an mRNA for nonsense-mediated decay when bound downstream of a

termination codon. Cell 103: 1121 – 1131

28. Mendell JT, Sharifi NA, Meyers JL, Martinez-Murillo F, Dietz HC (2004)

Nonsense surveillance regulates expression of diverse classes of mamma-

lian transcripts and mutes genomic noise. Nat Genet 36: 1073 – 1078

29. Huang L, Lou C-H, Chan W, Shum EY, Shao A, Stone E, Karam R, Song H-W,

Wilkinson MF (2011) RNA homeostasis governed by cell type-specific and

branched feedback loops acting on NMD. Mol Cell 43: 950 – 961

30. Yepiskoposyan H, Aeschimann F, Nilsson D, Okoniewski M, Mühlemann O

(2011) Autoregulation of the nonsense-mediated mRNA decay pathway

in human cells. RNA 17: 2108 – 2118

31. Amrani N, Ganesan R, Kervestin S, Mangus DA, Ghosh S, Jacobson A

(2004) A faux 3’-UTR promotes aberrant termination and triggers

nonsense-mediated mRNA decay. Nature 432: 112 – 118

32. Brogna S, Wen J (2009) Nonsense-mediated mRNA decay (NMD) mecha-

nisms. Nat Struct Mol Biol 16: 107 – 113

33. Wen J, Brogna S (2010) Splicing-dependent NMD does not require the

EJC in Schizosaccharomyces pombe. EMBO J 29: 1537 – 1551

34. Gatfield D, Unterholzner L, Ciccarelli FD, Bork P, Izaurralde E (2003)

Nonsense-mediated mRNA decay in Drosophila: at the intersection of

the yeast and mammalian pathways. EMBO J 22: 3960 – 3970

35. Hug N, Cáceres JF (2014) The RNA helicase DHX34 activates NMD by

promoting a transition from the surveillance to the decay-inducing

complex. Cell Rep 8: 1845 – 1856

36. Gehring NH, Kunz JB, Neu-Yilik G, Breit S, Viegas MH, Hentze MW,

Kulozik AE (2005) Exon-junction complex components specify distinct

routes of nonsense-mediated mRNA decay with differential cofactor

requirements. Mol Cell 20: 65 – 75

37. Chan W-K, Huang L, Gudikote JP, Chang Y-F, Imam JS, MacLean JA,

Wilkinson MF (2007) An alternative branch of the nonsense-mediated

decay pathway. EMBO J 26: 1820 – 1830

38. Ivanov PV, Gehring NH, Kunz JB, Hentze MW, Kulozik AE (2008) Interac-

tions between UPF1, eRFs, PABP and the exon junction complex suggest

an integrated model for mammalian NMD pathways. EMBO J 27: 736 – 747

License: This is an open access article under the

terms of the Creative Commons Attribution 4.0

License, which permits use, distribution and reproduc-

tion in any medium, provided the original work is

properly cited.

EMBO reports ª 2014 The Authors

EMBO reports Novel NMD factors in nematodes, flies and mammals Angela Casadio et al

8

Published online: December 1, 2014 



Published online: December 1, 2014 




