UCSF

UC San Francisco Previously Published Works

Title
Germline signals deploy NHR-49 to modul
somatic tissues of C. elegans.

Permalink
https://escholarship.org/uc/item/0k09s21H

Journal
PLoS Genetics, 10(12)

Authors
Ratnappan, Ramesh
Amrit, Francis
Chen, Shaw-Wen

Publication Date
2014-12-01

DOI
10.1371/journal.pgen.1004829

Copyright Information

ate fatty-acid p-oxidation and desaturation in

This work is made available under the terms of a Creative Commons Attribution License,

available at https://creativecommons.or

Peer reviewed

eScholarship.org

licenses/by/4.0

Powered by the California Diqital Library

University of California


https://escholarship.org/uc/item/0k09s21b
https://escholarship.org/uc/item/0k09s21b#author
https://creativecommons.org/licenses/by/4.0/
https://escholarship.org
http://www.cdlib.org/

OPEN 8 ACCESS Freely available online

@. PLOS ‘ GENETICS

Germline Signals Deploy NHR-49 to Modulate Fatty-Acid
B-Oxidation and Desaturation in Somatic Tissues of C.

elegans

Ramesh Ratnappan’, Francis R. G. Amrit', Shaw-Wen Chen?, Hasreet Gill'", Kyle Holden", Jordan Ward?,
Keith R. Yamamoto?, Carissa P. Olsen?, Arjumand Ghazi'*

1 Department of Pediatrics, University of Pittsburgh School of Medicine, Pittsburgh, Pennsylvania, United States of America, 2 Division of Basic Sciences, Fred Hutchinson
Cancer Research Center, Seattle, Washington, United States of America, 3 Department of Cellular and Molecular Pharmacology, University of California, San Francisco, San

Francisco, California, United States of America

Abstract

In C. elegans, removal of the germline extends lifespan significantly. We demonstrate that the nuclear hormone receptor,
NHR-49, enables the response to this physiological change by increasing the expression of genes involved in mitochondrial
B-oxidation and fatty-acid desaturation. The coordinated augmentation of these processes is critical for germline-less
animals to maintain their lipid stores and to sustain de novo fat synthesis during adulthood. Following germline ablation,
NHR-49 is up-regulated in somatic cells by the conserved longevity determinants DAF-16/FOXO and TCER-1/TCERG1.
Accordingly, NHR-49 overexpression in fertile animals extends their lifespan modestly. In fertile adults, nhr-49 expression is
DAF-16/FOXO and TCER-1/TCERG1 independent although its depletion causes age-related lipid abnormalities. Our data
provide molecular insights into how reproductive stimuli are integrated into global metabolic changes to alter the lifespan
of the animal. They suggest that NHR-49 may facilitate the adaptation to loss of reproductive potential through
synchronized enhancement of fatty-acid oxidation and desaturation, thus breaking down some fats ordained for
reproduction and orchestrating a lipid profile conducive for somatic maintenance and longevity.
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Introduction

Many studies have documented the apparent trade-off between
aging and reproduction as reduced fertility is associated with
increased lifespan in several species [1-3]. However, reproductive
fitness also confers distinct physiological benefits [4,5]. A growing
body of evidence underscores the complex interactions between
aging and reproduction [6-9] but the mechanisms underlying this
dynamic relationship remain obscure.

Aging and reproduction are both inextricably connected to the
energetics of fat metabolism. Reproduction is an energy-intensive
process that relies heavily on lipid supplies and is influenced by
lipid homeostasis. Epidemiological data indicate that obesity and
low-body weight together account for ~12% of female infertility
[10]. Reproductive senescence in women and other female
mammals is marked by re-organization of body fat and frequently
associated with weight gain [11]. Similarly, obesity not only
increases the susceptibility to a host of age-related diseases such as
diabetes and CVD, it may also directly accelerate the aging clock
by hastening telomere attrition [12]. Thus, it would appear that
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lipid metabolism influences both reproduction and the rate of
aging and may provide the basis for the impact of these processes
on each other. These molecular underpinnings are poorly
understood and identifying them has relevance for multiple
aspects of human health, procreation and longevity.

In recent years, the nematode Caenorhabditis elegans has
provided unique insights into the effect of reproductive status on
the rate of organismal aging [7-9]. In C. elegans, sperm and
oocytes are generated from a population of totipotent, proliferat-
ing germline-stem cells (GSCs) whose removal increases lifespan
and enhances stress resistance [13,14]. This phenomenon is not
just a peculiarity of a hermaphroditic worm, since similar lifespan
extension is exhibited by Drosophila melanogaster and other insect
and worm species following germline removal [15-17]. Moreover,
ovarian transplantation experiments in mice [18] and studies in
human populations [19] suggest that the reproductive control of
lifespan may be widely prevalent in nature.

The longevity of germline-ablated C. elegans is entirely
dependent upon the presence of the conserved, pro-longevity
FOXO-family transcription factor, DAF-16 [13]. DAF-16 is part
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Author Summary

Much is known about how increasing age impairs fertility
but we know little about how reproduction influences rate
of aging in animals. Studies in model organisms such as
worms and flies have begun to shed light on this
relationship. In worms, removing germ cells that give rise
to sperm and oocytes extends lifespan, increases endur-
ance and elevates fat. Fat metabolism and hormonal
signals play major roles in this lifespan augmentation but
the genetic mechanisms involved are poorly understood.
We show that a gene, nhr-49, enhances worm lifespan
following germ-cell removal. NHR-49 is increased in
animals that lack germ cells by conserved longevity
proteins, DAF-16 and TCER-1. NHR-49, in turn, increases
levels of genes that help burn fat and convert saturated
fats into unsaturated forms. Through synchronized en-
hancement of these processes, NHR-49 helps eliminate
excess fat delegated for reproduction and converts lipids
into forms that favor a long life. NHR-49 impacts these
processes during aging in normal animals too, but using
different regulatory mechanisms. Our data helps under-
stand how normal lipid metabolic processes can be
harnessed to adapt to physiological fluctuations brought
on by changes in the reproductive status of animals.

of a transcriptional network that is activated in intestinal cells
when the germline is eliminated [20]. DAF-16 is a shared
longevity determinant that increases lifespan in response to
multiple stimuli, including reduced insulin/IGF1 signaling (IIS)
[21]. On the other hand, TCER-1, the worm homolog of the
conserved, human transcription elongation and splicing factor,
TCERG! [22], specifically promotes longevity associated with
germline loss [23]. Other components of the intestinal transcrip-
tional network include regulators of cellular processes such as
autophagy (PHA-4, HLH-30) [24,25], heat-shock response (HSF-
1) [26], oxidative stress (SKIN-1) [27] and transcriptional co-factors
(SMK-1) [28]. In addition to these proteins, a steroid signaling
cascade that includes the nuclear hormone receptor (NHR), DAF-
12, and components of a lipophilic-hormonal pathway that
synthesize the DAF-12-ligand, dafachronic acid (DA), enhance
the lifespan of germline-ablated animals ([29]; reviewed in [7,9]).
DAF-12 mediates the up-regulation of another NHR, NHR-80,
that is in turn required for the increased expression of fatty-acid
desaturases that catalyze the conversion of stearic acid (SA, C18:0)
to oleic acid (OA, C18:1n9) [30]. DAF-12 also promotes DAF-16
nuclear localization in intestinal cells following germline ablation
[31]. Several lines of evidence suggest that DAF-16-mediated
lifespan extension relies on modulation of fat metabolism, at least
in part, and involves lipophilic signaling [32,33]. However, the
mechanism through which DAF-16 orchestrates these lipid-
metabolic changes is not known. NHR-80 and DAF-16 function
in parallel pathways and NHR-80-mediated SA-to-OA conversion
is not sufficient to overcome the loss of DAF-16 [30]. Other lipid
regulators, including NHRs, which may act in the DAF-16
pathway to alter fat metabolism following germline removal are
yet to be identified.

DAF-12 and NHR-80 are two members of a family of ~284
NHRs represented in the worm genome, most of which have been
derived from a hepatocyte nuclear factor 4 alpha (HNF4a)
ancestor [34]. Many NHRs are lipid-sensing factors that respond
to fatty acid and steroid ligands to alter gene expression. One such
factor, NHR-49, shows sequence similarity to HNF4a, but
performs functions undertaken in vertebrates by peroxisome
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proliferator-activated receptor alpha (PPARa). PPARa is a
member of the PPAR family of proteins which plays essential
roles in vertebrate energy metabolism and it operates at the hub of
a regulatory complex that impacts fatty-acid uptake, lipoprotein
transport and mitochondrial- and peroxisomal B-oxidation [35].
In worms, NHR-49 regulates of mitochondrial- and peroxisomal
B-oxidation and fatty-acid desaturation during development and
under conditions of food scarcity [36,37]. nhr-49 mutants exhibit
metabolic abnormalities, shortened lifespan and reduced survival
upon nutrient deprivation [36,37]. NHR-49 expression is also
essential in a small group of GSCs that can survive long periods of
starvation to re-populate the gonad and restore reproductive
potential when the animal encounters food [38]. It is conceivable
that this protein has a pervasive role in promoting organismal
survival in diverse physiological contexts that induce metabolic
flux and require the restoration of lipid homeostasis.

Despite the identification of several genes that encode lipid-
modifying enzymes, how lipid homeostasis is re-established
following germline loss, and how this translates into enhanced
survival of the animal remains recondite. In this study, we identify
a group of NHRs required for the longevity of germline-less C.
elegans. We describe a role for one of these, NHR-49, in
enhancing lifespan through modulation of specific lipid-metabolic
pathways. We demonstrate that NHR-49 is transcriptionally up-
regulated by DAF-16 and TCER-1 in the soma upon germline
removal. NHR-49 causes the increased expression of multiple
genes involved in fatty-acid P-oxidation and desaturation,
triggering a metabolic shift towards lipid oxidation and an
unsaturated fatty acid (UFA)-rich lipid profile. NHR-49 is critical
for young germline-less adults to maintain their lipid reserves and
de novo fat synthesis, and overexpression of the protein in fertile
adults increases their lifespan modestly. nhr-49 single mutants
display similar biochemical and age-related lipid deficits but not
the widespread reduction in B-oxidation genes’ expression seen in
germline-less mutants. NHR-49 expression during normal aging is
DAF-16 and TCER-1 independent. It is also dispensable for the
lifespan extension mediated by reduced insulin/IGF1 signaling
(IS), a DAF-16-dependent longevity pathway, suggesting that the
DAF-16- and TCER-1-directed elevation of NHR-49 is especially
important for the metabolic and lifespan changes induced by
germline loss. Our results suggest that through the concerted
enhancement of fatty-acid oxidation and desaturation, NHR-49
may mediate the breakdown of fats designated for reproduction
and restore lipid homeostasis. Together, they provide evidence for
an important role for NHR-49 in adapting to loss of reproductive
potential and augmenting longevity.

Results

NHRs that act in the daf-16 and tcer-1 pathway to
promote longevity

Lipid signaling and fat metabolism play important roles in the
reproductive control of aging [7-9]. Hence, to identify compo-
nents of the DAF-16/TCER-1 pathway that confer lifespan
extension upon germline loss, we focused on NHRs. These
transcription factors are activated by lipid ligands and many of
them modulate lipid-metabolic pathways. From the two large-
scale, feeding RINAI libraries that cover a majority of the worm
genome [39,40], we derived a focused ‘NHR-library’ to perform
an RNAi screen. Our ‘NHR-library’ included RNAi clones
targeting 259 of the 283 worm NHRs. We used temperature-
sensitive glp-I mutants, a widely used genetic model for the
longevity resulting from germline removal [41]. Previously, we had
identified a GFP reporter, Pstdh-1/dod-8::GFP that is jointly up-
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regulated by DAF-16 and TCER-1 in intestinal cells of long-lived
glp-1 mutants [23]. We used this strain (glp-1;Pstdh-1/dod-
8::GFP) to screen our ‘NHR library’ for clones that prevented
the up-regulation of GFP in young adults at 25°C.

We identified 22 RNAi clones, targeting 19 nhr genes, which
prevented Pstdh-1::GFP up-regulation. 16 of these clones
(targeting 13 NHRs) reproducibly reduced GFP expression (S1
Table) and also shortened the extended lifespan of glp-1 mutants,
albeit with variable efficiency (11-48% suppression; S2 Table). We
found that two independent RNAi clones targeting nhr-49
completely abrogated the longevity of glp-I mutants (Fig. 1A, S2
Table). We chose to focus on nhr-49 because of these strong
phenotypes, and because it’s functional similarity to PPARa
provided an avenue for investigating the mechanisms that link fat
metabolism and longevity.

nhr-49 is essential for lifespan extension of germline-
ablated animals

To substantiate the nhr-49 RNAi phenotype, we examined the
effect of mhr-49 mutation on the extended lifespan of glp-1
mutants. We found that nhr-49(nr2041), a mutant that carries an
893 bp deletion, caused a suppression of glp-1 longevity similar to
that caused by nhr-49 RNAi (Fig. 1B, S3 Table). The mutant also
had a shorter lifespan compared to wild-type worms, as previously
reported (Fig. 1B, S3 Table). Surprisingly, nhr-49 was not
essential for the longevity of daf-2 mutants that live long due to
impaired IIS and represent another DAF-16-dependent longevity
pathway [21]. nhr-49 mutation had no impact on the extended
lifespan of daf-2(e1368) mutants in two of three independent trials
and caused a small suppression in longevity in the third (Fig. 1C
and S4A Table). Similarly, results were obtained with nhr-49
mutants carrying another daf-2 allele, e1370, (Fig. 1C and S4A
Table) and upon RNAi-inactivation of daf-2 in nhr-49 mutants
(S4B Table). In C. elegans, lifespan is also enhanced by
perturbations to mitochondrial electron transport chain activity
through a distinct regulatory pathway that is daf-16 independent
[42]. We found that RNAI treatment against cco-1 and c¢yc-1,
genes that encode components of mitochondrial electron transport
chain, elicited a similar lifespan extension in nhr-49 mutants as in
wild-type worms (Fig. 1D, S4B Table). These observations suggest
that nhr-49 has variable degrees of relevance for different
physiological alterations that influence aging. It is critical for the
longevity mediated by reproductive signals but is not central to the
lifespan changes resulting from reduced IIS or deficient mito-
chondrial electron transport.

NHR-49 mRNA and protein levels are elevated in
germline-less adults by DAF-16 and TCER-1

To address the role of nhr-49 in the reproductive control of
aging, we first examined NHR-49 localization in worms. We
generated transgenic worms expressing GFP tagged to a full length
NHR-49 transgene driven under control of its endogenous
promoter from extra-chromosomal arrays (Pnhr-49::nhr-
49::gfp, henceforth referred to as NHR-49:GFP). Animals
expressing NHR-49:GIFP showed widespread fluorescence
throughout embryonic and larval development (SIA Figure). In
adults, it was visible in all somatic tissues (Fig. 1E-H), localized to
both nuclei and cytoplasm, with highest expression in intestinal
cells (Fig. 1H). Expectedly, the transgene was silenced upon nhr-
49 RNAIi except in neuronal cells (S1B Figure). To test if the
NHR-49::GFP transgene was functional, we asked if it could
rescue the shortened lifespan of nhr-49;glp-1 double mutants. In
two independent trials, NHR-49::GFP completely rescued the
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longevity of nhr-49;glp-1 double mutants (Fig. 1I; S3 Table),
whereas the rescue was 77% in a third trial (with strains generated
by injecting the transgene at a lower concentration). This
demonstrated that NHR-49:GFP is a functional protein that
recapitulates the expression and function of the wild-type version.

Intestinal DAF-16 nuclear localization and TCER-1 transcrip-
tional up-regulation are important molecular hallmarks associated
with germline loss-dependent longevity [20,23]. We asked if NHR-
49 was similarly affected by germline removal. Germline depletion
resulted in increased NHR-49::GFP, especially in intestinal cells
(Fig. 2A, B, E, V). Next, we used the NHR-49::GFP reporter to test
if this increased expression was dependent upon DAF-16 and/or
TCER-1. In glp-1 mutants carrying the daf-16 null allele, mu86,
GFP expression was dramatically and uniformly reduced in all
tissues (Fig. 2C, E). daf-16 knockdown by RNAI caused a similar
but less marked reduction in NHR-49::GFP in glp-1 mutants
(Fig. 2F, striped bars). In fcer-1;glp-1 double mutants, GFP
expression pattern was unevenly affected. In most animals, some
intestinal cells showed no GFP whereas others showed high GIP
expression (Fig. 2D, E). It is not clear if the mosaic expression
observed in fcer-1;glp-1 mutants is a result of partial loss of
function (the tcer-1 allele, timI452, is a 392 bp deletion coupled to
a 10 bp insertion that is predicted to disrupt three of five
transcripts produced by the gene) or reflects a spatial aspect of
regulation by TCER-1. glp-1 mutants subjected to tcer-1 RNAi
had reduced GIP expression as well (Fig. 2F, striped bars). In
addition to these observations, an independent line of investigation
supported the regulation of NHR-49 by DAF-16 and TCER-1. In
an RNA-Sequencing (RNA-Seq) analysis designed to map the
transcriptomes dictated by DAF-16 and TCER-1 upon germline
ablation, we identified nhr-49 as one of the genes jointly up-
regulated by these two proteins (Amrit et al., manuscript in
preparation). Using Q-PCR assays, we confirmed that germline
removal produced a significant increase in nhr-49 mRNA, and
this increase was repressed in daf-16;glp-1 and tcer-1;glp-1
mutants (the fcer-I mutant did not achieve statistical significance;
Fig. 2G). Interestingly, DAF-16 and TCER-1 up-regulated nhr-49
expression only in germline-ablated worms. In daf-16 and tcer-1
mutants alone, we did not observe a reduction in nhr-49 mRNA
during adulthood (Fig. 2H and S2 Figure). RNAi knockdown of
these genes also did not reduce NHR-49::GFP levels (Fig. 2F, solid
bars) suggesting that NHR-49 is differentially regulated depending
on the reproductive status of the animal. Together, our
experiments show that both mRNA and protein levels of NHR-
49 are elevated in somatic cells upon germline removal. These
changes are strongly dependent on DAF-16, at least partially
dependent on TCER-1, and indicate that DAF-16 and TCER-1
mediate the transcriptional up-regulation of NHR-49 when the
germline is eliminated.

Somatic NHR-49 overexpression extends the lifespan of
fertile worms

Since NHR-49 expression is increased in glp-I mutants, we
asked if elevating levels of the protein in normal animals could
circumvent the need for germline removal and directly enhance
longevity. We used the NHR-49::GFP animals that overexpressed
the protein due to the presence of multiple extra-chromosomal
arrays of the transgene (Fig. 3A). Indeed, we found that wild type,
fertile worms overexpressing NHR-49 lived ~15% longer than
their non-transgenic siblings and wild-type controls (Fig. 3B, S3
Table). Intriguingly, the lifespan enhancement was greater when
NHR-49 was overexpressed in an nhr-49 mutant background. Not
only was the lifespan of nir-49 mutants rescued to wild-type levels,
it was augmented even further (Fig. 3C). These long-lived worms
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Figure 1. NHR-49 is essential for the longevity of germline-depleted animals and is widely expressed in somatic cells. A: Effect of
nhr-49 RNA.i on the lifespan of germline defective g/p-7 adults. glp-7 mutants were subjected to RNAi during adulthood by feeding bacteria
containing control (empty) vector (green; m=26.3+0.6, n=92/96) as well as bacteria expressing dsRNA targeting daf-16 (blue; m=16.4+0.2, n=92/
97; P vs. control <0.0001), nhr-49 RNAi clone #1 (red; m=17.3%0.3, n=99/101; P vs. control <0.0001, P vs. daf-16 RNAi 0.01) and nhr-49 RNAi clone
#2 (maroon; m=15.5%0.1, n=79/92, P vs. control, <0.0001, P vs. daf-16 RNAi 0.005). Clones #1 and #2 were obtained from the Ahringer and Vidal
feeding RNA: libraries [39,40], respectively. B: Effect of nhr-49 mutation on the lifespan of g/p-7 mutants and wild-type (N2) worms. glp-1
(green; m=31.0=0.5, n=94/101), nhr-49;glp-1 (red; m=14.1+0.1, n=95/97; P vs. glp-1<0.0001), N2 (black; m=21.6+0.1, n=75/98), nhr-49 (brown;
m=14.4%0.2, n=89/100; P vs. N2<0.0001). C: Effect of nhr-49 mutation on the lifespan of daf-2 mutants. N2 (black; m=16.9+0.1, n =48/80),
nhr-49 (brown; m=10.7+0.1, n=80/91; P vs. N2<0.0001). daf-2(e1368) (blue; m=30.6+0.4, n=31/75; P vs. N2<0.0001), nhr-49(nr2041),daf-2(e1368)
(pink; m=29.5£0.7, n=45/86; P vs. N2<0.0001; P vs. daf-2(e1368) 0.73). daf-2(e1370) (green; m=43.0£0.6, n=42/67; P vs. N2<<0.0001), nhr-
49(nr2041);daf-2(e1370) (red; m=42.4+0.6, n=46/74; P vs. N2<0.0001; P vs. daf-2(e1370) 0.004). D: Effect of cyc-7 RNAi on lifespan of N2 and
nhr-49. N2 worms grown on control vector bacteria (black; m=16.9+0.3, n=81/90) and on cyc-1 RNAi bacteria (green; m=19.6+0.3; n=285/90; P vs.
control <0.0002; percent increase in lifespan: 14). nhr-49 mutants grown on control vector bacteria (purple; m=11.6*0.1; n=286/89) and on cyc-1
RNAi bacteria (red; m=14.8+0.2; n=85/95; P vs. control <0.0001; percent increase in lifespan: 22). E-H: NHR-49::GFP expression in adult
somatic tissues. NHR-49:GFP is visible in the cytoplasm and nuclei of neurons (E), muscle (F), hypodermis (G) and intestinal cells (H). Pmyo-
2:mCherry, the co-injection marker, is seen as red fluorescence in the pharynx in E. I: Rescue of the shortened lifespans of nhr-49 and nhr-
49 glp-1 mutants by the NHR-49::GFP fusion protein. N2 (black; m=22.8+0.2, n=81/92), glp-1 (green; m=36.3+0.2, n=74/104, P vs. N2<
0.0001), nhr-49;glp-1 (brown; m=17.9+0.2, n=104/106, P vs. glp-1<<0.0001), nhr-49;glp-1;NHR-49::GFP non-transgenic siblings (purple; m=18.4+0.2,
n=101/107, P vs. glp-1<0.0001, P vs. nhr-49;glp-1 0.28), nhr-49;glp-1;NHR-49::GFP (red; m =35.6£0.4, n=58/102, P vs. glp-1 0.95, P vs. nhr-49;glp-1<
0.0001, P vs. non-transgenic siblings <0.0001). All lifespan data are shown as mean lifespan in days (m) = standard error of the mean (SEM). ‘'n’ refers
to the number of worms analyzed divided by total number of worms tested in the experiment (some worms were censored from the analysis as
described in the methods section). P values were calculated using the log rank (Mantel Cox) method. Data from additional trials of these experiments
are presented in S2 (panel A), S3 (panels B and 1), S4 (panel C and D) Tables.

doi:10.1371/journal.pgen.1004829.g001
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Figure 2. Germline removal causes increased expression of NHR-49 under regulation of DAF-16 and TCER-1. A-E: Elevation of NHR-
49::GFP in germline-less animals by DAF-16 and TCER-1. NHR-49::GFP fluorescence observed in wild type (N) worms (A) (n=219) and glp-1 (B)
(n=383), daf-16,glp-1 (C) (n=175) and tcer-1,glp-1 (D) (n=267) mutants. The increased GFP in glp-1 is visible in intestinal nuclei (compare A and B)
and is abolished in daf-16;glp-1 animals (C). tcer-1;glp-1 mutants exhibit high expression in some gut cells but no GFP in others (D). The bar graph in E
shows the quantification of these data obtained from day 2 young adults of each strain classified into those with high (green), medium (peach), and
low (gray) GFP. In the tcer-1;glp-1 bar, the high GFP class is shown as spotted green to indicate that these worms showed high but mosaic intestinal
expression. F: Selective effect of daf-76 and tcer-7 RNAi on NHR-49::GFP in g/p-7 mutants. NHR-49::GFP fluorescence in wild-type animals
(N2, solid bars) and in glp-1 background (striped bars) observed in day 2 adults. Worms were grown on bacteria containing empty control vector (EV)
or those expressing dsRNA targeting daf-16, tcer-1 or nhr-49. GFP classification is the same as in E. daf-16 or tcer-1 RNAI treatments suppress the
increased GFP seen in glp-1 mutants, but not in wild-type worms (both strains were tested simultaneously). In the N2 background, n=175, 113, 136
and 64, respectively for EV, daf-16, tcer-1 or nhr-49 RNAI, respectively. In the glp-1 background, n=206, 146, 202 and 81, respectively for EV, daf-16,
tcer-1 or nhr-49 RNAI, respectively. In E and F, ‘'n’ signifies the total number of worms examined in three-to-five independent trials. G, H: The control
of nhr-49 mRNA levels by DAF-16 and TCER-1 in fertile vs. germline-less adults. Q-PCR analysis used to compare the mRNA levels of nhr-49
between wild type (N2), glp-1, daf-16;glp-1 and tcer-1,glp-1 day 2 adults grown under similar conditions (G) as well as day 2 adults of N2, nhr-49, daf-16
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and tcer-1 single mutants (H). Strains are represented on the X-axis and relative expression levels are on the Y-axis. The asterisks represent the
statistical significance of the differences in expression in an unpaired, two-tailed t-test with P values 0.05 (*) and 0.005 (**). Error bars in E-H represent
the standard error of the mean. In G, the difference between gip-1 and tcer-1,glp-1 was statistically significant in four of seven biological replicates
(each with three technical replicates), but did not achieve significance when data from all the trials were combined.

doi:10.1371/journal.pgen.1004829.g002

did not display any obvious fertility defects (S3 Figure). NHR-49
overexpression in glp-1 mutants caused a small additional
increment in their longevity as well (Fig. 3D). This lifespan
increment was dependent on both daf-16 and tcer-1 (Fig. 3E, F
and S5A Table). These data show that elevating NHR-49 levels
can increase lifespan modestly without compromising fertility.

NHR-49 controls the elevated expression of
mitochondrial B-oxidation genes in germline-less animals

During development and in response to food deprivation,
NHR-49 regulates the expression of multiple genes predicted to
function in mitochondrial- and peroxisomal- B-oxidation (Fig. 4A)
as well as fatty-acid desaturation pathways (Fig. 4B) [36,37].
Strikingly, along with nhr-49, many of these genes, were also
identified as DAF-16 and TCER-1 targets in the RNA-Seq
analysis mentioned above (S4 Figure; Amrit e/ al., manuscript in
preparation). This led us to ask (a) if the expression of these genes
was enhanced in glp-1 mutants, and (b) whether their up-
regulation was dependent upon nhr-49. We focused on the
mitochondrial B-oxidation genes. In Q-PCR assays, the mRNA
levels of 12 genes we tested were all elevated in long-lived, glp-1
mutants as compared to wild-type worms, although to variable
degrees (Fig. 4C-N). Of these, the up-regulation of seven genes
was significantly reduced or abolished in nhr-49;glp-1 mutants
(Fig. 4C-N). These genes encode enzymes that participate in
different steps of mitochondrial B-oxidation including: i) acyl CoA
synthetases (ACS; acs-2 and acs-22) that catalyze the conversion of
fatty-acids to acyl CoA ii) carnitine palmitoyl transferases (CPT;
cpt-2, c¢pt-5) that transport activated acyl groups from the
cytoplasm into the mitochondrial matrix and iii) acyl CoA
dehydrogenases (ACDH; acdh-9, acdh-11), enoyl CoA hydratases
(ech-1.1, ech-7) and thiolase (acaa-2) whose combined activities
result in the shortening of fatty-acid moieties and generation of
acetyl CoA (Fig. 4A) [43]. Thus, NHR-49 mediates the increased
expression of genes involved in different steps of mitochondrial -
oxidation following germline loss. We did not observe a similar,
conspicuous difference in the expression of these genes on
comparing wild-type worms with nhr-49 single mutants. The
expression of two genes, acs-2 and ech-1.1, was reduced in nhr-49
mutants (Fig. 4C, E) and acdh-9 was elevated (Fig. 4G), but the
others were not significantly altered (Iig. 4 and S5 Figure).
Surprisingly, worms overexpressing NHR-49 also did not exhibit a
consistent change in the mRNA levels of these genes, although
they are longer lived and it was conceivable that they may have
elevated B-oxidation gene expression (S6 Figure). These observa-
tions suggest that germline removal may provide the impetus for a
perspicuous up-regulation of B-oxidation genes by NHR-49.

To test if these gene expression changes had any relevance on
the lifespan extension observed in germline-less animals, we
examined the effect of RNAi knockdown of each of these genes
on the longevity of glp-1 mutants. RNAi was initiated with the
onset of adulthood to circumvent developmental requirements.
We found that RNAi knockdown of seven of nine genes
shortened glp-1 longevity to variable degrees (7—48%; Table 1
and S6 Table). On the other hand, RNAi knockdown of the same
genes in a control strain with wild-type lifespan either had no
statistically significant effect (7/9 genes tested) or an inconsistent
lifespan reduction (2/9 genes) (Table 1 and S6 Table). These
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results underscore the singular importance of the B-oxidation
genes we tested to the longevity of germline-less animals.
Together, our data defined a functional role for the NHR-49-
mediated up-regulation of mitochondrial B-oxidation genes in
response to germline removal. Moreover, they suggested that in
germline-less animals, NHR-49 triggers an increase in fatty-acid
B-oxidation and this metabolic shift is critical for the consequent
lifespan extension.

NHR-49 is required for maintenance of high fat levels and
de novo lipid synthesis in germline-less animals

Germline loss results in increased triglyceride (TAG) storage in
C. elegans [44]. Based on the observations described above, we
asked if inhibiting mitochondrial B-oxidation affected the elevated
fat stores of glp-1 mutants. As a preliminary test, we compared the
lipid levels of glp-1 and nhr-49;glp-1 mutants by staining the
animals with the dye Oil Red O (ORO) that labels TAGs and
whose estimation closely matches biochemically detected TAG
levels [44]. Since B-oxidation is a lipolytic pathway, it was
conceivable that nhr-49;glp-1 mutants would exhibit a further
increase in TAGs due to their impaired mitochondrial B-oxidation
gene expression profile. However, we found that ORO levels were
indistinguishable between glp-1 and nhr-49;glp-1 day 1 adults
(Fig. 5A, B and I). Surprisingly, by day 2, nhr-49;glp-1 adults
showed a small but significant reduction in ORO staining as
compared to glp-1 mutants (Figs. 5C, D, I and S6A Figure). As the
animals aged, this difference became more pronounced. By days
6-8 of adulthood, nhr-49;glp-1 mutants underwent a striking loss
of ORO staining (Fig. 5E-I). By comparison, glp-1 mutants
continued to show high ORO staining from day 2 till at least day
18 of adulthood (S6B Figure). To obtain a direct measure of lipid
levels, we used gas chromatography/mass spectrometry (GC/MS)
and found that TAG levels are indeed significantly reduced in nhr-
49;glp-1 mutants as compared to glp-1 adults (Fig. 5]).

To understand why nhr-49;glp-1 mutants exhibited reduced
TAG levels despite diminished expression of f-oxidation genes, we
explored the possibilities that (a) they consumed less food than glp-
1 mutants, and/or (b) they also experienced a simultaneous
reduction in fatty-acid synthesis. We observed no difference in the
pharyngeal pumping rates of the two strains, indicating that they
ate similar quantities of food (S6C Figure). Next, we compared the
dietary fat absorption and de novo fat synthesis between glp-1 and
nhr-49;glp-1 mutants using a previously described 13C isotope
fatty-acid labeling assay [45]. de novo fat synthesis was substan-
tially reduced in nhr-49:glp-1 mutants (Fig. 5K). We confirmed
that this reduction was not due to repressed transcription of genes
involved in initiation of fat synthesis or those mediating conversion
to stored fats. mRNA levels of pod-2 {that encodes acyl CoA
carboxylase (ACC), the rate-limiting enzyme required for initiation
of fat synthesis} and fasn-1 {that encodes fatty-acid synthase
(FASN-1), another key regulator of fat synthesis} were not reduced
by nhr-49 reduction of function (S7A and B Figure). Similarly,
nhr-49 did not affect the expression of dgat-2, a gene that encodes
a rate-limiting enzyme diacylglycerol acyl transferase (DGAT)
needed for conversion of diglycerides (DAGs) into TAGs (S7C
Figure). Thus, our experiments showed that germline-less animals
require nhr-49 for de novo lipid synthesis and to retain their high
TAG levels during adulthood. They suggest that impairing NHR-
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Figure 3. NHR-49 overexpression increases the lifespan of fertile worms. A: The levels of nhr-49 mRNA compared using Q-PCRs between
wild-type (N2, gray), nhr-49 mutants (blue) and worms overexpressing NHR-49 through the NHR-49::GFP transgene (NHR-49 OE) in these two genetic
backgrounds (maroon and red, respectively). The X-axis represents the strains being compared and the Y-axis the fold change in expression. The data
is combined from four independent biological replicates, each with three technical replicates. Error bars display standard error of the mean, and
asterisks depict the statistical significance of the differences observed in an unpaired, two-tailed t-test. N2 vs. NHR-49 OE P = 0.0006 (maroon asterisks);
nhr-49 vs. nhr-49;NHR-49 OE P =0.002 (red asterisks); N2 vs. nhr-49 P=0.002 (blue asterisks). B-C: Effects of NHR-49 overexpression on lifespan
of fertile worms. B: N2 (black; m=21.6+0.1, n=75/98), nhr-49 (purple; m=14.4+0.2, n=89/100, P vs. N2<0.0001), NHR-49 OE non-transgenic
siblings (gray; m=21.3+0.4, n=83/102, P vs. N2 0.82), NHR-49 OE (red; m=26.0£0.4, n=47/84, P vs. N2<0.0001, P vs. nhr-49<0.0001, P vs. non-
transgenic siblings <0.0001). C: N2 (black; m =22.8+0.2, n=81/92), nhr-49 (purple; m=13.7%0.1, n=83/88, P vs. N2<<0.0001), nhr-49;NHR-49 OE non-
transgenic siblings (gray; m=12.4+0.1, n=93/98, P vs. nhr-49 0.02, P vs. N2<0.0001), nhr-49;NHR-49 OE (red; m=25.1+0.3, n=79/101, P vs. N2<
0.0001, P vs. nhr-49<<0.0001, P vs. non-transgenic siblings <0.0001). D: Effect of NHR-49 overexpression on lifespan of g/p-7 mutants. N2
(black; m=21.6%0.1, n=75/98), glp- 1 (green; m=31.0=0.5, n=94/101, P vs. N2<<0.0001), nhr-49;glp-1 (purple; m=14.1+0.1, n=95/97, P vs. glp-1<
0.0001), glp-1,NHR-49 OE (red; m=35.3+0.5, n=92/97, P vs. glp-1 0.001). E, F: Effect of daf-16 and tcer-7 reduction of function on lifespan
extended by NHR-49 overexpression. E: N2 (black; m=18.5%0.3, n=67/109), nhr-49 (purple; m=12.7+0.1, n=87/96, P vs. N2<0.0001), daf-16
(blue; 15.6+0.2, n=56/120, P vs. N2 0.001), NHR-49 OE (green; m =24.9+0.2, n =40/98, P vs. N2<<0.0001), daf-16;NHR-49 OE (red; m=17.4*0.3, n=56/
96, P vs. N2 0.26, P vs. daf-16 0.26, P vs. nhr-49<<0.0001). F: N2 worms grown on control vector bacteria (black; m=20.3+0.7, n=59/63). NHR-49 OF
worms grown on control vector bacteria (green; m=21.6*1.4; n=21/71; P vs N2 on control vector 0.05), daf-16 RNAi bacteria (red; m=11.8+0.3;
n=39/62; P vs. control <0.0001) and on tcer-1 RNAi bacteria (blue; m=14.1+0.7; n=40/64; P vs. control <0.0001). Additional control lifespans not
shown in the graph: N2 worms grown on daf-16 RNAi bacteria (m=15.1+0.4; n=59/63; P vs. N2 control <0.0001) and on tcer-1 RNAi bacteria
(m=20.2%+0.2; n=53/65; P vs. N2 control 0.4). Data from additional trials is presented in S3 (B-D) and S5A (E) Tables.
doi:10.1371/journal.pgen.1004829.g003
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Figure 4. NHR-49 up-regulates the expression of genes involved in different steps of mitochondrial -oxidation upon germline loss.
A, B: Schematic representation of the mitochondrial B-oxidation, fatty-acid desaturation and elongation pathways. Free fatty acids
can be directed for breakdown through B-oxidation in peroxisomes and mitochondria (A) or take an anabolic path through desaturation and
elongation (B). A: Mitochondrial B-oxidation involves the repetitive action of a series of enzymes that ultimately results in the breakdown of fatty
acids into acetyl CoA [43]. Enzymes that function at each of these stages are indicated in purple boxes; ACS (acyl CoA synthetase), CPT (carnitine
palmitoyl transferase), ACDH (acyl CoA dehydrogenase), ECH (enoyl CoA hydratase), HACD (hydroxyl acyl CoA dehydrogenase) and thiolase. The
genes encoding these enzymes that were up-regulated in glp-1 mutants are represented in green. Of these, those dependent on nhr-49 for their up-
regulation are in bold. Genes repressed by nhr-49 are in red. The dashed lines mark the mitochondrial membranes. B: The steps involved in fatty-acid
desaturation and elongation that results in conversion of small SFAs to longer MUFA and PUFA species are depicted through the example of palmitic
acid (C16:0) [36]. Genes up-regulated in glp-1 mutants by nhr-49 are highlighted in green and those repressed are in red. Fatty-acid species that
showed significantly different levels between day 2 glp-1 and nhr-49;glp-1 mutants in GC/MS are represented in color: fatty acids reduced in nhr-49;
glp-1 mutants are in blue and those elevated are in pink. Some PUFAs were elevated only in the phospholipid fraction of nhr-49;glp-1 mutants and
these are highlighted in purple. For a complete list of genes involved in both these pathways see S4 Figure. C-N: The expression of multiple
mitochondrial -oxidation genes is elevated in germline-depleted animals under control of nhr-49. mRNA levels of mitochondrial p-
oxidation genes examined by Q-PCRs performed on at least three biological replicates isolated from day 2 adults of the following strains: wild-type
(N2, gray), nhr-49 (blue), glp-1 (green) and nhr-49;glp-1 (red). All 12 genes tested showed increased expression in glp-1 mutants. Of these, the up-
regulation of 7 genes was significantly reduced or abolished in nhr-49;glp-1 mutants (effect on ech-7 did not achieve statistical significance). These
included previously identified NHR-49 targets {acs-2 (B), cpt-5 (J), ech-1.1 (D) and hacd-1 (E)} as well as new ones {acs-22 (D), acdh-11 (N)}. acdh-9 mRNA
was elevated in glp-1 mutants compared to N2 but further elevated in nhr-49;glp-1 mutants (F). The statistical significance of the N2 vs. glp-1, glp-1 vs.
nhr-49;glp-1 and N2 vs. nhr-49 comparisons in an unpaired, two-tailed t-test are represented by green, red and blue asterisks, respectively. Number of

asterisks correspond to P values 0.05 (*), 0.005 (**) and <0.0001 (***).
doi:10.1371/journal.pgen.1004829.g004

49 may impact other important metabolic processes besides -
oxidation such as lipid synthesis, storage and maintenance.

nhr-49 mutants exhibit age-related depletion of lipid
stores

Since nhr-49 mutants are short-lived compared to wild-type
controls [36,46], we asked if they also exhibited age-related fat
phenotypes, and if NHR-49 played an analogous role during
normal aging. nhr-49 mutants have been reported to have higher
fat. These studies predominantly relied on staining live larvae with
the dye Nile Red [36,47-49], an inaccurate technique for labeling
fats as the dye is trafficked to the lysosome-related organelle in live
animals [44], and in some cases these observation have not been
corroborated by other methods [50]. Using ORO labeling, we did
not observe a significant difference between wild-type, day 2
animals and age-matched nhr-49 mutants (Fig. 5L and S6A
Figure). However, while wild-type worms underwent increased fat
accumulation with age, nhr-49 mutants, similar to nhr-49;glp-1,
exhibited a progressive loss of fat (Fig. 5L). Intriguingly, a similar
age-related loss of ORO staining was also observed in worms
overexpressing NHR-49 (Fig. 5L). These phenotypes could not be
explored biochemically in the reproductively active day 2 adults of
these strains due to the confounding effects of eggs and progeny
(see Materials and Methods). Hence, we used late L4 larvae/early
day 1 adults to compare the lipid profiles of wild-type worms and
nhr-49 mutants. GC/MS data showed that, at least in late L4/
early day 1 adults, lipid levels were the same between the two
strains (Fig. 5M). Since the biochemical analyses could not be
extended to adults, it is formally possible that nhr-49 mutants have
elevated fat. But, our experiments strongly indicate that nhr-49
loss of function does not increase fat accumulation. Instead, in
both germline-less and normal adults, it causes an age-related loss
of stored lipids. On comparing the dietary fat absorption and de
novo lipid synthesis profiles between late L4/early day 1 nhr-49
mutants and wild-type worms, we noticed fatty-acid specific
differences. Some fatty acids were synthesized at a higher level in
nhr-49 mutants as compared to wild-type (eg., OA) whereas the
synthesis of others (eg., Vaccenic Acid, C18:1n7) was reduced
(Fig. 5N and S8A Figure). Together, these experiments showed
that NHR-49 is required for the maintenance of TAG stores
during normal aging and its absence causes de novo lipid synthesis
abnormalities. The similarities between the phenotypes of nhr-49
and nhr-49;glp-1 mutants suggest a shared role for the gene in the
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two contexts. However, the gene expression and lifespan studies
described in the previous section also point towards mechanistic
and possibly functional differences in NHR-49’s modulation of
these processes in fertile vs. germline-less adults (see Discussion).

NHR-49 enhances the desaturation of multiple fatty acids
in germline-less adults

NHR-49 regulates both fatty-acid B-oxidation and desaturation
during development and nutrient deprivation [36,37] so we asked
if it impacted desaturation in the glp-/ mutant context and/or
during normal aging. The genes fat-5, fat-6 and fat-7 encode
desaturase enzymes that catalyze the conversion of SFAs to
MUFAs. FAT-5 converts palmitic acid (PA, C16:0) to palmitoleic
acid (POA, C16:1n7) while FAT-6 and -7 function redundantly to
convert stearic acid (SA, C18:0) to oleic acid (OA, C18:1n9)
(Fig. 4B) [51,52]. Under control of NHR-80, FAT-6/7 mediated
conversion of SA to OA is necessary for the longevity of glp-1
mutants; OA supplementation completely rescues the short
lifespan of glp-1,fat-6;fat-7 mutants to glp-1 level [30]. We found
that, similar to NHR-80, NHR-49 was also required for the
changes in levels of fat-5, fat-6 and fat-7 observed in glp-1
mutants (Fig. 6A-C). However, OA supplementation did not
rescue the shortened lifespan of nhr-49;glp-1 mutants (S7 Table)
indicating other critical functions for NHR-49. On comparing the
lipid profiles of nhr-49;glp-1 with glp-1 mutants through GC/MS,
we observed an increased SA:OA ratio in the former, as expected
(Fig. 6D and S9A Figure). In addition, the ratio of PA:POA was
enhanced as well (Fig. 6E and S9B Figure). Overall, nhr-49;glp-1
mutants exhibited a widespread decline in MUFAs and increased
SFAs in both the neutral and phospholipid pools (Figs. 6F, G and
S9C, D Figure). Desaturation is coupled to the elongation of fatty-
acid chains that is mediated by elongase enzymes (encoded by the
‘elo’ genes in C. elegans). Our Q-PCR assays showed that nhr-49
was not required for the up-regulation of elo-1 and elo-2 in glp-1
mutants (S7D, E Figure) implying a selective role for the gene in
desaturation. Overall, these data showed that NHR-49, similar to
NHR-80, is required for SA-to-OA conversion in glp-1 mutants.
In addition, it also promotes the desaturation of other SFAs to
MUFAs and PUFAs to ensure an UFA-rich lipid profile. Hence,
while NHR-80 influences desaturation alone, NHR-49 modulates
both desaturation and B-oxidation and has a broader effect on
lipid composition. This may also explain the more severe
phenotypes associated with nhr-49 reduction-of-function.
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Figure 5. NHR-49 is required for maintenance of fat stores and de novo fat synthesis in germline-less adults. A-I: nhr-49;glp-1
mutants undergo a dramatic depletion of lipid stores during young adulthood. Lipid levels compared between glp-1 (A, C, E and G) and
nhr-49; glp-1 (B, D, F and H) through ORO staining of L4 larvae (day 0) and adults on days 1 (A, B), 2 (C, D), 4 (E, F), 6 (G, H) and 8 (). Representative
images are shown in A-H and the quantification of the data is in I. The two strains show similar fat levels on Day 1, but by day 8 the nhr-49;,glp-1
mutants exhibit a significant reduction in ORO staining. J: nhr-49;glp-1 mutants show decreased TAG levels. Using GC/MS, the triglyceride:
phospholipid (TAG/PL) ratio of day 2 nhr-49;glp-1 adults was found to be significantly lesser than that of age-matched glp-1 animals. K: de novo
fatty-acid synthesis is impaired in nhr-49;glp-7 mutants. Using a 13C isotope fatty-acid labeling assay, de novo fat synthesis and dietary fat
absorption were compared between day 2 glp-1 and nhr-49;,glp-1 adults. Individual fatty-acid species are represented on the X-axis and relative
synthesis levels are on the Y-axis. Synthesis of six out of seven species was significantly reduced upon nhr-49 reduction of function. L: nhr-49
mutants undergo lipid depletion with age. Lipid levels compared between wild-type (N2, gray), nhr-49 (blue), NHR-49:GFP (NHR-49 OE, purple)
and nhr-49;NHR-49:GFP (nhr-49;NHR-49 OE, brown) strains through ORO staining of adults on days 2, 4 and 6 of adulthood. The strains show similar fat
levels on day 2, but by day 6 nhr-49 mutants as well as worms overexpressing NHR-49 display a significant reduction in ORO staining. M: nhr-49
mutants do not have increased TAGs. Using GC/MS, the triglyceride: phospholipid (TAG/PL) ratio of late L4/early day 1 nhr-49 mutants was
found to be similar to that of age-matched wild-type animals. N: de novo fatty-acid synthesis is disrupted in nhr-49 mutants. de novo fat
synthesis and dietary fat absorption were compared between late L4/early day 1 nhr-49 mutants and wild-type (N2) adults using the 13C isotope
fatty-acid labeling assay. Synthesis of some fatty acids was reduced and that of others was increased in nhr-49 mutants in the neutral lipid fraction
(see S8 Figure for phospholipid data). A similar comparison of age-matched glp-1 and nhr-49;glp-1 adults presented a similar mixed profile with the
notable exception of OA whose synthesis was reduced in nhr-49;glp-1 mutants at both stages while in nhr-49 mutants it was synthesized at a higher
level (S8B, C Figure). By day 2, the synthesis of all fatty acids tested was uniformly reduced in nhr-49; glp-1 mutants (K). All graphs were obtained by
combining data from at least three independent biological replicates. Error bars indicate the standard error of the mean. Asterisks depict the
statistical significance of the observed differences in an unpaired, two-tailed t-test with P values 0.05 (¥), 0.005 (**) and <0.0001 (***). The color of the
asterisk denotes the strain showing the observed reduction.

doi:10.1371/journal.pgen.1004829.g005

In nhr-49 single mutants, the levels of fat-5 and fat-7 mRNAs metabolism. Lipid oxidation confers several advantages over
were reduced, whereas the effect on fat-6 was inconsistent and glucose metabolism such as more efficient energy production
statistically insignificant (Figs. 6A-C and S5 Figure). Despite these and reduced reactive oxygen species (ROS) generation [57]. In C.
weak gene-expression effects, the fatty-acid profile of late 1.4/ early elegans, fatty-acid oxidation provides energy in other situations
day 1 nhr-49 mutants showed increased SA:OA ratio (PA:POA where stored lipids are used for long-term survival such as dauer
ratio was increased only in neutral lipids; Figs. 6H, I and S10A, B diapause and caloric restriction [47,58]. However, in these
Figure) and an increased accumulation of SFAs with a concom- contexts, the animal is food deprived and not faced with the

itant reduction in MUFAs (Figs. 6], K and S10C, D Figure) hazard of large-scale lipid accumulation due to thwarted
indicating a role for NHR-49 in establishing a MUFA-rich lipid procreation. Following germline loss, a metabolic shift towards

profile in normal animals too. Overall, the multiple fat phenotypes increased B-oxidation coupled to lipid repartitioning may allow the
of nhr-49;glp-1 mutants, the role of nhr-49 in enhancing fatty- animal to eliminate fats normally delegated for reproduction and
acid B-oxidation as well as desaturation and our biochemical and restore lipid homeostasis, thus averting the negative consequences
functional data together suggest that through the coordinated of loss of fertility. Such a metabolic shift can also explain the
enhancement of B-oxidation and desaturation, NHR-49 helps extraordinary dependence of germline-ablated animals on the
establish lipid homeostasis that is critical for the survival of  presence of NHR-49, a key mediator of both oxidation and
germline-less animals, and may also impact normal aging. desaturation. Fatty-acid oxidation and desaturation, although

independent processes, are intimately interlinked and inter-
Discussion dependent. Deficiency of the mouse desaturase, SCDI, inhibits

B-oxidation in cardiac cells [59]. Alternatively, impaired B-
oxidation impacts lipid composition and is implicated in human
dyslipidemias [60]. A coordinated up-regulation of these processes
would be especially relevant for germline-less animals, since they
face the dual challenges of eliminating superfluous fat and
transforming their lipid profile in adaptation to an altered
physiological status.

We were intrigued by the progressive depletion of stored fats,
despite impaired expression of P-oxidation genes, in nhr-
49;glpl mutants. While the precise reason for this is unknown,
we postulate that it may be due to the simultaneous inhibition of
B-oxidation and desaturation that causes accumulation of free
fatty acids (FFAs) [61]. FFAs stimulate insulin release and serve

In this study, we show that NHR-49 promotes the longevity of
germline-less adults through the increased expression of genes that
mediate mitochondrial B-oxidation and fatty-acid desaturation.
Our data strongly suggest that germline-removal enhances fatty-
acid oxidation and desaturation through NHR-49 activity. We
propose that through the synchronized up-regulation of these
ostensibly disparate lipid-metabolic pathways, NHR-49 facilitates
the adaptation to loss of reproductive potential (by eliminating fats
designated for reproduction) and helps establish a lipid profile that
favors increased lifespan (by converting SFAs into UFAs that are
more conducive for cellular maintenance (S11 Figure) [53-56].

Lipid homeostasis and the coupling of B-oxidation and as key signaling molecules. But their chronic accrual causes
desaturation deregulated insulin secretion and apoptosis in pancreatic 3 cells

A key finding of our study is the identification of multiple genes [62] and insulin resistance in muscle and liver cells [63].
predicted to function in fatty-acid B-oxidation whose expression is Impaired fatty-acid oxidation and non-metabolized SFAs are
up-regulated following germline loss, and the strong dependence implicated as the primary agents underlying lipotoxicity [64].
on NHR-49 for this up-regulation. These genes encode enzymes We observed a significant increase in such SFAs in nhr-49;glp-1
that together cover all the catalytic reactions of B-oxidation mutants. Hence, it is conceivable that in nhr-49;glp-1 mutants
including some that are specific to the process (e.g., CPTs) [43]. inadequate mobilization of fat stores and impaired desaturation
While we cannot rule out the possibility that they function together together cause FFA accretion and an energy imbalance that
in a different pathway, the simplest i