
www.aging‐us.com  1698  AGING 

 

INTRODUCTION 
 
The concept of ‘healthy aging’ addresses the need to 
combat the economic burden of an aging population, its 
physiological and social consequences, and subsequent 
reduced quality of life. Microbes and multicellular 
organisms have co-evolved over millennia. The micro-
bial counterpart has been shaped in terms of their 
composition and metabolic potential by taking cues 
from the state of their hosts’ physiology and immediate 
external environments [1]. Aging is characterized by 
alterations in distinct sets of host functions including 
cellular function (leading to oxidative stress and 
senescence) and a pathophysiological decline of most 
organs and metabolic homeostasis [2-4]. In particular, 
there is decline of the musculoskeletal system [5, 6], 
which contributes to alterations in the quality of life.  

 

The gut microbiota may directly or indirectly impact 
several age-related aspects [7-12] and is an under-
explored area of investigation [13, 14].  
 
The microbiome has been implicated in several aspects 
associated with aging including rate of aging [15], 
inflammation [16], immunity [17], and muscle status 
[18]. Previously, it was shown that there is a significant 
relationship between age and the taxonomic and altered 
metabolic potential of the microbiome in mice [8]. 
Associations between microbiome, age and pro-
inflammatory status (serum MCP-1 status) mice have 
also been identified [19]. However, an integrated view 
of age-related alterations in gut microbiome, muscle 
physiology, and biochemical protein and lipid markers 
would help to define areas of further investigation and 
potential intervention to support ‘healthy aging’.   

www.aging‐us.com           AGING 2017, Vol. 9, No. 7

Research Paper 

Aging and sarcopenia associate with specific interactions between gut 
microbes, serum biomarkers and host physiology in rats 
 

Jay Siddharth1,*, Anirikh Chakrabarti1,*, Alice Pannérec1,*, Sonia Karaz1, Delphine Morin‐Rivron1, 
Mojgan Masoodi1, Jerome N. Feige1, Scott James Parkinson1 
 
1Nestlé Institute of Health Sciences SA, EPFL Innovation Park, 1015 Lausanne, Switzerland 
*Equal contribution 
 
Correspondence to: Jerome N. Feige, Scott James Parkinson; email:  Jerome.Feige@rd.nestle.com,  
Scott.Parkinson@rd.nestle.com   
Keywords: aging, microbiome, sarcopenia, lipidomics, proteomics, muscle physiology 
Received:  May 5, 2017  Accepted:  July 12, 2017  Published:  July 17, 2017 
 
Copyright: Siddharth et al. This  is an open‐access article distributed under the terms of the Creative Commons Attribution
License  (CC BY 3.0), which permits unrestricted use, distribution,  and  reproduction  in  any medium, provided  the original
author and source are credited. 
 
ABSTRACT 
 
The microbiome has been demonstrated to play an integral role in the maintenance of many aspects of health
that are also associated with aging.  In order  to  identify areas of potential exploration and  intervention, we
simultaneously  characterized  age‐related  alterations  in  gut  microbiome,  muscle  physiology  and  serum
proteomic and  lipidomic profiles  in aged  rats  to define an  integrated  signature of  the aging phenotype. We
demonstrate that aging skews the composition of the gut microbiome, in particular by altering the Sutterella to
Barneseilla  ratio,  and  alters  the metabolic  potential  of  intestinal  bacteria.  Age‐related  changes  of  the  gut
microbiome were associated with  the physiological decline of musculoskeletal  function, and with molecular
markers  of  nutrient  processing/availability,  and  inflammatory/immune  status  in  aged  versus  adult  rats.
Altogether,  our  study  highlights  that  aging  leads  to  a  complex  interplay  between  the microbiome  and  host
physiology, and provides candidate microbial species to target physical and metabolic decline during aging by
modulating gut microbial ecology. 
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Previously, we investigated the susceptibility of 
muscles in rats to age-related decline [20]. In the current 
study, we characterized the same rats to determine a 
metabolic fingerprint of the aging phenotype and 
investigated the associated alterations of the 
microbiome as a contributor to age-related physiology 
and sarcopenia. We identified age-specific features in 
the gut microbial communities for 8, 18 and 24-month 
rats and age-related alterations of the microbial 
metabolic potential. At the physiological level, we 
observed decreased gastrocnemius muscle mass and 
sciatic response amplitude that correlated with vitamin 
B12 levels and lipid metabolism. We identified several 
known and novel associations between gut microbiota 
and physiological parameters in aging. In summary, the 
data pointed towards changes in nutrient processing, 
musculoskeletal status and inflammatory/immune status 
with aging. This enabled us to define a consensus 
phenotype of age-related alterations in gut microbiome, 
muscle physiology, and biochemical protein and lipid 
markers of aging.   
 
RESULTS 
 
In this study we sought to investigate the association of 
age and sarcopenia (AAS)-related gut microbial 
changes with host physiology and identify the potential 
molecular mechanisms underlying these associations to 
evaluate the potential of targeting the microbiome in 
AAS-related health. Using aged Wistar rats of ages 8, 
18 and 24 months (subsequently referred to as 8M for 
adult, 18M for adult-pre-sarcopenic and 24M for adult-
sarcopenic respectively (similar framework as our 
previous work [20]), we determined the ecological 
states of the microbiome at the various ages, identified 
potential metabolic functions of these states and 
integrated this analysis with the biochemical and 
physiological phenotypes (Figure 1A).  
 
Gut microbial diversity in aged rats  
 
The gut microbiome is a complex ecosystem that 
reflects the contribution of multiple environmental 
(such as diet, drugs and pathogens) and host-related 
(immunity) factors. We first sought to understand the 
composition of the microbiota across the ages to 
determine key bacteria associated with the aging 
phenotype.    
 
We began by conducting a 16S rRNA-based OTU 
survey of the ecological state of the fecal microbiomes 
(Supplementary Materials, S1.xlsx). Our observations 
of the microbial ecology (using NMDS plots of the 
community structures Beta diversity) suggest that the 
microbiome is affected by aging. The 18M communities 
appeared unique to the 8M and 24M communities that 

could not be distinguished from one another (Figure 
1B). The composition (alpha diversity) of the 
microbiome at the three ages demonstrated unique 
OTUs at each age, but generally did not distinguish one 
age-related community from another (Figure 1C).  
 
The OTUs identified in the 16S survey were organised 
into categories based on the observed abundance across 
the ages (Figure 1D) (further described in 
Supplementary Materials). We observed 7 of the 
possible 18 categories (theoretically possible) that 
would demonstrate a significant change. In particular, 
categories 9 and 10 demonstrated the same pattern as 
seen in the NMDS plots identifying potential OTUs that 
drive the distinction of the 18M samples.   
 
We also used indicator analysis [21] to investigate the 
contributions of different OTUs to the differences 
between the age groups. Thirty-nine unique indicator 
OTUs with P values < 0.001 and statistically different 
levels upon comparison of two age groups were 
identified for ages 8M, 18M and 24M (Supplementary 
Materials, S1.xlsx–IndicatorAnalysis Sheet). Selected 
indicator OTUs (indicator values > 65), their average 
relative abundance, their categorization and the age 
group they indicate are depicted in Figure 2A. OTUs 
indicating 24M were the most abundant. The only 
indicator OTU for 18M, with an indicator value (69.32), 
was OTU0560 (Thermotalea) which was also 
significantly upregulated at 18M vs 8M. Focussing on 
the category 9 and 10 OTUs, OTU 0499 
(Lachnospiraceae insertae sedis) and OTU 0809 
(Lachnobacterium) were both identified as indicators of 
the 24M group, consistent with the observed decrease at 
18M (Figure 1D).  Based on Spearman correlations, 
these two OTUs were also some of the most connected 
OTUs based on their positive correlation with other 
OTUs across the ages (Figure 2B, Supplementary 
Figure 1). OTU 0914 (Lactonifactor), the only OTU 
found in category 9, was also well connected but 
negatively correlated with a number of OTUs including 
OTUs 0499 and 0809. Based on the composition of the 
microbes across the ages, these three OTUs appear to be 
markers and keystones of the 18M microbial ecology.   
 
Association of bacteria genera and rat sarcopenia 
 
We next examined the association between the 
microbial ecology and the observed physiological 
changes in the rats. Aged rats gradually lose muscle 
mass and function (i.e. sarcopenia) through multi-
factorial mechanisms involving mitochondrial and 
neuromuscular dysfunction [20, 22]. Having charac-
terized the genetic composition of the microbiome, we 
investigated whether the age-related changes observed 
in the ecology of the gut microbiota could account for 
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some of the physiological parameters associated with 
aging and sarcopenia. We previously demonstrated in 
the same rats that they demonstrated selective age-
related sarcopenia (Table 1, complete data provided in 
Supplementary Materials S3.xlsx). Using age window 
comparisons of the physiological measurements we  ob- 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

served that body weight and fat mass (%) increased 
with age (statistically different in 8M-24M and 18M-
24M comparisons) while gastrocnemius muscle mass 
(statistically different in 8M-18M, 8M-24M, 18M-24M 
comparisons), lean mass (%) and sciatic response 
amplitude (statistically different in  8M-24M  and  18M- 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Figure 1. Gut microbial diversity in aging rats. (A) Study design highlighting the experimental plan and the measured parameters.
(B) NMDS plot of OTUs using Jclass calculator for the 16S data. The points show a distinct cloud for age group 18M (green circles), while
ages 8M (orange circles) and 24M (blue circles) show more overlap. (C) Overlap of observed OTUs between the different age groups. (D)
Comparison of statistically different OTUs across different age groups and classification into categories. Vignette: Categorization/feature
based classification of members based on statistical  increase/decrease across different age windows. Abbreviations: SU – Statistically
Up, SD – Statistically Down, 8M – 8 months, 18M – 18 months and 24M – 24 months. 
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24M comparisons) decreased with age (Figure 3A). To 
investigate the potential associations between the 
microbiome and the host, we analysed the correlations 
(details in materials and methods) between the 
physiological measurements and the OTUs significantly 
correlated with age (Figure 3B). We focussed on the 
indicator OTUs for the 24M samples consistent with the 
development of the sarcopenia phenotype. In general, 
these OTUs (24M) correlated with increased fat mass, 
decreased lean and gastrocnemius muscle mass. Several 
of these OTUs also correlated with vitamin B12 and 
folate levels. The group 10 OTU (OTU0499) positively 
correlated with both folate levels in the plasma and 
heart mass.  Although folate levels did not significantly 
change across the ages, its role in the context of 
cardiovascular disease has been studied extensively.  
Vitamin B12, as well as folate, have been similarly 
studied in the context of lipid physiology.  Considering 
the association of these bacteria with these vitamins as 
well as the physiological impact of aging, we next sought 
to determine the underlying mechanistic links between 
the microbiota and host physiological responses to aging.    
 
Metagenomic functional content analysis  
 
We next tried to identify potential molecular 
mechanisms implicated in the aging phenotype by 
applying PICRUSt [23] to identify the Metagenomic 
Functional Content (MFC) for different groups using 
the 16S rRNA data (Figure 4A).   The  tabulated  entries  
for the  entire  list  of  statistically  different  MFC’s  are 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

available in the Supplementary Materials (Supplemen-
tary Materials, S2.xlsx).  
 
To help focus the analysis, the MFCs were put into the 
same 18 categories previously used for the OTUs in 
Figure 1 (Figure 4B, 4C and Figure 1D). All the 
statistically different MFC’s could be classified into 9 
categories, with the majority (82% or 307 KO IDs, 
categorised into categories 1, 2, 4 and 7). Most of the 
physiological responses (Figure 3A) could be 
categorised into Category 7 or 8 (significantly 
higher/lower at the 24M vs 8/18M). Since there were no 
MFCs observed in category 8, we focussed our attention 
on the Category 7 observations. These can be 
summarised in three main categories:  secretion systems 
(often associated with pathogenic mechanisms), ABC 
transporters (often associated with uptake of essential 
nutrients) and dietary metabolism (protein, carbohydrate 
and lipid  metabolism)  suggesting  that  the  host/micro- 
biome interactions contributing to the aging phenotype 
involves immune and dietary components.   
 
Microbial NMDS analysis and the community analysis 
summarised in Figures 1 and 2 indicated that the 18M 
microbiota was distinct from the 8M and 24M 
communities. While the composition of the 8M and 
24M communities could not be distinguished based on 
16S rRNA survey, their functional capacity was distinct 
as demonstrated in Figure 4. One interpretation of this is 
that there was a  transition  in  the  community  member- 
ship that led to a functional alteration of the microbiota. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Table 1. Physiological parameters measured in aged rats. Std Dev – refers to standard deviation. 

Physiological Parameters Average 

8M 

Std Dev 

8M 

Average 

18M 

Std Dev 

18M 

Average 

24M 

Std Dev 

24M 

Body weight (g) 518.72 52.82 555.50 36.20 606.92 37.69 

Lean mass (%) 72.75 2.12 71.21 2.34 66.88 1.44 

Fat mass (%) 12.54 2.43 13.32 2.42 18.58 1.76 

Gastrocnemius muscle mass 

(mg/g) 

4.84 0.76 3.92 0.55 2.32 0.39 

Sciatic response amplitude 

(mV) 

65.86 14.88 60.26 15.18 26.66 11.63 

Triceps muscle mass (mg/g) 3.88 0.67 3.92 0.23 3.81 0.35 

Radial response amplitude 

(mV) 

69.32 14.79 70.96 11.61 63.51 17.03 

Heart muscle mass (mg/g) 2.71 0.46 2.74 0.30 3.07 0.45 

B12 total (pmol/L) 1074.00 183.97 965.00 167.10 912.50 258.94 

Folate level (nmol/L) 169.05 27.83 170.75 24.18 205.50 47.08 
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The 18M community MFC therefore may give an 
indication of the molecular mechanisms that underlie 
this transition. Figure 1 identified Category 9 and 10 
OTUs as associated with the 18M samples. While no 
category 10 MFCs were observed, there were an 
abundance of category 9 MFCs. We further summarized 
the MFC’s into their corresponding KEGG pathways to 
hypothesize the molecular mechanisms that may 
underlie the transition to the aged phenotype (Figure 
4D). Category 9 pathways were primarily related to diet 
including metabolism of carbohydrate, protein, lipids and 
vitamin biosynthesis (Supplementary Materials, S2.xlsx) 
suggesting that the microbiome contributes in part to 
aging through their established role in digestion. We 
observed a general increase in MFC’s assigned to Amino 
Acid (25/29) and Carbohydrate (12/15) metabolism with 
a concurrent general decrease (6/9) in those assigned to 
Lipid Metabolism suggesting a shift in the potential to 
digest, process, and synthesize these dietary components. 
One of the increased MFCs was cholesterol oxidase 
(steroid biosynthesis) indicating a predicted change 
towards cholesterol versus fatty acid synthesis.  
 
 
 
 
   
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Furthermore, consistent with the analysis of MFCs 
related to Metabolism of Cofactors and Vitamins 
(Figure 4D), statistically reduced levels of serum 
Vitamin B12 were observed. We also explored the 
correlations between specific MFC’s and the 
physiological measurements (Table 1, Supplemental 
Figure 2). None of the Category 9 MFCs associated 
with physiological parameters. However, there were 
several associations of other diet-related MFCs on many 
physiological factors including gastrocnemius muscle 
mass and sciatic response amplitude (Supplementary 
Figure 2, S2.xlsx – MFC_Metadata_Correlation Sheet). 
Fat mass was positively correlated to Cobalamin 
biosynthetic protein CobC (K02225), carnitinyl-CoA 
dehydratase (K08299) and allantoin permease 
(K10975). Furthermore, there was a strong negative 
correlation between lean mass and allantoin permease 
(K10975). Allantoin has previously been demonstrated 
to increase lifespan when administered to the nematode 
worm Caenorhabditis elegans [24, 25]. The negative 
association could relate to microbial scavenging of this 
purine metabolism biomarker of oxidative stress [26]. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Figure 2. Inter‐species correlations  in the aging rat microbiome. (A)  Indicator analysis  for different age groups.  Indicator OTUs
with P  values  <  0.001  for different  age  groups – orange  for  8M,  green  for  18M  and blue  for  24M  are  shown. Categorization of  the
indicator OTUs and their corresponding indicator values are also indicated. (B) Correlations between the statistically different OTUs. Only
correlations values > 0.6 and < ‐0.6 are shown. The OTUs are sorted and plotted anticlockwise starting at 0 degrees, based on the number
of  correlation  (statistically  relevant  and with  R  values  >  0.6  or  <  ‐0.6)  across  the  entire  set.  The OTU  classified  as  Clostridium  XIVa
(highlighted in red text) at the genus level is the most correlated while the OTU classified as Acidaminobacter (highlighted in blue text) is
the least correlated. Details of one to one OTU correlations are in Supplementary Figure 1 and Supplementary Materials. Abbreviations:
SU – Statistically Up, SD – Statistically Down, Cat – Category, 8M – 8 months, 18M – 18 months and 24M – 24 months. 
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Figure  3.  Correlations  between microbiome  and  host  physiology. (A)  Age  group  comparisons  for  statistical  differences  of
measured physiological parameters, body weight  (g),  lean mass  (%),  fat mass  (%), gastrocnemius muscle mass (mg/g), sciatic response
amplitude (mV), triceps muscle mass (mg/g), radial response amplitude (mV), heart muscle mass (mg/g), Vitamin B12 total (pmol/L) and
folate levels (nmol/L). (B) Correlations between statistically different OTUs and physiological measurements. Correlations shown are after
FDR correction with Q values < 0.05.  Abbreviations: SU – Statistically Up, SD – Statistically Down, Cat – Category, 8M – 8 months, 18M –
18 months and 24M – 24 months. 
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Figure 4. Analysis of predicted Metagenomic Functional Content (MFC) obtained from PICRUSt. (A) Statistically different MFC’s
for each comparison  (8M vs 18M, 8M vs 24M, 18M vs 24M) and  their overlaps are depicted.  (B) Comparison of  the cumulatively unique
statistically different MFC’s identified in panel A is depicted across each of the studied comparisons. Red shaded boxes indicates increase in
MFC levels, Grey boxes indicate no statistical difference and Blue boxes indicates decrease in MFC levels. The MFC’s are sorted according to
different categories as explained in panel C.  (C) Explanation of the categories or feature based classes for the statistically different MFC’s. (D)
Membership of the statistically different MFC’s in each category in different pathways. Correlations shown are after FDR correction with Q values
< 0.05. Abbreviations: SU – Statistically Up, SD – Statistically Down, Cat – Category, 8M – 8 months, 18M – 18 months and 24M – 24 months.     
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We considered the following key observations: 1) 
analysis of the aging microbiome identified a diet-related 
ecology specifically associated with the transition at 18M 
to the sarcopenic phenotype, 2) the OTUs characterized 
at the 18M correlated with observed Vitamin B12 and 
folate levels, and 3) the MFC analysis identified 
candidate molecular mechanisms including  pathogenesis  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

and dietary metabolic function associated with the 
sarcopenic phenotype. Taking these observations 
together, they indicate an important role for microbial-
derived dietary metabolic pathways in aging and 
sarcopenia including carbohydrate, lipid and vitamin 
metabolism that could alter the metabolic status of the 
host and contribute to the physiological state in aging. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Figure 5. Comparative analysis of proteomics data from the serum of aging rats (8M, 18M and 24M) obtained
using  aptamer‐based  detection  method.  (A)  Based  on  the  pattern  of  statistically  significant  increase  (SU)  and
statistically  significant decrease  (SD) between  the different ages,  the proteins were  classified  into  categories. Protein  full
names, Entrez Gene Names, UniProt  IDs and corresponding categorical classifications of  the statistically different proteins
identified in the serum of the aging rats. Abbreviations: SU – Statistically Up, SD – Statistically Down, Cat – Category, 8M – 8
months,  18M  –  18 months  and  24M  –  24 months.  (B)  Correlations  between  statistically  different  serum  proteins  and
physiological measurements. Correlations shown are after FDR correction with Q values < 0.05.   
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Serum proteomics of aged rats  
 
As shown by the analysis above, microbial ecology is a 
complex process that involves the integration of many 
factors leading to an outcome in the host. We performed 
proteomic analysis of the serum to identify the potential 
host response to the changes in the microbiota and their 
association with the physiological state. Serum proteins 
for the 3 groups of rats (n=9 at 8M, n=10 at 18M and 
n=8 at 24M) were analysed using aptamer-based 
detection [27]. Similar to the OTUs and MFC analysis, 
we performed pairwise comparisons to identify proteins 
that were significantly altered between two age groups 
(8M-18M, 8M-24M and 18M-24M) and put them into 
the categories previously described. (Figure 5A, 
Supplementary Materials S4.xlsx).  
 
Since we were looking specifically at the host response, 
we focussed on categories that demonstrated a 
significant association with the host physiological 
measurements shown in Figure 3.  In general, fat mass, 
lean mass and sciatic response amplitude demonstrated 
a ‘Category 7 or 8’ pattern.  There were only two serum 
proteins detected demonstrating this pattern; 
Amnionless (AMN) and Insulin-like growth factor I 
receptor (IGF1R). IGF1R did not show any significant 
correlation with the physiological measurements.  
However, AMN correlated with most of the physio-
logical measurements with the exception of folate 
(Figure 5B). AMN plays a key role in Cobalamin (Cbl, 
vitamin B12) transport as well as for lipid metabolism, 
HDL-mediated lipid transport, lipoprotein metabolism 
and lipid digestion. We also detected an association of 
AMN with cholesterol oxidase and cobalamin bio-
synthetic protein CobC in the MFCs (Supplementary 
Figure 4).   
 
Subsequently, we used Reactome [28, 29] 
(www.Reactome.org) to identify participation of the 
differentially observed proteins in different pathways in 
rats (Supplementary Materials S4.xlsx). Overall, protein 
levels which consistently increased with age (Cat 1), i.e. 
Neutral ceramidase (ASAH2), Nuclear receptor 
subfamily 1 group D member 1 (NR1D1), Parathyroid 
hormone (PTH) and X-linked ectodysplasin-A2 
receptor (EDA2R) were implicated in glycosphingolipid 
metabolism, sphingolipid metabolism, GPCR signal-
ling, TNFR2 non-canonical NF-kB signalling and the 
immune system.  
 
Summarizing the genetic analysis of the microbiome 
and the serum protein response of the host there was a 
common theme associated with the microbiome and 
aging. Alterations in dietary metabolism, possibly via 
their influence on Vitamin B12 and folate, seemed to be 
involved in the aging phenotype.     

Serum lipidomics of aged rats 
 
Vitamin B12 and folate have defined roles in lipid 
metabolism.  Vitamin B12, adenosylcobalamin, act as a 
cofactor on methylmalonyl-CoA mutase to convert 
methylmalonyl-CoA (MM-CoA) to succinyl-CoA. 
When MM-CoA mutase is blocked in the absence of 
Vitamin B12, MM-CoA accumulates and inhibits the 
rate-limiting enzyme of fatty acid oxidation (CPT1 - 
carnitine palmitoyl transferase) thus causing lipo-
genesis. Low levels of Vitamin B12 are also associated 
with shifts toward cholesterol synthesis and hepatic 
steatosis in mice [30]. Folate deficiency decreases flux 
through phosphatidylethanolamine N-methyltransferase 
(PEMT), an enzyme that synthesizes phosphatidyl-
choline (PC) via the methylation of phosphatidylethano-
lamine (PE) [31]. The alterations in these lipid-
modifying vitamins by the microbiota therefore could 
underlie the association with aging. We analysed 122 
lipid species using direct infusion mass spectrometry as 
described previously [32] (materials and methods, data 
tabulated in Supplementary Materials, S5.xlsx). 
Analysing the measured lipid species across the samples 
(n=10 at 8M, n=10 at 18M and n=8 at 24M), using 
NMDS analysis, there was no clear separation between 
8M and 18M (orange and green circles in Figure 6A).  
 
One to one comparison for statistical differences 
between two groups further confirmed this (no 
statistically different levels for lipid species measured 
between 8M and 18M or between 8M and 24M). 
However, the 18M and 24M groups clearly separated in 
the lipid space (green and blue circles, Figure 6A). 5 
lipid species were statistically significantly different 
between the two groups (18M-24M) (Figure 6B). 
Levels of two Lysophosphatidylcholines (LPC 20:5 and 
LPC 20:3) decreased in old age, while three lipids, 
Lysophosphatidylinositol (LPI 16:0), Phosphatidyl-
choline (PC 37:4) and sterol ester (SE 20:4) increased in 
old  age.   The  changes  in  phosphatidylcholine/lyso- 
phosphatidylcholine are consistent with the observed 
alterations in Vitamin B12 and folate status. 
Subsequently, we looked at the correlations of the lipids 
with physiological measurements (Figure 6C). 
Gastrocnemius muscle mass (decreased consistently 
with age) and sciatic response amplitude (decreased in 
8M-24M and 18M-24M) significantly correlated to the 
statistically different lipids (Figure 6C). Gastrocnemius 
muscle mass positively correlated with LPC 20:3 
(decreased in 18m-24m). Sciatic response amplitude 
positively correlated with LPC 20:5 and LPC 20:3 (both 
decreased in 18M-24M) and negatively correlated with 
PC 37:4 and SE 20:4 (both increased in 18M-24M) 
(Figure 6C).  Lipid metabolism, therefore, may play a 
particular role in the development of the sarcopenic 
phenotype observed in these rats.   
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Given the possible role of microbes in altering lipid and 
inflammatory status, we looked at the correlations of the 
lipid species with the microbial members (OTUs – 
Figure 6D, MFC’s – Supplementary Figure 5) and 
serum protein levels (Figure 6E). In total there were 14 
OTUs that correlated with the age-related lipid species 
of which OTU 0229 (Lachnospiraceae insertae sedis) 
was the only category 10 OTU identified. In particular, 
it negatively correlated with LPC 20:5 (Figure 6D). The 
other OTUs identified were, similar to the lipids 
identified, Category 15 and 18 OTUs. Of these, OTUs 
0126, 0954, 0979 and 0599 were also identified in the 
indicator analysis in Figure 2. Focussing on these, OTU 
0954 also negatively correlated with Vitamin B12 levels 
(Figure 3).  The category 18 OTU 0269  was  also  iden- 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
tified and positively correlated with B12 (Figure 3). 
LPC 20:5, LPC 20:3 and PC 37:4 were among the most 
correlated lipid species consistent with a potential role 
for microbial metabolism of Vitamin B12 and folate. In 
addition, the levels of PC 37:4 and SE 20:4 positively 
correlated with the MFC Cobalamin Biosynthesis 
Protein CobW (Supplementary Figure 5). Reduced LPC 
20:5 were reported in obese patients as opposed to 
control subjects [33]. LPC 20:5 and LPC 20:3 were 
earlier reported to be negatively correlated to BMI in 
Obesity [34]. However, the association of these lipids 
with a sarcopenic phenotype suggests an important role 
for the microbiome in regulating lipid metabolism, 
potentially contributing to sarcopenia as well as 
obesity.   

Figure 6. Serum Lipidomic analysis of aged rats. (A) NMDS plot of the lipid species measured across all the samples. Overall,
we see a separation between 18M and 24M but not between 8M‐18M and 8M‐24M. (B) Statistically different  lipid species and
demarcation of up/downregulation  in different comparisons. (C) Correlations between  lipid species and measured physiological
parameters.  (D)  Correlations  between  lipid  species  and  OTUs.  (E)  Correlations  between  lipid  species  and  proteins.  Only
statistically significant correlations are shown. Correlations shown are after FDR correction with Q values < 0.05. Abbreviations:
SU – Statistically Up, SD – Statistically Down, Cat – Category, 8M – 8 months, 18M – 18 months and 24M – 24 months.    
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We next determined potential host responses to the 
altered lipid physiology. We identified 9 proteins, 
which are significantly correlated with the lipid levels. 
Proteins, which are the most correlated, included 
IL17RD, ERAP1, TNFSF11 and ATP5B. While the 
lipids, which were the most correlated, included LPC 
20:3, LPC 20:5, PC 37:4 and SE 20:4. Reduction of 
NOTCH1 was negatively correlated to SE 20:4 and 
positively correlated to LPC 20:3. Potential anti-
inflammatory lipids LPC 20:5 and LPC 20:3 were 
negatively correlated to increased levels of IL17RD, 
CBX5, ERAP1 and TNFSF11 and positively correlated 
to IGF1R. Alterations of the EPH-ephrin signalling (via 
EPHA10) was positively correlated to LPC 20:5. 
Proteins altering the immune status (i.e. TNFSF11, 
ERAP1 and IL17RD) were negatively correlated to 
decreased levels of LPC 20:5 and LPC 20:3 and 
positively correlated to increased levels of PC 37:4 and 
SE 20:4. The negative correlation of P4HB to PC 37:4 
levels indicates potential effects in VLDL biosynthesis 
and chylomicron-mediated lipid transport.  
 
Our results demonstrate the complexity of host microbe 
interactions in the context of aging and highlight the 
potential interaction of nutrition, the microbiome, and 
host metabolism in sarcopenia. Our thorough survey of 
microbial, proteomic and lipidomic biomarkers that 
underlie the aging process suggest that regulation of 
dietary metabolism by the microbiota may underlie 
some of the consequences of aging and identify new 
nutritional therapeutic avenues for further exploration in 
age-related conditions such as sarcopenia.   
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

DISCUSSION 
 
Microbial association with its host has been shaped over 
millennia. The ecosystem is in a state of constant 
remodelling adapting to its host environment [35-39]. 
This in turn impacts host function, including at the 
extremes of aging [3]. Researchers [40] have observed 
that the microbial membership changes as the host ages, 
although the molecular mechanisms underlying the 
association of aging and microbial ecology are yet to be 
defined. Combinations of several factors including but 
not limited to clinical status, prevalence of co-morbid 
diseases, exposure to multiple medications, aging 
alimentary tracts, impaired dentition, decreased gut 
motility and dietary modifications complicate 
investigation in humans. However, some aspects like 
inflammation [41], muscle [4, 11, 20, 42-44], bone [12, 
45] and immune status [46] have been previously 
investigated. It is thus relevant and important to 
understand the complex associations between gut 
microbes and host physiology to determine the scope of 
the potential of lifestyle/nutrition/pharmacological 
interventions to maintain health in old age. 
 
Our systematic integrated analysis of in-vivo 
phenotyping, gut microbial analysis, biochemical 
analysis, serum proteomics and lipidomics of aged 
sarcopenic rats (8M, 18M and 24M) highlighted three 
broad associations with aging; musculoskeletal, nutrient 
and inflammation/immunity (Figure 7A). Musculo-
skeletal modifications broadly included altered muscle 
function  and  serum   markers   associated  with  altered  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

Figure 7. Summary of host‐microbial interactions in Aging and Sarcopenia. (A) Different aspects of host physiology
impacted  directly  or  indirectly  by  gut  microbiome  include  nutrients,  musculoskeletal  and  inflammation/immunity.  (B)
Illustration  highlighting  the  shift within  the microbial  community  in  terms  of members  of  Sutterella  and Barnesiella with
aging. Barnesiella  is positively  correlated  to  Clostridium XIVa  and Papillibacter, which  are  all  similarly  correlated  to  aging
phenotypes, specifically at the level of Lean Mass, Vitamin B12 levels, Lipid metabolism and Gastrocnemius muscle mass.  
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bone density and bone regeneration. Modifications in 
nutrient availability/role broadly included altered 
vitamin production/uptake, altered carbohydrate 
metabolism and altered lipid metabolism/uptake. 
Inflammation/Immunity related changes broadly 
included chronic/age specific inflammation, altered 
immune status, impact on T cells and altered mucin 
layers in the gut.  
 
Modifications in muscle status with aging has been 
extensively studied and discussed in several studies [4, 
11, 20, 42, 43]. Consistent with earlier findings, at the 
physiological level, we observed decreased gastro-
cnemius muscle mass and decreased sciatic response 
amplitude with aging. Our integrated analysis suggests 
that the microbiota may underlie the sarcopenic 
phenotype of the aged rats via vitamin synthesis, altered 
lipid metabolism and regulation of growth and immune-
related factors.   
 
In particular, Sutterella (OTU0954) may have an 
important role in regulating some of the aspects of 
aging.  Its presence correlated with AMN/vitamin B12, 
alterations in lipid metabolism as well as loss of gastro-
cnemius muscle mass and sciatic response amplitude. 
Physiological decrease in serum Vitamin B12 levels 
were also consistent with altered metagenomic 
functional shifts in the microbes for cobalamin protein 
synthesis (CobC and CobW) and serum protein level 
changes in amnionless (AMN).   
 
The ecology of the microbiome may play an important 
part in regulating this.  While Sutterella positively 
correlated with the abundance of a number of indicator 
species (Figure 2), Barnesiella (OTU0875) negatively 
correlated with Sutterella and many of the same 
indicator species. In addition, it correlated positively 
with Clostridium XIVa (OTU0299) and Papillibacter 
(OTU0269).  Individually, these three OTUs generally 
demonstrated the opposite profiles on the physiological 
parameters and the host proteomic response than 
Sutterella.  
 
We therefore propose a model whereby Sutterella 
solidifies a microbial ecology that contributes to the 
aged phenotype in rats. This counteracts the positive 
influence of the Barnesiella on lean mass, alters 
Vitamin B12 and lipid metabolism, and results in a pro-
inflammatory environment contributing to the 
sarcopenic phenotype (Figure 7B). Further studies will 
clarify whether this ecology is unique to rats, how it can 
be influenced by diet and whether these molecular 
mechanisms play a role in sarcopenia in human 
populations. Wang et al. [47] recently showed that 
probiotic strains like Lactobacillus paracasei CNCM I-
4270 (LC), L. rhamnosus I-3690 (LR) and 

Bifidobacterium animalis subsp. lactis I-2494 (BA), 
when administered to HFD fed mice, were potent in 
increasing OTUs affiliated to Barnesiella. While these 
authors tested the ability of these strains to reduce HFD-
induced MS, it is interesting to hypothesize a potential 
role in preserving a healthy gut microbial ecology 
during aging and in delaying the pathological 
manifestations of aging. However, subsequent studies 
with detailed controls and establishment of causality 
will be required as next steps.  
 
While the current study allowed us to define a 
consensus phenotype of aging and sarcopenia in rats, 
understanding the translational relevance and 
identifying interventional solutions will require further 
studies accounting for the differences between rat and 
human physiology,  the gut microbiome [48, 49], and 
the interactions at play. Towards that goal, analysing 
human microbial ecology during aging and sarcopenia 
will be of major importance and transplanting these 
aged human microbiomes to germ free rodents will be 
key to uncouple aging of the microbiome from other 
physiological and environmental perturbations that co-
exist during human aging. 
 
CONCLUSIONS  
 
Considering the needs of the elderly in society and for 
cost-effective means to support healthy aging, our 
research findings are the most comprehensive 
characterization of the gut microbiome in context of the 
molecular mechanisms of aging in preclinical models 
studied to date. In our study, we simultaneously 
characterised and investigated age-related alterations in 
gut microbiome, muscle physiology and serum protein 
and lipid markers to define a consensus phenotype of 
age-related alterations in gut microbiome and host 
physiology. Interestingly, we observed changes in the 
composition and metabolic potential of the aging gut 
microbiome were associated with the musculoskeletal, 
nutrient processing/availability,  and  the  inflammatory/ 
immune status of aged vs adult rats. This study is the 
first step towards identifying the molecular mechanisms 
underlying microbiome-driven aging and sarcopenia 
and potential therapeutic interventions and guidelines to 
support healthy aging.   
 
MATERIALS AND METHODS 
 
Animal study protocol 
 
Male Wistar rats aged 8 months to 24 months were 
obtained from Janvier Labs (Le Genest-Saint-Isle, 
France). The rats (littermates) labelled by age were 
grouped by date of birth within one month, and further 
grouping was then based on the muscle phenotype in 
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hind limbs under the following categories: adult (8 
months of age), early-sarcopenic (18 months of age), 
and sarcopenic (24 months of age). Upon arrival, all 
animals were housed by two in standard type 4 cages 
with ad libitum access to food and water on a 12 hour 
light/dark cycle at a temperature between 20-24°C and a 
relative humidity between 50-60%. The experimental 
procedures on animals were in agreement with Swiss 
and EU ethical guidelines and approved by the local 
animal experimentation committee of the Canton of 
Vaud (license number VD2630). Body composition 
(lean mass and fat mass) was measured non-invasively 
in awake animals using quantitative NMR (1H NMR 
relaxometry device, echoMRI). Electromyography 
(EMG) measurements were performed on rats under 
isoflurane anaesthesia. Briefly the left limbs were 
shaved and recording needle electrodes (twisted pairs, 
wire 150cm, needle 0.4 x 13mm, Neurolite, 
Switzerland) were sequentially placed into the 
gastrocnemius, and triceps brachii muscles. Supra-
maximal electric stimulation was achieved via 
stimulating needle electrodes sequentially placed 
around the sciatic nerve and the radial nerve, and the 
resulting compound muscle action potential (CMAP) 
was recorded using the Keypoint software (Neurolite, 
Switzerland). The animals were sacrificed by 
exsanguination under isoflurane anaesthesia and blood 
was collected from the portal vein and resulting serum 
was used for proteomic analysis. Skeletal muscles and 
heart were dissected free of fat, weighed and snap 
frozen in liquid nitrogen. 
 
Fecal pellet collection, DNA extraction 
 
Fecal pellets from each rat were collected prior to 
sacrifice in sterile 1.5 ml Eppendorf tubes that were 
then stored at -80C until DNA was extracted from 
approximately 50 mg using the MoBio PowerMag DNA 
extraction kit according to the manufacturer’s 
specifications. The DNA was stored at -20C until 
library preparation. 
 
Amplicon library preparation and sequencing  
 
An Amplicon library of partial 16s rRNA genes was 
produced according the methods outlined in Caparaso et 
al. [50]. Briefly, we used primers targeting the V4-6 
region of the 16S ribosomal genes at positions 515-806 
(E. coli numbering) composed of the Illumina adapters, 
pad, barcode (forward primer only) and gene specific 
nucleotides. The resulting PCR products after 23 cycles 
of amplification from 3 reactions per samples were 
pooled and quantified using a Caliper LabChip GX. The 
samples were then pooled in equimolar ratio and 
cleaned using Agencourt AMPure XP. The cleaned 
amplicons were then pooled with PhiX DNA spike as 

per manufacturer recommendation and sequenced using 
a MiSeq using chemistry V2.4.  
 
16S data processing  
 
Sequences were demultiplexed from fastq files 
according to the specific barcode for each sample 
introduced at the PCR step. Quality control was 
performed with MOTHUR [51] using the default 
parameters in the MiSeq SOP [52] accessed on Feb 
2016. The resulting sequences were then clustered into 
OTUs (with 0.03 cutoff). These were also converted 
into biom files with closed OTU picking with 
greengenes taxonomy (greengenes version 13.5) for use 
in PICRUSt [53]. The resultant OTUs were also used 
for plotting NMDS with JClass and ThetaYC 
calculators, additionally an indicator analysis was also 
performed. Statistical differences in OTUs between age 
groups were assessed using the Wilcoxon Rank Sum 
test and after FDR correction, Q-values < 0.05 were 
considered significant.  
 
Metagenomic functional content analysis  
 
Phylogenetic investigation of communities by 
reconstruction of unobserved states (PICRUSt) [53] was 
used to predict the metagenomic functional content 
(MFC) of the different samples. Statistical differences 
between age groups were estimated by using the 
Kolmogorov-Smirnov test on the rank of the z-scores of 
the relative abundances of the MFC’s and P-values were 
considered significant using a FDR of 1%.  
 
Serum analysis 
 
Vitamin B12 and folate levels were measured using the 
competitive binding assay from Beckman (Beckman 
Coulter, Nyon, Switzerland). For protein measurement 
in serum, samples were analyzed using DNA-aptamer-
based recognition on the SOMAscan platform 
(SomaLogic, Boulder, CO, USA), as described [27]. 
Median normalized relative fluorescence units (RFUs) 
were log2-transformed before applying principal 
component analysis and linear models. Statistical 
analyses were performed in R 3.1.3 (R Foundation for 
Statistical Computing).  
 
Lipidomics analysis 
 
Lipid extraction and analysis were performed as 
reported previously [32]. In summary, 100 ul of (diluted 
serum 1 in 50 ammonium bicarbonate buffer) was 
mixed with 80 ul of ammonium bicarbonate solution 
and then 810 ul of methyl tert-butyl ether/methanol 
(7:2, v/v) solution was added. Internal standard mixture 
was pre-mixed with the organic solvents mixture. The 
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internal standard mixture contained: PC 17:0/17:0, Chol 
D6, DAG 17:0/17:0, TAG 17:0/17:0/17:0, Cer 
18:1;2/17:0, SM 18:1;2/12:0, LPC 12:0, LPE 17:1, PE 
17:0/17:0, SE 20:0, PI 16:0/16:0. Solution was mixed at 
700 rpm, 15 min at 4 °C using a ThermoMixer C and 
then centrifuged at 3000 RCF for 5 min. 100 μl of the 
organic phase was transferred to a 96-well plate, and 
dried in a speed vacuum concentrator. Lipid extract was 
reconstituted in 40 μl of 7.5 mM ammonium acetate in 
chloroform/methanol/propanol (1:2:4, V/V/V). All 
liquid handling steps were performed using Hamilton 
STAR robotic platform. 
 
For MS data acquisition, samples were analyzed by 
direct infusion in a QExactive mass spectrometer 
(Thermo Fisher Scientific) equipped with a TriVersa 
NanoMate ion source (Advion Biosciences). Samples 
were acquired in both polarity modes in a single 
acquisition at Rm/z=200 = 140000. All data was 
analyzed with in-house developed lipid identification 
software based on LipidXplorer. Data post-processing 
and normalization were performed on an in-house 
developed R based package. Statistical significance 
between age groups was assessed using the 
Kolmogorov-Smirnov 2 sample test and after FDR 
correction Q-Values were considered significant if < 
0.05. 
 
Correlation analysis 
 
In general (unless otherwise stated), correlations 
(Spearman’s Rho) were assessed between different 
measurements and checked for statistical significance. It 
was considered as statistical significant after FDR 
correction with Q values < 0.05. 
 
Ethics approval and consent to participate 
 
Animal Study: The experimental procedures on animals 
were in agreement with Swiss and EU ethical guidelines 
and approved by the local animal experimentation 
committee of the Canton of Vaud (license number 
VD2630). 
 
Abbreviations 
 
SCFA: Short Chain Fatty Acids, LPS: Lipo-
polysaccharides, PICRUSt: Phylogenetic Investigation 
of Communities by Reconstruction of Unobserved 
States, 8M: 8 month old rats, 18M: 18 month old rats, 
24M: 24 month old rats, NMDS: Non-metric multi-
dimensional scaling, OTU: Operational taxonomic unit, 
MFC: Metagenomic Functional Content, KO ID: 
KEGG Orthology ID, LPC: Lysophosphatidylcholine, 
LPI: Lysophosphatidylinositol, PC: Phosphatidylcholine 
and SE: Sterol Esters. 

AUTHOR CONTRIBUTIONS 
 
JNF, AP, SK and JS developed, designed and executed 
the study.  
JNF, AP and SK conducted the in-vivo studies.  
AC, JS, AP, DMR, MM, JNF and SJP analysed and 
interpreted the data.  
AC, JS, AP, MM, JNF and SJP wrote the paper.  
All authors read and approved the final manuscript. 
 
ACKNOWLEDGEMENTS 
  
We would like to thank the functional genomics and 
pre-clinical investigations groups of NIHS for the 
sequencing efforts and support with in-vivo 
experiments, respectively. 
 
CONFLICTS OF INTEREST 
 
All authors are employees of the Nestle Institute of 
Health Sciences SA. 
 
FUNDING 
 
This work was funded by Nestle Institute of Health 
Sciences SA. 
 
REFERENCES 
 
1.   Cho  I,  Blaser  MJ.  The  human  microbiome:  at  the 

interface of health and disease. Nat Rev Genet. 2012; 
13:260–70. https://doi.org/10.1038/nrg3182 

2.   López‐Otín  C,  Blasco  MA,  Partridge  L,  Serrano  M, 
Kroemer  G.  The  hallmarks  of  aging.  Cell.  2013; 
153:1194–217. 
https://doi.org/10.1016/j.cell.2013.05.039 

3.   Rampelli  S, Candela M,  Turroni  S, Biagi  E, Collino  S, 
Franceschi  C,  O’Toole  PW,  Brigidi  P.  Functional 
metagenomic  profiling  of  intestinal  microbiome  in 
extreme  ageing. Aging  (Albany NY). 2013; 5:902–12. 
https://doi.org/10.18632/aging.100623 

4.   Houtkooper  RH,  Argmann  C,  Houten  SM,  Cantó  C, 
Jeninga  EH,  Andreux  PA,  Thomas  C,  Doenlen  R, 
Schoonjans  K,  Auwerx  J.  The metabolic  footprint  of 
aging  in  mice.  Sci  Rep.  2011;  1:134. 
https://doi.org/10.1038/srep00134 

5.   Edwards MH, Dennison EM, Aihie Sayer A, Fielding R, 
Cooper C. Osteoporosis and sarcopenia  in older age. 
Bone. 2015; 80:126–30.  

  https://doi.org/10.1016/j.bone.2015.04.016 

6.   Anton SD, Woods AJ, Ashizawa T, Barb D, Buford TW, 
Carter  CS,  Clark  DJ,  Cohen  RA,  Corbett  DB,  Cruz‐
Almeida  Y,  Dotson  V,  Ebner  N,  Efron  PA,  et  al. 



www.aging‐us.com  1712  AGING 

Successful  aging:  advancing  the  science  of  physical 
independence  in older adults. Ageing Res Rev. 2015; 
24:304–27. https://doi.org/10.1016/j.arr.2015.09.005 

7.   O’Toole  PW,  Jeffery  IB.  Gut  microbiota  and  aging. 
Science. 2015; 350:1214–15.  

  https://doi.org/10.1126/science.aac8469 

8.   Langille MG, Meehan CJ, Koenig JE, Dhanani AS, Rose 
RA, Howlett SE, Beiko RG. Microbial shifts in the aging 
mouse  gut.  Microbiome.  2014;  2:50. 
https://doi.org/10.1186/s40168‐014‐0050‐9 

9.   Steves  CJ,  Bird  S,  Williams  FM,  Spector  TD.  The 
Microbiome and Musculoskeletal Conditions of Aging: 
A  Review  of  Evidence  for  Impact  and  Potential 
Therapeutics.  J  Bone  Miner  Res.  2016;  31:261–69. 
https://doi.org/10.1002/jbmr.2765 

10.  Claesson MJ, Jeffery IB, Conde S, Power SE, O’Connor 
EM,  Cusack  S,  Harris  HM,  Coakley  M, 
Lakshminarayanan  B,  O’Sullivan  O,  Fitzgerald  GF, 
Deane  J,  O’Connor  M,  et  al.  Gut  microbiota 
composition  correlates  with  diet  and  health  in  the 
elderly. Nature. 2012; 488:178–84. 
 https:// doi.org/10.1038/nature11319 

11.  Thompson DD. Aging and sarcopenia. J Musculoskelet 
Neuronal Interact. 2007; 7:344–45. 

12.  Sjögren K, Engdahl C, Henning P, Lerner UH, Tremaroli 
V,  Lagerquist  MK,  Bäckhed  F,  Ohlsson  C.  The  gut 
microbiota  regulates  bone  mass  in  mice.  J  Bone 
Miner Res. 2012; 27:1357–67.  

  https://doi.org/10.1002/jbmr.1588 

13.  Saraswati  S,  Sitaraman R. Aging  and  the human  gut 
microbiota‐from  correlation  to  causality.  Front 
Microbiol. 2015; 5:764.  

  https://doi.org/10.3389/fmicb.2014.00764 

14.  Tiihonen  K,  Ouwehand  AC,  Rautonen  N.  Human 
intestinal microbiota and healthy ageing. Ageing Res 
Rev. 2010; 9:107–16. 
 https://doi.org/10.1016/j.arr.2009.10.004 

15.  Heintz C, Mair W. You are what you host: microbiome 
modulation of the aging process. Cell. 2014; 156:408–
11. https://doi.org/10.1016/j.cell.2014.01.025 

16.  Franceschi  C,  Campisi  J.  Chronic  inflammation 
(inflammaging) and  its potential contribution  to age‐
associated  diseases.  J  Gerontol  A  Biol  Sci Med  Sci. 
2014 (Suppl 1); 69:S4–9.  

  https://doi.org/10.1093/gerona/glu057 

17.  Shaw  AC,  Goldstein  DR,  Montgomery  RR.  Age‐
dependent dysregulation of innate immunity. Nat Rev 
Immunol. 2013; 13:875–87.  

  https://doi.org/10.1038/nri3547 

18.  Romero‐Suarez  S,  Shen  J,  Brotto  L,  Hall  T,  Mo  C, 
Valdivia  HH,  Andresen  J, Wacker M, Nosek  TM, Qu 

CK,  Brotto M. Muscle‐specific  inositide  phosphatase 
(MIP/MTMR14)  is  reduced  with  age  and  its  loss 
accelerates skeletal muscle aging process by altering 
calcium homeostasis. Aging (Albany NY). 2010; 2:504–
13. https://doi.org/10.18632/aging.100190 

19.  Conley  MN,  Wong  CP,  Duyck  KM,  Hord  N,  Ho  E, 
Sharpton TJ. Aging and  serum MCP‐1 are associated 
with gut microbiome composition in a murine model. 
PeerJ. 2016; 4:e1854.  

  https://doi.org/10.7717/peerj.1854 

20.  Pannérec  A,  Springer  M,  Migliavacca  E,  Ireland  A, 
Piasecki M, Karaz S,  Jacot G, Métairon S, Danenberg 
E, Raymond F, Descombes P, McPhee  JS, Feige  JN. A 
robust neuromuscular system protects rat and human 
skeletal muscle  from  sarcopenia. Aging  (Albany NY). 
2016; 8:712–29.  

  https://doi.org/10.18632/aging.100926 

21.  Dufrene  M,  Legendre  P.  Species  Assemblages  and 
Indicator  Species:  The  Need  for  a  Flexible 
Asymmetrical Approach. Ecol Monogr. 1997; 67:345–
66. 

22.   Ibebunjo C, Chick JM, Kendall T, Eash JK, Li C, Zhang Y, 
Vickers C, Wu Z, Clarke BA, Shi  J, Cruz  J, Fournier B, 
Brachat  S,  et  al.  Genomic  and  proteomic  profiling 
reveals  reduced  mitochondrial  function  and 
disruption of  the neuromuscular  junction driving  rat 
sarcopenia.  Mol  Cell  Biol.  2013;  33:194–212. 
https://doi.org/10.1128/MCB.01036‐12 

23.  Langille MG,  Zaneveld  J,  Caporaso  JG, McDonald D, 
Knights D, Reyes JA, Clemente JC, Burkepile DE, Vega 
Thurber  RL,  Knight  R,  Beiko  RG,  Huttenhower  C. 
Predictive  functional  profiling  of  microbial 
communities using 16S rRNA marker gene sequences. 
Nat Biotechnol. 2013; 31:814–21. 

        http s://doi.org/10.1038/nbt.2676 

24.  Ko WC, Liu IM, Chung HH, Cheng JT. Activation of I(2)‐
imidazoline  receptors  may  ameliorate  insulin 
resistance  in  fructose‐rich  chow‐fed  rats.  Neurosci 
Lett. 2008; 448:90–93.  

  https://doi.org/10.1016/j.neulet.2008.10.002 

25.  Calvert S, Tacutu R, Sharifi S, Teixeira R, Ghosh P, de 
Magalhães  JP.  A  network  pharmacology  approach 
reveals new candidate caloric  restriction mimetics  in 
C.  elegans.  Aging  Cell.  2016;  15:256–66. 
https://doi.org/10.1111/acel.12432 

26.  Kand’ár  R,  Záková  P.  Allantoin  as  a  marker  of 
oxidative stress in human erythrocytes. Clin Chem Lab 
Med. 2008; 46:1270–74.  

  https://doi.org/10.1515/CCLM.2008.244 

27.  Gold L, Ayers D, Bertino J, Bock C, Bock A, Brody EN, 
Carter  J, Dalby AB, Eaton BE,  Fitzwater T, Flather D, 
Forbes  A,  Foreman  T,  et  al.  Aptamer‐based 



www.aging‐us.com  1713  AGING 

multiplexed  proteomic  technology  for  biomarker 
discovery.  PLoS  One.  2010;  5:e15004. 
https://doi.org/10.1371/journal.pone.0015004 

28.  Fabregat  A,  Sidiropoulos  K, Garapati  P, Gillespie M, 
Hausmann  K,  Haw  R,  Jassal  B,  Jupe  S,  Korninger  F, 
McKay  S, Matthews  L, May B, Milacic M,  et  al.  The 
Reactome  pathway  Knowledgebase.  Nucleic  Acids 
Res. 2016; 44:D481–87. 
https://doi.org/10.1093/nar/gkv1351 

29.  Milacic  M,  Haw  R,  Rothfels  K,  Wu  G,  Croft  D, 
Hermjakob  H,  D’Eustachio  P,  Stein  L.  Annotating 
cancer  variants  and  anti‐cancer  therapeutics  in 
reactome.  Cancers  (Basel).  2012;  4:1180–211. 
https://doi.org/10.3390/cancers4041180 

30.  Christensen KE, Wu Q, Wang X, Deng  L, Caudill MA, 
Rozen R. Steatosis  in mice  is associated with gender, 
folate  intake, and expression of genes of one‐carbon 
metabolism.  J  Nutr.  2010;  140:1736–41. 
https://doi.org/10.3945/jn.110.124917 

31.  Chew TW, Jiang X, Yan J, Wang W, Lusa AL, Carrier BJ, 
West AA, Malysheva OV, Brenna  JT, Gregory  JF 3rd, 
Caudill MA. Folate  intake, MTHFR genotype, and sex 
modulate  choline metabolism  in mice.  J Nutr. 2011; 
141:1475–81. https://doi.org/10.3945/jn.111.138859 

32.  Surma MA, Herzog R, Vasilj A, Klose C, Christinat N, 
Morin‐Rivron D,  Simons  K, Masoodi M,  Sampaio  JL. 
An  automated  shotgun  lipidomics  platform  for  high 
throughput, comprehensive, and quantitative analysis 
of blood plasma  intact  lipids. Eur  J Lipid Sci Technol. 
2015; 117:1540–49.  

  https://doi.org/10.1002/ejlt.201500145 

33.  Heimerl S, Fischer M, Baessler A, Liebisch G, Sigruener 
A,  Wallner  S,  Schmitz  G.  Alterations  of  plasma 
lysophosphatidylcholine species in obesity and weight 
loss. PLoS One. 2014; 9:e111348.  

  https://doi.org/10.1371/journal.pone.0111348 

34.  El‐Najjar N, Orsó E, Wallner S, Liebisch G, Schmitz G. 
Increased  Levels  of  Sphingosylphosphorylcholine 
(SPC) in Plasma of Metabolic Syndrome Patients. PLoS 
One. 2015; 10:e0140683.  

  https://doi.org/10.1371/journal.pone.0140683 

35.  Antonissen  G,  Croubels  S,  Pasmans  F,  Ducatelle  R, 
Eeckhaut V, Devreese M, Verlinden M, Haesebrouck 
F,  Eeckhout M,  De  Saeger  S,  Antlinger  B,  Novak  B, 
Martel  A,  Van  Immerseel  F.  Fumonisins  affect  the 
intestinal microbial  homeostasis  in  broiler  chickens, 
predisposing  to  necrotic  enteritis.  Vet  Res 
(Faisalabad). 2015; 46:98.  

  https://doi.org/10.1186/s13567‐015‐0234‐8 

36.  Biagi E, Candela M, Fairweather‐Tait S, Franceschi C, 
Brigidi  P.  Aging  of  the  human  metaorganism:  the 
microbial counterpart. Age (Dordr). 2012; 34:247–67.  

https://doi.org/10.1007/s11357‐011‐9217‐5 

37. Hu S, Peng L, Kwak YT, Tekippe EM, Pasare C, Malter 
JS,  Hooper  LV,  Zaki  MH.  The  DNA  Sensor  AIM2 
Maintains  Intestinal  Homeostasis  via  Regulation  of 
Epithelial  Antimicrobial  Host  Defense.  Cell  Reports. 
2015; 13:1922–36.  

  https://doi.org/10.1016/j.celrep.2015.10.040 

38. Koenig JE, Spor A, Scalfone N, Fricker AD, Stombaugh 
J,  Knight  R,  Angenent  LT,  Ley  RE.  Succession  of 
microbial  consortia  in  the  developing  infant  gut 
microbiome. Proc Natl Acad Sci USA. 2011  (Suppl 1); 
108:4578–85. 
https://doi.org/10.1073/pnas.1000081107 

39. Quig ley  EM.  Commentary:  synbiotics  and  gut 
microbiota  in  older  people‐‐a  microbial  guide  to 
healthy  ageing.  Aliment  Pharmacol  Ther.  2013; 
38:1141–42. https://doi.org/10.1111/apt.12495 

40.  Zapata  HJ,  Quagliarello  VJ.  The  microbiota  and 
microbiome  in aging: potential  implications  in health 
and  age‐related  diseases.  J  Am  Geriatr  Soc.  2015; 
63:776–81. https://doi.org/10.1111/jgs.13310 

41. Kale SS, Yende S. Effects of Aging on Inflammation and 
Hemostasis through the Continuum of Critical Illness. 
Aging Dis. 2011; 2:501–11. 

42. Conboy IM, Conboy MJ, Smythe GM, Rando TA. Notch‐
mediated  restoration  of  regenerative  potential  to 
aged  muscle.  Science.  2003;  302:1575–77. 
https://doi.org/10.1126/science.1087573 

43. Volpi E, Nazemi R, Fujita S. Muscle tissue changes with 
aging. Curr Opin Clin Nutr Metab Care. 2004; 7:405–
10. 
https://doi.org/10.1097/01.mco.0000134362.76653.b2 

44. Goodpaster  BH,  Park  SW,  Harris  TB,  Kritchevsky  SB, 
Nevitt M,  Schwartz  AV,  Simonsick  EM,  Tylavsky  FA, 
Visser M,  Newman  AB.  The  loss  of  skeletal muscle 
strength, mass, and quality in older adults: the health, 
aging and body composition study.  J Gerontol A Biol 
Sci Med Sci. 2006; 61:1059–64.  

  https://doi.org/10.1093/gerona/61.10.1059 

45.  Charles  JF,  Ermann  J,  Aliprantis  AO.  The  intestinal 
microbiome and skeletal fitness: connecting bugs and 
bones.  Clin  Immunol.  2015;  159:163–69. 
https://doi.org/10.1016/j.clim.2015.03.019 

46.  Licastro  F,  Candore  G,  Lio  D,  Porcellini  E,  Colonna‐
Romano G, Franceschi C, Caruso C.  Innate  immunity 
and  inflammation  in ageing: a key  for understanding 
age‐related  diseases.  Immun  Ageing.  2005;  2:8. 
https://doi.org/10.1186/1742‐4933‐2‐8 

47. Wang J, Tang H, Zhang C, Zhao Y, Derrien M, Rocher E, 
van‐Hylckama  Vlieg  JE,  Strissel  K,  Zhao  L,  Obin  M, 
Shen  J.  Modulation  of  gut  microbiota  during 



www.aging‐us.com  1714  AGING 

probiotic‐mediated  attenuation  of  metabolic 
syndrome in high fat diet‐fed mice. ISME J. 2015; 9:1–
15. https://doi.org/10.1038/ismej.2014.99 

48.  Nguyen  TL,  Vieira‐Silva  S,  Liston  A,  Raes  J.  How 
informative  is  the mouse  for  human  gut microbiota 
research?  Dis  Model  Mech.  2015;  8:1–16. 
https://doi.org/10.1242/dmm.017400 

49.  Wos‐Oxley M, Bleich A, Oxley AP, Kahl  S,  Janus  LM, 
Smoczek A, Nahrstedt H, Pils MC, Taudien S, Platzer 
M,  Hedrich  HJ, Medina  E,  Pieper  DH.  Comparative 
evaluation  of  establishing  a  human  gut  microbial 
community  within  rodent  models.  Gut  Microbes. 
2012; 3:234–49. https://doi.org/10.4161/gmic.19934 

50.  Caporaso  JG,  Lauber  CL, Walters WA, Berg‐Lyons D, 
Huntley  J,  Fierer  N,  Owens  SM,  Betley  J,  Fraser  L, 
Bauer M, Gormley N, Gilbert  JA,  Smith G,  Knight  R. 
Ultra‐high‐throughput microbial  community  analysis 
on  the  Illumina HiSeq  and MiSeq platforms.  ISME  J. 
2012; 6:1621–24.  

  https://doi.org/10.1038/ismej.2012.8 

51.  Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann 
M, Hollister EB, Lesniewski RA, Oakley BB, Parks DH, 
Robinson  CJ,  Sahl  JW,  Stres  B,  Thallinger GG,  et  al. 
Introducing  mothur:  open‐source,  platform‐
independent,  community‐supported  software  for 
describing  and  comparing  microbial  communities. 
Appl  Environ  Microbiol.  2009;  75:7537–41. 
https://doi.org/10.1128/AEM.01541‐09 

52.  Kozich  JJ,  Westcott  SL,  Baxter  NT,  Highlander  SK, 
Schloss PD. Development of a dual‐index sequencing 
strategy and curation pipeline for analyzing amplicon 
sequence  data  on  the  MiSeq  Illumina  sequencing 
platform. Appl Environ Microbiol. 2013; 79:5112–20. 
https://doi.org/10.1128/AEM.01043‐13 

53.  Langille MG,  Zaneveld  J,  Caporaso  JG, McDonald D, 
Knights D, Reyes JA, Clemente JC, Burkepile DE, Vega 
Thurber  RL,  Knight  R,  Beiko  RG,  Huttenhower  C. 
Predictive  functional  profiling  of  microbial 
communities using 16S rRNA marker gene sequences. 
Nat Biotechnol. 2013; 31:814–21.  

  https://doi.org/10.1038/nbt.2676 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 




