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Gene regulatory networks (GRNs) provide insights into the mechanisms of differential gene
expression at a systems level. GRNs that relate to metazoan development have been studied
extensively. However, little is still known about the design principles, organization and
functionality of GRNs that control physiological processes such as metabolism, homeostasis and
responses to environmental cues. In this study, we report the first experimentally mapped metazoan
GRN of Caenorhabditis elegans metabolic genes. This network is enriched for nuclear hormone
receptors (NHRs). The NHR family has greatly expanded in nematodes: humans have 48 NHRs, but
C. elegans has 284, most of which are uncharacterized. We find that the C. elegans metabolic GRN is
highly modular and that two GRN modules predominantly consist of NHRs. Network modularity has
been proposed to facilitate a rapid response to different cues. As NHRs are metabolic sensors that are
poised to respond to ligands, this suggests that C. elegans GRNs evolved to enable rapid and adaptive
responses to different cues by a concurrence of NHR family expansion and modular GRN wiring.
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Introduction

The differential expression of metazoan genes in space and
time is of critical importance to many biological processes.
Genes need to be turned on and off at specific developmental
time points to instruct processes such as organogenesis
and morphogenesis. Differential gene expression is, at the
first level, carried out by transcription factors (TFs) that
control the expression of their target genes by physically
interacting with cis-regulatory DNA sequences, such as
promoters and enhancers. Of the 20 000 genes in a metazoan
genome, 5–10% encode TFs, and these TFs occur in families
that share similar types of DNA-binding domains
(Reece-Hoyes et al, 2005; Vaquerizas et al, 2009). TFs can
interact with and regulate large numbers of genes, and,
conversely, some genes can be regulated by large numbers of
TFs (Harbison et al, 2004; Deplancke et al, 2006a). Altogether,

interactions between genes and their transcriptional regulators
can be graphically represented in gene regulatory network
(GRN) models, in which regulatory proteins and targets
are represented as nodes, and the interactions between them
are indicated as edges (Davidson et al, 2002; Walhout, 2006;
Arda and Walhout, 2010). GRN models can provide insights
into the mechanisms of transcriptional regulation at a
systems level by connecting global and local network
organization to network functionality. For instance, network
modules and motifs can be used to explain the dynamics
and organizing principles of gene regulation (Milo et al, 2002;
Segal et al, 2003; Vermeirssen et al, 2007a; Martinez et al,
2008).

So far, GRN studies have extensively focused on unicellular
organisms such as bacteria and yeast, and, to a lesser extent,
on GRNs involved in metazoan development (Harbison et al,
2004; Davidson and Levine, 2005; Resendis-Antonio et al,
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2005; Sandmann et al, 2007). However, surprisingly little is
known about the GRNs that control different aspects of
systems physiology, even though differential gene expression
likely continues to have an important function in post-
developmental processes. Indeed, numerous human diseases,
including obesity, diabetes and cancer are characterized by
profound changes in gene expression.

Caenorhabditis elegans provides a powerful model
organism to study metazoan GRNs. It is genetically tractable,
its development and lineage have been extremely well
characterized and numerous resources are available that
enable systematic genomic studies of gene expression (Reboul
et al, 2003; Dupuy et al, 2004). Several GRNs have been
characterized to various degrees in C. elegans. These pertain
to protein-coding gene sets of endoderm, digestive tract,
neurons, the C-lineage and the vulva, as well as microRNA
and bHLH TF-encoding genes (Maduro and Rothman, 2002;
Baugh et al, 2005; Deplancke et al, 2006a; Vermeirssen et al,
2007a; Martinez et al, 2008; Ririe et al, 2008; Grove et al,
2009). Despite these efforts, however, little is known about
the networks that control systems level, post-developmental
gene expression in the nematode. Most TFs are expressed
throughout the lifetime of the animal (Hunt-Newbury
et al, 2007; Reece-Hoyes et al, 2007; Grove et al, 2009),
strongly suggesting that differential gene expression is as
important in post-developmental processes as it is during
development. For instance, C. elegans can respond to
nutrient availability in its environment; in laboratory
settings, it feeds on bacteria and exhibits a starvation response
on food withdrawal that is correlated with major changes
in gene expression (Van Gilst et al, 2005a; Baugh et al,
2009).

Nuclear hormone receptors (NHRs) are well-known re-
gulators of different aspects of systems physiology, including
endocrine signaling and metabolism (Chawla et al, 2001).
Two well-studied C. elegans NHRs include DAF-12, a vitamin D
receptor homolog (Antebi et al, 2000), and the HNF4 homolog
NHR-49, which has an important role in fat metabolism
and in the starvation response (Van Gilst et al, 2005a, b).
Remarkably, the C. elegans genome encodes 284 NHRs,
whereas humans have only 48 and Drosophila 18 (Maglich
et al, 2001). Most C. elegans NHRs (269) are homologs
of HNF4, of which there are two variants in humans
and only one in Drosophila (Palanker et al, 2009). In
humans, HNF4a mutations lead to an early onset diabetic
disorder, maturity onset diabetes of the young (MODY1)
(Yamagata et al, 1996). In Drosophila, dHNF4 mutants
are sensitive to starvation and store higher levels of
fat, suggesting that dHNF4 responds to nutrient avail-
ability (Palanker et al, 2009). Thus, HNF4 likely have an
important function in post-developmental, metabolic GRNs
in humans and flies. So far, only few C. elegans NHRs
have been characterized, and for most their physiological
and molecular functions remain unknown. Furthermore,
the evolutionary advantages of NHR family expansion
have remained elusive, and the organization and functionality
of C. elegans NHRs in the context of GRNs remain completely
uncharacterized.

NHRs interact with ligands to regulate their target genes
(Chawla et al, 2001; Magner and Antebi, 2008). For instance,

PPARs respond to fatty acids, and LXRs, FXR, SXR and CAR are
receptors for sterols, bile acids and xenobiotics, respectively
(Chawla et al, 2001). Thus, NHRs likely function as metabolic
sensors to rapidly respond to endogenous or exogenous
signals (Magner and Antebi, 2008). In C. elegans only a single
NHR ligand has been identified: dafachronic acid, which
interacts with and regulates DAF-12 activity (Motola et al,
2006).

Upon binding to their genomic sites, NHRs nucleate the
assembly of multifactor transcriptional regulatory complexes
by recruiting gene- and cell-specific cofactors. In mammals,
these include PGC-1 cofactors and members of the Mediator
complex, such as MED1 and MED15 (Lin et al, 2005; Yang et al,
2006; Li et al, 2008a; Naar and Thakur, 2009). In C. elegans,
DIN-1 functions as a cofactor for DAF-12, and MDT-15, the
MED15 ortholog, interacts with NHR-49 and the SREBP-1
ortholog, SBP-1 (Taubert et al, 2006; Yang et al, 2006). MDT-15
has a broader role in metabolic gene expression than these two
partners, suggesting that it interacts with additional TFs
(Taubert et al, 2006, 2008).

GRNs can be experimentally delineated using either TF-
centered (‘protein-to-DNA’) or gene-centered (‘DNA-to-pro-
tein’) methods (Arda and Walhout, 2010). TF-centered
methods such as chromatin immunoprecipitation have been
extremely powerful in yeast and in relatively uniform tissue-
culture systems (Harbison et al, 2004; Kim and Ren, 2006).
Studies of more complex systems such as whole organs,
tissues or animals, however, have been limited to the analysis
of one or a handful of TFs at a time (Odom et al, 2006;
Sandmann et al, 2007). Gene-centered methods have classi-
cally used reporter gene assays, for instance to delineate early
developmental gene expression in the sea urchin (Davidson
et al, 2002). However, these methods are difficult to apply to
larger sets of genes. We have previously used Gateway-
compatible yeast one-hybrid (Y1H) assays for gene-centered
GRN studies. This system can be used with dozens of genes at
a time to rapidly retrieve multiple TFs in a condition-
independent manner (Deplancke et al, 2004, 2006a; Vermeirs-
sen et al, 2007a; Martinez et al, 2008). Thus, it is particularly
suitable for delineating GRNs that pertain to different sets of
genes, such as those involved in different aspects of systems
physiology.

In this study, we present the first experimentally mapped,
metabolic GRN in a metazoan model system. This network
contains hundreds of protein–DNA interactions between
a set of metabolic genes and numerous TFs. We find that the
GRN is enriched for NHRs compared with other gene-centered
networks and that it is highly modular. Two modules
mainly contain NHRs, and, remarkably, most of these NHRs
confer a metabolic phenotype. Network modularity has
been proposed to facilitate rapid and robust responses to
environmental cues (Babu et al, 2004). Together these
observations indicate that NHR family expansion concurs
with adaptive wiring of nematode GRNs. We also identify
new interactions between MDT-15 and 12 TFs, and find that
these TFs are enriched for NHRs that occur in the GRN,
illustrating the central role of this mediator component in
metabolic gene regulation. On the basis of our results, we
propose a model for the evolution and organization of
C. elegans metabolic GRNs.
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Results

A gene-centered GRN of C. elegans metabolic genes

To gain insight into the organization and functionality of GRNs
involved in systems physiology, we first selected a set of genes
that have been implicated in C. elegans metabolism. Two thirds
of this set was identified in a genome-wide RNAi screen for
animals with an altered Nile Red staining pattern in multiple
genetic backgrounds (Ashrafi et al, 2003). When used as a vital
dye, Nile Red stains ‘fat-containing lysosome-like organelles’
in the C. elegans intestine (Schroeder et al, 2007; Rabbitts et al,
2008). Thus, the genes uncovered in the RNAi study may be
involved in lipid metabolism, and/or in other types of
metabolism such as the general catabolism of biomolecules.
The other third of our gene set was identified in an effort to find
metabolic genes whose expression is affected by food
availability. These ‘fasting response genes’ give a robust
transcriptional response upon short-term food withdrawal,
and the regulation of some, but not all of these, is dependent on
the nuclear receptor, NHR-49 (Van Gilst et al, 2005a).
Hereafter, these genes will collectively be referred to as
‘metabolic genes’ (Supplementary Figure S1).

To identify proteins that can interact with metabolic genes,
we cloned the promoters of 71 metabolic genes upstream of the
Y1H reporter genes HIS3 and LacZ, and integrated the resulting
promoterHreporter constructs into the yeast genome to create
Y1H ‘bait’ strains (Deplancke et al, 2004, 2006b) (Supplemen-
tary Table S1). We screened each bait strain versus a cDNA
library (Walhout et al, 2000b), and a TF mini-library
(Deplancke et al, 2004). Subsequently, we tested each bait
strain versus each TF identified, both to retest interactions and
to identify additional ones that were missed in the library
screens (Supplementary Table S2). We then scored and filtered
the Y1H interactions as described to minimize the inclusion of
false positives (Vermeirssen et al, 2007a). Finally, we used
Cytoscape (Shannon et al, 2003) to combine all interactions
into a GRN graph model (Supplementary Table S3; Figure 1A).

In total, the metabolic GRN contains 508 interactions
between 69 metabolic gene promoters and 100 TFs
(Figure 1A). The network is densely wired and the overall
structure is similar to that of other gene-centered GRNs (data
not shown) (Deplancke et al, 2006a; Vermeirssen et al, 2007a;
Martinez et al, 2008). All components are connected in a single
graph because of the presence of both highly connected
promoters and highly connected TFs. However, we did observe
a striking difference: more than a quarter of the TFs retrieved
here are NHRs, which is significantly more than in the
digestive tract, neuronal and microRNA networks (Deplancke
et al, 2006a; Vermeirssen et al, 2007a; Martinez et al, 2008)
(Figure 1B). This is exciting because, as mentioned above, NHRs
can function as metabolic sensors. The retrieval of many NHRs
suggests that the expansion of this family relates to metabolic
functionality. The difference with the digestive tract network is
relatively modest (P¼0.05), which is probably because the
intestine is the most important metabolic tissue in C. elegans.
Overall, 41 of the 69 promoters (B60%) interacted with one or
more NHR, suggesting that the promoters of C. elegans
metabolic genes may have an inherent preference for NHRs,
and that multiple NHRs may regulate metabolic gene expression.

NHRs organize into functional modules

Systems-level GRNs can capture hundreds of interactions
between numerous genes and their regulators, and such
networks are often too complex for manual analysis. Instead,
mathematical and computational methods can be used to
investigate the design principles and organization of GRNs.
These principles can then be related to biological functionality.
For instance, GRNs can be decomposed into ‘modules’; highly
interconnected network neighborhoods consisting of nodes
with similar functions (Ravasz et al, 2002; Vermeirssen et al,
2007a). Such modular network organization has been pro-
posed to increase the adaptability of a system and to allow
rapid and robust informational flow through the network
(Ravasz et al, 2002; Babu et al, 2004).

To examine whether the C. elegans metabolic GRN has a
modular architecture we performed topological overlap
coefficient (TOC) analysis (Vermeirssen et al, 2007a). For each
TF pair, we calculated a TOC score based on the number of
target genes they share in the metabolic GRN, and clustered
the TFs with similar TOC scores to identify TF modules. After
TOC clustering, we found that the metabolic GRN is highly
modular as it contains five TF modules (I–V) (Figure 1C). This
is more than we have observed previously; the neuronal
network consisted of only two TF modules, whereas the
microRNA network did not contain any (Vermeirssen et al,
2007a; Martinez et al, 2008; data not shown). Interestingly,
B60% (16 of 27) of all NHRs in the network are located in
either one of two modules (modules II and III), and each
of these modules consists predominantly of NHRs (66%
each; Supplementary Table S4; Figure 1D; Supplementary
Figure S2).

The observation that NHRs are wired into GRN modules that
share target genes leads to the prediction that either (1) one or
few of them are involved in metabolic regulation in vivo, (2)
they all act redundantly, or (3) they all function in the
regulation of systems physiology. The majority of the target
genes of the NHRs that participate in modules have
a metabolic phenotype as judged by an increase or decrease
in Nile Red staining (Ashrafi et al, 2003). Thus, we performed
systematic Nile Red staining on reduction of the activity of
different NHRs by RNAi. Several NHRs in module II are
essential for C. elegans development (Kamath et al, 2003) and
could therefore not be examined. Nonetheless, RNAi of one
NHR in module II and most NHRs in module III resulted in an
increase in Nile Red staining (Figure 2A and B; Supplementary
Figure S3). To further analyze changes in fat depots, we
performed Oil-Red-O staining of animals subjected to
nhr(RNAi). We found that RNAi of most NHRs resulted in
increased Oil-Red-O staining, indicating that most of these
NHRs indeed regulate fat storage or catabolism (Figure 3A and
B). In Drosophila, the single HNF4 homolog is responsible for
the regulation of fat storage (Palanker et al, 2009). In contrast,
our findings indicate that, in C. elegans, multiple HNF4-type
NHRs share this function, even after duplication and diver-
gence. Altogether these findings show that module III contains
functionally related NHRs that all regulate C. elegans
physiology. The fact that the NHRs in module III are
dispensable for development suggests that these function in
post-developmental physiology, for instance to respond to
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environmental or dietary cues, whereas the NHRs in module II
may regulate metabolic gene expression during development.

MDT-15 specifically interacts with NHRs that occur
in the metabolic GRN

NHRs regulate gene expression by interacting with different
transcriptional cofactors. In C. elegans, the HNF4 homolog
NHR-49 interacts with the mediator component MDT-15
(Taubert et al, 2006). However, MDT-15 likely interacts with
additional TFs to exert its broad metabolic functions. We
performed comprehensive yeast two-hybrid (Y2H) assays
using MDT-15 as bait versus our array of 755 full-length
C. elegans TFs (80% of all 940) (Figure 4A) (Reece-Hoyes et al,
2005; Vermeirssen et al, 2007b). We did not have a functional
clone for SBP-1, a known MDT-15 partner, (data not shown),
but did confirm the interaction between MDT-15 and NHR-49
(Supplementary Table S5). Additionally, we identified 12 novel

interactions between MDT-15 and C. elegans TFs (Figure 4A;
Supplementary Table S5). MDT-15 has a central role in systems
physiology. Therefore, we predicted that the TFs with which
MDT-15 interacts should occur in our network. Indeed,
statistical analysis of the TFs that interact with MDT-15
revealed three distinct features: they are significantly enriched
for NHRs, for TFs that confer a Nile Red staining phenotype by
RNAi and for TFs that occur in the metabolic GRN (Figure 4B;
Supplementary Table S5). This confirms the prediction that
MDT-15 interacts with many TFs and provides support for its
central role in metabolic gene expression networks (Taubert
et al, 2006).

The expression of the C. elegans short-chain acyl-CoA
dehydrogenases acdh-1 and acdh-2 requires MDT-15, but not
its partner NHR-49 (Taubert et al, 2006). In this study, we
identified NHR-10 as the single NHR that can bind to the
promoters of both acdh-1 and acdh-2 (Pacdh-1 and Pacdh-2)
(Supplementary Table S3). In addition, NHR-10 can interact
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Figure 1 (A) C. elegans metabolic GRN. (A) Protein–DNA interaction network of C. elegans metabolic genes. Red circles—TFs; yellow diamonds—promoters of
genes with Nile Red phenotypes; blue diamonds—promoters of fasting response genes; green triangles—TFs whose promoters were also analyzed; gray lines—
protein–DNA interactions identified by Y1H assays. (B) Pie charts representing the percentage of NHRs in different gene-centered GRNs. Neuro—neuronal
(Vermeirssen et al, 2007a); miRNA—microRNAs (Martinez et al, 2008); DT—digestive tract (Deplancke et al, 2006a). Putative novel TFs (that were specifically retrieved
but that do not possess a known DNA-binding domain;Deplancke et al, 2006a) were omitted (two proportion z-test). (C) TOC clustering matrix of TFs in the metabolic
gene network identifies GRN modules (roman numbers). The matrix is symmetrical across the white diagonal. Each cell that is at the intersection of two TFs represents
the calculated TOC score for that TF pair. TOC scores are color coded as shown at the bottom of the panel. (D) Enlarged views of modules II and III, which predominantly
contain NHRs. Source data is available for this figure at www.nature.com/msb.
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with MDT-15 (Supplementary Table S5). To determine whether
NHR-10 regulates acdh-1 and/or acdh-2 in vivo, we created
transgenic animals expressing the green fluorescent protein
(GFP) under the control of Pacdh-1 or Pacdh-2, and knocked
down either mdt-15 or nhr-10 by RNAi. We observed that RNAi
of mdt-15 greatly reduced GFP expression in the intestine of
both Pacdh-1HGFP and Pacdh-2HGFP animals, confirming that
these promoters are MDT-15 targets (Taubert et al, 2006)
(Figure 4C and D). Importantly, knockdown of nhr-10
conferred an identical acdh expression phenotype strongly
suggesting that NHR-10 and MDT-15 together activate acdh-1
and acdh-2 expression by binding to their promoters in vivo
(Figure 4C and D). Altogether, these data show that MDT-15
preferentially associates with NHRs that occur in the metabolic
GRN to exert its functions.

An integrated NHR network

We visualized all NHR–promoter interactions that contribute
to modules II and III, the protein–protein interactions
involving MDT-15, as well as the metabolic phenotypes in a
single, integrated NHR network (Figure 5). We also included
previously identified protein–protein interactions between
NHR-49 and any NHR that is present in the network
(Vermeirssen et al, 2007b). Several observations can be made
from this GRN. First, MDT-15 interacts with NHRs from both
modules II and III, and also interacts with TFs that receive
inputs from either module. This further emphasizes the central
role of MDT-15 in the regulation of metabolic gene expression.
Second, three NHRs in module III can physically interact with
NHR-49 (Vermeirssen et al, 2007b), and RNAi of any of them

results in a fat storage phenotype, suggesting that NHR-49
shares different partners for its metabolic functions. Third,
there are numerous interactions between NHRs and NHR-
encoding genes, and several nhr gene promoters receive input
from multiple other NHRs. For instance, Pnhr-49 interacts with
four NHRs, both from modules II and III. This ‘interregulation’
implies that NHRs may function in transcriptional cascades to
execute appropriate gene expression programs, for example,
on receiving intrinsic or extrinsic signals (Magner and Antebi
2008). Fourth, several NHRs interact with multiple promoters,
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which may ensure a coordinated response of these target
genes. Fifth, there are multiple feed-forward loops in the
network, in which an NHR controls another NHR, and both of
these share a downstream target. Such loops likely enable a
controlled signal response, and protect against fluctuations in
gene expression (Alon, 2007). Finally, NHR-178 and NHR-86
can interact with their own promoters, suggesting that they
may be auto-regulators.

NHR-86: a metabolic TF with high-flux capacity

The HNF4 homolog NHR-86 (module III) has a high-flux
capacity (Martinez et al, 2008): its promoter is bound
by 12 NHRs and it interacts with 7 gene promoters. In
addition, NHR-86 interacts with MDT-15 and with its own
promoter. We obtained the nhr-86(tm2590) mutant allele
that carries a deletion removing part of exon 4 and intron 4
of the nhr-86 gene (Figure 6A). We raised a polyclonal
antibody against NHR-86, and assayed total protein extracts
from wild-type and nhr-86(tm2590) animals. We did not
detect any NHR-86-specific protein in the mutant, even though
the allele is predicted to produce a truncated protein
(Figure 6B). It is possible that a truncated protein is expressed
at very low levels, or in only a small subset of cells, and can
therefore not be detected by western blotting of whole
animal extracts. Nonetheless, we found that, though wild-
type NHR-86 can bind to its own promoter in Y1H assays,

truncated NHR-86 cannot (Figure 6C), even though both
forms of NHR-86 are stably expressed in yeast (Supplementary
Figure S4). Therefore, we conclude that tm2590 is likely
a null allele of nhr-86. The observation that NHR-86 interacts
with its own promoter in Y1H assays suggests that it may
have auto-regulatory activity. To test this, we created
transgenic animals expressing GFP under the control of
Pnhr-86 and examined GFP expression in wild-type and
nhr-86(tm2590) mutant animals. Compared with wild-type
Pnhr-86HGFP animals, we found that GFP expression was
substantially upregulated in the pharynx and hypodermis
in 100% of the nhr-86(tm2590) mutant animals (Figure 6D).
This suggests that NHR-86 is an auto-repressor in these
tissues. Negative auto-regulation is an important feature of
regulatory circuits; it accelerates the response to outside
signals and promotes transcriptional robustness (Alon, 2007).
We tagged the full-length nhr-86 ORF with GFP and generated
transgenic animals, and found that NHR-86 predominantly
localizes to the nuclei of intestinal and excretory gland
cells, as well as several head neurons, which are all
important tissues for metabolism and homeostasis
(Figure 6E). We also found that nhr-86(tm2590) mutants
exhibit an increase in Nile Red staining (data not shown) and
Oil-Red-O staining, confirming the nhr-86 RNAi result. This
phenotype was rescued by wild-type nhr-86 tagged with GFP
(Figure 6F and G). Altogether our results show that NHR-86 is
involved in lipid storage and/or catabolism.
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NHR-178 and NHR-45 respond to nutrient
availability

The expansion of NHRs, their modular wiring in the network
and the observation that they all contribute to systems
physiology suggest that these NHRs may respond to physio-
logical or environmental cues such as nutrient availability. To
further assess this, we focused on nhr-178, one of the target
genes in module III. Reduction of nhr-178 by RNAi results in an
increase in stored lipids (Figures 2 and 3). We created a
transgenic C. elegans strain that expresses GFP under the
control of Pnhr-178, and found that this promoter drives
expression in the pharynx and the first anterior intestinal cells
(Int1) (100±0% of the animals) (Figure 7A). Interestingly,
though there is no GFP expression in the hypodermis under
well-fed conditions, GFP expression was specifically upregu-
lated in this tissue on food withdrawal (84±1% of the
animals) (Figure 7A). When we provided starved animals with
food, GFP expression in the hypodermis rapidly disappeared
(Figure 7A). This suggests that nhr-178 functions in a gene
circuit that responds to nutrient availability. NHR-178 partici-
pates in several transcriptional circuits that involve additional
NHRs (Figure 5). One of these is NHR-45 for which we
obtained an nhr-45(tm1307) mutant that carries a large
deletion in the DNA-binding domain. This mutant recapitu-
lates the Oil-Red-O staining profile observed with nhr-45 RNAi
(Supplementary Figure S5A and B; Figure 3). To investigate the
interaction between NHR-45 and Pnhr-178 in vivo, we crossed
the nhr-45(tm1307) mutant into the Pnhr-178HGFP transgenic
animals. Under well-fed conditions, loss of nhr-45 greatly

reduced GFP expression in the pharynx and eliminated it in the
Int1 cells (100±0%) (Figure 7A). Microinjection of a wild-type
nhr-45 construct restored the intestinal and pharyngeal GFP
expression (80±1% of the animals), showing that NHR-45
activates the promoter of nhr-178 in these tissues (Supple-
mentary Figure S5C). Interestingly, however, in a small but
reproducible number of nhr-45(tm1307) mutant animals
(3.5±0.7%) Pnhr-178HGFP activity was upregulated in the
hypodermis under well-fed conditions, mimicking the starva-
tion response despite the presence of food (Figure 7A). When
we challenged nhr-45(tm1307) mutants with food removal,
Pnhr-178 activity was turned on in the hypodermis, which is
similar to the response observed with wild-type background.
In contrast, the mutants failed to completely suppress
hypodermal Pnhr-178 activity when they were provided
with food after starvation (90±0.3% of the animals still
exhibited hypodermal expression) (Figure 7A). Taken to-
gether, these observations reveal a gene circuit that involves
multiple NHRs, which function to rapidly respond to nutrient
availability. In this circuit, Pnhr-178 activity is kept off in the
hypodermis under well-fed conditions. When animals starve,
NHR-45 may be repressed, thereby allowing other TFs, again
potentially NHRs, to activate hypodermal nhr-178 expression
(Figure 7B).

Discussion

In this study, we present the first metazoan GRN pertaining to
genes involved in systems physiology. This network provides
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novel insights into the design principles of network organiza-
tion and how this relates to network functionality. Altogether,
our observations suggest that C. elegans physiological GRNs
evolved to enable rapid and robust responses to environmental
or physiological cues by a concurrence of NHR family
expansion and modular GRN wiring (Figure 8; see also below).

The metabolic network is not yet complete. First, we used
only a subset of metabolic genes. Second, we have so far
exclusively focused on gene promoters and it is likely that
other cis-regulatory elements such as enhancers may be
involved in differential metabolic gene expression as well.

Third, not all interactions are detectable by Y1H assays; that is
TFs for which we do not have a (correct) clone or that are
underrepresented in the cDNA library will not be retrieved,
and the system is not yet adapted to identify TF heterodimers.
This may explain, at least in part, why we did not retrieve NHR-
49, which dimerizes with more than 20 other NHRs
(Vermeirssen et al, 2007b) (see also below).

In addition to missing interactions, the network may also
contain interactions that are not biologically relevant. These
may be false positives, or alternatively do occur in vivo, but do
not lead to an observable biological consequence. Indeed, it
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has been observed that TFs can interact with genomic
locations without an apparent regulatory effect (Zeitlinger
et al, 2007; Li et al, 2008b). Furthermore, it may be that
interactions do have a biological effect but that this cannot be

detected in vivo (i.e. it could be a false negative of the
validation assay). For example, interactions that occur in a few
cells, only under specific environmental conditions, or with
small regulatory effects may be difficult to detect. Finally, it is
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of course also possible that some interactions that we retrieved
really do not occur in vivo and are actual false positives. We
have aimed to minimize the inclusion of false interactions in
our network by ensuring the technical quality of our
experiments; the DNA baits are integrated into the yeast
genome and are, therefore, both present at fixed copy number
and in a chromatinized state. This is essential to avoid
spurious interactions (Deplancke et al, 2004). In addition, we
scored and filtered all our Y1H data to minimize the inclusion
of ‘sticky’ TFs or interactions that were retrieved with highly
auto-active promoters (Vermeirssen et al, 2007a). Despite
some of these potential limitations, the results presented here,
and in our other studies, show the use of Y1H assays to identify
meaningful TF–target gene interactions (Deplancke et al, 2004,
2006a; Vermeirssen et al, 2007a, b; Martinez et al, 2008; Reece-
Hoyes et al, 2009). Most importantly, the Y1H system uniquely
enabled us to delineate a GRN pertaining to physiology
because it can be used with multiple genes to retrieve multiple
TFs. Indeed, more than 10% of all predicted C. elegans TFs
(Reece-Hoyes et al, 2005) were retrieved in our network.

Our data provide the first insights into the organizing
principles of C. elegans GRNs that pertain to systems
physiology (Figure 8). The metabolic GRN is enriched for
NHRs compared with other, similarly mapped networks. NHRs
are known regulators of metabolic gene expression and this
enrichment, therefore, provides global support for the overall
quality of our network. NHRs regulate physiological gene
expression on interactions with small molecule ligands such as
hormones and fatty acids (Chawla et al, 2001). Thus, NHRs can
be viewed as metabolic sensors that rapidly respond to
physiological or environmental cues, allowing them to quickly
change the expression of their target genes. The C. elegans
family of NHRs has greatly expanded compared with other

animals, and this expansion only involves duplications of an
ancestral HNF4 gene, of which there is one in flies and two in
humans, but 269 in C. elegans. Interestingly, the remarkable
abundance and diversity of NHRs have also been observed in
other nematodes. The genomes of both C. briggsae (232 NHRs)
and C. remanei (256 NHRs) encode comparable numbers of
NHRs (Haerty et al, 2008). Although there is about 50%
reciprocal orthology, the remaining half of these NHRs are
unique to each species. This suggests that NHRs evolve more
rapidly than other types of TFs, which may be important in the
adaptation to different environmental needs.

The metabolic GRN is highly modular and most NHRs occur
in two TF modules. Network modularity has been proposed to
facilitate rapid and robust changes in gene expression (Ravasz
et al, 2002; Babu et al, 2004). Previously, it has been shown
that biochemical networks composed of reactions between
metabolic enzymes and their substrates are modular as well
(Ravasz et al, 2002). Thus, we propose that C. elegans has
acquired modularity in multiple layers of its physiological
networks (Figure 8).

Several NHRs in the modules have highly similar amino acid
sequences, and may share target genes because they bind
similar DNA motifs. However, the observation that RNAi of
most of these NHRs confer a similar metabolic phenotype
suggests that they are not simply redundant. Indeed, it has
been shown that the delta-9 fatty acid desaturase gene, fat-7, is
regulated by at least two NHRs: NHR-49 and NHR-80 (Brock
et al, 2006). NHRs are expressed in a variety of tissues,
including the intestine and hypodermis (Reece-Hoyes et al,
2007; Vermeirssen et al, 2007a; this study). Thus, it could be
that NHRs respond to signals and regulate overlapping sets of
target genes in different tissues or under different conditions.
C. elegans is a pseudocoelomate with a simple alimentary
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system composed of the pharynx, intestine and rectum. This is
in contrast to larger animals such as flies and mammals that
have specialized organs for digestion, detoxification and
endocrine signaling such as liver, kidney and pancreas.
C. elegans live in soil and need to rapidly respond to changes
in food conditions and other cues such as toxins or pathogens.
As NHRs directly interact with diffusible ligands, expansion of
this family could result in an increase in the capacity of the
animal to directly respond to different physiological or
environmental cues, thereby providing an adaptive advantage.

We previously found that dimerization, spatiotemporal
expression and target gene specificity all contribute equally
to divergence in the C. elegans bHLH family of TFs (Grove et al,
2009). It is likely that differential interactions with specific
ligands provide an additional layer of divergence for C. elegans
NHRs. So far, only a single NHR ligand in C. elegans has been
identified (Motola et al, 2006). Future experiments will
uncover additional ligands and will reveal whether each
NHR responds to a single ligand, or if there may be redundancy
or even modularity at this level as well. In addition, protein–
protein interactions will provide additional complexity. For
instance, NHR-49 dimerizes with many NHRs, at least three of
which have a fat storage phenotype when knocked down by
RNAi. Many NHRs in the GRN interact with the transcriptional
cofactor MDT-15. In the future, it will be important to integrate
interactions involving microRNAs, RNA-binding proteins and
kinases into physiological GRNs to further our understanding
of the organizing principles of complex cellular networks and
how these principles relate to network functionality and
evolution.

Materials and methods

Promoter cloning

Gene promoters were defined and cloned as described (Dupuy et al,
2004). Briefly, promoters were amplified from C. elegans (N2) genomic
DNA by PCR, cloned into two Y1H reporter Destination vectors
through Gateway cloning and integrated into the genome of
Saccharomyces cerevisiae (YM4271) to create Y1H bait strains as
described (Deplancke et al, 2006b). In total, 71 Y1H bait strains were
successfully generated and screened in Y1H assays. Primer sequences
and detailed information about Y1H bait strains are provided in
Supplementary Table S1.

Y1H assays

Y1H assays were performed as described (Deplancke et al, 2006b;
Vermeirssen et al, 2007a; Martinez et al, 2008). Two different prey
libraries (AD-wrmcDNA, Walhout et al, 2000b) and AD-TF mini-
library (Deplancke et al, 2004) were used to screen each Y1H bait strain
to identify interacting TFs. All interactions were retested in fresh yeast
by PCR/gap repair (Deplancke et al, 2006b). The ORFs of preys that
retested were PCR amplified from corresponding yeast strains and
were sequenced by Agencourt Bioscience Corporation. Interacting TFs
were identified using the BLASTX algorithm. In total, 306 unique
interaction sequence tags were obtained (Walhout et al, 2000a). Y1H
matrix experiments were performed by transforming available prey
clones of all interacting TFs obtained in the screens, and several TFs
found earlier (Deplancke et al, 2006a; Vermeirssen et al, 2007a;
Martinez et al, 2008) into each Y1H bait strain individually (174 preys
were used in total; Supplementary Table S2). Each metabolic gene
promoter–TF interaction was evaluated using a standardized and
stringent Y1H scoring and filtering system (Vermeirssen et al, 2007a).
Only interactions with a score X5 were considered (Supplementary

Table S3). All interactions are available in the EDGEdb database
(Barrasa et al, 2007).

TOC analysis

TOC analysis and clustering was performed as described (Vermeirssen
et al, 2007a).

Y2H matrix assays

Y2H matrix assays were performed by mating as described (Walhout
and Vidal, 2001; Vermeirssen et al, 2007b). The DB-MDT-15-NT
construct (Taubert et al, 2006) was transformed into MaV103 yeast and
used as bait. This bait strain was mated against C. elegans TF array
(wTF2.1), which consists of 755 TFs (Vermeirssen et al, 2007b).
Diploids were selected on permissive media (Sc-Leu-Trp) and
subsequently replica plated onto selective media (Sc-His-Leu-
Trpþ 20 mM 3-amino-1,2,4-triazole) to assay for HIS3 reporter gene
activity. Diploids that grew on these plates were picked and assayed for
LacZ reporter gene activation. Only TFs that conferred positive read-
outs in both reporter gene assays were considered as interacting TFs.
The identities of the interacting prey TFs were determined based on
their position in the array, and confirmed by sequencing.

C. elegans strains and growth conditions

C. elegans N2-Bristol strain was used as wild type. For a complete list of
strains used and generated in this study, see Supplementary Table S6.
All strains were maintained at 201C as described (Brenner, 1974). The
alleles, nhr-45(tm1307), and nhr-86(tm2590) were generously pro-
vided by the National Bioresource Project, Japan. All deletion strains
were out-crossed at least four times with N2.

Starvation experiments
The assays were done as described (Van Gilst et al, 2005a, b). Briefly,
animals were collected and washed several times with M9 buffer to
remove residual bacteria. The animals were then plated onto
nematode growth medium (NGM) that did not contain food, and
allowed to fast on these plates for 12 h at 201C, and then scored for
hypodermal GFP expression. After the starvation period, animals were
transferred back on NGM plates with food and allowed to recover for
24 h at 201C, and then scored for hypodermal GFP expression. The data
reported in Figure 7A were obtained by using synchronized L1 stage
animals for starvation assays. Similar results were obtained with L3
stage animals (data not shown).

RNAi experiments

We generated RNAi constructs for nhr-86, nhr-234, nhr-109, nhr-273,
nhr-41, nhr-178, nhr-79, nhr-12, nhr-28, nhr-70 and nhr-102 by
transferring the full-length ORFs from ORFeome v3.1 into pL4440-
Dest-RNAi (Rual et al, 2004) through Gateway cloning. Additional
RNAi clones were cherry picked from the C. elegans RNAi library
(Kamath et al, 2003). HT115(DE3) bacterial strains carrying RNAi
constructs were grown in Luria Broth containing ampicillin (50mg/ml)
at 371C for 8–10 h until they reach OD600 B1.0. Bacteria were pelleted
by centrifugation, washed once with M9 buffer, resuspended in M9
buffer and seeded on NGM plates containing 5 mM IPTG and 50mg/ml
ampicillin. Bacteria were induced overnight at 221C. The next day,
either B30 synchronized L1 larvae (for Nile Red staining) or five L4
larvae (for GFP expression analyses) were placed on the plates. All
RNAi clones were verified by sequencing.

Vital Nile Red staining and quantification

Nile Red staining was performed as described (Ashrafi et al, 2003).
Briefly, Nile Red powder (N-1142 Molecular Probes, Invitrogen) was
dissolved in acetone to make a 0.5 mg/ml stock solution, which was
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kept at �201C. This stock solution was then diluted 1:500 in 1�
phosphate-buffered saline, and overlaid on top of NGM plates either
seeded with OP50 or with RNAi bacteria (HT115(DE3)). After the
plates were equilibrated overnight at 221C, synchronized L1 stage
animals were placed onto these plates. When animals reached the L4
stage (B36 h later at 201C), the phenotype assessment was done by
fluorescence microscopy (see below for details). To quantify Nile Red
pixel intensities, we followed the procedure outlined in Srinivasan et al
(2008). Identities of images were masked while recording data to
prevent observer bias. Statistical analysis of RNAi-coupled Nile Red
experiments of multiple NHRs was performed by one-way ANOVA,
followed by Dunnett’s Multiple Comparison post test, using GraphPad
Prism v.5.00 software.

Oil-Red-O staining and quantification

Oil-Red-O staining was performed as described in Soukas et al (2009).

Quantification of Oil-Red-O staining by image
processing
RGB images of stage-synchronized, 1-day old adult animals (n¼3)
were acquired using identical bright field settings to keep background
illumination constant across different samples. These images were
digitally oriented and cropped to include only the anterior part of
each worm, standardizing the area to be processed. The RGB
composite images were then split into each contributing color channel:
red, green and blue. Of the three, the green channel was selected
to further analyze pixel intensities, as it gives the best contrast for
the red Oil-Red-O stain. The images were inverted to make the
background dark, and thresholded to separate stained areas from
the background using ImageJ software. The number of pixels
corresponding to various pixel intensities from the thresholded areas
was counted and plotted.

Microscopy

Nomarski and fluorescence images were obtained using a Zeiss
Axioscope 2þ microscope. Images of GFP expression or Nile Red
fluorescence were captured using a digital CCD camera (Hamamatsu
C4742-95-12ERG) and Axiovision (Zeiss) software. GFP fluorescence
images were obtained using a FITC filter (excitation 460–500 nm,
emission 510–565 nm). Nile Red fluorescence images were taken using
a rhodamine filter (excitation 525–555 nm, emission 575–630 nm).
Animals were placed into a drop of 0.1% sodium azide in M9 buffer on
a fresh 2% agarose pad for observation. Oil-Red-O images were
acquired using Zeiss AxioCam HRc color CCD camera.

Generation of promoterHGFP transgenic
C. elegans and quantification of GFP expression

Transgenic animals were created by ballistic transformation into
unc-119(ed3) animals as described (Reece-Hoyes et al, 2007), with
the exception that Pnhr-86Hnhr-86ORFHGFP was cloned by multi-site
Gateway LR reaction into pDEST-MB14 (Dupuy et al, 2004). The
promoter sequences used to generate promoterHGFP constructs
were identical to those used in Y1H assays. For each GFP construct
we obtained up to 10 independent lines that all showed identical
GFP expression patterns (data not shown). When available, an
integrated, or alternatively the best transmitting line, was selected
for subsequent experiments. GFP expression was scored for each
genotype in at least 25 animals, and each experiment was repeated at
least twice.

Genetic rescue experiments

The nhr-86 rescue strain was generated by crossing nhr-86(tm2590)
mutants to the VL505 strain, which carries the Pnhr-86Hnhr-
86ORFHGFP construct (Supplementary Table S6). The nhr-45 rescuing

fragment was PCR amplified using the forward primer CTCTTCATTAT
GCATTTTTGTTC and the reverse primer TCACTGGAAACGTGAGAGT
CA from C. elegans (N2) genomic DNA. This fragment consists of the
genomic sequences 2 kb upstream of the translational start site of
nhr-45, nhr-45 gene itself, and 487 bp downstream of the 30end of nhr-
45. The PCR band corresponding to the expected size was gel purified
and sequence verified. Transgenic animals were generated by
microinjecting 10 ng/ml of the purified PCR product along with
80 ng/ml of the coinjection marker plasmid pRF4, which carries the
marker gene rol-6(su1006) into the germline of the VL739 strain
(Supplementary Table S6) (Mello et al, 1991).

Immunoblotting

C. elegans total protein extract preparation
L4 stage animals were collected and washed with sterile water.
Animals were homogenized by sonicating in lysis buffer (50 mM
Tris–HCl pH 7.5, 150 mM NaCl, 1 mM EDTA, 1% Triton-X, 1 mM DTT,
and Roche Complete protease inhibitors). The lysates were cleared by
centrifugation and protein concentrations were determined using
Bio-Rad Dc Protein Assay (cat. #: 500–0116). In all, 100 mg of total
protein extract was loaded in each lane.

Yeast sample preparation
Yeast strains were grown in YEPD liquid medium at 301C with a
starting density of OD600 B0.1 until they reach an OD600 B0.6–0.8.
For each sample, 1 ml of liquid culture was pelleted and washed with
sterile water. The pellet was then resuspended in freshly made, ice-cold
150 mM NaOH solution. After incubating on ice for 15 min, the cells
were pelleted, resuspended in 20ml of 2� Laemmli buffer, boiled for
5 min and loaded in equal amounts onto the gel. In both cases, proteins
were separated using NuPAGE 4–12% Bis–Tris gels (Invitrogen, cat #:
NP0323), and transferred onto PVDF membranes. The membranes
were incubated overnight at 41C with primary antibodies, followed by
standard immunoblotting techniques.

Antibodies
We raised a polyclonal anti-NHR-86(NT) antibody in rabbits using an
N-terminal peptide (SQFRPEKKEKSTCSIC, AnaSpec Inc., San Jose,
CA), and used this at a final concentration of 1 mg/ml. For detecting
Gal4AD fusions from yeast extracts, an anti-Gal4AD antibody from
Sigma (cat #: G9293) was used.

Supplementary information

Supplementary information is available at the Molecular Systems
Biology website (www.nature.com/msb).

Acknowledgements
This work was supported by NIH Grants DK068429 and DK071713,
and by Grant number 5 P30 DK32520 from the National Institute
of Diabetes and Digestive and Kidney Diseases to AJMW and NIH
Grant CA020535 to KRY. AJMW is a member of the UMass DERC
(DK32520). ST was supported by postdoctoral fellowships of the
American Heart Association and the American Federation for
Aging Research. We thank members of our laboratories, Heidi
Tissenbaum, YongXu Wang, Eric Baehrecke, Pedro Batista and Job
Dekker for comments and discussions, Inma Barrasa for statistical
advice, and Eunsoo Kwon for the daf-2 RNAi clone. Special thanks
to Shohei Mitani for the nhr-86(tm2590) and nhr-45(tm1307) mutant
C. elegans strains.

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

Functional modularity of C. elegans NHRs
HE Arda et al

12 Molecular Systems Biology 2010 & 2010 EMBO and Macmillan Publishers Limited

www.nature.com/msb


References

Alon U (2007) Network motifs: theory and experimental approaches.
Nat Rev Genet 8: 450–461

Antebi A, Yeh WH, Tait D, Hedgecock EM, Riddle DL (2000) daf-12
encodes a nuclear receptor that regulates the dauer diapause and
developmental age in C. elegans. Genes Dev 14: 1512–1527

Arda HE, Walhout AJM (2010) Gene-centered regulatory networks.
Brief Funct Genomic Proteomic 9: 4–12

Ashrafi K, Chang FY, Watts JL, Fraser AG, Kamath RS, Ahringer J,
Ruvkun G (2003) Genome-wide RNAi analysis of Caenorhabditis
elegans fat regulatory genes. Nature 421: 268–272

Babu MM, Luscombe NM, Aravind L, Gerstein M, Teichmann SA
(2004) Structure and evolution of transcriptional regulatory
networks. Curr Opin Struct Biol 14: 283–291

Barrasa MI, Vaglio P, Cavasino F, Jacotot L, Walhout AJM (2007)
EDGEdb: a transcription factor-DNA interaction database for the
analysis of C. elegans differential gene expression. BMC Genomics
8: 21

Baugh LR, Demodena J, Sternberg PW (2009) RNA Pol II accumulates
at promoters of growth genes during developmental arrest. Science
324: 92–94

Baugh LR, Hill AA, Claggett JM, Hill-Harfe K, Wen JC, Slonim DK,
Brown EL, Hunter CP (2005) The homeodomain protein PAL-1
specifies a lineage-specific regulatory network in the C. elegans
embryo. Development 132: 1843–1854

Brenner S (1974) The genetics of Caenorhabditis elegans. Genetics 77:
71–94

Brock TJ, Browse J, Watts JL (2006) Genetic regulation of unsaturated
fatty acid composition in C. elegans. PLoS Genet 2: e108

Chawla A, Repa JJ, Evans RM, Mangelsdorf DJ (2001) Nuclear
receptors and lipid physiology: opening the X-files. Science 294:
1866–1870

Davidson E, Levine M (2005) Gene regulatory networks. Proc Natl
Acad Sci USA 102: 4935

Davidson EH, Rast JP, Oliveri P, Ransick A, Calestani C, Yuh CH,
Minokawa T, Amore G, Hinman V, Arenas-Mena C, Otim O, Brown
CT, Livi CB, Lee PY, Revilla R, Rust AG, Pan ZJ, Schilstra MJ, Clarke
PJC, Arnone MI et al (2002) A genomic regulatory network for
development. Science 295: 1669–1678

Deplancke B, Dupuy D, Vidal M, Walhout AJM (2004) A
Gateway-compatible yeast one-hybrid system. Genome Res 14:
2093–2101

Deplancke B, Mukhopadhyay A, Ao W, Elewa AM, Grove CA, Martinez
NJ, Sequerra R, Doucette-Stam L, Reece-Hoyes JS, Hope IA,
Tissenbaum HA, Mango SE, Walhout AJM (2006a) A gene-
centered C.elegans protein-DNA interaction network. Cell 125:
1193–1205

Deplancke B, Vermeirssen V, Arda HE, Martinez NJ, Walhout AJM
(2006b) Gateway-compatible yeast one-hybrid screens. Cold Spring
Harb Protoc (doi:101101/pdb.prot4590)

Dupuy D, Li Q, Deplancke B, Boxem M, Hao T, Lamesch P, Sequerra R,
Bosak S, Doucette-Stam L, Hope IA, Hill D, Walhout AJM, Vidal M
(2004) A first version of the Caenorhabditis elegans promoterome.
Genome Res 14: 2169–2175

Grove CA, deMasi F, Barrasa MI, Newburger D, Alkema MJ, Bulyk ML,
Walhout AJM (2009) A multiparameter network reveals extensive
divergence between C. elegans bHLH transcription factors. Cell 138:
314–327

Haerty W, Artieri C, Khezri N, Singh RS, Gupta BP (2008) Comparative
analysis of function and interaction of transcription factors in
nematodes: extensive conservation of orthology coupled to rapid
sequence evolution. BMC Genomics 9: 399

Harbison CT, Gordon DB, Lee TI, Rinaldi NJ, Macisaac KD, Danford
TW, Hannett NM, Tagne JB, Reynolds DB, Yoo J, Jennings EG,
Zeitlinger J, Pokholok DK, Kellis M, Rolfe PA, Takusagawa KT,
Lander ES, Gifford DK, Fraenkel E, Young RA (2004)
Transcriptional regulatory code of a eukaryotic genome. Nature
431: 99–104

Hunt-Newbury R, Viveiros R, Johnsen R, Mah A, Anastas D, Fang L,
Halfnight E, Lee D, Lin J, Lorch A, McKay S, Okada HM, Pan J,
Schulz AK, Tu D, Wong K, Zhao Z, Alexeyenko A, Burglin T,
Sonnhammer E et al (2007) High-throughput in vivo analysis of
gene expression in Caenorhabditis elegans. PLoS Biol 5: e237

Kamath RS, Fraser AG, Dong Y, Poulin G, Durbin R, Gotta M, Kanapin
A, Le Bot N, Moreno S, Sohrmann M, Welchman DP, Zipperlen P,
Ahringer J (2003) Systematic functional analysis of the
Caenorhabditis elegans genome using RNAi. Nature 421: 231–237

Kim TH, Ren B (2006) Genome-wide analysis of protein-DNA
interactions. Annu Rev Genomics Hum Genet 7: 81–102

Li S, Liu C, Li N, Hao T, Han T, Hill DE, Vidal M, Lin JD (2008a)
Genome-wide coactivation analysis of PGC-1a identifies BAF60a as
a regulator of hepatic lipid metabolism. Cell Metabolism 8: 105–117

Li XY, MacArthur S, Bourgon R, Nix D, Pollard DA, Iyer VN, Hechmer
A, Simirenko L, Stapleton M, Luengo Hendriks CL, Chu HC, Ogawa
N, Inwood W, Sementchenko V, Beaton A, Weiszmann R, Celniker
SE, Knowles DW, Gingeras TR, Speed TP et al (2008b) Transcription
factors bind thousands of active and inactive regions in the
Drosophila blastoderm. PLoS Biol 6: e27

Lin J, Handschin C, Spiegelman BM (2005) Metabolic control through
the PGC-1 family of transcription coactivators. Cell Metab 1:
361–370

Maduro MF, Rothman JH (2002) Making worm guts: the gene
regulatory network of the Caenorhabditis elegans endoderm. Dev
Biol 246: 68–85

Maglich JM, Sluder A, Guan X, Shi Y, McKee DD, Carrick K, Kamdar K,
Willson TM, Moore JT (2001) Comparison of complete nuclear
receptor sets from the human, Caenorhabditis elegans and
Drosophila genomes. Genome Biol 2: R0029

Magner DB, Antebi A (2008) Caenorhabditis elegans nuclear receptors:
insights into life traits. Trends Endocrinol Metab 19: 153–160

Martinez NJ, Ow MC, Barrasa MI, Hammell M, Sequerra R, Doucette-
Stamm L, Roth FP, Ambros V, Walhout AJM (2008) A C. elegans
genome-scale microRNA network contains composite feedback
motifs with high flux capacity. Genes Dev 22: 2535–2549

Mello CC, Kramer JM, Stinchcomb D, Ambros V (1991) Efficient gene
transfer in C. elegans: extrachromosomal maintenance and
integration of transforming sequences. EMBO J 10: 3959–3970

Milo R, Shen-Orr S, Itzkovitz S, Kashtan N, Chklovskii D, Alon U
(2002) Network motifs: simple building blocks of complex
networks. Science 298: 824–827

Motola DL, Cummins CL, Rottiers V, Sharma KK, Li T, Li Y, Suino-
Powell K, Xu HE, Auchus RJ, Antebi A, Mangelsdorf DJ (2006)
Identification of ligands for DAF-12 that govern dauer formation
and reproduction in C. elegans. Cell 124: 1209–1223

Naar AM, Thakur JK (2009) Nuclear receptor-like transcription factors
in fungi. Genes Dev 23: 419–432

Odom DT, Dowell RD, Jacobsen ES, Nekludova L, Rolfe PA, Danford
TW, Gifford DK, Fraenkel E, Bell GI, Young RA (2006) Core
transcriptional regulatory circuitry in human hepatocytes. Mol Syst
Biol 2: 0017

Palanker L, Tennessen JM, Lam G, Thummel CS (2009) Drosophila
HNF4 regulates lipid mobilization and b-oxidation. Cell Metab 9:
228–239

Rabbitts BM, Ciotti MK, Miller NE, Kramer M, Lawrenson AL, Levitte
S, Kremer S, Kwan E, Weis AM, Hermann GJ (2008) glo-3, a novel
Caenorhabditis elegans gene, is required for lysosome-related
organelle biogenesis. Genetics 180: 857–871

Ravasz E, Somera AL, Mongru DA, Oltvai ZN, Barabasi AL (2002)
Hierarchical organization of modularity in metabolic networks.
Science 297: 1551–1555

Reboul J, Vaglio P, Rual JF, Lamesch P, Martinez M, Armstrong CM,
Li S, Jacotot L, Bertin N, Janky R, Moore T, Hudson Jr JR,
Hartley JL, Brasch MA, Vandenhaute J, Boulton S, Endress GA,
Jenna S, Chevet E, Papasotiropoulos V et al (2003) C. elegans
ORFeome version 11: experimental verification of the genome
annotation and resource for proteome-scale protein expression. Nat
Genet 34: 35–41

Functional modularity of C. elegans NHRs
HE Arda et al

& 2010 EMBO and Macmillan Publishers Limited Molecular Systems Biology 2010 13



Reece-Hoyes JS, Deplancke B, Barrasa MI, Hatzold J, Smit RB, Arda
HE, Pope PA, Gaudet J, Conradt B, Walhout AJM (2009) The
C. elegans Snail homolog CES-1 can activate gene expression in vivo
and share targets with bHLH transcription factors. Nucleic Acids Res
37: 3689–3698

Reece-Hoyes JS, Deplancke B, Shingles J, Grove CA, Hope IA, Walhout
AJM (2005) A compendium of C. elegans regulatory transcription
factors: a resource for mapping transcription regulatory networks.
Genome Biol 6: R110

Reece-Hoyes JS, Shingles J, Dupuy D, Grove CA, Walhout AJM, Vidal
M, Hope IA (2007) Insight into transcription factor gene duplication
from Caenorhabditis elegans Promoterome-driven expression
patterns. BMC Genomics 8: 27

Resendis-Antonio O, Freyre-Gonzalez JA, Menchaca-Mendez R,
Gutierrez-Rios RM, Martinez-Antonio A, Avila-Sanchez C,
Collado-Vides J (2005) Modular analysis of the transcriptional
regulatory network of E. coli. Trends Genet 21: 16–20

Ririe TO, Fernandes JS, Sternberg P (2008) The Caenorhabditis elegans
vulva: a post-embryonic gene regulatory network controlling
organogenesis. Proc Natl Acad Sci USA 105: 20095–20099

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, Vidal M
(2004) Toward improving Caenorhabditis elegans phenome
mapping with an ORFeome-based RNAi library. Genome Res 14:
2162–2168

Sandmann T, Girardot C, Brehme M, Tongprasit W, Stolc V, Furlong EE
(2007) A core transcriptional network for early mesoderm
development in Drosophila melanogaster. Genes Dev 21: 436–449

Schroeder LK, Kremer S, Kramer MJ, Currie E, Kwan E, Lawrenson AL,
Hermann GJ (2007) Function of the Caenorhabditis elegans ABC
transporter PGP-2 in the biogenesis of a lysosome-related fat
storage organelle. Mol Biol Cell 18: 995–1008

Segal E, Shapira M, Regev A, Pe’er D, Boststein D, Koller D, Friedman N
(2003) Module networks: identifying regulatory modules and their
condition-specific regulators from gene expression data. Nat Genet
34: 166–176

Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin
N, Schwikowski B, Ideker T (2003) Cytoscape: a software
environment for integrated models of biomolecular interaction
networks. Genome Res 13: 2498–2504

Soukas AA, Kane EA, Carr CE, Melo JA, Ruvkun G (2009) Rictor/
TORC2 regulates fat metabolism, feeding, growth, and life span in
Caenorhabditis elegans. Genes Dev 23: 496–511

Srinivasan S, Sadegh L, Elle IC, Christensen AG, Faergeman NJ, Ashrafi
K (2008) Serotonin regulates C. elegans fat and feeding through
independent molecular mechanisms. Cell Metab 7: 533–544

Taubert S, Hansen M, Van Gilst MR, Cooper SB, Yamamoto KR (2008)
The Mediator subunit MDT-15 confers metabolic adaptation to
ingested material. PLoS Genet 4: e1000021

Taubert S, Van Gilst MR, Hansen M, Yamamoto KR (2006) A mediator
subunit, MDT-15, integrates regulation of fatty acid metabolism by
NHR-49-dependent and -independent pathways in C elegans. Genes
Dev 20: 1137–1149

Van Gilst MR, Hadjivassiliou H, Yamamoto KR (2005a) A
Caenorhabditis elegans nutrient response system partially
dependent on nuclear receptor NHR-49. Proc Natl Acad Sci USA
102: 13496–13501

Van Gilst MR, Hajivassiliou H, Jolly A, Yamamoto KR (2005b) Nuclear
hormone receptor NHR-49 controls fat consumption and fatty acid
composition in C. elegans. PLoS Biol 3: e53

Vaquerizas JM, Kummerfeld SK, Teichmann SA, Luscombe NM (2009)
A census of human transcription factors: function, expression and
evolution. Nat Rev Genet 10: 252–263

Vermeirssen V, Barrasa MI, Hidalgo C, Babon JAB, Sequerra R,
Doucette-Stam L, Barabasi AL, Walhout AJM (2007a) Transcription
factor modularity in a gene-centered C. elegans core neuronal
protein-DNA interaction network. Genome Res 17: 1061–1071

Vermeirssen V, Deplancke B, Barrasa MI, Reece-Hoyes JS, Arda HE,
Grove CA, Martinez NJ, Sequerra R, Doucette-Stamm L, Brent M,
Walhout AJM (2007b) Matrix and Steiner-triple-system smart
pooling assays for high-performance transcription regulatory
network mapping. Nat Methods 4: 659–664

Walhout AJM (2006) Unraveling transcription regulatory networks by
protein-dNA and protein-protein interaction mapping. Genome Res
16: 1445–1454

Walhout AJM, Sordella R, Lu X, Hartley JL, Temple GF, Brasch MA,
Thierry-Mieg N, Vidal M (2000a) Protein interaction mapping in C.
elegans using proteins involved in vulval development. Science
287: 116–122

Walhout AJM, Temple GF, Brasch MA, Hartley JL, Lorson MA, van den
Heuvel S, Vidal M (2000b) GATEWAY recombinational cloning:
application to the cloning of large numbers of open reading frames
or ORFeomes. Methods Enzymol 328: 575–592

Walhout AJM, Vidal M (2001) High-throughput yeast two-hybrid
assays for large-scale protein interaction mapping. Methods 24:
297–306

Yamagata K, Furuta H, Oda N, Kaisaki PJ, Menzel S, Cox NJ, Fajans SS,
Signorini S, Stoffel M, Bell GI (1996) Mutations in the hepatocyte
nuclear factor-4alpha gene in maturity-onset diabetes of the young
(MODY1). Nature 384: 458–460

Yang F, Vought BW, Satterlee JS, Walker AK, Jim Sun ZY, Watts JL,
DeBeaumont R, Saito RM, Hyberts SG, Yang S, Macol C, Iyer L,
Tjian R, van den Heuvel S, Hart AC, Wagner G, Naar AM (2006) An
ARC/Mediator subunit required for SREBP control of cholesterol
and lipid homeostasis. Nature 442: 700–704

Zeitlinger J, Stark A, Kellis M, Hong JW, Nechaev S, Adelman K, Levine
M, Young RA (2007) RNA polymerase stalling at developmental
control genes in the Drosophila melanogaster embryo. Nat Genet
39: 1512–1516

Molecular Systems Biology is an open-access journal
published by European Molecular Biology Organiza-

tion and Nature Publishing Group.
This article is licensed under a Creative Commons Attribution-
Noncommercial-No Derivative Works 3.0 Licence.

Functional modularity of C. elegans NHRs
HE Arda et al

14 Molecular Systems Biology 2010 & 2010 EMBO and Macmillan Publishers Limited


	Functional modularity of nuclear hormone receptors in a Caenorhabditis elegans metabolic gene regulatory network
	Introduction
	Results
	A gene-centered GRN of C. elegans metabolic genes
	NHRs organize into functional modules
	MDT-15 specifically interacts with NHRs that occur in the metabolic GRN

	Figure 1 (A) C.
	An integrated NHR network

	Figure 2 Analysis of vital Nile Red staining of NHR knockdowns.
	Figure 3 Oil-Red-O staining analysis of NHR knockdown experiments.
	NHR-86: a metabolic TF with high-flux capacity

	Figure 4 MDT-15 specifically interacts with NHRs in the metabolic GRN.
	NHR-178 and NHR-45 respond to nutrient availability

	Discussion
	Figure 5 An integrated NHR network.
	Figure 6 Analysis of NHR-86.
	Figure 7 An NHR gene circuit that responds to nutrient availability.
	Figure 8 Model for the organizing principles of C.
	Materials and methods
	Promoter cloning
	Y1H assays
	TOC analysis
	Y2H matrix assays
	C. elegans strains and growth conditions
	Starvation experiments

	RNAi experiments
	Vital Nile Red staining and quantification
	Oil-Red-O staining and quantification
	Quantification of Oil-Red-O staining by image processing 

	Microscopy
	Generation of promoterColonGFP transgenic C. elegans and quantification of GFP expression
	Genetic rescue experiments
	Immunoblotting
	C. elegans total protein extract preparation
	Yeast sample preparation
	Antibodies

	Supplementary information

	Conflict of Interest
	References




