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CDAD   Clostridium difficile-associated diarrhea 
CDI   Clostridium difficile infection 
CDR   Clinical Dementia Rating 
CFUs   Colony forming units 
CNS   Central nervous system 
 Code: B6SJL-Tg (APPSwFlLon, PSEN1*M146L*L286V)6799Vas/Mmjax) 
CSDS   Chronic social defeat stress 
CSF   Cerebrospinal fluid 
CTF   C-terminal fragment 
CTRL   Control 
DAPI   4’, 6-diamidino-2-phenylindole 
DBA Mouse strain 
D-gal   D-galactose 
dNTP   Deoxynucleotide 
EDTA    Ethylenediaminetetraacetic acid disodium salt dihydrate  
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EFAD  Alzheimer’s disease mouse model (5XFAD mice bred to homozygous APOE2-, 
APOE3-, and APOE4-TR mice:  5XFAD+/−/APOE+/+) 

ENS   Enteric nervous system 
ER   Endoplasmic reticulum 
Erα   Estrogen receptor α 
FAD   Familial Alzheimer’s disease 
FCS   Fetal bovine serum  
FDA   Food and Drug Administration 
FMT   Fecal material transplant  
FVB/N Mouse strain 
GBA   Gut-brain axis 
gDNA   Genomic DNA 
GFAP   Glial fibrillary acidic protein 
GI   Gastrointestinal 
GIT   Gastrointestinal tract 
GOSs   Galacto-oligosaccharides 
GVD   Granulovacuolar degeneration 
hAPP   Human APP 
HCl   Hydrogen chloride  
HE   Hematoxylin and Eosin 
High ABXs  High dosage 
HPA   Hypothalamus-pituitary-adrenal 
IBD   Inflammatory bowel disease 
IL-6; IL-8  Interleukin 
Inos    Inducible nitric oxide synthase  
ISCs   Intestinal stem cells 
JAM   Junctional adhesion molecules 
KCl   Potassium chloride 
KH2PO4   Potassium dihydrogenphosphate 
LBP   LPS binding protein 
LC   Locus coeruleus 
LcZ   Lactobacillus casei Zhang 
LMMP   Longitudinal muscle 
Low ABXs  Low dosage 
LPS   Lipopolysaccharides 
LTD   Long-term depression 
LTP   Long-term potentiation 
MAP   Microtubule associated protein 
MgCl2 · 7H2O  Magnesium chloride Heptahydrate  
MgCl2   Magnesium chloride 
Na2HPO4  Disodium phosphate  
Na3C6H5O7  Sodium Citrate 
NaCl   Sodium chloride 
NaH2PO4 · 2H2O  Sodium phosphate monobasic dihydrate 
NaHCO3   Sodium bicarbonate 
NaOH   Sodium hydroxide 
NFTs   Neurofibrillary tangles 
NMDA   N-methyl-D-aspartate 
NMRI/Bom Mouse model 
NO   Nitric oxide 
norNOHA  Arginase inhibitor N(ω)-hydroxy-nor-l-arginine  
NOS1   NO synthase type I 
NSG   Next generation sequencing  
OMO Oligosaccharides from Morinda officinalis 
P14-P21-P28  Post-natal day 14/21 and 28 
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PBS   Phosphate Buffered Saline 
PCR   Polymerase chain reaction 
PD   Parkinson’s disease 
PEN   Presenilin enhancer 
PET   Positron emission tomography 
PFA   Paraformaldehyde 
PHF   Paired helical filaments 
PSD-95   Postsynaptic density protein 95 
PSEN1 or 2  Presenilin 1 or 2 
qPCR Quantitative Real Time-PCR 
RAGE Receptor for advanced glycation end products 
RAWM   Radial arm water maze 
ROS   Reactive oxidative species 
SAD   Sporadic Alzheimer’s disease 
SAMP8   Senescence-accelerated mouse prone 8 
sAPPα   Soluble N-terminal fragment APPα 
sAPPβ   Soluble peptide APPβ 
SCFAs   Short-chain fatty acids 
SD   Standard deviation 
SF   Straight filaments 
TBS    Tris buffered saline 
Th1   T helper type 1 
ThT   Thioflavin-T 
TLRs   Toll-Like Receptors 
TNF-α Tumor necrosis factor α 
TREM2   Triggering receptor expressed on myeloid cells 2 
TrkB   Tropomyosin-related kinase B 
vLPO   Ventrolateral preoptic nucleus preoptic nucleus 
WT   Wild type 
ZO Zonula occludens 
α-syn   α-synuclein 
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IV. German Summary 
 
 
Die Alzheimer-Krankheit ist weltweit eine der häufigsten Formen von Demenz bei älteren Menschen, 
wobei zwischen genetischer (familiärer) und umweltbedingter (sporadischer) Form unterschieden wird. 
Obwohl enorme Anstrengungen unternommen wurden, gibt es derzeit keine endgültige Heilung für diese 
progredierende Krankheit, abgesehen von einigen medizinischen Behandlungen, die die Symptome 
vorübergehend lindern können. Die Ätiologie der sporadischen Form der Alzheimer-Krankheit ist 
komplex, da mehrere Faktoren eine Rolle spielen und die zugrunde liegenden Ursachen nicht vollständig 
verstanden oder identifiziert sind. In den letzten zehn Jahren hat sich die Rolle der Darmmikrobiota im 
Zusammenhang mit neurodegenerativen Erkrankungen (z. B. Morbus Parkinson und M. Alzheimer) 
herauskristallisiert, da sie über die Darm-Hirn-Achse die Gehirnfunktion und das Verhalten des Wirts 
regulieren kann. Daher wurden mehrere Studien an keimfreien Mäusen oder an Mäusen, die Antibiotika 
oder Probiotika erhielten, durchgeführt. Unter den auf der Mikrobiota basierenden therapeutischen 
Ansätzen wird die Transplantation der fäkalen Mikrobiota als mögliche therapeutische Option für die 
Alzheimer-Krankheit angesehen. Darüber hinaus ist das Altern der Hauptrisikofaktor für die Alzheimer-
Krankheit und eine interessante Frage, die im Zusammenhang mit der Darmmikrobiota zu untersuchen 
ist. 
In dieser Arbeit wurden mit Antibiotika vorbehandelte transgene 5XFAD-Mäuse (Modell für die 
Alzheimer-Krankheit) akut mit fäkaler Lösung behandelt, die aus Zäkummaterial von altersgleichen (1 
Monat) oder mittelalten (1 Jahr) Wildtyp-Mäusen gewonnen wurde. Anschließend wurden 
physiologische Parameter (z. B. Körpertemperatur), Darmmorphologie, Verhalten sowie Alzheimer- und 
altersbedingte Merkmale (z. B. Amyloidablagerungen und LBP) untersucht. Die kultivierbaren fäkalen 
Keime der Enterobacteriaceae- und Lactobacillaceae-Familien wurden als Referenzbakterien verwendet, 
da sie eine wichtige gegensätzliche Rolle für die Homöostase des Wirts spielen. Zunächst wurden bei 
mittelalten ("alten", 1 Jahr) Spendern im Vergleich zu "jungen" (1 Monat alten) Wildtypspendern höhere 
Konzentrationen von Enterobacteriaceae und Lactobacillaceae festgestellt. Die chronische 
Verabreichung von Antibiotika konnte die Ausgangswerte für Enterobacteriaceae und Lactobacillaceae 
im Darm sowohl der Mütter der Empfängertiere als auch der 5XFAD-Nachkommen (Empfänger) 
reduzieren. Anschließend wurden die Enterobacteriaceae- und Lactobacillaceae-Konzentrationen in den 
5XFAD-Empfängermäusen 1 und 6 Wochen nach der Verabreichung der Fäkalienlösung von Wildtyp-
Spendern untersucht. Interessanterweise wurden zu beiden Zeitpunkten signifikant höhere 
Lactobacillaceae-Konzentrationen festgestellt, was darauf hindeutet, dass ein einmaliger, akuter Transfer 
von Zäkummaterial von älteren Spendern in der Lage war, zumindest teilweise einen gealterten Phänotyp 
bei den Empfängertieren zu etablieren. Als weitere Analyse bestätigte die qPCR eine verringerte Menge 
an Firmicutes sowohl bei den älteren Spendern als auch bei den mit Zäkuminhalt von alten Spendern 
behandelten 5XFAD-Mäusen.  
Verhaltenstests, mit denen Gedächtnisverluste sowie Angst- und Depressionsähnliche Verhaltensweisen, 
die mit der AD-Pathologie in Verbindung gebracht werden, beurteilt werden (d. h. Nesting-Test, 
Radialarm-Wasserlabyrinth, T-Labyrinth und Neophobie-Test), zeigten keine Unterschiede aufgrund der 
erhaltenen Behandlungen, was auf das vergleichsweise junge Alter der Empfängertiere zurückzuführen 
sein könnte. Einige der untersuchten Duodenalstrukturen (d.h. Zottenlänge, Submukosa- und 
Muskeldicke), von denen bekannt ist, dass sie eine entscheidende Funktion bei den Absorptions- und 
Stoffwechselprozessen ausüben, wiesen bei 5XFAD-Mäusen, die Zäkuminhalt von alten Spendern 
erhielten, eine deutlich veränderte Morphologie auf. Zu den physiologischen Merkmalen, die mit dem 
Alterungsprozess in Verbindung gebracht werden, gehört eine niedrigere Körpertemperatur bei den 
Empfängern von altem Spendermaterial. Dies und ein erhöhter Spiegel des Lipopolysaccharid-
Bindungsproteins im Serum (LBP), eines Entzündungsproteins, das mit der Darmpermeabilität bei 
Erwachsenen und der Darmmikrobiota in Verbindung gebracht wird, deutet auf eine mögliche 
Übertragung von altersbedingten Merkmalen bei den Empfängermäusen hin. Darüber hinaus zeigten 
Analysen einiger mit der Alzheimer-Krankheit assoziierter Hirnregionen (z. B. präfrontaler Kortex und 
Gyrus dentatus) eine höhere Plaque-Belastung bei 5XFAD-Mäusen nach dem Transfer von Material 
älterer Tiere, was auf eine Verschlimmerung der mit der Transplantation verbundenen Pathologie 
schließen lässt. 
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Zusammenfassend lässt sich sagen, dass gesunde Wildtypspender in der Lage waren, einige mit der 
Alterung verbundene Merkmale in einem Mausmodell für die Alzheimer-Krankheit zu übertragen und 
letztlich die frühen pathologischen Merkmale negativ zu beeinflussen.  
Frühere Berichte haben gezeigt, dass die Gefahr besteht, dass Pathologien, die mit der Darmmikrobiota 
in Verbindung stehen, wie Diabetes oder Fettleibigkeit, auf die Empfängermäuse übertragen werden. 
Unter den Umweltfaktoren, von denen bekannt ist, dass sie die Pathogenese der sporadischen Alzheimer-
Krankheit beeinflussen, wurde in einer Vielzahl von Tier- und Humanstudien eine wiederholte Belastung 
durch Stress festgestellt. In dieser Arbeit wurde die Rolle von Stress in Bezug auf die Aktivierung der 
enterischen Neuronen bei Tamoxifen-induzierten Arc-sfGFP-Mäusen (im Alter von 4 Wochen) untersucht, 
die einem chronischen Stressparadigma der sozialen Niederlage ausgesetzt waren. Interessanterweise 
zeigten die Mäuse, die dem Stressparadigma ausgesetzt waren, eine signifikant höhere Anzahl GFP-
positiver Neuronen im myenterischen Plexus des Ileums im Vergleich zu Kontrollmäusen, die keinem 
Stress durch chronische soziale Niederlage ausgesetzt waren. Weitere Studien sind erforderlich, um die 
Mechanismen zu erforschen, die dem Zusammenhang zwischen Stressereignissen und der Aktivierung 
der enteralen Neuronen zugrunde liegen, und um herauszufinden, ob das Mikrobiom in diesem 
Paradigma eine aktive Rolle spielt oder durch den Stress ebenfalls maßgeblich beeinflusst wird. 
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V. English Summary (Abstract) 
 
 
Alzheimer’s disease represents one of the most common forms of dementia among the elderly worldwide 
divided into genetic (familial) and environmental (sporadic) forms. Although enormous effort has been 
carried out, currently there is not a definitive cure for this debilitating disease aside from some medical 
treatments that can temporarily reduce the symptoms. The etiology of Alzheimer’s disease sporadic form 
is complex as several factors have been involved and the underlying causes are not completely 
understood or identified. In the last decade, the role of the gut microbiota has been emerged in relation 
to neurodegenerative disorders (e.g., Parkinson’s and Alzheimer’s diseases) as it regulates the host brain 
function and behavior through the gut-brain axis. Therefore, several studies have been conducted on 
germ-free mice or mice subjected to antibiotics or probiotics. Among the microbiota-based therapeutic 
approaches, the fecal microbiota transplant has been considered as a valid therapeutic option for 
Alzheimer’s disease. In addition, aging is the main risk factor for Alzheimer's disease and an intriguing 
question to address in relation to the gut microbiota. 
In this thesis, antibiotics-pretreated transgenic 5XFAD mice for Alzheimer’s disease were acutely 
administrated with fecal solution provided by cecal material of age-matched (1-month-old, “young”) or 
middle aged (12-months-old, “old”) wild type mice. Then, physiological parameters (e.g., body 
temperature), gut morphology, behavioral tasks, and Alzheimer’s disease and aging related hallmarks 
(e.g., amyloid deposition and LBP) were addressed. Cultivatable fecal Enterobacteriaceae and 
Lactobacillaceae families were used as reference bacteria since they exert a main opposite role on the 
host homeostasis. Firstly, higher levels of Enterobacteriaceae and Lactobacillaceae were assessed in 
middle aged compared to young wild type donors. Chronic antibiotics administration was able to reduce 
the baseline Enterobacteriaceae and Lactobacillaceae levels in the gut of both, dams and 5XFAD offspring 
mice. Then, Enterobacteriaceae and Lactobacillaceae levels were monitored in recipient 5XFAD mice at 1 
and 6 weeks after having received fecal solution from wild type donors. Interestingly, significantly higher 
Lactobacillaceae levels were detected at both set time points, suggesting that a single-time, acute 
transfer of cecal material from the older donors was able to establish, at least partially, an aged 
phenotype in the recipient animals. As a further analysis, qPCR confirmed a decreased amount of 
Firmicutes in both donors’ and in 5XFAD mice treated with cecal content from old donors.  
Behavioral tests, used to assess memory decline as well as anxiety- and depressive-like behaviors 
associated to AD pathology (i.e., nesting test, radial arm water maze, T-maze and neophobia test), 
revealed lack of differences due to the received treatments, which might be due to the comparably young 
age of the recipient animals. Some of the investigated duodenum structures (i.e., villus length, submucosa 
and muscularis thickness), known to exerts a crucial function in the absorption and metabolism 
processes, showed significantly altered morphology in 5XFAD mice that received cecal content from old 
donors. Among the physiological features associated to the aging process, recipients of old donor 
material displayed lower body temperature. This, together with an increased level of serum 
lipopolysaccharide binding protein, an inflammation protein associated to intestinal permeability in 
adults and to gut microbiota, indicates a possible transmission of aging-related features in recipient mice. 
In addition, analyses of some of the brain regions (i.e., prefrontal cortex and dentate gyrus) associated to 
Alzheimer’s disease showed higher plaque load in 5XFAD mice after transfer of material from older 
animals, suggesting a worsening of the pathology associated to the transplantation. 
In conclusion, healthy wild type donors were able to transmit some features associated to aging in a 
mouse model for Alzheimer’s disease and ultimately affected its early pathological hallmarks. Previous 
reports revealed the risks of transmitting pathologies associated to gut microbiota, such as diabetes or 
obesity, into the recipient mice. Therefore, anatomic and environmental differences between humans 
and mouse models need to be considered in experimental design. Among the environmental factors 
known to influence the pathogenesis in sporadic Alzheimer’s disease, repeated exposure to stress has 
been reported in a wide variety of animal and human studies. Finally, in this thesis, the role of stress has 
been investigated in relation to enteric neurons activation in Tamoxifen-induced Arc-sfGFP mice (aged 4 
weeks) subjected to chronic social defeat stress paradigm. Interestingly, mice subjected to stress 
paradigm showed significantly higher GFP-positive neurons cell counts in the ileum intestine myenteric 
plexus as compared to control mice that were not exposed to chronic social defeat. Further studies are 



 
 

18 
 

required to shed light on the mechanisms underlying the connection between stressful events and the 
enteric neuron activation and if the microbiome plays an active role in this paradigm. 
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1. Introduction 
 
 

1.1 Alzheimer’s disease 
 
Alzheimer’s disease (AD) is one of the most common neurodegenerative disorders and one of the most 
common forms of dementia, affecting more than 35 million of people worldwide with an incidence over 
50% of all dementia cases (Prince, 2015). The symptoms were described for the first time by Alois 
Alzheimer in a 52-year-old woman, Auguste Deter, who was his patient at the state asylum of Frankfurt 
in Germany (Stelzmann et al., 1995). Very impressive was the neuropsychological characterization of the 
disease by Alzheimer (Alzheimer, 1907; for an English translation see Stelzmann et al., 1995): 
 
“Her memory is seriously impaired. If objects are shown to her, she names them correctly, but almost 
immediately afterwards she has forgotten everything. When reading a test, she skips from line to line or 
reads by spelling the words individually, or by making them meaningless through her pronunciation. In 
writing she repeats separate syllables many times, omits others and quickly breaks down completely. In 
speaking, she uses gap-fills and a few paraphrased expressions (“milk-pourer” instead of cup); sometimes 
it is obvious she cannot go on. Plainly, she does not understand certain questions. She does not remember 
the use of some objects.” 
 
Nowadays, there is more information about AD pathology. However, the cardinal features required for 
the assessment of the pathological diagnosis are still the ones that were firstly described by Alzheimer 
himself. Indeed, to date, AD is characterized by the presence of extracellular deposition of β-amyloid (Aβ) 
in the form of diffuse senile or neuritic plaques and by intraneuronal neurofibrillary tangles (NFTs) and 
neuropil threads.  
Concerning the symptoms, AD patients are characterized by a premature impairment in learning and 
memory and by impairments in attention, executive function, language, visuospatial function, and social 
behavior at a later stage of the disease (McKhann et al., 2011). This will result inevitably in death generally 
within 5–12 years from the onset of the symptoms (Vermunt et al., 2019). Clinical Dementia Rating (CDR) 
can be used to classify the severity of the dementia basing on composite level of dysfunction in the areas 
of memory, orientation, judgement, and problem solving, involvement in community affairs, function in 
home and hobbies, and self-care (Burke et al., 1988; Long and Holtzman, 2019; Morris, 1997). The ante-
mortem diagnosis is validated with cerebrospinal fluid (CSF) or positron emission tomography (PET) 
imaging biomarkers (Brier et al., 2016; Fagan et al., 2006; Lowe et al., 2019; Morris et al., 2009).  
The age of the population represents the main factor to consider when analyzing the incidence of AD; the 
incidence in the population over 65 years of age raises from 1-5% to 20-25% in the population over 80 
years old (Bekris et al., 2010; Brickell et al., 2006). 
 
 

1.2 The familial and sporadic forms of Alzheimer’s disease  
 
AD may target different members of the same family (Amaducci et al., 1986; Farrer et al., 1989; Fitch et 
al., 1988; Heston et al., 1981) due to genetic transmission  (Goate et al., 1991; Schellenberg et al., 1992; 
St. George-Hyslop et al., 1987). In addition, the observation of diverse phenotypic features of AD 
segregated according to the family origin raised the possibility of several distinct genotypes (Bird et al., 
1989; Duara et al., 1993). However, AD patients may not necessarily be affected by the genetic (familial, 
FAD) form but also by a sporadic AD (SAD) form which is etiologically heterogeneous and results from a 
combination of many genetic and environmental factors – some of them probably still not identified. The 
SAD represents the most prevalent form that occurs in people over 65 years of age, while only 1-5% of 
AD cases are represented by FAD, which occurs in people before 65 years of age (Alzheimer Association, 
2019). 
FAD is caused by genetic mutation of several genes, such as the amyloid precursor protein (APP), 
presenilin 1 (PSEN1) or presenilin 2 (PSEN2) that are involved in the pathways for amyloid production 
(Sorbi et al., 2001; Tanzi and Bertram, 2005; Z̊ekanowski and Wojda, 2009). The SAD form seems to be 
caused by molecular changes, including methylation, oxidative damage in certain genes, and by 
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dysregulation in the calcium homeostasis (Lahiri et al., 2007). In particular, 70% of SAD cases are caused 
by genetic risk factors, while the other 30% are caused by environmental exposition, such as diet, toxic 
substances, and hormonal factors, but also by stress experiences (Alonso Vilatela et al., 2012; Bisht et al., 
2018; Jones et al., 2015; Justice, 2018; Lahiri et al., 2007). Such molecular changes together with the 
absence of a fully functional repair system may be the underlying cause for the appearance of the AD 
symptoms (Lahiri et al., 2007). In addition, these two forms seem to have a different molecular basis that 
may differently impact the experimental therapy and diagnosis to adopt (Dorszewska et al., 2016).  
 
 

1.3 Risk factors in Alzheimer’s disease: a focus on aging and sex 
 
Genetics play a strong role in AD for both FAD and SAD forms. In particular, APP and PSEN1/2 genes have 
been correlated only with the FAD form, while apolipoprotein E (APOE) and triggering receptor expressed 
on myeloid cells 2 (TREM2) genes correlated with the SAD form (Corder et al., 1993; Fryer et al., 2003; 
Leduc et al., 2010; Pottier et al., 2013). A more detailed explanation of the mechanisms behind genetic 
risk factors will be given in the next paragraphs (see subparagraphs 1.4.2.1 and 1.4.2.2). However, aside 
genetics, also demographic factors, lifestyle, infections, and environment are also involved in the 
development of AD pathology (Table 1). Among the demographic factors, age is considered the most 
important risk factor for cognitive decline and AD  (Doruk et al., 2010; Herrup, 2010). In particular, the 
prevalence of AD increases to 19% in individuals with an age between 75-84 years and to 30-35% for the 
ones older than 85 years (Ferri et al., 2005; Knopman, 2001). Some studies support the idea that AD could 
be an accelerated form of normal aging because many of the pathological changes identified in AD are 
similar to those described in normal aging (Rossor and Mountjoy, 1986). Examples of such similar aspects 
may be represented by reduction in brain volume and weight, enlargement of ventricles, and loss of 
synapses and dendrites (Imhof et al., 2007). As a matter of fact, Dewolfe Miller et al. (1984) conducted 
an observation on 199 cognitively normal elder individuals (from 71 years of age or older) showing that 
32/60 had no senile plaques, 13/60 had senile plaques in the hippocampus, and 12/60 had senile plaques 
in temporal cortex (Dewolfe Miller et al., 1984). The authors concluded the impossibility of distinguishing 
early AD from normal aging by post-mortem investigation due to the common macroscopic features  
(Dewolfe Miller et al., 1984). In addition, another study showed that the density of senile plaques with a 
distinct core (“classic” plaques) were not significantly different between AD patients and normal elders 
(Bell and Ball, 1990). However, opposite results have been shown in relation to the presence of NFTs 
between normal aged brain and AD patients’ brain (Bos et al., 2017; Coria et al., 1993; Knopman et al., 
2003). In particular, two studies suggested that most of cognitively normal individuals present low NFTs 
density in the brain (Coria et al., 1993; Knopman et al., 2003), while another study showed that high NFTs 
density is present in the layer II of the entorhinal cortex and in the Cornu Ammonis (CA1) region of 
hippocampus of all non-demented individuals (Bos et al., 2017). Guillozet et al. (2003) suggested that the 
high presence of NFTs in non-demented individuals’ brain may be associated with normal memory loss 
(Guillozet et al., 2003). Nevertheless, AD patients’ brains are characterized by higher sensitivity in the 
development of NFTs in the brain perforant path, a connectional route between the entorhinal cortex 
and all CA fields of the hippocampus, compared to non-diseased aged people (García-Sierra et al., 2000). 
Difficulties in discriminating physiologic aging from AD are also due to two shared common features, such 
as breakdown of myelin together with subsequent breakdown of white matter fiber tracts, and loss of 
cells in the brain stem nuclei (e.g., in the locus coeruleus (LC)) (Armstrong, 2019; Bartzokis, 2011). The 
aging process impacts several systems leading to glucose hypometabolism, mitochondria dysfunction, 
innate immune and inflammatory reaction, amyloid production, dysregulation of cholesterol 
homeostasis, white matter degeneration, and decline in regenerative capacity; all of them contributing 
to AD development (Riedel et al., 2016).  
Sex is another important variable to consider when assessing the AD risk. Historically, sex was the first 
factor considered when assessing AD risk because about two thirds of persons that were diagnosed with 
AD were women (Alzheimer’s Association, 2017). However, the statement “women are at the greater 
risk” needs to be reconsidered since life expectancy of women is, in general, longer than that of men and 
age is the greatest risk factor for AD (Mielke, 2018). However, taking into consideration male and female 
patients at the same age, lifetime risk of getting AD is indeed greater in women (Plassman et al., 2007). 
To date, it is still not clear why women are more prone to develop AD compared to men. This may also 
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depend from different countries and distinct time periods (Mielke, 2018; Rocca, 2017). In addition, AD 
mechanism pathways and risk factors may differently impact men and women. Several hypotheses have 
been made by which sex may differently affect the risk of developing AD (Mielke, 2018). On one hand, a 
stronger effect in one of the two sexes may be due to risk factors occurring with the same frequency in 
both women and men (e.g., autosomal chromosomes present APOE genotype) (Mielke, 2018; Rocca et 
al., 2014). On the other hand, risk factors with the same effect in both, women and men, may occur with 
different frequency (e.g., less access to education for women or higher prevalence of smoking for men). 
Other risk factors may differ for frequency and effects by sex (e.g., head trauma is more common in men 
as compared to women, but higher susceptibility to adverse effects has been observed in women) or 
might be delimited by sex differences (e.g., pregnancy, oophorectomy; prostate cancer, and androgen 
deprivation therapy) (Mielke, 2018; Rocca et al., 2014). In the last decade, several studies showed that 
the gut microbiota varies according to sex differences and age (for a review see Valeri and Endres, 2021), 
and therefore might provide an additional factor to be considered in relation to AD. A detailed 
explanation of sex differences in relation to the gut microbiome and AD is reported in chapter 1.7.3.  
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Table 1: Common risk factors associated to sporadic Alzheimer’s disease. The reported information was selected 
taking into account original works and current reviews on the risk factors associated to Alzheimer’s disease (i.e., 
Armstrong, 2019; Caruso et al., 2019; Zhang et al., 2022).  
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1.4 Brain histology and molecular basis of Alzheimer’s disease 
 
Brains of AD patients are characterized by neuropathological lesions that involve the massive presence 
of Aβ plaques, NFTs, neuropil threads and dystrophic neurites (Crews and Masliah, 2010; Iqbal and 
Grundke-Iqbal, 2002; Terry et al., 1994; Trojanowski and Lee, 2000). These changes are frequently 
associated with astrogliosis (Beach et al., 1989; Itagaki et al., 1989) and microglial cell activation (Itagaki 
et al., 1989; Masliah et al., 1991; Rogers et al., 1988). In addition, some AD brain areas present unique 
lesions (e.g., Hirano bodies and granulovacuolar degeneration in the hippocampus) and loss of neurons, 
neuropil, and synaptic elements (DeKosky and Scheff, 1990; Gómez-Isla et al., 1997; Knowles et al., 1999; 
Masliah et al., 1991; Scheff et al., 2007, 1990; Scheff and Price, 1993). Such lesions are distributed in the 
brain with amyloid plaques taking place throughout the cerebral cortex and NFTs occurring primarily in 
limbic and association cortices (Arnold et al., 1991; Braak and Braak, 1991; Thal et al., 2002). Several 
studies observed that neuronal and synapse loss are typical events that accompany NFTs formation. This 
suggests that NFTs may be the cause of such lesions in the brain (De Calignon et al., 2010; Gómez-Isla et 
al., 1997; Iqbal and Grundke-Iqbal, 2002; Kimura et al., 2010; Spires-Jones et al., 2008). A consistent 
hierarchical pattern of degeneration among brain regions has been accepted as part of the 1997 NIA-
Reagan diagnostic criteria (NIA-RI Consensus 1997) and describes the presence of a staging scheme. In 
particular, the entorhinal perirhinal cortex is considered as the first region to be affected, followed by the 
hippocampal CA subdomains and association cortex. Finally, the primary neocortex is the last brain region 
to be impacted (Serrano-Pozo et al., 2011). To date, the best correlate for the cognitive impairment of 
AD patients is represented by progressive neurodegeneration (synapses impairment together with axon 
degeneration and consequent dendritic tree atrophy) in the limbic system, neocortex and basal forebrain 
(Arnold et al., 1991; DeKosky et al., 1996; DeKosky and Scheff, 1990; Klucken et al., 2003; Masliah et al., 
1991; Teipel et al., 2005; Terry et al., 1994). Aside senile plaques and NFTs, several investigations support 
the idea that increased levels of soluble Aβ1–42 oligomers might lead to synaptic damage and 
neurodegeneration (Glabe, 2005; Lacor et al., 2007; Townsend et al., 2006; Walsh and Selkoe, 2005) and 
might be responsible for the AD-related memory deficits (Lacor et al., 2007). Indeed, structural changes 
in the brain of AD patients are normally preceded by amyloid deposition and tau hyperphosphorylation 
(review Jack et al., 1999). These molecular changes start to appear already more than two decades before 
the onset of AD dementia (Fortea et al., 2020). A more detailed description of macroscopic and 
microscopic features in AD brain patients is reported in the next sub chapters (1.4.1 and 1.4.2).  
 
 

1.4.1 Macroscopic features 
 
Macroscopic examination of AD patients’ brains by post-mortem analysis revealed no specific single 
features or mixture of features that can be explicitly considered diagnostic. Indeed, some common 
changes in AD brains are also presented in the brains of elderly individuals who had displayed normal 
cognitive function during life (review Perl, 2010). In particular, AD brains revealed some common 
features, including symmetric pattern of cortical atrophy predominantly affecting the medial temporal 
lobes and relatively sparing the primary motor, sensory and visual cortices (Serrano-Pozo et al., 2011). 
Moreover, atrophy in the brain cortex induces a prominent dilation of the lateral ventricles together with 
the symmetrical expansion of the ex-vacuo hydrocephalus. Such features are considered stereotypic and 
can be recognized early in the clinical course of the disease by MRI scan (Dickerson et al., 2011, 2009). In 
detail, AD brains are characterized by enlarged sulcal spaces with atrophy of the gyri in the frontal and 
temporal cortices, while lack of alteration was observed in the somatosensory and motor cortices (review 
Perl, 2010). Functional imaging studies regarding AD revealed increased atrophy in the posterior cortical 
areas at the precuneus and posterior cingulate gyrus level (Rami et al., 2012; Zhou et al., 2010).  
Despite these common macroscopic features in AD patients, aged, clinically unaffected people may show 
similar characteristics, such as moderate cortical atrophy in the frontal lobes and volume loss in white 
matter (Piguet et al., 2009). A comparison between brain and relative neuron structure in cognitively 
healthy people and in AD patients is reported in figure 1.  
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Figure 1: Brain and relative neuron structure in cognitively healthy people and in AD patients. Severely affected 
AD patients present common features, such as shrinkage in cortical and hippocampus areas and ventricle 
enlargement. AD neurons are characterized by pathological features, including aggregation of hyperphosphorylated 
tau proteins into NFTs along the neuronal axon and by Aβ plaque deposition in the brain (picture below, white 
arrows indicate the respective structures). Brain histological examples of NFTs and senile plaques were obtained 
from Deture and Dickson (2019). Abbreviations: AD (Alzheimer’s disease), Aβ (β-amyloid). 
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In addition, atrophies in the amygdala and hippocampus together with temporal horn enlargement are 
common features in AD patients (Apostolova et al., 2012; Perl, 2010; Serrano-Pozo et al., 2011) but also 
of other age-related disorders (e.g., hippocampal sclerosis or argyrophilic grain disease) (Deture and 
Dickson, 2019). Such macroscopic brain observations are not specific for AD but are extremely supportive 
due to lack of brain microscopic examinations. 
Among other conditions that frequently accompany aging and AD, chronic hypertension and vascular-
related diseases represent high risk factors and possible indicators for AD pathology (Serrano-Pozo et al., 
2011). Suspicious severe cerebral amyloid angiopathy is responsible for AD and may be caused by cortical 
petechial microbleeds, cortical microinfarcts or even evident lobar hemorrhages in the posterior parietal 
and occipital lobes, lacunar infarcts in the basal ganglia and by demyelination of the periventricular white 
matter (Serrano-Pozo et al., 2011).  
 
 
1.4.2 Microscopic features 
 
The microscopic examination of multiple brain regions using staining methods represents the final tool 
for detecting AD neuropathological changes (Montine et al., 2012). AD shares some common features 
with other neurodegenerative diseases that contributes to the idea of a mixed pathology (Deture and 
Dickson, 2019). However, as already described 100 years ago (reviewed by Ryan et al., 2014), the 
presence of Aβ plaques and NFTs in the brain are the most common features for AD diagnosis (Fig. 1). 
Other common diagnostic features are represented by tau-positive neuropil threads, dystrophic neurites, 
activated microglia, and reactive astrocytes as well as eosinophilic Hirano bodies, granulovacuolar 
degeneration (GVD), and cerebral amyloid angiopathy (CAA) (Perl, 2010; Serrano-Pozo et al., 2011). 
Altogether, such hallmarks induce loss of synapses and neurons in vulnerable brain regions responsible 
for symptoms generally connected with AD (Perl, 2010; Serrano-Pozo et al., 2011). 
 
 
1.4.2.1 Neurofibrillary tangles and tau proteins 
 
The inclusions within the perikaryal cytoplasm of pyramidal neurons of AD patients’ brains are called 
NFTs. Their distribution in AD patients’ brains includes the CA1 and subicular regions of the hippocampus, 
the entorhinal cortex the layer II, the amygdala, and the neocortex deeper layers (e.g., layers III, V, and 
superficial VI) (Morrison and Hof, 1997). In particular, several studies correlate the degree of dementia 
caused by AD and the duration of illness with the extent and distribution of NFTs (Arriagada et al., 1992; 
Bierer et al., 1995), suggesting a direct effect of these tangles on the functionality of the brain.  
At structural level, NFTs consist of bundles of aggregates of abnormally, hyperphosphorylated filaments 
of tau proteins that are polymerized into paired helical filaments (PHF) and mixed with straight filaments 
(SF) (Grundke-Iqbal et al., 1986; Iqbal et al., 2010). While NFTs accumulate in the neuronal cell body, 
neuropil threads consist of abnormally phosphorylated straight and paired helical tau filaments located 
in distal dendrites (Perry et al., 1991). 
Tau is a microtubule-associated protein (MAP) that presents six isoforms encoded by a single tau gene 
on the chromosome 17 generated by alternative splicing of its pre-mRNA (Himmler et al., 1989; Iqbal et 
al., 2010). In particular, such isoforms may differently affect the microtubule stability (Kopke et al., 1993; 
Lindwall and Cole, 1984). In physiologic condition, tau proteins exert their function in the brain by 
stabilizing microtubules and promoting the assembly of tubulins (Weingarten et al., 1975). In AD, tau 
proteins are subjected to hyperphosphorylation and to subsequent abnormal folding compared to 
unassembled normal tau (Alonso et al., 1994). Many cellular processes have been involved in tau 
phosphorylation state (e.g., GSK3β, MAPK, CK1δ and Cdk5 kinases), and in tau dephosphorylation state 
(e.g., PP2A phosphatase) (Brunello et al., 2020). Thus, an imbalance in the upregulation of the kinases’ 
activity and in the downregulation in the phosphatase’ activity may be the cause of the generation of the 
abnormal hyperphosphorylated tau (Brunello et al., 2020). Several evidences suggested that the 
pathological hyperphosphorylation may depend on different types of tau phosphorylation sites or on 
different forms of tau (Brunello et al., 2020; Schneider et al., 1999). However, tau hyperphosphorylation 
mechanism is rather complicated and its main causes are still unclear.  
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1.4.2.2 Senile plaques and β-amyloid production 
 
Senile amyloid plaques are generated by the extracellular accumulation of the peptides Aβ (its length 
ranges between 37 and 43 amino acids units), which result from the sequential aberrant cleavage of the 
APP by β- and γ-secretase, respectively (Goedert, 2009; Kumar et al., 2015; Thal et al., 2006). Aβ consist 
of a small 4 KDa peptide that fold into a β-pleated sheet configuration and constitute the central core of 
the senile plaques, while the surrounding abnormally formed neurites generate the corona of the senile 
plaques (Kang et al., 1987; Masters et al., 1985). Several protein components have been associated to 
the central core of the senile plaques, such as heparan sulfate glycoproteins, complement proteins, APOE 
and α-1-antichymotrypsin (Abraham et al., 1990; Castillo and Snow, 1996; Dickson and Rogers, 1992). 
The external region of neuritic plaques is mostly populated by microglial cells and, less frequently, by 
reactive astrocytes (Perl, 2010). Due to the higher amount of β-pleated sheet configuration of the Aβ 
peptide, senile plaques can bind the planar dye Congo red and generate a birefringence signal when 
induced by polarized light (Sipe and Cohen, 2000). Moreover, amyloid fibrils can also be visualized by 
thioflavin T (ThT), a dye that, when excited at 450 nm, produces a high fluorescent signal around 482 nm 
(Naiki et al., 1989; Wu et al., 2008). The Aβ peptides tend to accumulate also in the cortical blood vessel 
walls (e.g., in the small arteries and arterioles of the leptomeninges) of the brain aside from the central 
core of neuritic plaques, creating a lesion called “congophilic angiopathy” because it can be visualized by 
Congo red (Perl, 2010). The majority of brain areas in which the hemorrhages tend to occur are the frontal 
or occipital poles in the form of small and multiple lesions, while larger lesions are frequently called “lobar 
hemorrhages” and represent one of the fatal complications in AD (Perl, 2010).  
APP is a transmembrane protein that can be subjected to an amyloidogenic or to a non-amyloidogenic 
pathway (Fig. 2). In the non-amyloidogenic pathway, which is thought to have a protective effect against 
the AD pathology antagonizing the Aβ production, APP is cleaved by the α-secretase generating two non-
toxic fragments, such as a soluble N-terminal fragment APP-α (sAPPα) and a C-terminal fragment (CTF) 
CTF83. This process is also mediated by one or more enzymes from the family of A Disintegrin And 
Metalloproteinase (ADAM), including ADAM 9, 10, 17 and 19 (Asai et al., 2003; Sahlin et al., 2007; Tanabe 
et al., 2007). The physiologic function of sAPPα is poorly understood but, several studies showed its 
beneficial effect on neurons, including protection against oxygen-glucose deprivation and excitotoxicity, 
stabilization of membrane potential (Furukawa et al., 1999; Mattson et al., 1993), promotion of neurite 
outgrowth, synaptogenesis and cell adhesion (Gakhar-Koppole et al., 2008; Mattson, 1997)(Fig. 2B). 
In the amyloidogenic pathway, the N-terminal portion of APP is being cleaved by the β-secretase Beta-
site APP cleaving enzyme 1 (BACE1), releasing a secreted β-APP portion and the membrane-bound 
fragment CTF99 (Vassar et al., 1999). Then, the γ-secretase complex, which consists of the four protein 
subunits presenilin (PSEN1 or 2), presenilin enhancer (PEN), APH, and Nicastrin, cleaves the ε-site of 
CTF99 generating the Aβ (its dimension depends on the cutting site) peptide and the amino-terminal APP 
intracellular domain (AICD) (Chow et al., 2010; Long and Holtzman, 2019). In addition, the γ-secretase 
complex is involved in the cleavage of the remaining Aβ at the C-terminal end, generating a sequence of 
shorter peptides (e.g., p3 peptide) until Aβ is released from the complex. Mutations in PSEN1 and PSEN2 
genes have been observed to affect the APP cleavage and thereby result in the alteration of the Aβ 
production (Wang et al., 2007). The Aβ peptide is mainly produced inside the neurons’ endosomes and 
its release outside the neurons is modulated by synaptic activity (Kamenetz et al., 2003; Wei et al., 2010) 
at both, pre-synaptic (Cirrito et al., 2008, 2005) and post-synaptic (Verges et al., 2011) levels. Once 
generated intracellularly, the Aβ peptides are normally distributed in the neuronal cytosol, but also in the 
organelles involved in the secretory pathways, such as the endoplasmic reticulum (ER), medial Golgi as 
well as trans-Golgi network (Greenfield et al., 1999; Hartmann et al., 1997). Then, Aβ peptides aggregate 
into oligomers, protofibrils, fibrils, and finally in senile plaques due to their β-sheet conformation (Fig. 
2A). In addition, the Aβ soluble oligomers have been reported to potently inhibit long-term potentiation 
(LTP), enhance long-term depression (LTD), and reduce dendritic spine density in rodent hippocampal 
slice cultures (Kamenetz et al., 2003; Wei et al., 2010). The accumulation of Aβ is also involved in the 
generation of free radicals, such as reactive oxidative species (ROS), that in turn, may damage the protein 
and lipid fractions within the neuronal membranes together with other intracellular enzymes (e.g., 
glutamine synthase and creatine kinase) involved in pathways for neuronal function and survival (Yatin 
et al., 1999). 
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Figure 2: APP processing in amyloidogenic and non-amyloidogenic pathways. (A, amyloidogenic pathway) 
Proteolytic cleavage of APP by BACE1 and γ-secretase is responsible for Aβ monomer production. APP cleavage by 
BACE1 release sAPPβ in the endosome cytosol. CTF99, the remaining fragment on the membrane, is then cleaved 
by the γ-secretase complex releasing Aβ monomers in the endosome and AICD inside the neuronal cytosol. Then, 
Aβ is secreted into the interstitial fluid. High number of Aβ monomers aggregate consecutively into oligomers, 
protofibrils, fibrils, and plaques. (B, non- amyloidogenic pathway) Proteolytic cleavage of APP by α-secretase 
releases sAPPα in the endosome or on the cell surface. The remaining CTF83 fragment undergoes subsequent 
cleavage by the γ-secretase complex, releasing AICD in the neuron cytosol and p3 within the endosome. 
Abbreviations: Aβ (β-amyloid), APP (amyloid precursor protein), BACE1 (β-secretase Beta-site APP cleaving enzyme 
1), sAPPα (soluble N-terminal fragment APP-α), sAPPβ (soluble peptide APPβ), AICD (amyloid precursor protein 
intracellular domain), CTF83 (carboxyterminal fragments 83), p3 (peptide 3). 
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1.4.2.3 Neuronal and synaptic loss in Alzheimer’s disease 
 
Synaptic loss is another common feature in the brain of AD patients that parallels the distribution of NFTs 
and precedes the neuronal loss (Gómez-Isla et al., 1997). Synaptic loss can be visualized by 
immunohistochemistry with markers for presynaptic proteins (e.g., synaptophysin) and by quantitative 
electron microscopy (Masliah et al., 1993; Overk and Masliah, 2014; Scheff et al., 2001). Synaptic density 
has been considered one of the best marker for cognitive decline in AD (DeKosky and Scheff, 1990; 
Ingelsson et al., 2004; Scheff et al., 2007, 1990; Scheff and Price, 1993; Terry et al., 1994). Indeed, 
decrease in synaptic density in the hippocampus and medial temporal lobes has been associated with 
early AD symptoms, such as cognitive and language impairment (Deture and Dickson, 2019). In AD, 
neuronal transmission may be compromised by synaptic damage and by impairment in the axonal 
transport due to tau hyperphosphorylation in dendritic spines (Hoover et al., 2010). Interestingly, another 
study observed that the remaining unaffected synapses become larger and more robust, giving rise to 
the hypothesis of a compensatory process against AD progression (Serrano-Pozo et al., 2011). 
Neuronal loss in the brain areas of entorhinal and prefrontal cortex represents one of the most evident 
features that correlates with the severity of AD. In particular, a 90% decrease of neuron population was 
detected in later stages of the pathology (Padurariu et al., 2012; Terry, 2006; Zilkova et al., 2006). 
Neuronal loss can be visualized in sections either with hematoxylin and eosin or with Nissl stainings and 
by NeuN immunohistochemistry (Braak et al., 2018; Wolf et al., 1996; Zille et al., 2012).  
 
 

1.5 Mouse models for Alzheimer’s disease 
 
Mouse models are strong research tools used for studying neuropathological disorders, such as 
Alzheimer’s and Parkinson’s diseases (PD) (Strome and Doudet, 2007; Waerzeggers et al., 2010). As 
mentioned in paragraph 1.2, the majority of AD cases in humans are sporadic (SAD form) which have a 
combination of many genetic and environmental factors. Although enormous progress has already been 
achieved in creating a high variety of mouse models for AD research, most of the widely used animal 
models are based on the FAD rather than the SAD form (review LaFerla and Green, 2012). However, the 
biggest divergence between the FAD and SAD form is represented by the age of onset, as the pathological 
and clinical phenotype resulted indistinguishable in the early onset of the disease (LaFerla and Green, 
2012). Several translational issues among animal models and human beings have been reported (LaFerla 
and Green, 2012). In particular, mouse models are questioned regarding their reliability for studying 
human diseases due to their different complexity (e.g., different networks that connects genes to disease 
between animal models and human beings) (Perlman, 2016). The most common translational issues 
between humans and mouse models are as follows: absence of consistency between preclinical models 
and human clinical trials; heterogeneity of humans enrolled in clinical trials while the majority of mouse 
models used are in-bred strains; lack of significant neurons and synaptic loss in the majority of mouse 
models (the disease prodromal phase is more represented by mouse models); mouse models have a 
strong genetic background (FAD form), while most of patients develop the SAD form (LaFerla and Green, 
2012). To date, the full spectrum of the AD neurological disorder is not completely recapitulated in any 
single mouse models, while each model allows only in-depth analysis of few elements of the disease 
(LaFerla and Green, 2012). Despite these limitations, mouse models allow to conduct investigations on 
AD research when human studies are not readily possible due to ethical reasons (LaFerla and Green, 
2012). Transgenic mouse models for AD show similarity with humans in the architecture and function of 
the hippocampal and entorhinal cortex circuits, that mediate episodic memory, and in the genes’ number. 
This provides a reductionist system capable of facilitating the experimental manipulation (Hall and 
Roberson, 2012). 
Mutations in AD-associated genes (e.g., APP, PSEN1 and PSEN2) have been commonly used for most of 
the AD mouse models (Hall and Roberson, 2012). In particular, mutations in the DNA stretches encoding 
for two cleavage sites of the APP gene are normally involved in the Aβ production. The Swedish mutant 
(K670N/M671L) is a double mutation at the β-secretase cleavage site encoding region responsible for the 
increase in the BACE1 cleavage and thus for the increased production of Aβ40 and Aβ42 (Citron et al., 
1992; Suzuki et al., 1994). Mutations in the DNA stretches encoding for the γ-secretase cleavage site, 
responsible for the production of the more toxic Aβ42 in comparison to Aβ40, are represented by the 
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London’s (V717I) and the Indiana’s (V717F) ones (Chartier-Harlin et al., 1991; Price and Sisodia, 1998; 
Suzuki et al., 1994). The Dutch (E693Q) and the Arctic (E693G) mutations increase the fibrillogenesis or 
the resistance to proteolysis (Massi et al., 2009; Nilsberth et al., 2001). Mutations in genes encoding for 
PSEN1 and PSEN2, represent one of the main causes of the autosomal dominant Alzheimer’s disease 
(Levy-Lahad et al., 1995; Rogaev et al., 1995; Sherrington et al., 1995) and of the increase in Aβ42/Aβ40 
ratio (Duff, 1997; Oyama et al., 1998; Sherrington et al., 1996, 1995). In addition, the background of the 
used strains represents another important factor to consider in relation to the mouse model phenotype. 
Based on endogenous traits of common background strains, such as C57BL/6, 129, FVB/N, DBA, and C3H, 
there are different levels of anxiety, activity, susceptibility to excitotoxicity, inflammation, 
neurodegeneration, and learning/memory abilities (Carlson et al., 1997; Gerlai, 1996; Owen et al., 1997; 
Pugh et al., 2004). Among the mouse lines created, the APPswe/PS1ΔE9 mouse model presents the 
human APP (hAPP) gene containing the Swedish mutation and the PS1 gene containing the ΔE9 mutation, 
both responsible for amyloid plaques’ development and for the consequent AD-like behavioral deficits 
around 6–7 months of age (Jankowsky et al., 2004). However, a more aggressive mouse model for 
developing AD in a more rapid time window is the 5XFAD line, which combines five AD-related mutations, 
including the Swedish (K670N/M671L), the Florida (I716V), and London (V717I) mutations in the hAPP 
gene and the M146L and L286V mutations in the human PS1 gene (Oakley et al., 2006). In particular, 
5XFAD mice show already at the age of 4 months AD pathological hallmarks, such as high levels of Aβ42 
and more pronounced cognitive deficits. This is also observed by high number of neuronal loss unlike the 
APPswe/PS1ΔE9 mice (Oakley et al., 2006).  
 
 

1.6 Current therapeutical approaches for Alzheimer’s disease 
 
Despite the enormous numbers of scientific publications on AD research, there are no successful 
pharmacotherapeutic treatments available. The only available treatments try to counterbalance the 
neurotransmitter deficits due to the progression of the disease. Currently, the most common and 
approved treatments for mild to moderate AD forms are acetylcholinesterase inhibitors (AChEIs), such as 
donepezil (Pfizer, New York, NY, USA), rivastigmine (Novartis, Basel, Switzerland) and galantamine 
(Janssen, Beerse, Belgium), while for the moderate to severe AD forms, memantine represents the most 
common treatment (Farlow, 2002; McShane et al., 2019). For the supplementary behavioral symptoms, 
AD patients have been treated with antipsychotics and antidepressants together with the above-
mentioned treatments (Ballard and Corbett, 2010). The AChEIs treatment for AD relies on the assumption 
that the cholinergic system in the basal forebrain is being affected in the early onset of the disease. In 
particular, the cholinesterase inhibitors are used to enhance the cholinergic transmission and to delay 
the degradation of acetylcholine neurotransmitter in the synaptic cleft (Bartus et al., 1982; Cummings 
and Back, 1998). Improvements in AD cognitive functions have been observed already after the first 3 
months of AChEIs treatment together with a less rapid decline in the cognitive functions over the next 3-
9 months (Birks, 2006; Hansen et al., 2008). In addition, treatment with AChEIs improves also several 
symptoms associated to AD, including a reduced attention, memory, praxis, language comprehension 
and communication (Qaseem et al., 2008). However, it has been observed that the use of AChEIs may 
induce some side effects in AD patients, such as increased rates of syncope and bradycardia  (Gill et al., 
2009). Therefore, AChEIs are not considered as a “definitive cure” for AD but just medications that can 
temporarily reduce the symptoms. The above-mentioned memantine is used as therapeutic treatment 
for moderate to severe AD and consists of a noncompetitive N-methyl-D-aspartate (NMDA) antagonist 
drug, which exerts a neuroprotective function against excitotoxicity (Yiannopoulou and Papageorgiou, 
2013). In particular, 6 months of memantine treatment induced improvements in cognition, activities of 
daily living (ADL), and other associated behaviors in AD patients (McShane et al., 2019).  
Agitation/aggression and related behaviors associated to AD pathology are commonly treated with 
antipsychotics (Yiannopoulou and Papageorgiou, 2013). However, the use of antipsychotics in AD therapy 
has been considered controversial due to higher cerebrovascular morbidity and mortality in patients with 
dementia (Yiannopoulou and Papageorgiou, 2013). In line with this assumption, the use of antipsychotics 
increases the risk of hip fracture and pneumonia as well as worsening of cognitive impairment in AD 
patients (Yiannopoulou and Papageorgiou, 2013). 
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Novel treatments attempting to block the development of the disease, acting on the Aβ or the tau 
cascade, are currently under research (review Vaz and Silvestre, 2020). These treatments are based on 
an active or passive immunotherapy which stimulate the patients’ immune system to produce its own 
antibodies against Aβ or tau (review Vaz and Silvestre, 2020). The main differences between these two 
therapies consist in frequent re-administrations for passive immunotherapy, while a minimal number of 
administrations and low antigen dosage is enough to attain a persistent production of Aβ antibodies for 
active immunotherapy (Winblad et al., 2012). Currently, the active immunotherapy is showing positive 
results (Vaz and Silvestre, 2020). The most common vaccines available against anti-Aβ are represented 
by Amilomotide (CAD106), Vanutide cridificar (ACC-001), Lu AF20513, ABvac40 and UB-311 (Vaz and 
Silvestre, 2020). Safe and satisfactory results in preclinical AD patients were observed for Amilomotide 
(CAD106), a vaccine composed by multiple copies of a short fragment of Aβ (Aβ1-6) currently in the trial 
phase II/III (Farlow et al., 2015; Lopez Lopez et al., 2019; Vandenberghe et al., 2017; Winblad et al., 2012). 
Active immunotherapy for tau, the AADvac1 and ACI-35 vaccines, are currently under investigation ( Vaz 
and Silvestre, 2020). The passive immunotherapy consists in the injection of monoclonal antibodies 
directed against Aβ or abnormal forms of tau protein (Vaz and Silvestre, 2020). In the first case, six 
monoclonal antibodies reached phase III clinical trials, including bapineuzumab, solanezumab, 
crenezumab, gantenerumab, aducanumab, and BAN2401 (Vaz and Silvestre, 2020). Among these, 
bapineuzumab and solanezumab were the first monoclonal antibodies to reach the phase III trials (review 
Vaz and Silvestre, 2020). Recently, aducanumab was approved for medical use in the United States by the 
Food and Drug Administration (FDA) (Kaplon et al., 2022). Despite the aducanumab approval, controversy 
opinions regarding its efficiency have been reported and long-term safety studies are required (Walsh et 
al., 2021). In the passive immunotherapy for tau, four anti-tau antibodies reached the phase II trials, 
including Gosuranemab, Tilavonemab, Semorinemab and Zagotenemab (Vaz and Silvestre, 2020). 
However, to date, the use of these antibodies showed promising results in reducing the CSF biomarkers 
levels and Aβ plaques but without clinical efficacy (Klein et al., 2019; Loureiro et al., 2020; Sevigny et al., 
2016; Yang et al., 2019).  
 
 

1.7 The gut microbiota and neurodegenerative diseases 
 
Recently, intestinal health has raised interest in relation to neurodegeneration despite the anatomical 
distance of this organ system from the brain (Houser and Tansey, 2017; T. Zhang et al., 2018). Different 
studies suggested that depression, anxiety, autism, as well as neurodegenerative diseases, such as PD 
and AD, may begin in the gut due to a dysregulation of the gut microbiota (de Lartigue et al., 2011; Grasset 
et al., 2017; Hu et al., 2016; Sampson et al., 2016; T. Zhang et al., 2018). The gut microbiota is a term 
describing the combination of a vast number of bacteria, archaea, fungi, and viruses colonizing the human 
gastrointestinal tract (GIT) that mutually interact with the host in a double beneficial relationship 
(Bäckhed et al., 2005; Neish, 2009). In particular, more than 1014 cells (nearly 10 times more than human 
cells) were estimated for the bacteria residing in the gut (Bäckhed et al., 2005; Gill et al., 2006). The 
assembly of the gut microbial communities in human beings is a highly complex process orchestrated by 
different factors in relation to a distinct life period, such as infancy (from birth to 12 months), childhood 
(3–12 years), puberty/adolescence (12–17 years) and adulthood (18–65 years and > 65 years) (for a 
review see Valeri and Endres, 2021). The first years of life are mainly characterized by an instable gut 
microbiota, while increased stability in the composition of gut microbiota is typical of adulthood due 
continuous adaptation to various environmental factors (Aleman and Valenzano, 2019; Spor et al., 2011). 
Sexual dimorphism plays an additional role in the development of the gut microbiota and in the 
maturation of the immune and nervous system throughout the lifespan, influencing the abundance of 
microbial communities as well as immune and neuro-inflammatory pathways in adult males and females 
(Jašarević et al., 2016; McCarthy et al., 2017). The gut microbiota offers healthy proprieties to the host, 
such as the maintenance of the mucosal barrier integrity, protection against pathogens and nutrient 
supply (e.g., vitamins and fermentation of food) and stimulation of immune reaction (Hou et al., 2022; 
Thursby and Juge, 2017). Among the functions of the bacteria residing in the GIT, the fermentation of 
complex carbohydrates, with the consequent generation of short-chain fatty acids (SCFAs), is catalyzed 
by carbohydrate-active enzymes (Musso et al., 2010). In particular, SCFAs undergo a rapid absorbance by 
GIT epithelial cells, regulating other host cellular processes, including gene expression, apoptosis, 
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chemotaxis, proliferation, and differentiation (Corrêa-Oliveira et al., 2016). Among the SCFAs produced 
by bacteria in the GIT, an important role is played by propionate, acetate and butyrate with an estimated 
ratio of about 1:3:1, respectively (Louis et al., 2014). Most of the gut anaerobes produce acetate, while 
different subsets of gut bacteria produce propionate and butyrate throughout different pathways (Louis 
and Flint, 2017). Propionate is generated by the succinate or propanediol pathway, based on the nature 
of the sugar, while butyrate is generated by glycolysis and acetoacetyl-CoA starting from carbohydrates 
(Louis and Flint, 2017). Bacteroidetes mainly produce propionate, while Firmicutes are involved in the 
production of butyrate (Louis et al., 2014; Macfarlane and Macfarlane, 2003; Morrison and Preston, 
2016). In addition, Actinobacteria and Firmicutes are also involved in starch fermentation that may 
contribute to supplement butyrate production in the colon (Louis et al., 2014). In detail, butyrate is a 
source for colonocytes energy, and it plays an anti-inflammatory and anticancer role attenuating the 
bacterial translocation and enhancing the gut barrier function by affecting tight-junction assembly and 
mucin synthesis (Corrêa-Oliveira et al., 2016; Lin and Zhang, 2017; Morrison and Preston, 2016). Butyrate 
and propionate act as histone deacetylase inhibitors, regulating epigenetically genes involved in the 
immune system and in the inflammatory response (Corrêa-Oliveira et al., 2016; Lin and Zhang, 2017; 
Morrison and Preston, 2016). The only SCFA that is involved in the modulation of the appetite and energy 
intake is propionate, which attenuates the reward-based eating behavior (Byrne et al., 2016; Chambers 
et al., 2015). The gut microbiota plays a crucial function in the synthesis of vitamins, which the host is 
incapable of producing, such as biotin, vitamin K, panthotenic acid, nicotinic acid, riboflavin, pyridoxine 
and thiamine (Hill, 1997).  Among the gut microbes implicated in the synthesis of essential vitamins, lactic 
acid bacteria exert a vital role in the generation of vitamin B12  (LeBlanc et al., 2013; Martens et al., 2014), 
while Bifidobacteria in the production of folate, a vitamin involved in host metabolic processes, such as 
the DNA synthesis and repair (Pompei et al., 2007). In particular, Lactobacilli rhamnosus GG, Lactobacillus 
plantarum and Akkermansia muciniphila are involved in cell renewal and wound healing as well as 
promotion of epithelial integrity  (Chen et al., 2010; Reunanen et al., 2015; Swanson et al., 2011). 
Therefore, on one hand, the gut microbiota provides beneficial support to the host, including the 
improvement of the gut integrity (Natividad and Verdu, 2013), the promotion of metabolic processes 
(Den Besten et al., 2013), the protection against pathogens (Baümler and Sperandio, 2016) and the 
regulation of the hosts immunity (Gensollen et al., 2016). On the other hand, the alteration of the 
microbial composition is known as dysbiosis and it has a negative impact on the host-bacterial interaction 
mechanisms (Thursby and Juge, 2017). Gut microbiota dysbiosis may be elicited due to exposure to 
various environmental factors, including diet, toxins, drugs, and pathogens but also via diseases (Carding 
et al., 2015).  
 
 
1.7.1 The intercommunication between the gut microbiota and the neuronal system 
 
An important factor to consider when talking about the gut microbiota is its interconnection with the 
brain in the well-known “gut-brain” axis (GBA). This axis fulfills its function via connecting the emotional 
and cognitive centers of the brain with the intestinal peripheral functions, including the immune 
activation, intestinal permeability, enteric reflex and the entero-endocrine signaling (Carabotti et al., 
2015). The GBA incorporates the central nervous system (CNS), the sympathetic and parasympathetic 
arms of the autonomic nervous system (ANS), the enteric nervous system (ENS), and the microbiota 
(Carabotti et al., 2015). Inside this axis, the vagal nerve represents a mediator between the gut microbiota 
and the brain, influencing the motor, sensory, and secretory pathways but also the visceral messages 
from the GIT to the brain (Bravo et al., 2011; O’Mahony et al., 2011). This network also includes the 
interconnection between the hormonal and the neuronal system that affects the activities of intestinal 
functional effector cells, such as immune cells, epithelial cells, enteric neurons, smooth muscle cells, 
interstitial cells of Cajal, and enterochromaffin cells (Carabotti et al., 2015). Therefore, the structures and 
functions of the brain may be modulated by the gut, and contrariwise, the brain may control the gut 
microenvironment and its microbiota composition (Zhao et al., 2018). 
The gut microbiota exerts its impact on the brain, at least in part, via release of some of the major brain 
neurotransmitters that are involved in the modulation of food intake and energy balance (Silva et al., 
2020). Among the neurotransmitters, serotonin controls brain and neuroendocrine functions, such as 
emotion, cognition, motor function, pain as well as food intake, circadian rhythms and reproductive 
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activity throughout a modulating mechanism of peristaltic, secretory, vasodilatory, vagal and nociceptive 
reflexes (Crowell and Wessinger, 2007; Martinowich and Lu, 2008). Gut microbes are also able to 
influence the brain by producing metabolites, such as SCFAs, that are involved in several functions, 
including the reinforcement of the blood brain barrier (BBB) integrity and the modulation of 
neurotransmission (Fung et al., 2017; Silva et al., 2020; Stilling et al., 2016). In particular, SCFAs possess 
neuroactive properties enabling them to influence levels of neurotrophic factors and to promote memory 
consolidation (Silva et al., 2020) (Fig. 3A). The GBA also modulates the stress response of the gut in 
relation to the possible development of gut disorders (Thakur et al., 2014). Moreover, alteration in 
gastrointestinal functions can lead to visceral events, such as nausea, satiety, and pain due to the gut-
brain interaction (Forsythe and Kunze, 2013). As mentioned in the paragraph before, gut microbiota 
dysbiosis may be the result of several factors described in a variety of disease conditions (Rosenfeld, 
2015; Tilg and Moschen, 2014). Gut dysbiosis, induced by pathogen-associated substances in the GIT, 
may contribute to AD progression by generating inflammatory cytokines (e.g., IL-17) and gut metabolites 
(e.g., SCFAs) that are associated with increased intestinal barrier and BBB leakage (Seo and Holtzman, 
2020). Moreover, such release of cytokines and gut metabolites can induce an amplification of the plasma 
T helper type 1 (Th1) cells, which may invade the brain tissue and cause an excessive neuroinflammation 
that can accelerate neurodegeneration and AD pathogenesis (Seo and Holtzman, 2020) (Fig. 3B). 
Experimental evidence concerning the role of the gut microbiota in AD patients and animal models, 
together with the underlying molecular pathways, is reported in the next paragraph (chapter 1.7.2). A 
schematic representation of the potential interplay between the gut microbiota and the brain in 
physiological and AD conditions is provided in figure 3A and 3B, respectively. 
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Figure 3: Schematic representation of the GBA functions in physiologic (A) and in AD (B) conditions. (A) In healthy 
condition, the gut can communicate with the brain through the vagal nerve and the systemic circulation modulating 
several brain functions, the endocrine signaling (hypothalamus-pituitary–adrenal axis) and the immune response. 
(B) Gut dysbiosis induces the activation of the immune system together with alteration of neurotransmitter 
production and bacterial metabolites (e.g., SCFAs and LPS). The gut microbiota increases the GIT permeability 
(“leaky gut”) allowing the translocation of bacteria or bacterial products into the systemic circulation and causing a 
peripheral inflammation. The inflammation state, once propagated to the brain through the vagal nerve, induces 
the disruption of the BBB permeability and affects further brain functions. The generated neuroinflammation 
contributes to AD pathogenesis, increasing the production of senile plaques together with AD symptoms. 
Abbreviations: SCFAs (short-chain fatty acids). 

 
 
1.7.2 The molecular pathways connecting gut microbiota and Alzheimer’s disease  
 
Concerning the relationship between AD pathology and the gut microbiota, several studies have been 
carried out to assess the molecular pathway mechanisms behind their interconnection. Significant 
amounts of amyloids, such as the curli proteins, are normally produced by the gut microbiota (Kowalski 
and Mulak, 2019) sharing similar tertiary structure with the CNS amyloids (Friedland, 2015; Wang et al., 
2015). The production of amyloid proteins helps the bacterial cells to bind each other to form biofilms 
and to resist destruction by physical and immune factors (Cherny et al., 2005; Friedland and Chapman, 
2017). Gram negative bacteria residing in the gut release lipopolysaccharides (LPS) and amyloid species 
from their outer membranes into the local intestinal environment that can polymerize and form insoluble 
fibrous protein aggregates able to promote oxidative stress (Friedland, 2015; Iadanza et al., 2018; 
Morales et al., 2013; Oli et al., 2012; Schwartz and Boles, 2013). An example of such mechanism was 
provided by Asti and Gioglio (2014) which showed that the release of endotoxin from Escherichia coli was 
able to increase the formation of Aβ fibrils in an in vitro model. Additionally, they also observed a 
potentiation in amyloids fibrillogenesis by co-incubating Aβ peptide with LPS (Asti and Gioglio, 2014). 
Moreover, gut exposition to bacterial amyloid proteins may trigger the immune system response to 
produce neuronal amyloids in the brain (Friedland and Chapman, 2017). Chen and colleagues showed 
enhanced neuronal α-synuclein (α-syn) deposition in both gut and brain, and increased microgliosis and 
astrogliosis in rats exposed to curli-producing Escherichia coli compared to controls (rats exposed to 
bacteria unable to produce curli amyloids) (S. G. Chen et al., 2016). Rats subjected to a chronic LPS 
injection into the fourth brain ventricle reproduced many of the inflammatory and pathological changes 
seen in the brain of AD patients (Hauss-Wegrzyniak et al., 2000). In addition, prolonged Aβ production in 
the hippocampus together with increased cognitive deficits were observed after injection of LPS in the 
mice peritoneal cavity (Kahn et al., 2012). The presence of LPS has also been reported in the hippocampus 
and in the neocortex brain regions of AD patients, which colocalizes with Aβ1-40/42 around the blood 
vessels (Zhao et al., 2017). Interestingly, the LPS concentration in the blood of AD patients was 
significantly higher than in healthy people, providing another evidence for a possible involvement of the 
microbiota in AD pathology (Zhang et al., 2019). More in detail, LPS binds the Toll-Like Receptors (TLRs) 
expressed on microglial cells that in turn interact with CD14 and MD-2 intracellular proteins inducing an 
inflammatory response (Dua P, 2015). Among the TLRs, the activation of TLR4 is involved in the 
inflammatory response upon binding Aβ and S100A8/A9 proteins (He et al., 2016), while TRL2 is triggered 
by Aβ and other bacterial amyloids (Zhao et al., 2017). Recent studies suggested the existence of an 
overlap mechanism between bacterial amyloids and the human Aβ proteins (Ambrosini et al., 2019). 
Based on such similarity, bacterial amyloids may act as prion proteins (e.g., curli, Aβ, tau and α-syn) 
inducing another protein to adopt a pathogenic β-sheet structure. Such mechanism is called “molecular 
mimicry” and may be the cause of a greater inflammatory response in the AD brain due to altered gut 
microbiota (Delzenne et al., 2011; Muegge et al., 2011; Rosenfeld, 2015). 
As already mentioned, the GBA allows the interaction between the CNS and ENS and with this, the 
transportation of misfolded proteins in both directions. In detail, the misfolded proteins, once produced 
in the gut lumen and entered in contact with the intestinal epithelium layer, accumulate in dendritic cells 
of the Peyer’s patches and in other lymphoid follicles (Ano et al., 2009). Then, such misfolded proteins 
may interact with neurons belonging to ENS and consequently, be finally transported to the brain (Ano 
et al., 2009). Among the bacteria involved in generating significant amounts of amyloid proteins, 
Escherichia coli, Bacillus subtilis, Salmonella enterica, Salmonella typhimurium, and Staphylococcus 
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aureus represent the ones that may contribute to AD pathology through the accumulation of misfolded 
Aβ oligomers and fibrils (Endres and Schäfer, 2018; Hufnagel et al., 2013; Schwartz and Boles, 2013). 
Moreover, alteration in the bacteria residing in the gut may affect the production of metabolites (e.g., 
SCFAs) capable of stimulating the sympathetic nervous system to release serotonin and thus, ultimately 
influencing the cognitive processes (e.g., learning and memory) in the brain of AD patients (Grider and 
Piland, 2007). However, to date, it is still unclear whether a disbalance of microbiota commensals and/or 
the presence of a single pathogen or assembly of different pathogens may affect AD pathology (e.g., 
Cytomegalovirus, Herpes simplex virus type 1, Chlamydophila pneumonia, and Helicobacter pylori 
pathogens are associated with cognitive decline and AD risk (Bu et al., 2015)).  
 
 
1.7.3 Sex differences in relation to Alzheimer’s disease and the gut microbiota 
 
Sex is an important variable in both, human and animal research studies, and one of the major risk factors 
for AD (see paragraph 1.3). In the last decade, several investigations showed a contributing role of sex 
differences in shaping the gut microbiome across the human and animal lifespan (for a review see Valeri 
and Endres, 2021). Sex has been considered more than a simple variable in statistical data analysis and 
several studies have been started considering sex also as an independent research question for 
experimental design (Miller et al., 2017). Historically, females were largely excluded from animal 
experiments due to their different chromosome complement (XX versus XY) and gonadal hormones 
(ovarian versus testicular secretions) involved (Miller et al., 2017). However, several animal experiments 
revealed that the gut microbiota influence AD pathology in a sex-specific manner. This suggested that the 
observed sex differences in AD patients may derive, at least in part, from sex steroids, which exert a 
protection function from the AD development and symptomology (Mielke et al., 2014; Pinares-Garcia et 
al., 2018). Female estrogen receptor α (ERα) has been described to co-localize with NFTs in the 
hippocampus of post-mortem AD patients (Wang et al., 2016). In particular, the increased interaction 
between tau and ERα may inhibit the ERα signaling pathway hindering the neuroprotective effect of 
estrogens (Wang et al., 2016). The gut may play a crucial role in the ERα signaling pathway, since it 
secretes β-glucuronidase, an enzyme involved in estrogens de-conjugation, activating estrogens for 
binding the ERα receptors and thus initiating their downstream pathway (Baker et al., 2017; Flores et al., 
2012). Examples of the role of the gut microbiota in relation to sex differences in AD pathology have been 
explored by Minter et al. (2016) in APPswe/PS1ΔE9 mouse model for AD. Interestingly, decreased number 
of Aβ plaque in association with the expansion of Allobaculum, Akkermansia, and Lachnospiraceae 
bacteria were observed in male APPswe/PS1ΔE9 mice treated with broad spectrum antibiotics compared 
to females (Minter et al., 2016). In addition, also other AD-related alterations were observed in male mice 
compared to females, such as increased level of soluble Aβ, altered levels of circulating cytokines and 
chemokines, reduced plaque-localized glial reactivity and altered microglia morphology (Minter et al., 
2016). Dodiya et al. (2019) showed that a perturbation of the gut microbiome due to long-term antibiotics 
exposition is associated with Aβ reduction and alteration of microglial morphology in male 
APPswe/PS1ΔE9 mice compared to females (Dodiya et al., 2019). Another study showed significant 
differences in the gut microbiota composition of transgenic EFAD (5XFAD+/−/APOE+/+) mice associated to 
APOE genotype and sex (Maldonado Weng et al., 2019). Specifically, the relative amounts of the genera 
Prevotella and Ruminococcus were significantly higher in females, while Sutterella was higher in males 
(Maldonado Weng et al., 2019). However, no human studies on the relation between the sex-dependent 
differences in the gut microbiota composition and AD have been reported yet. 
 
 

1.8 Gut microbiota-based therapies for Alzheimer’s disease 
 
The connection between CNS and ENS allows the spreading of diseases in both directions (Chalazonitis 
and Rao, 2018). PD represents one of the most common examples in which gastrointestinal dysfunctions 
(e.g., obstipation and delayed gut transit) have been observed in almost 80% of the patients affected 
(Nair et al., 2018). Therefore, the extensive role of the gut microbiota in brain-related disorders allowed 
speculations for microbiota-targeted techniques as a potential tool for treatment of different CNS 
diseases, such as AD and PD (Hazan, 2020; Jing et al., 2021; Long-Smith et al., 2020; Thaiss and Elinav, 



 
 

36 
 

2017). Among the gut microbiota-based therapies for AD, the use of psychobiotics (e.g., probiotics, 
prebiotics, and synbiotics), antibiotics, and fecal material transplant (FMT) represent the most commonly 
suggested intervention tools (Fig. 4). Probiotics are defined by all the living organisms that, after their 
administration, confer a health benefit to the host (Hill et al., 2014). Such host health benefit is dependent 
from the strain and not all probiotics exert beneficial effect on the brain (Kelly et al., 2017; Ng et al., 2018; 
Östlund-Lagerström et al., 2016). The most common probiotic strains are represented by Lactobacillus 
and Bifidobacteria, which have well-defined safety profiles. In particular, some probiotics (e.g., 
Lactobacillus acidophilus, Lactobacillus casei, and Bifidobacterium bifidum) ameliorate human mood and 
depression states (Akkasheh et al., 2016; Benton et al., 2007). The substrate selectively used by 
microorganisms to confer health benefit to the host is defined as prebiotics (Gibson et al., 2017). 
Prebiotics mainly consist of fibers, including inulin, fructo-oligosaccharides, galacto-oligosaccharides 
(GOSs), and resistant starch which are selectively fermented by gut microbes and are not absorbed in the 
small intestine. Prebiotics intervention has the advantage of potentially being able to improve gut 
microbial status more globally, as opposed to the use of single- or multistrain probiotics (Long-Smith et 
al., 2020). The combination of prebiotics and probiotics is represented by the synbiotics (Long-Smith et 
al., 2020). In particular, the prebiotics within the synbiotics provide a source of fermentable fiber used to 
improve the viability of the probiotics. The use of synbiotics has been observed to improve functional GI 
symptoms in a double-blind randomized controlled trial of a PD cohort (Barichella et al., 2016) and to 
ameliorate some of the gut-related comorbidities related to autism spectrum disorders (ASD) (Sanctuary 
et al., 2019). Antibiotics are substances able to remove or prevent the bacterial colonization in the human 
body (Angelucci et al., 2019). In particular, a long-term administration of a broad spectrum of antibiotics 
can affect the gut microbiota composition reducing its biodiversity and colonization in both, human and 
animal studies (Angelucci et al., 2019). Human studies showed that antibiotics are frequently associated 
with neurodegenerative disorder symptoms, such as anxiety, panic attack, depression, psychosis, and 
delirium (Neufeld et al., 2017). However, the administration of antibiotics is not usually correlated with 
neuropsychiatric adverse effects (Angelucci et al., 2019). A new therapeutic mode of intervention for AD 
involves the administration of antibiotics combined with probiotics or FMT. FMT is a common method 
that uses the transfer of stool or stool-derived bacteria from an organism defined as “healthy” to a 
recipient diseased subject in order to confer a health benefit directly changing the microbial composition 
of the latter (Gupta et al., 2016; Kelly et al., 2017; van Nood et al., 2013). This approach is also used in 
some animal experiments to explore the underlying mechanisms of the neurodegenerative diseases. 
Experiments concerning the use of pre-/probiotics and FMT in relation to AD are reported in the next two 
paragraphs.  
 
 
1.8.1 The role of prebiotics and probiotics in Alzheimer’s disease 
 
Recently, an emerging role for treatment of AD and other neurodegenerative disorders has been 
discussed by prebiotics and probiotics. A clinical study conducted on 60 AD patients reported that 
probiotics supplemented with Lactobacilli and Bifidobacteria significantly improved the patients’ Mini-
Mental State Examination scores (patients randomly divided into two groups with both n = 30 for milk-
treated control group and for probiotic group) (Akbari et al., 2016). Among the studies conducted to 
unveil the effect of the gut microbiota composition on AD pathology, Minter et al. (2016) showed that 
male transgenic mice subjected to antibiotics treatment, displayed decreased Aβ plaques deposition in 
the brain and better performance in behavioral tasks for long-term memory assessment compared to 
control (vehicle). In addition, they confirmed a correlation between changes in the gut microbiota 
composition, increased microglial activity and AD pathology (Minter et al., 2016). Similarly, exercise 
training and probiotic supplementation diet in APPswe/PS1ΔE9 transgenic mice improved cognitive 
performance in Morris Maze test and reduced number of Aβ plaques in the hippocampus (Abraham et 
al., 2019). Attenuation of learning and memory deficits and reduced Aβ1-42 and tau proteins was also 
shown in an AD rat model (AD-like symptoms were manifested by treatment with D-galactose (D-gal) and 
Aβ) administered orally for 4 weeks with a prebiotic fructooligosaccharides from Morinda officinalis 
(OMO) (Chen et al., 2017).  
Recently, the effect of a changed microbiome on AD pathological hallmarks upon a period of 14 weeks 
were investigated in 5XFAD mice treated either with antibiotics or probiotics (Lactobacillus acidophilus 
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and Lactobacillus rhamnosus) (Dos Santos Guilherme et al., 2021). Both treatments affected the gut 
microbiome with antibiotics reducing the number of viable microbes and probiotics transiently increasing 
Lactobacillaceae. The sole usage of antibiotics improved the quality of nest building (a proxy for assessing 
hippocampal abilities), reduced amyloid plaque load in the hippocampus, reduced the blood sugar 
concentration, increased serum glucagon levels together with a reduction in the receptor for advanced 
glycation end products (RAGE; a mediator of Aβ amyloid transport across BBB into the brain), while the 
probiotics administration resulted in a null effect (Dos Santos Guilherme et al., 2021). 
Finally, the use of a dietary intervention based on antibiotics, prebiotics or probiotics may produce 
significant effects in the modulation of the gut microbiota that, in turn, may directly affect the ENS and 
consequently the CNS-related diseases (Perez-Pardo et al., 2017; Szablewski, 2018).  
 
 
1.8.2 Fecal material transplant as a therapeutic option for Alzheimer’s disease 
 
FMT is an ancient technique that was described for the first time in the fourth century in China, for 
treatment of several conditions, such as diarrhea (Zhang et al., 2012). Then, in 1958, it was re-introduced 
for the treatment of pseudomembranous enemas (Eiseman et al., 1958). While high rate of success is 
reported for gut disorders, such as Clostridium difficile infection (CDI), inflammatory bowel disease (IBD), 
autoimmune disorders, allergic diseases and obesity (Austin et al., 2014; Choi and Cho, 2016; Kelly et al., 
2017; Smits et al., 2013; van Nood et al., 2013) in humans, little is known about the efficacy and the mode 
of action for the treatment of neurodegenerative disorders. To date, there is not a common universal 
definition of the “healthy donor” that can be applied for both, bacterial infections and treatment of 
neurodegenerative disorders. The selection of an healthy donor for fecal microbial transplant to treat 
bacterial infection due to Clostridium difficile, includes exclusion criteria regarding any recent 
gastrointestinal illness (e.g., colic and diarrhea), medical treatment, or dietary supplementation with 
probiotics (McKinney et al., 2020). Even more complex is defining an FMT healthy donor for 
neurodegenerative diseases treatment due to discrepancy in the patients’ individual microbiota 
composition. For instance, it has been reported that AD patients differ in the gut microbiota composition 
from healthy individuals, with AD patients showing increased Bacteroidetes and decreased Firmicutes 
and Bifidobacterium levels (Vogt et al., 2017). In another study, AD patients showed increased relative 
abundance of Ruminococcaceae, Enterococcaceae and Lactobacillaceae and decreased levels of 
Lanchnospiraceae, Bacteroidaceae, and Veillonellaceae compared to aged-matched healthy patients 
(Zhuang et al., 2018) . The discrepancy in the gut microbiota composition, observed in these two studies, 
might be due to differences in methodology (e.g., sample size) and/or parameters, such as lifestyle and 
dietary habits. Moreover, Haran et al. (2019) reported increased proportion of Bacteroides, Alistipes, 
Odoribacter, Barnesiella and decreased proportion of Lachnoclostridium in AD patients, while increased 
proportions of Odoribacter and Barnesiella and decreased proportions of Eubacterium, Roseburia, 
Lachnoclostridium, and Collinsella in elders without dementia (Haran et al., 2019). Decreased fecal 
microbial diversity was reported in AD patients compared to normal healthy controls (Liu et al., 2019). In 
addition, a significant reduction of Firmicutes and highly enriched levels of Protobacteria phylum were 
reported in AD patients compared to controls (Liu et al., 2019). As for humans, alteration in the gut 
microbiota composition was also observed in AD mice models. APPswe/PS1ΔE9 mice revealed an 
alteration of the microbiota composition and diversity in mice aged between 8 and 12 months. In 
particular, increased abundance of Verrucomicrobia, Proteobacteria, Ruminococcus and Butyricicoccus 
was observed in APPswe/PS1ΔE9 mice compared to age-matched wild type controls (Zhang et al., 2017). 
Decreased microbial diversity in APPswe/PS1ΔE9 mice aged between 3 and 8 months compared to wild 
type controls was also observed (Shen et al., 2017). Interestingly, such reduced microbial diversity was 
associated to worsening of AD pathology as shown by higher amount of Aβ deposition in the 
hippocampus and with a performance decline in Morri’s water maze spatial test (Shen et al., 2017). 
Brandscheid and colleagues (2017) revealed an increased Firmicutes/Bacteroidetes ratio in transgenic 
5XFAD mice as compared to wild type mice aged 9 weeks. This, together with the presence of Aβ peptide 
in gut tissue sections of 5XFAD mice, suggests a possible direct influence of Aβ peptides on the gut 
microbiota composition balance (Brandscheid et al., 2017). 
FMT studies conducted on both, humans and animals, presented several limitations due to: the use of 
different antibiotics for pre-treatment, different FMT procedure, different donor choice and lack of long-
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term follow-up or appropriate control groups (Vendrik et al., 2021). The absence of risk factors for 
infectious or other chronic diseases in healthy volunteers should be considered for an ideal stool donor 
(Bibbò et al., 2020). Despite the promising results achieved in human gut disorders, the role of FMT as 
therapeutic option for AD patients is still under debate. To date, no case reports have been published in 
AD patients except for only a preliminary study (Hazan, 2020). In this case, a 82-year-old man receiving 
FMT (a single 300 mL infusion of stool from the 85-year-old patient’s wife) for recurrent CDI showed 
improvements in AD symptoms as early as 2 months post-FMT and continued to the 6-month follow-up 
visit (Hazan, 2020). Similar to AD, only a case report and a preliminary study have been conducted in PD 
patients (Huang et al., 2019). In detail, the stool obtained from a 26-year-old college student was used to 
treat a single male PD patient (aged 71 years old) with 7 years of resting tremor, bradykinesia and 
constipation (Huang et al., 2019). The FMT temporarily (for 1 month) improved leg tremors and other 
related PD symptoms (e.g., constipation) 1 week after the third FMT administration and reduced the time 
of defecation (from 30 to 5 minutes) (Huang et al., 2019). However, PD symptoms returned to the base 
level in the following 3 months post the FMT (Huang et al., 2019). Improvement in motor and non-motor 
symptoms were also observed in a small study (n = 11) conducted by Kuai et al. (2021) on PD patients 
after FMT (Kuai et al., 2021). In particular, increased level of Blautia and Prevotella and decreased level 
of Bacteroidetes were observed in FMT-treated patients over a total period of 12 weeks (Kuai et al., 2021). 
In addition to the low number of FMT interventions in human patients, a limited number of studies have 
been conducted in both PD and AD rodent models. A study conducted by Sampson et al. (2016) reported 
about the involvement of gut microbiota in the regulation of movement disorders due to PD in a α-
synuclein-overexpressing (ASO) mouse model. In particular, enhanced physical impairments were 
observed in ASO mice after administration of fecal microbiota from PD patients compared to ones 
receiving microbiota transplant from healthy human donors (Sampson et al., 2016). Amelioration of 
motor functions together with increased neurotransmission and decreased neuroinflammation in the 
brain striatum were observed in PD mice that received fecal microbiota from healthy mice (Sun et al., 
2018). On the contrary, opposite results, such as deterioration of motor functions and decreased striatal 
neurotransmission, were observed in healthy mice after having received fecal microbiota from PD mice 
(Sun et al., 2018). Recipient germ-free C57BL/6N mice (aged 4 weeks), transplanted with fecal samples 
from an AD patient, reproduced the bacterial diversity of the AD donor affecting also the mouse behavior 
(i.e., reduced performance in the object location test and object recognition test) (Fujii et al., 2019). In 
addition, attenuation of the learning and memory impairment were also observed in SAMP8 mouse 
model for AD by modulating the gut microbiota composition with FMT (Zhang et al., 2021). Sun et al. 
(2019) showed that FMT treatment ameliorated cognitive impairments and reduced Aβ deposition 
accompanied by increased neuronal plasticity (represented by increased postsynaptic density protein 95 
(PSD-95) and synapsin I expression) in the brain of APPswe/PS1ΔE9 mouse model. In detail, such animals 
were daily administrated with fecal material solution from wild type mice donors for a 4-week period  
(Sun et al., 2019). Another study showed that ADLPAPT mice, orally inoculated with fecal material from 
wild type mice for 16 weeks, reduced the formation of Aβ plaques, NFTs and glial reactivity in the brain 
together with improvements in cognitive impairment (Y. He et al., 2020). Overall, these studies showed 
that FMT can modulate the AD condition in animal models. 
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Figure 4: Scheme of potential gut microbiota-based therapeutical approaches for neurodegenerative disorders. 
Human and animal studies showed that administration of probiotics, prebiotics and fecal material from healthy 
donors modulate gut microbiota composition and might have positive effects on AD and PD patients and on 
associated symptoms. FMT on AD/PD patients and relative mouse models exert its effects on cognitive deficits and 
on AD-related hallmarks (e.g., reduction in Aβ deposition in the brain). Abbreviations: SCFAs (short-chain fatty 
acids), Aβ1-42 (β-amyloid 1-42), AD (Alzheimer’s disease), PD (Parkinsons’ disease), TNF-α (Tumor necrosis factor 
α), LPS (lipopolysaccharides). 
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1.8.3 Mouse model studies in gut microbiota research: a focus on translational issues 
 
Mouse models have been used to study the role of the gut microbiota in association with human diseases, 
including obesity, IBD, autoimmune diseases and neurodegenerative disorders such as, PD and AD (Le 
Chatelier et al., 2013; Ley et al., 2006; Manichanh et al., 2012; Qin et al., 2003; Vaahtovuo et al., 2008, 
see chapters 1.7.1 and 1.7.2). Gut microbiota studies have been carried out in humans and mouse models 
based on their similarity in the physiology and in anatomical structures involved (e.g., organs contained 
in the gastrointestinal tracts of both species are anatomically similar). Therefore, animal models are 
considered a useful tool of investigation for addressing the effect of specific microbes on the host (Zhu 
et al., 2020). However, despite the great progress made in recent years in deciphering the relationship 
between the gut microbiota and its host, the existence of differences in some key factors between these 
two systems need to be carefully evaluated when translating results from murine models to humans (Zhu 
et al., 2020). In particular, humans and animal models present different life experiences, including the 
exercise regimes, circadian patterns, social pressures and diet (Zhu et al., 2020). While humans diet 
composition changes daily, mice used as experimental animals are characterized by a controlled and 
mostly nutritionally monotonous diet (Zhu et al., 2020). In addition, inter-study variations have also been 
observed in a well-controlled gut microbiota environment using mouse models. Such inter-study 
variations mostly rely on the mouse house origin, maternal effects, environmental conditions (e.g., diet, 
light, stress factors and pathogen infection) and genetic backgrounds. Considering the genetic aspects, 
although humans and mice share more than 85% of their genomic sequences, their gene expression and 
protein function may diverge (Church et al., 2009; Hugenholtz and de Vos, 2018; Lin et al., 2014; 
Waterston et al., 2002). Thus, expression of certain genes associated to gut microbiota may also be 
involved in other external pathways. Such limitations of mouse models do not allow a full recapitulation 
of human diseases and therefore, they need to be taken into account when translating results from 
mouse models to humans.  
In AD research, genetically modified mice (germ-free, antibiotic-treated, gnotobiotic, and specific 
pathogen-free) were used to recapitulate some aspects of the human pathology. However, transferability 
from mouse to human is rather complicated as demonstrated by high percentage of drugs tested in mice 
that fail in human trials (96.4% from 2002 to 2012;  Cummings et al., 2014). Considering the relationship 
between AD and the gut microbiota, several genes associated to AD were also expressed in the gut (Stoye 
et al., 2020). Indeed, decrease of acetylcholinesterase activity, normally reduced in brain homogenates 
(García-Ayllón et al., 2011), was also identified in the small intestine of 5XFAD mice (Stoye et al., 2020). 
In addition, among 84 gene products associated to AD, lower expression of apolipoprotein A1 (ApoA1) 
gene and reduced ApoA1 protein content was observed in colon tissue of 5XFAD mice compared to wild 
type mice (Stoye et al., 2020). It has been suggested the urge of a mouse model with a comparable human 
gut microbiota and immune system that allows scientists to better translate the findings of gut 
microbiota-AD interaction into the human system (Schächtle and Rosshart, 2021). Therefore, animal 
models implicated in translational microbiome research will be required for a more complete description 
of the microbiome involved (Schächtle and Rosshart, 2021). 
 
 

1.9 The relationship between the gut microbiota and aging  
 
Aging is the predominant risk factor for SAD (see paragraph 1.3) and changes associated with aging may 
have a potential role in the onset of AD (Jiang et al., 2017). In the adulthood, the gut microbiota is 
relatively stable but still subjected to everyday lifestyle perturbations (Dethlefsen and Relman, 2011). The 
gut microbiota composition of adult people over 65 years of age is characterized by increased abundance 
of Bacteroidetes phyla and Clostridium cluster IV compared to younger individuals, while the latter 
showed higher level of the Clostridium cluster XIVa (Claesson et al., 2011). However, the gut microbiota 
composition changes in the elderly (>60 years old) with a decrease in the level of certain bacteria 
considered beneficial, including, Bacteroidetes, Lactobacillus, and Bifidobacteria (Hopkins and 
Macfarlane, 2002; Woodmansey, 2007; Woodmansey et al., 2004). In addition, the gut microbiota of the 
elderly is characterized by an overall loss of diversity and stability, together with a large degree of 
variability on the inter-individual species level (Maynard and Weinkove, 2018). The common 
denominator of such studies is represented by a similarly increased level of Bacteriodetes and decreased 



 
 

41 
 

Firmicutes phyla with age and by decreased level of Bifidobacteria and increased abundance of 
Proteobacteria compared to younger adults (Biagi et al., 2010; Claesson et al., 2011). Studies on the 
elderly gut microbiota composition in comparison to younger adults are summarized in Table 2. Aging 
can also be considered as an immune disorder  (Cevenini et al., 2010) in which increased chronic 
inflammation is induced by low microbial diversity, enrichment in pathobionts and facultative anaerobes, 
and depletion of Firmicutes (Biagi et al., 2012; Hornef, 2015; Takagi et al., 2019). Overstimulation of both, 
innate and adaptive immune system, resulted in a low-grade chronic state of inflammation defined 
“inflammaging” which result in increased gut permeability and in the translocation of bacteria into the 
systemic circulation (Franceschi, 2007; Franceschi et al., 2000). Moreover, some studies showed that 
inflammation might be modulated also at the gut epithelium by some specific bacteria, including 
Bifidobacterium, Lactobacillus, and Faecalibacterium (Bäuerl et al., 2013; Heuvelin et al., 2009; Sokol et 
al., 2008; Van Baarlen et al., 2011). Such “inflammaging” state may evoke other age-related alterations 
in the gut microbiota composition, including the gut barrier breakdown and the consequent increase of 
proinflammatory cytokines and bacteria-derived products in the circulation (Dinan and Cryan, 2017; 
Köhler et al., 2016). Indeed, high plasma levels of pro-inflammatory cytokines (interleukin IL-6 and IL-8), 
that are associated to increasement of Proteobacteria and decrease in butyrate producing bacteria were 
observed in centenarians (Biagi et al., 2012).  
Age has also been associated to potential factors inducing gut dysbiosis, such as different type of diet, 
antibiotic usage, and different living conditions (co-habitation in nursing homes)(Claesson et al., 2011). 
Gut dysbiosis due to dietary change can induce increased severity of different diseases , such as obesity, 
colorectal cancer, inflammatory bowel disease, heart failure, type 2 diabetes, and neurodegenerative 
disorders (Bermúdez-Humarán et al., 2019; Burokas et al., 2015; Kowalski and Mulak, 2019; Mayer et al., 
2014). Taken together, aging and gut dysbiosis are both involved in the induction of the inflammation 
response and are considered as common risk factors for several age-related diseases, including AD 
(Franceschi, 2007). In addition, the compromising of the BBB, observed during aging, can influence Aβ 
clearance and neuroinflammation signaling pathways in AD (Elahy et al., 2015; Erdö et al., 2017; 
Montagne et al., 2015; Oakley and Tharakan, 2014) (Fig. 3B).  
In the here presented thesis, Enterobacteriaceae and Lactobacillaceae were used as representative 
families for investigating the gut microbiota composition in transgenic 5XFAD mice. They can be also seen 
as counterparts as Enterobacteriaceae comprise pathogenic organisms, while many of the 
Lactobacillaceae family are acknowledged as probiotics or beneficial commensals (Azad et al., 2018). A 
more detailed explanation on the role of Enterobacteriaceae and Lactobacillaceae families in relation to 
aging is reported in paragraph 1.9.1 and 1.9.2. 
 
 
1.9.1 The impact of Enterobacteriaceae on aging 
 
Enterobacteriaceae and other opportunistic facultative aerobes, such as Staphylococcus and 
Streptococcus, are the most common human representative bacteria associated to aged-type microbiota 
(in human beings > 65 years old), while early life stages (infancy and adulthood) are predominantly 
characterized by high abundance of Bifidobacterium (Biagi et al., 2012). The Enterobacteriaceae group 
include pathobionts, pathogenic bacterial species presented in small concentrations in a physiologic 
healthy gut, which can prosper in an inflamed gut due to their tolerance to oxygen (Pédron and 
Sansonetti, 2008). Therefore, because of the aging process, the hosts immune defense may decline in the 
resistance mechanisms and this allows the Enterobacteriaceae to cause infections (Biagi et al., 2010; 
Pédron and Sansonetti, 2008). Moreover, it has also been proposed that the increased production of 
endotoxins in the elderly may be the result of an increased level of Enterobacteriaceae and other gram-
negative bacteria that in turn, may induce the inflammatory response (Schiffrin et al., 2010). Among the 
pathogenic Enterobacteriaceae species, Klebsiella pneumoniae, Enterobacter cloacae, Staphylococcus 
aureus, and Pseudomonas aeruginosa have been associated to community-acquired pneumonia in the 
elderly (Brisse et al., 2009; Remington and Sligl, 2014). Aside the pathogenic species, the 
Enterobacteriaceae also contain species that are part of the normal flora even though, many of those are 
mainly associated with diarrhea and other extraintestinal infections (Janda and Abbott, 2000; Leimbach 
et al., 2013). These infections can be transmitted by fecal-oral or by direct contact with animals and their 
environment, or by consumption of contaminated food or water (de Graaf et al., 2017). Moreover, several 
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studies observed that antibiotic treatment, hospitalization, and Clostridium difficile-associated diarrhea 
(CDAD) are responsible for the increase of Enterobacteriaceae in the elderly (> 65 years of age) (Bartosch 
et al., 2004; Hopkins et al., 2001; Woodmansey et al., 2004).  
 
 
1.9.2 The impact of Lactobacillaceae on aging 
 
Lactobacilli are oxygen-tolerant anaerobes consisting in over hundred species described of which 30% 
harbor the human gastrointestinal (GI) tract (Felis and Dellaglio, 2007). Their functions include the 
protection of the host against pathogens, the improvement of the intestinal barrier function, and the 
promotion of healthy metabolic and immunologic pathways in the gut (Walter, 2008). Despite their role 
in providing benefit to the host, contradictory results have emerged in relation to some Lactobacillus 
species and to the host metabolic homeostasis (Le Roy et al., 2015). For instance, beneficial metabolic 
functions against obesity and diabetes are provided by Lactobacillus gasseri and Lactobacillus casei, while 
other Lactobacillus species (e.g., Lactobacillus reuteri) have been associated to increased body mass index 
(BMI) and glycaemia in adults and in host metabolic homeostasis alteration (Kadooka et al., 2010; 
Matsuzaki et al., 1997; M. Million et al., 2012; ŠtŠepetova et al., 2011). Additionally, some Lactobacillus 
species, belonging to human host with high BMI, have also been characterized for lack of enzymes 
implicated in the metabolism of carbohydrates (Matthieu Million et al., 2012; Wells et al., 2011). 
Interestingly, several studies showed that elders (> 65 years of age) displayed increased viable count of 
Lactobacillus with increased inter-individual variability compared to younger adults (Mäkivuokko et al., 
2010; Silvi et al., 2003; ŠtŠepetova et al., 2011; Tiihonen et al., 2010). In particular, higher BMI, increased 
level of fasting blood glucose and increased total count of Lactobacilli were observed in the elderly 
compared to younger adults (mean age 27 years old) (ŠtŠepetova et al., 2011). In addition, younger adults 
were more colonized by Lactobacillus acidophilus and Lactobacillus helveticus, while elderly showed 
higher prevalence of Lactobacillus plantarum, Lactobacillus paracasei and Lactobacillus reuteri 
(ŠtŠepetova et al., 2011). 
Although Lactobacilli seem to play an important role in the elderly gut microbiota composition, to date 
their genus function on the host metabolism is not clear (Le Roy et al., 2015). Several animal experiments 
have been carried out to address their functions. Wang et al. (2019) demonstrated that Lactobacillus 
paracasei D3-5 strain, isolated from the infant gut, extends life span of Caenorhabditis elegans (fed with 
0.3 × 108 CFU/mL in the culture media) and prevented high fat diet induced metabolic dysfunction, leaky 
gut, and inflammation in older mice (8–80-week-old) compared to younger ones (6–8-week-old) (Wang 
et al., 2019). The beneficial effects of Lactobacilli have also been observed by He and colleagues (2020), 
which analyzed the long-term effect of Lactobacillus casei Zhang (LcZ) on human adults (aged 18–49; 
adult-probiotic group) and on human older adults (aged > 50 years) gut microbiota over a period of 12 
months. Faster and greater gut microbiota stabilizing effects were observed after LcZ ingestion in the 
adult-probiotic group compared to the older group. In addition, prolonged and continuous LcZ exposition 
shifted the intestinal microbiota age index of the older adults towards the level of the adult-probiotic 
group suggesting an improvement in the overall gut microbiota composition and structure (Q. He et al., 
2020). An animal experiment conducted on male Sprague-Dawley rats showed that, administration of 
Lactobacillus plantarum DR7 (induced by administration of D-gal) in a 12-week period ameliorated 
cognitive and memory functions (e.g., reduced anxiety and enhanced memory during behavioral 
assessments) in aged rats compared to young rats (Zaydi et al., 2020). Also, a similar study showed that 
administration of lactic acid bacteria (10 log CFU/rat/day) in aged-induced D-gal rats for 12 weeks, 
prevented the shortening of telomere length, enhanced lipid, renal, and liver profile in D-gal-treated rats 
compared to the untreated controls (Hor et al., 2019). Overall, these studies suggested that Lactobacilli 
might be a potential tool for anti-aging-based therapy.  
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Table 2: Gut microbiota composition of the elderly. Changes in the relative abundance of elderly microbial taxa in 
humans were represented with arrows pointing upwards (increase) and downwards (decrease) in comparison to 
younger adults (< 65 years old). Abbreviations: 16S rRNA (16S ribosomal RNA), Real time qPCR (quantitative PCR). 

 
 



 
 

44 
 

2. Material and methods  
 
 

2.1 Materials 
 
All materials used in the presented thesis are listed in the following sections. 
 
 
2.1.1 Electrical equipment 
 

Device Manufacturer Location 

Analyse scale Quintix 124-1 
CEU 

Sartorius Göttingen, Germany 

ASYS Hitech Expert 96 UV Microplate 
Reader 

Biochrom GmbH Cambridge, United 
Kingdom 

CCD camera  Raytest Straubenhardt, Germany 

Centrifuge 5417 R Eppendorf AG Hamburg, Germany 

Centrifuge Megafuge 1.0 R Heraeus Hanau, Germany 

Centrifuge Varifuge 3.OR Heraeus Hanau, Germany 

Chilled steel beads Qiagen  Hilden, Germany 

Forma™ STERI-CULT CO₂ Incubator Thermo Scientific Waltham, USA 

Halogen floodlight, RITOS type 
6095115 AIP44 (150W) 

Ritter Leuchten GmbH  Mömbris, Germany 

Hot Bead Sterilizers Fine Science Tools Heidelberg, Germany 

Infrared thermometer Braun  Lausanne, Switzerland 

Liquid nitrogen tank  Thermo Scientific Waltham, USA 

Magnetic stirring hotplate MR 
3001 K 

Heidolph Instruments Schwabach, Germany 

Microscope EVOS® XL Core 
Imaging System 

ThermoFisher Scientific St. Louis, United States of 
America 

Microscope: IX50  Olympus Deutschland GmbH Hamburg, Germany 

Microtome Cryostat: 2800E Frigocut Leica Walldorf, Germany 

Mini Trans-Blot® Cell Bio-Rad München, Germany 

Mini-Centrifuge/vortex: Mini-spin 
MSC-6000 

Biosan Riga, Latvia 

Miniplate spinner centrifuge ThermoFisher Scientific Waltham, United States 
of America 

Motor hand-tool drill for feces 
homogenization 

Xenox Fähren, Germany 

Pipette mLine Sartorius AG Göttingen, Germany 

Pipette Research plus Eppendorf AG Hamburg, Germany 

Pipetus Hirschmann Laborgeräte 
GmbH & Co. KG 

Eberstadt, Germany 

Pump DC 308 Anself Portland, United States of 
America 

Real-Time PCR System: StepOnePlus™ ThermoFisher Scientific Waltham, United States 
of America 
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2.1.1 Electrical equipment 
 

Rods Laborbedarf Bochem Weilburg, Germany 

  Rotary microtome: Leica RM 2245 Leica Walldorf, Germany 

Stand base Laborbedarf Bochem Weilburg, Germany 

Thermomixer 5436 Eppendorf AG Hamburg, Germany 

Thermomixer comfort Eppendorf AG Hamburg, Germany 

Tissue Lyzer  Qiagen  Hilden, Germany 

Video camera system Imaging Source Bremen, Germany 

Video camera system ELP, Shenzen Guangdong, China 

Vortex: IKA MS1 shaker IKA Staufen im Breisgau, 
Germany 

ZOE Fluorescent Cell Imager Bio-Rad Feldkirchen, Germany 

 
 
2.1.2 Dissection and behavioral equipment 
 

Equipment Manufacturer Location 

Accu-Chek Roche Basel, Switzerland 

Anesthesia induction chamber Somni Scientific South Park Township, 
United States of America 

Braunol Braun Petzold Munich, Germany 

Forceps Fine Science Tools Heidelberg, Germany 

Guillotine DCAP World Precision Instruments Sarasota, United States of 
America 

ISANA Kids Badewasserfarbe REWE supermarket Mainz, Germany 

Mice food  Ssniff Spezialdiäten GmbH Soest, Germany 

Open field arena for Neophobia test AG Kristina Endres Department of Psychiatry 
and Psychotherapy, 
Johannes-Gutenberg-
University Mainz, 
Germany 

Paper stripe material for Nesting test Ssniff Spezialdiäten  Soest, Germany 

Radial Arm Water Maze apparatus AG Kristina Endres, slightly 
modified from Alamed et al., 
2006 

Department of Psychiatry 
and Psychotherapy, 
Johannes-Gutenberg-
University Mainz, 
Germany 

Reusable Feeding Needles Fine Science Tools Heidelberg, Germany 

Scalpel Fine Science Tools Heidelberg, Germany 

Scissors  Fine Science Tools Heidelberg, Germany 

Syringes 10 ml  Braun Lausanne, Switzerland 

T-maze apparatus AG Kristina Endres, based on 
Deacon and Rawlins, 2006 

Department of Psychiatry 
and Psychotherapy, 
Johannes-Gutenberg-
University Mainz, Germany 
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2.1.3 Consumable materials 
 

Material Manufacturer Location 

1.5 ml/ 2 ml reaction tube Sarstedt AG & Co Nümbrecht, Germany 

5 ml/10 ml/25 ml pipette cellstar Greiner Bio-One Internation 
GmbH 

Kremsmünster, Austria 

96-well plate, transparent Greiner Bio-One Internation 
GmbH 

Kremsmünster, Austria 

Adhesive foil Avantor VWR Tonopa, United States of 
America 

Aluminum foils REWE supermarket Mainz, Germany 

Aquarium air hose, AH 50-400 TetraTec Instruments GmbH Steinenbronn, Germany 

Chilled steel beads  Qiagen Hilden, Germany 

Cover glasses Sigma Aldrich  St. Louis, United States of 
America 

EASYstrainer 20 μm Greiner Bio-One Internation 
GmbH 

Kremsmünster, Austria 

ECL-Blotting membrane 
Amersham Hybond ECL 

GE Healthcare Chalfont, Great Britain 

Falcon tube Greiner BioOne Internation 
GmbH 

Kremsmünster, Austria 

Filtered pipette tips (sterile) 
Premium 10 µl 

biozym: SafeSeal Hessisch Oldendorf, 
Germany 

Filtered pipette tips (sterile) 
Premium 100 µl 

biozym: SafeSeal Hessisch Oldendorf, 
Germany 

Nitrocellulose membrane  GE Healthcare Chicago, United States of 
America 

Parafilm Isolab GmbH Wertheim, Germany 

Pasteur pipettes, glass VWR International Radnor (PA), United 
States of America 

Pipette tips (unsterile) Eppendorf AG Hamburg, Germany 

Pipette tips (unsterile) Sarstedt AG & Co. Nürmbrecht, Germany 

Rotilabo ® cotton swab Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Selective plates for 
Enterobacteriaceae and 
Lactobacillaceae 

3M Deutschland GmbH Heidelberg, Germany 

Slide Mounting Media Thermo Scientific Waltham, United States 
of America 

Super Frosted Microscope Slides Sigma Aldrich  St. Louis, United States of 
America 

  SuperFrost Plus® slides  
 

Thermo Fisher Scientific St. Louis, United States of 
America 

  Syringes 1ml Injekt-F Braun Lausanne, Switzerland 

  TC-dish 100 Sarstedt AG & Co. Nürmbrecht, Germany 

  Tupperware REWE supermarket Mainz, Germany 
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2.1.4 Substances 
 

Substance Manufacturer Location 

10x Taq-Extra-buffer VWR International S.r.l. Milano, Italy 

4’, 6-diamidino-2-phenylindole 
(DAPI) 

Sigma Aldrich St. Louis, United States of 
America 

Acrylamide Rotiphorese® Gel 30 Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Albumin Fraktion V (BSA) Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Ampicillin  Cayman Europe Tallinn, Estonia 

Antigen Retrieval Buffer 1  Medac Wedel, Germany 

Anti-Mouse IgG (H+L), F(ab')2 
Fragment (Alexa Fluor 488 
Conjugate) 

Abcam Cambridge, United 
Kingdom 

Calcium chloride dihydrate  
(CaCl2 · 2H2O) 

Fluka Chemie AG Buchs, Germany 

Cefaperazone Cayman Europe Tallinn, Estonia 

Colistin  Sigma Aldrich Steinheim, Germany 

Deoxynucleotide (dNTP) Solution 
Mix 

NEB Biolabs Ipswich, United States of 
America 

D-Glucose  Merck KGaA Darmstadt, Germany 

D-Glucose Sigma Aldrich St. Louis, United States of 
America 

Disodium phosphate (Na2HPO4) Carl Roth GmbH & Co. KG Karlsruhe, Germany 

DNase/RNase-Free Distilled Water UltraPure™, Thermo Fisher 
Scientific 

Waltham, United States 
of America 

ECM gel from Engelbreth-Holm- 
Swarm murine sarcoma 

Sigma Aldrich St. Louis, United States of 
America 

Entellan  Merck KGaA Darmstadt, Germany 

Eosin Y Sigma Aldrich  St. Louis, United States of 
America 

Ethanol Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Ethylenediaminetetraacetic acid 
disodium salt dihydrate (EDTA) 

Sigma Aldrich St. Louis, United States of 
America 

Eva Green (50X) Jena Bioscience Jena, Germany 

Fetal bovine serum (FCS) Gibco by Life Technologies Carlsbad, United States of 
America 

Gentamicin Sigma Aldrich Steinheim, Germany 

Glial cell-derived neurotrophic 
factor (GDNF) 

OriGene Technologies GmbH Herford, Germany 

Glycerol  Merck KGaA  Darmstadt, Germany 

Hemalum solution acid acc. to 
Mayer (Hematoxylin solution) 

Carl Roth GmbH & Co. KG Karlsruhe, Germany 

HRP-labeled secondary anti-mouse Thermo Scientific Waltham, USA 

HRP-labeled secondary anti-rabbit Thermo Scientific Waltham, USA 

Hydrogen chloride (HCl) Merck KGaA Darmstadt, Germany 

Isoflurane (Forene Isofluran) AbbVie North Chicago, United 
States of America 

LBP ELISA assay Origene 
 

Rockville, United States of 
America 
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2.1.4 Substances 
 

Magnesium chloride Heptahydrate 
(MgCl2 · 7H2O) 

Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Magnesium sulfate 
heptahydrate 

Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Methanol Honeywell Riedel-de Haën Seelze, Germany 

Metronidazole Sigma Aldrich Steinheim, Germany 

MgCl2 (magnesium chloride) (25 
mM) 

Thermo Fisher Scientific Waltham, United States 
of America 

Milk buffer Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Mouse anti-NOS1 antibody 
 

Santa Cruz Biotechnology Dallas, United States of 
America 

Mouse anti-β-Amyloid antibody 
6E10 

Covance Princeton, United States 
of America 

Neomycin  Cayman Europe Tallinn, Estonia 

NuPAGE LSD buffer (1X) Life Technologies Carlsbad, United States of 
America 

Paraformaldehyde (PFA) 4% AG C. Braun 
 

FZI Johannes Gutenberg- 
University Mainz, 
Germany 

PBS1X (Phosphate Buffered Saline) for 
mice oral gavage 

Gibco, Thermo Fisher Scientific  Waltham, United States of 
America 

Potassium chloride (KCl) Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Potassium dihydrogenphosphate 
(KH2PO4) 

Merck KGaA Darmstadt, Germany 

Primer 5XFAD_for/5XFAD_rev (10 
µM) 

AG Kristina Endres Department of Psychiatry 
and Psychotherapy, 
Johannes-Gutenberg-
University Mainz, 
Germany 

Protease inhibitor  Roche Basel, Switzerland 

Rabbit anti-BDNF  Alomone Jerusalem, Israel 

Rabbit anti-GAPDH antibody 
 

Cell Signaling Technology 
 

Danvers, United States of 
America 

Rabbit anti-GFAP antibody 
 

Cell Signaling Technology 
 

Danvers, United States of 
America 

RNAlater QIAGEN Hilden, Germany 

Roti-Nanoquant Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Sodium bicarbonate (NaHCO3) Merck KGaA  Darmstadt, Germany 

Sodium chloride (NaCl) Carl Roth GmbH & Co. KG Karlsruhe, Germany 

Sodium chloride solution 
(NaCl 0.9%) 

B. Braun Melsungen AG Melsungen, Germany 

Sodium Citrate (Na3C6H5O7) Sigma Aldrich St. Louis, United States of 
America 

Sodium hydroxide (NaOH) Merck KGaA Darmstadt, Germany 

Sodium phosphate monobasic 
dihydrate (NaH2PO4 · 2H2O) 

Merck KGaA Darmstadt, Germany 

SuperSignal West Femto 
chemiluminescent substrate  

Thermo Fisher Scientific Waltham, United States 
of America 

Tamoxifen Cayman Chemical Company Ann Arbor, United States 
of America 
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2.1.4 Substances 
 

Taq DNA polymerase glycerol free VWR International S.r.l. Milano, Italy 

Thioflavin-T (ThT) Sigma Aldrich Steinheim, Germany 

Tissue-Tek® OCT Compound Sakura Finetek Torrance, United States 
of America 

Tris-HCI, pH 8.0 Thermo Fisher Scientific Waltham, United States 
of America 

Triton X100 Merck KGaA Darmstadt, Germany 

Tween 20 AppliChem GmbH  Darmstadt, Germany 

Vancomycin Cayman Europe Tallinn, Estonia 

Xylene Carl Roth GmbH & Co. KG Karlsruhe, Germany 

 
 
2.1.5 Solutions 
 

Solution Composition 

Antibiotics’ solution (ABXs): high dosage 
(High ABXs) 
 
 
 

8.3 mg Gentamicin (0.083 mg/mL) 
4.2 mg Vancomycin (0.042 mg/mL) 
16,7 mg Metronidazole (0.167 mg/mL) 
4.2 mg Neomycin (0.042 mg/mL) 
8.3 mg Ampicillin (0.083 mg/mL) 
50000 U Colistin (500 U/mL), 
8.3 mg Cefaperazone (0.083 mg/mL) 
In 100 ml drinking tap H2O 

Antibiotics’ solution (ABXs): intermediate 
solution for pregnant dams (2/3 of High 
ABXs) 

33.5 ml of High ABXs 
In 16,5 ml of drinking tap H2O  

Antibiotics’ solution (ABXs): low dosage 
(Low ABXs) 

1 ml of High ABXs 
49 ml of drinking tap H2O (1/50 of High ABXs) 

DAPI (4’, 6-diamidino-2-phenylindole) 5 mg DAPI 
500 μl distilled H2O 

Eosin 0,5% 0.5 g Eosin Y 
in Ethanol 95% 

Ethanol 30% 30 ml Ethanol 
70 ml distilled H2O 

Ethanol 70% 70 ml Ethanol 
30 ml distilled H2O 

Ethanol 80% 80 ml Ethanol 
20 ml distilled H2O 

Ethanol 95% 95 ml Ethanol 
5 ml distilled H2O 

Ethanol 96% 96 ml Ethanol 
4 ml distilled H2O 

Glycerin (glycerol/PBS1X 10%) 1 ml Glycerol/PBS1X 50% 
9 ml argon-flushed PBS1X (1:10 Glycerol/PBS1X 
50%) 

Glycerol/PBS1X 50% 5 ml Glycerol 
5 ml argon-flushed PBS1X 
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2.1.5 Solutions 
 

  Krebs solution  6.9 g Sodium Chloride (NaCl) 
0.343 g Potassium Chloride (KCl) 
0.203 g Sodium phosphate monobasic dihydrate 
(NaH2PO4 · 2H2O) 
0.296 g Magnesium chloride Heptahydrate  
(MgCl2 · 7H2O) 
2.1 g Sodium bicarbonate (NaHCO3) 
0.368 g Calcium chloride dihydrate (CaCl2 · 2H2O) 
1.98 g D-Glucose 
In 1L sterile autoclaved H2O 

PBS (Phosphate Buffered Saline) 5 g NaCl 
0.2 g KCl 
1.44 g Na2HPO4 

0.24 g KH2PO4 
0.133 g CaCl2 · 2H2O 
0.10 g MgCl2 · 6H2O 
in 1L sterile autoclaved H2O 

PBS-Triton X100 0.3% 300 μl Triton X100 
in 1L PBS (Phosphate Buffered Saline) 

PCR lysis buffer (pH 12)   25 mM Sodium hydroxide (NaOH) 
  0.2 mM Ethylenediaminetetraacetic acid disodium   
salt dihydrate (EDTA)  

PCR Mix Mix for one sample (22.5 µl): 
2.5 µl  10x Taq-Extra-Buffer 
0.75 µl MgCl2 (25 mM) 
0.5 µl dNTPs 
0.25 µl Primer mix (10 µM for Rev and For) 
2.5 µl Lysate tissue 
0.125 µl Taq-Polymerase 
0.5 µl EvaGreen (50x) 
17.875 µl PCR- H2O 

PCR neutralization buffer (pH 5) 40 mM Tris-HCl 

Thioflavin-T (ThT) 1% 1 g Thioflavin-T (ThT) 
in 100 ml of Ethanol 80% 

Tris buffered saline (TBS) 10X (pH 7.5) 100mM Tris HCl 
1.5M NaCl 
diluted in 1L of autoclaved H2O  

 
 
2.1.6 Software 
 

Software Manufacturer Location 

Aida image analyzer 4.26 software Raytest Straubenhardt, 
Germany 

Anymaze (version 6.1) Stoelting Europe Dublin, Ireland 

ImageJ  
 (Web page: https://imagej.nih.gov/ij/) 

Rasband, W.S 
 

Maryland, United States 
of America 

Microsoft Excel Microsoft  Washington, United 
States of America 

Prism 6 and 8 Graph Pad Inc. San Diego, United 
States of America 
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2.1.7 Animals 
 

Animals Manufacturer Location 

ARC-creERT2/+.R26CAG-LSL-
Sun1-sfGFP-Myc/+  
(Termed as Arc-sfGFP) 

 
Published in:  
Guenthner et al., 2013 

received from AG J. Winter Institute of Human 
Genetics, University 
Medical Center 
(UMC), Mainz 

B6SJL-Tg (APPSwFlLon, 
PSEN1*M146L*L286V), termed as 
“5XFAD” 
 

 
  Published in:  
  Oakley et al., 2006 

Purchased from Jackson Lab 
(Bar Harbor, United States of 
America) 

 
 

own breeding: AG Kristina 
Endres 

Department of 
Psychiatry and 
Psychotherapy, 
Johannes-
Gutenberg-
University Mainz, 
Germany 



 
 

52 
 

2.2 Methods 
 
All methods presented in the thesis were published in short form in the following original works: Valeri et 
al. (2021); Nguyen et al. (2021), and Dos Santos Guilherme et al. (2022). A detailed description of methods 
directly used for this thesis is provided in the following sections. 
 
2.2.1 Experimental animals  
 
Animals used in the presented thesis comprise transgenic 5XFAD mice and respective wild type littermates 
(published in Valeri et al., 2021; Nguyen et al., 2021) and Arc-GFP-Sun-Cre mice (published in Dos Santos 
Guilherme et al., 2022). A detailed description of the strains is provided in the following sections.  
 
2.2.1.1 Transgenic 5XFAD mice 
 
The transgenic 5XFAD mouse model (code: B6SJL-Tg (APPSwFlLon, PSEN1*M146L*L286V)6799Vas/Mmjax)) 
for investigating on familial AD was purchased from Jackson laboratory (Bar Harbor, United States of 
America). A detailed description of mutations and translational issues related to 5XFAD mice was already 
provided in the introduction section (see chapter 1.5). The procedure regarding the breeding and 
maintenance of 5XFAD mice was already described in Reinhardt et al. (2018). In brief, maintenance of the 
strain was obtained by crossbreeding with female wild type C57B/6J mice (animal facility of the Department 
of Psychiatry and Psychotherapy, Johannes-Gutenberg University of Mainz, Germany), followed by 
crossing wild type females with heterozygous transgenic males. All animals were genotyped by qPCR analysis 
of DNA extracted from the ear biopsies collected with animal labelling. Mice of both sexes were used in all 
the described following experiments. Moreover, the male and female littermates that resulted as negative 
for the FAD mutations (see chapter 1.5) were used as wild type controls in behavioral tests. 
All animal procedures regarding the care and the use of animals for experimental procedures were approved 
by local authorities (Landesuntersuchungsamt Rheinland-Pfalz; approval number G 17-1-035) and carried out 
in accordance with the European Communities Council Directive guidelines (§4 of the German animal welfare 
act). For mouse maintenance, controlled standard conditions were applied. This included the presence of ad 
libitum availability of solid food (Ssniff Spezialdiäten GmbH, Soest, Germany) and water, routine of 12 h of 
light/dark cycle room, temperature (21–23 °C), humidity and air exchange. The number of animals entering 
the single experimental procedures was calculated taking into account the outcome of former behavioral 
experiments (e.g., pharmacological interventions).  
 
2.2.1.2 Transgenic Arc-GFP-Sun-Cre mice 
 
Transgenic Arc-GFP-Sun-Cre (termed as “Arc-sfGFP”) mice (code: ARC-creERT2/+.R26CAG-LSL-Sun1-sfGFP-
Myc/+; described in Dos Santos Guilherme et al., 2022) were obtained from the animal house of the Johannes 
Gutenberg University (TARC) by crossbreeding of Arc-GFP and Sun-Cre mice (purchased from Jackson 
laboratory (Bar Harbor, United States of America) via the working group of Jennifer Winter, Human Genetics, 
UMC Mainz). Administration of Tamoxifen (Cayman Chemical Company, Ann Arbor, United States of America) 
within these mice activated CRE-mediated recombination, leading to expression of a GFP-tagged isoform of 
the immediate early gene Arc in the nucleus (Guenthner et al., 2013).  
Mice of both sexes were used in the described following experiments. Mice were held on a 12-h light/dark 
cycle and group-housed with a maximum of four mice per cage, with ad libitum access to food (Ssniff 
Spezialdiäten GmbH, Soest, Germany) and water. All animal procedures regarding the care and the use of 
animals for experimental procedures were approved by local authorities (Landesuntersuchungsamt 
Rheinland-Pfalz; approval number G 17-1-035 or G 17-1-021) and carried out in accordance with the 
European Communities Council Directive guidelines. The animals were kept in the animal house of the TARC 
(JGU Mainz). 
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2.2.2 Antibiotic treatment regime 
 
Transgenic 5XFAD mice were subjected to antibiotics treatment in order to reduce the amount of bacteria 
residing in the gut. The entire procedure is graphically represented in figure 7A. One week after mating, male 
5XFAD mice were removed from the breeding cage in order to provide more space for the pups and to start 
the antibiotic treatment in pregnant dams. After two weeks from mating, pregnant mothers were 
administered a mixture of antibiotics until the third week of pregnancy. The antibiotics treatment regime 
was adapted from (Minter et al., 2017) excluding Kanamycin due to its teratogenic properties (Holdiness, 
1987) and changing the mode of administration (from daily oral gavage to ad libitum administration in the 
drinking bottle) to avoid potential undesired side effects (e.g., stress due to daily mice handling and fixation) 
as described elsewhere (C. S. Wu et al., 2021). The mixture of antibiotics (high ABXs) included reagents at 
their following final concentrations in tap water: Gentamicin (0.083 mg/ml), Vancomycin (0.042 mg/ml), 
Metronidazole (0.167 mg/ml), Neomycin (0.042 mg/ml), Ampicillin (0.083 mg/ml), Colistin (500 U/ml), and 
Cefaperazone (0.083 mg/ml) (Sigma Aldrich, Steinheim, Germany or Cayman Europe, Tallinn, Estonia). In the 
last week before birth, antibiotics dosage was furtherly reduced to 2/3 of the initially described dosage and 
adapted to the mean daily drinking volume of a mouse (4 ml) in order to mitigate possible health and safety 
risks caused by a prolonged administration. At the pups’ birth, antibiotics mixture was further reduced to 
1/50 of the initial dosage (low ABXs). Autoclaved food and low ABXs were administered as ad libitum until 
mice weaning. Dams and mice pups’ health and welfare were daily monitored along the entire duration of 
the antibiotics’ treatment (until mice weaning, P21) according to procedures described elsewhere  
(Burkholder et al., 2012).  
 
 
2.2.3 Caecum content preparation 
 
Wild type littermates of the 5XFAD strain at the two time points of 1 month (termed as “young”) and 12 
months (termed as “old”) of age were designated as donors for the caecum microbiota transplant. Caecum 
content preparation procedure is published in Valeri et al. (2021). A description of the procedure is provided 
in the following sections. In detail, mice were anesthetized by isoflurane (Forene Isofluran, AbbVie, North 
Chicago, United States of America) inhalation and sacrificed by cervical dislocation. The caecum preparation 
procedure was adapted from Ellekilde et al. (2014).  Mice were dissected placing the mouse in the dorsal 
recumbent position and making an incision in the midline region (Fig. 5). The caecum region of the intestine 
was isolated, and the caecum content freshly collected in pre-weighed Eppendorf tubes (stored on ice for 
the entire procedure) already filled with glycerin (glycerol/PBS1x 10%) solution. Prior to caecum content 
collection, glycerin solution was constantly flushed with argon gas for 10 minutes in order to remove the 
presence of dissolved oxygen and to allow colonization of different groups of bacteria, such as 
Lactobacillaceae and Enterobacteriaceae, under anaerobic conditions (da Cunha et al., 2019; Vasiliadou et 
al., 2020). The resulting caecum suspension was divided into aliquots (100 µl stock) and shock-frozen in liquid 
nitrogen. Thereafter, aliquots were stored at −80°C for a maximum of 1 month for preserving the intact 
properties of the microbiota composition as described elsewhere (Gweon and Na, 2021). Mice donors of 
both sexes (one male and one female) were used for the preparation of the caecum content to balance the 
effect of sex on the gut microbiota properties in the recipient mice.  Caecum content transfer was termed as 
“FMT” based on previous investigations (Gacias et al., 2016; Kim et al., 2020; N. Li et al., 2020). Aliquots were 
further diluted 1:5 with fresh Argon-flushed PBS prior to oral gavage and 150 µl of the resulting solution were 
administered per mouse to 5XFAD mice.  
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Figure 5: Caecum content preparation procedure. Mice were anesthetized by isoflurane and placed in the dorsal 
recumbent position. A middle line incision was performed on the mouse skin and the caecum content of the intestine 
collected in pre-weighed Eppendorf with glycerin solution. 

 
 
2.2.4 Cecal microbiota transplant (FMT) procedure 
 
FMT procedure is represented in figure 7A. At three weeks of age (P21), mice pups were weaned, genotyped, 
and divided by sex in cages containing a maximum of five animals. Then, 5XFAD mice were further divided in 
single cages and used for the experimental procedure (starting from P22). To avoid experimental bias, 5XFAD 
mice of both sexes (50% of males and females) were selected and maintained on ABXs regime and on 
autoclaved food for one week (until P28). At four weeks of age (P28), ABXs treatment was substituted by 
autoclaved tap water until the next day (P29) to remove residues of antibiotics treatment and to prepare the 
mice intestine for the imminent colonization with the host cecal microbiota. On the following day (P29), 
transgenic male and female 5XFAD mice were randomized according to the future assigned treatment: 
control (no antibiotics treatment; mock treatment: PBS/Glycerol), young (caecum content from 1-month-old 
wild type littermates), old (caecum content from 12-month-old wild type littermates). The randomization in 
groups was performed taking into account the order of the ear numbers and the mice sex to avoid any 
experimental bias. Mice were acclimatized in a quiet animal room for 15 minutes (avoiding any stressful 
noise) before proceeding with FMT administration. FMT was performed by single acute oral gavage 
administration in the morning (around 10:00 AM). Age-matched wild type mice received a single mock-
gavage (PBS/Glycerol solution) treatment to mimic the FMT procedure and therefore, to simulate the same 
stressful experience as the inoculated transgenic mice. Transgenic 5XFAD mice that received a mock 
treatment were also used for a direct comparison of viable bacterial representatives with the young and old 
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FMT-treated 5XFAD mice. Mice showing any sign of health impact (e.g., ragged fur, low body weight) were 
excluded from the FMT experiment. All animals were single-caged directly after the FMT or mock-
administration (P29) in new fresh cages to prevent transfer of gut microbiota by coprophagy.  
 
 
2.2.5 Quantification of bacterial CFUs in fecal samples 
 
Mice fecal samples were collected and the Lactobacillaceae and Enterobacteriaceae families were evaluated 
by counting colony forming units (CFUs) on selective plates (3M Deutschland GmbH, Heidelberg, Germany) 
following the manufacturer instructions. Quantification of bacterial CFUs was performed as described in Dos 
Santos Guilherme et al. (2020). Briefly, fresh fecal pellets were collected from mice in the afternoon at 3:00 
pm in ice-contact tubes and homogenized with a drill hand-held device (Xenox, Fähren, Germany) in a 0.9% 
sodium chloride solution (100 μl per mg feces). Bacterial suspension was further diluted with isotonic sodium 
chloride solution in a different way for Lactobacillaceae and Enterobacteriaceae. For Lactobacillaceae two 
consecutive dilutions were applied to reach a final concentration of 0.001 mg/ml (dilution factor 1000). For 
Enterobacteriaceae a single dilution was applied to reach a final concentration of 0.27 mg/ml (dilution factor 
3.667). 1 ml of the final bacterial suspension was spread on selective plates and incubated overnight at 37 
°C. Lactobacillaceae and Enterobacteriaceae CFUs were counted after 20 hours from the incubation start 
time. Bacterial growth was monitored at different time points: one day before, 1 week and 6 weeks after 
cecal transplant (Fig. 7A). Fecal samples were also investigated in antibiotics-treated and untreated dams, 
5XFAD mice that did not undergo pre- and postnatal antibiotics treatment and wild type donors. Colonies 
were counted from whole plates (Enterobacteriaceae) or representative sectors of plates (Lactobacillaceae) 
and normalized to fecal material weight. 
 
 
2.2.6 Bacteria analysis by quantitative Real Time-PCR (qPCR)  
 
A detailed microbiological analysis of the groups of bacteria residing in fecal samples from FMT-treated 
5XFAD mice and wild type mice donors was conducted at the MVZ Institut fuer Mikrooekologie GmbH 
(Herborn, Germany). Microbial DNA extraction and quantitative Real Time-PCR (qPCR) analysis were carried 
out as described elsewhere (Brandscheid et al., 2017; Valeri et al., 2021).  
 
 
2.2.7 Behavioral tests 
 
Behavioral tests are an essential tool for assessing cognitive deficits associated with AD in patients and rodent 
disease models (Webster et al., 2014). These deficits affect learning, memory, daily living activity, and related 
cognitive behaviors such as anxiety and exploration. Moreover, worsening of cognitive behavior has also 
been associated to aging in AD mouse models (Konsolaki et al., 2016). Among the cognitive tasks that have 
been modeled to assess reference memory, working memory, and executive function after FMT treatment 
in mice Nesting test, T-maze, Neophobia test, and Radial arm water maze have been used. The battery of 
behavioral tasks was performed with FMT-treated 5XFAD and sham-treated wild type mice at a final age of 
10 weeks and within the last 1.5 weeks before sacrifice following a fixed time schedule (e.g., T-maze always 
in the morning time) as reported in figure 7B. To avoid experimental bias, cages did not include information 
regarding the treatment. All mice were randomly organized in groups alternating their sex, genotype 
(transgenic or wild type) and treatment (cecal content from young or old wild type donors) received.  
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5.2.7.1 Nesting test 
 
Nest building is a task used to assess general animal wellbeing, including the assessment of pain (Jirkof, 2014) 
but also, to evaluate cognitive integrity (Deacon, 2006; Lin et al., 2007). Indeed, Nest building rely on nest-
like structure in the hippocampus as reported by several studies, in which hippocampal lesions as well as 
hippocampal defects and scrapie infection have been associated to worsening of constructions and 
deterioration of nest quality in mice (Chen et al., 2005; Jedynak et al., 2012; Kondratiuk et al., 2013).  
The introduction of material in the home cage allows the evaluation of the quality of the nest building ability 
(Tappe-Theodor et al., 2019). In addition, this task allows to evaluate the effect obtained within the active, 
dark phase (used for building the nest) directly in the morning during the inactive, light phase (Tappe-Theodor 
et al., 2019). Since the Nesting test can be easily customized by removing and re-introducing new nesting 
material and repeated daily (Tappe-Theodor et al., 2019), a scheme describing the procedure during the 
entire week is provided in figure 7B. In brief, on the first day (Saturday, around 5:00 PM), mice were 
individually introduced in a new fresh cage with a paper towel and 10 g of paper stripe materials (Ssniff 
Spezialdiäten, Soest, Germany). Paper towels and paper stripe materials were always located in the same 
position. On the following day (Sunday, around 5:00 PM), both the paper stripes and the paper towels were 
removed, and 10 g of new nesting material was introduced again and kept in the cages for the following two 
days (Monday and Tuesday). On Wednesday, mice were kept in empty cages overnight (no nesting material 
and paper towels). Since the nest exert an important role in the pup’s thermoregulation (Lapp et al., 2020), 
the described absence of nesting material and paper towels has been used as a motivation factor for build 
construction before the evaluation day. The day before the evaluation (Thursday, around 5:00 PM), 10 g of 
new paper stripe material was introduced in the cages. On the scoring day (Friday morning around 9:00 AM), 
the quality of the nest building was rated (from 1 to 5; 1 for lower and 5 for highest value; see Deacon, 2006; 
Hess et al., 2008) and the non-integrated material weighed. Nest evaluation was performed blindly with two 
observers involved. As mice nest building ability also depends on body temperature, this was measured soon 
after the nest evaluation (around 9:00 AM) by an infrared thermometer (Braun, Lausanne, Switzerland) in 
the anal-genital region. 
 
 
5.2.7.2 T-maze 
 
The T-maze consists of an enclosed T-shaped apparatus used to assess the cognitive ability of rodents 
(Deacon and Rawlins, 2006). Once placed at the base of the T, mice are left to explore and eventually choose 
one of the two goal arms. Alternation in choosing one and then the other of the two goal arms in two 
consecutive trials is called “spontaneous alternation”. This alternation normally occurs in mice without any 
brain lesions (especially in the hippocampus), reflecting memory of the first choice (Deacon and Rawlins, 
2006).  
The T-maze procedure was adapted from Deacon and Rawlins (2006). The task was performed always in the 
morning starting at 9:30 AM for three consecutive days (from Monday to Wednesday; Fig. 7B). On the first 
day, mice were habituated for 3 minutes in the start arm without access to the goal arms (a removable 
guillotine door was placed at the end of the start alley). Mice were tested in the next two days using the same 
procedure. Briefly, the same mouse was tested with two consecutive trials given in quick succession. A total 
of 2 minutes for each trial was given to each mouse to choose one of the two goal arms. In the first trial, a 
removable central partition was placed directly in the middle of the two goal arms (and extending right into 
the start arm) to produce higher alternation rates in mice (Deacon et al., 2003). Once the mouse reached the 
chosen goal arm, a removable guillotine door was placed behind it to close the alley and to forbid it from 
going back to the start arm. Afterwards, mice were placed in their home cages. In the second trial, the central 
separation door was removed, and the goal arm choice of the mice was tested again. After that, mice were 
placed in their original home cages. Between tests, the T-maze apparatus was cleaned with a 30% ethanol 
solution to avoid any experimental bias (e.g., odors) affecting the choice of the next tested animal. Additional 
support to detect the entry in the different arms was provided by a video camera system (ELP, Shenzen, 
Guangdong, China) coupled with the Anymaze software (version 6.1; Stoelting Europe, Dublin, Ireland). 
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5.2.7.3 Neophobia test 
 
The emergence Neophobia test is used to investigate anxiety and exploratory behaviors in rodents (Paré et 
al., 2001). It is considered an adaptation of the open-field test which is based on the rodent’s innate tendency 
to exploration as well as aversion to brightly lit open spaces (Paré et al., 2001). The task involves the 
observation of the time required for mice to exit a dark and closed space and to explore the surrounding 
enlightened arena (Paré et al., 2001). Normally, mice with high anxiety levels tend to spend more time inside 
the container (safe space) rather than in the open space (Paré et al., 2001). 
More in detail, a black acrylic box (10x10 cm) with an aperture of 5 cm length and 5 cm height was placed in 
an empty open field arena (60 cm length, height and width) with a white surface. The arena was enlightened 
for the entire duration of the test with a single strong spotlight (halogen floodlight, RITOS type 6095115 
AIP44, 150W, Ritter Leuchten GmbH, Mömbris, Germany). Mice were positioned in the black acrylic box with 
the main entrance closed with a removable door. After 2 minutes, the exit door was removed and the time 
the mouse needed to be outside of the box with all four paws was measured (in seconds). Between tests, the 
box and the arena were cleaned with ethanol solution (30%) to avoid any experimental bias. 
 
 
5.2.7.4 Radial arm water maze (RAWM) 
 
The radial arm water maze (RAWM) is a behavioral task used in rodents to assess rapid learning without 
requiring electrical shock-induced fear conditioning or food deprivation as motivating factors. Despite the 
existence of many tasks used to address memory impairment in transgenic AD mice, the RAWM is considered 
as the most reliable task to distinguish different grades of learning (i.e., discrimination between strong and 
weak learning in mice) (Alamed et al., 2006). Unlike the canonical radial arm maze, RAWM motivates mice to 
quickly reach the location of the platform by immersion into water. This allows a fast assessment of learning 
deficits associated to errors in the localization of the goal arm and to delay to reach the platform (Alamed et 
al., 2006). 
Mice were tested in the early afternoon (around 1:30 pm) as described in figure 7B. The RAWM procedure 
was adapted from Alamed et al. (2006) performing the entire protocol in one day instead of two and by 
reducing the total number of trials from 15 to 7. For the RAWM, a circular pool (97 cm diameter and 40 cm 
height) with six swim arms (35 cm long each) radiating out from an open central area (30 cm diameter) was 
provided. Water was made opaque using a non-toxic red bath tablet (ISANA Kids Badewasserfarbe, Mainz, 
Germany) and the temperature kept constant at 20 °C. The choice of red color for the bath tablet was taken 
considering the less visual sensitivity of mice to red spectrum (around 600 nm wavelength)(Peirson et al., 
2018). This allowed a better masking of the platform used in the test. Two escape platforms, a hidden 
(submerged below the water level) and a visible (emerged above the water level) one, were alternated in the 
target goal arm until the fifth trial, while in the last two trials (the sixth and the seventh one) only the hidden 
platform was used. The development of a spatial strategy for finding a way out from the RAWM is required 
when mice are tested with the hidden platform. Moreover, further orientation support for the mice was 
provided by visual cues placed on the walls surrounding the pool.  A limit of 60 seconds was given to each 
mouse to find the platform in the goal arm. Whenever the mice did not reach the platform at the appointed 
time, they were gently conducted by hand to the platform. Once they reached the platform, mice were kept 
on it for 10 more seconds. Then, mice were recovered in empty cages with free access to a paper towel and 
red warming lights to dry them out. Additional support to detect the mice entry in the different arms as well 
as the swimming time and speed was provided by a video camera system (ELP, Shenzen, Guangdong, China) 
coupled with the Anymaze software (version 6.1; Stoelting Europe, Dublin, Ireland). Mice speed was 
monitored throughout the duration of the test to exclude effects of the antibiotic treatment on locomotor 
activity (average speed: 0.09998 ± 0.03656 m/s for wild type; 0.09793 ± 0.01585 for young FMT-treated 
group; 0.1045 ± 0.02838 for old FMT-treated group; no significant differences were detected between 
groups, p > 0.83). 
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2.2.8 Tissue collection  
 
Wild type and transgenic mice around 10 weeks of age (at P71 and six weeks after FMT treatment), were 
anesthetized by a short incubation in a chamber filled with isoflurane (Forene Isofluran, AbbVie, North 
Chicago, United States of America) vapor inhalation and sacrificed by guillotine decapitation (World Precision 
Instruments, Sarasota, United States of America). Truncal blood was rapidly collected, and blood sugar 
concentration (mg/dl) measured from a droplet by a blood glucose guide meter (Accu-Chek, Roche, Basel, 
Switzerland). The residual blood was allowed to clot by leaving it at room temperature for a minimum of 45 
minutes. The clot was removed by a first centrifuge at 1680 g and 10°C for 10 minutes. Then, the obtained 
serum was centrifuged again at 15680 g and 10°C for 10 minutes and the resulting serum collected and stored 
at -80°C.  
The intestine duodenum and the abdominal fat were collected by performing a middle line incision on the 
skin of mice, already placed in the dorsal recumbent position, while the brains were fastly collected by 
opening the skull. Abdominal fat was collected in empty pre-weighed tubes and weighed after being cleaned 
with PBS1X. A portion of duodenum and one brain hemisphere were firstly cleaned with PBS1X and fixed in 
4% paraformaldehyde (PFA) for 24 hours for immunostaining. Afterwards, PFA was removed, and duodenum 
samples and brain hemispheres were transferred into a 30% sucrose/PBS solution for 48 hours for 
immunofluorescence staining or embedded in paraffin at 58 °C for immunohistochemistry staining. The other 
brain hemisphere and the intestinal fecal samples were rapidly collected in RNA later (QIAGEN, Hilden, 
Germany) and finally stored at -80°C to be used for further analyses. 
 
 
2.2.9 Lipopolysaccharide-binding protein (LBP) ELISA 
 
LBP ELISA analysis was carried out in serum samples from FMT-treated 5XFAD mice by Malena dos Santos 
Guilherme (Department of Psychiatry and Psychotherapy, Johannes-Gutenberg-University Mainz) following 
the manufacture instruction (Origene, Rockville, Maryland, USA). The procedure behind was described in 
Valeri et al. (2021).  
 
 
2.2.10 Immunostaining analysis of intestine and brain samples 
 
The duodenum region of the small intestine and the brain hemisphere samples were investigated for 
anatomic morphological analysis and immunostaining for AD hallmarks, respectively. The relative procedures 
are reported in the following sections. 
 
 
2.2.10.1 Hematoxylin and eosin staining and analysis 
 
Duodenal samples were freshly collected at the day of sacrificed and kept in 4% PFA for 24 hours. Paraffin 
embedding preparation and Hematoxylin and eosin staining of intestine samples were performed by Claudia 
Braun (Core facility Immunohistochemistry of the University Medical Center Mainz) and the procedure 
behind was described in Valeri et al. (2021) and Nguyen et al. (2021). Pictures were captured at 4X and 20X 
magnification using EVOS XL microscope (Life Technologies, Darmstadt, Germany). Morphological analysis of 
investigated duodenum anatomical structures (i.e., villus length, crypt depth, muscular layer, and submucosa 
thickness) was carried out in FMT-treated mice and in mock-treated (received PBS1X solution by oral gavage 
to mimic the same stress of FMT-treated mice) transgenic 5XFAD and wild type mice. Four regions were 
selected and analyzed in every slice keeping the same spatial coordinates and following a clockwise 
orientation to avoid selection bias (structures were measured at 3, 6, 9, and 12 h when seeing the gut cross-
section as a clock). The described measurements were conducted blindly, and the related statistical analysis 
was performed by Graph Pad Prism 6 (San Diego, United States of America). 
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2.2.10.2 Aβ plaques staining in brain slices 
 
Brain samples were subjected to paraffin and optimal cutting temperature (OCT) embedding for 
immunohistochemistry and immunofluorescence staining, respectively. Staining procedures were reported 
in the following subchapters. 
 
 
2.2.10.2.1 Paraffin-embedding and immunohistochemistry staining procedure 
 
Paraffin embedding preparation and immunohistochemistry of brains with 6E10 antibody (Covance, 
Princeton, United States of America) were performed by Claudia Braun (Core facility Immunohistochemistry 
of the University Medical Center Mainz) and the procedure behind was described in Valeri et al. (2021). Two 
pictures per mouse were captured at 4X and 10X magnification using EVOS XL microscope (Life Technologies, 
Darmstadt, Germany). Brain target regions (i.e., dentate gyrus, subiculum, cortex and pre-frontal cortex) 
were examined for densitometric analysis after experiment blinding using Aida image analyzer 4.26 software 
(Raytest, Straubenhardt, Germany). Unspecific background was subtracted for every picture. 
 
 
2.2.10.2.2 OCT embedding and immunofluorescence staining procedure 
 
After PFA fixation, brain hemispheres were directly transferred into 30% sucrose solution and stored at 4°C 
for at least 48 hours (until they sank at the bottom of the tube). Then, sucrose solution was removed, and 
brain hemispheres were wiped, frozen in liquid nitrogen and stored at -80°C. Brains were placed inside the 
cryostat (2800E Frigocut, Leica, Walldorf, Germany), embedded with Tissue-Tek® OCT Compound (Sakura 
Finetek, Torrance, United States of America) and left there to slowly reach the temperature of -20°C. After 
OCT solidified, brains were cut in 40 µm sagittal sections and mounted on SuperFrost Plus® slides (Thermo 
Fisher Scientific, St. Louis, United States of America). 
Thioflavin-T (ThT) staining was performed following Ly et al. (2011). In brief, brain sections were allowed to 
completely air-dry prior proceeding with ThT staining. A series of ascending graded concentration of ethanol 
(from 70 to 80%) was used to wash each section for 1 minute. Then, each slide was incubated with 100 µl of 
prefiltered (filter of 0.2 μm) 1% ThT solution for 15 minutes in a dark chamber at room temperature. Sections 
were washed with a series of descending graded concentrations of ethanol (from 80 to 70%) and with distilled 
water (1 minute for each step). Glass slides were mounted with Entellan (Merck Chemicals GmbH, Darmstadt, 
Germany) and stored in a dark slide holder at 4 °C. Brain images were acquired using Zoe Fluorescent Cell 
Imager (Biorad, Feldkirchen, Germany) microscope. ThT intensity was analyzed by ImageJ software (Rasband, 
W.S., ImageJ, United States of America) subtracting an established unspecific background (ImageJ rolling ball 
radius: 50 pixel) to every picture and adjusting for the same threshold values of brightness and contrast.  
 
 
2.2.11 Protein analysis: extraction, Bradford assay, and Western blot 
 
For the biochemical analyses, several proteins involved in AD pathology were investigated on Western blot. 
Protein extractions, Bradford assay and Western Blot analysis of prefrontal cortex brain regions in FMT-
treated mice were performed by Malena dos Santos Guilherme (Department of Psychiatry and 
Psychotherapy, Johannes-Gutenberg-University Mainz). The procedure behind was described in Valeri et al. 
(2021).  
 
 
2.2.12 Longitudinal muscle (LMMP) isolation and analysis of enteric neurons activity in Arc-sfGFP mice 
 
Arc-sfGFP mice were administrated Tamoxifen (Cayman Chemical Company, Ann Arbor, United States of 
America) by intraperitoneal injection (150 µl, final concentration of 10 mg/ml) in the morning (around 5:30 
am) to activate the Arc-GFP expression through CRE-mediated recombination. This step was carried out 5 
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(for males) and 9 (for females) hours before the social interaction test as also described elsewhere (Dos 
Santos Guilherme et al., 2022). Mice were euthanized by a short incubation in a chamber filled with isoflurane 
(Forene Isofluran, AbbVie, North Chicago, United States of America) vapor inhalation and sacrificed by 
guillotine decapitation. A middle line incision was performed in the abdominal region (see Fig. 5). 
Longitudinal muscle (LMMP) belonging to the ileum region of mice small intestine was separated from 
circular muscle in a freshly prepared Kreb solution (see chapter 5.1.5) and placed on a glass slide for 
subsequent analysis of neuronal activity by fluorescent staining signal. Four images expressing sfGFP positive 
neurons within Myenteric plexus (attached to the LMMP) were visualized by green-fluorescent light and 
acquired from ileum sections (four sections for each mouse) using the Zoe Fluorescent Cell Imager (Bio-Rad, 
Feldkirchen, Germany). A total of three defined areas (square measuring 888 pixels for width and height) 
were designed in each section and number of sfGFP positive neurons analyzed by ImageJ software (Rasband, 
W.S., USA). An established unspecific background (ImageJ rolling ball radius: 50 pixel) staining was subtracted 
to every image (Fig. 6). 
 
 
 
 

 
Figure 6: Method of analysis of Arc-sfGFP positive neurons in ileum myenteric plexus. Neuron expressing Arc promoter 
activity via sGFP expression in the myenteric plexus of mice subjected to chronic social defeat stress (CSDS) and not 
subjected to CSDS (control) were analyzed from a defined area (888 x 888 pixel, three areas indicated in red) for each 
animal by ImageJ (Rasband, W. S., United States of America). Method published in Dos Santos Guilherme et al., 2022. 

 
 
2.2.13 Statistical analyses 
 
Microsoft Excel (Microsoft, Washington, United States of America) and Graph Pad Prism versions 6 and 
8 (Graph Pad Prism Inc., San Diego, United States of America) were used for data collection and 
statistical analysis, respectively. Data were collected and edited by Microsoft Excel, while statistical 
analysis and graph generation were performed by using Graph Pad Prism. Statistical significance of the 
obtained result was assessed either by Student’s t-test or One Way ANOVA depending on the presence of 
multiple comparisons. Additional Welsh-correction and Fisher’s LSD post-hoc tests were applied if needed. 
Data are always expressed as mean ± SEM. Normalization (in % of young group) was applied to ELISA LBP, 
body temperature, brain staining, and Western blot analyses setting the young group to 100%. Anderson–
Darling or Shapiro–Wilk tests were used to assess whether data belongs to a specific or a normal distribution, 
respectively. A normal distribution of data and presence of outliers (ROUT method with a Q of 1%) were 
determined by Graph Pad Prism. Levels of statistical significance (p-value) were attributed to values < 
0.05 as indicated in Table 3. Mice were assigned to different FMT treatment groups (cecal content from 
“young” or “old” wild type mice and control wild type mice) alternatingly to ascending ear marking numbers 
and sex prior to genotyping. 
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Significance level p-value 

ns, not significant p > 0.05 

* p < 0.05 

** p < 0.01 

*** p < 0.001 

 
Table 3: Level of statistical significance. The division of the p-value for different significance levels. 
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3. Aim of the thesis 
 
In the last decade, the intercommunication between the gut and brain became a new research avenue for 
neurodegenerative diseases, including AD. FMT represents a promising and intriguing tool in AD and related 
neurodegenerative disorders (see chapter 1.8). In addition, aging has always been considered the biggest risk 
factor in AD sporadic form and an intriguing question to address also in relation to the gut microbiota. During 
aging, the bacteria residing in the gut undergo changes in their composition and diversity that may ultimately 
affect the brain of AD patients. The aim of the here presented thesis was to investigate whether the 
transplant of microbiota belonging to healthy aged mice may affect the resident microflora and consequently 
the phenotype of young recipient transgenic 5XFAD mice. Firstly, the composition of the gut microbiota 
should be evaluated between healthy wild type (C57BL/6) at two time points of 1 month (mice designated 
as “young”) and 12 months (mice designated as “old”) of age. In particular, C57BL/6 mice aged 12 months 
and above have been considered comparable to middle-aged humans between 38 and 55 years old (Dutta 
and Sengupta, 2016; Flurkey et al., 2007). In addition, they start to exhibit impairments in spatial learning 
and memory functions comparable to what happen in human adults aged between 60-70 years old (Barrash, 
1994; Shoji et al., 2016). Hence, a parallel analysis on donors’ and recipient fecal microbiota should be carried 
by quantitative PCR (qPCR), to recognize whole bacteria phyla or singles species involved, and by counting 
the Colony forming units (CFUs) of the chosen representative bacteria on selective plates, to rapidly monitor 
the effect of FMT overtime. Enterobacteriaceae and Lactobacillaceae should be used as representative 
families as they exert an opposite role on the host health (see chapter 1.9). Recipient 5XFAD mice should be 
chronically pre-treated with a cocktail of antibiotics to severely reduce the amount of the pre-existing 
bacteria residing in the gut and to allow the colonization of the donors’ microbiota (procedure following 
Minter et al., 2016). Once assessed the efficiency of the antibiotics’ treatment, 5XFAD mice should undergo 
FMT and the effects of the donors’ microbiota on the host should be monitored over a defined period. In this 
case, a period of 6 weeks should be set as a threshold for assessing the engraftment of the donors’ microbiota 
in the recipient mice as previously reported (see Ellekilde et al., 2014; Le Roy et al., 2019). An intriguing 
question regards the possibility that a microbiome belonging to an aged host may aggravate the symptoms 
in mice with AD background. Transgenic 5XFAD mice exhibit memory decline (e.g., learning and memory 
deficits) and anxiety- and depressive-like behaviors that are associated to AD pathology (Locci et al., 2021). 
Therefore, a battery of behavioral tasks should be planned to assess the effect of FMT on cognitive functions 
using wild type mice, not subjected to FMT treatment, as control. Aging is often accompanied by alteration 
in body temperature with high variability in humans (Balmain et al., 2018; Waalen and Buxbaum, 2011). 
Among the behavioral tasks that depends, at least partially on the body temperature, the nesting test 
represents an indicator of mice health and well-being but also hippocampal integrity (Gaskill et al., 2013). 
Moreover, alteration of certain bacteria in elderly (see Table 2) is associated with gut dysbiosis and impaired 
intestinal epithelial integrity, which may be responsible for increased gut permeability (“leaky gut”) and 
systemic endotoxemia (Ragonnaud and Biragyn, 2021). Thus, post-mortem assessment of the bacterial cell 
wall component (i.e., the endotoxin LPS) and intestinal morphology parameters (e.g., villi length, crypt depth, 
submucosa and muscularis thickness) should be addressed in FMT-treated mice. Whether FMT from old 
donors may induce aggravation of AD hallmarks in the brain of recipient 5XFAD mice is still an open question. 
Finally, histological examination and quantitative analysis of AD-related brain areas (e.g., cortex, prefrontal 
cortex, hippocampal dentate gyrus, and subiculum) and different hallmarks involved both in AD pathology 
and neuroinflammation should be investigated. 
Among the factors contributing to the acceleration of AD pathogenesis, exposure to stress has been 
associated to increased APP expression and generation of Aβ peptides in rodents (review by Justice, 2018). 
Stress response is connected to the hypothalamus-pituitary-adrenal (HPA) system that in turn, influences the 
microbiome. It may be plausible that stressful events perceived by the CNS may reach the intestine via the 
vagal nerve or soluble mediators. Moreover, changes in fecal microbiota composition were observed in 
C57BL6/J mice subjected to chronic social stress (Bharwani et al., 2016). Therefore, the effect of chronic social 
stress paradigm (described in Dos Santos Guilherme et al., 2022) should be assessed counting the number of 
activated neurons residing in myenteric plexus layers within the longitudinal muscle (LMMP) of both male 
and female Arc-sfGFP mice.  
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4. Results and discussion 
 
The mechanisms behind the sporadic form of AD are enigmatic as several factors are contributing to the 
development of the pathology (see chapter 1.2 and 1.3). Among these factors, the gut microbiota represents 
an intriguing new field to investigate due to its intercommunication with the CNS in the well-known described 
GBA. FMT represents a poorly explored therapeutic tool for the treatment of neurodegenerative diseases, 
including PD and AD, that is based on the gut microbiota manipulation. Whether an aged microbiota may 
alter the host pre-existing microflora is still an open question. Therefore, this study aimed to elucidate the 
impact of the age of donor microbiota provided by healthy wild type C57BL/6 mice in young AD transgenic 
mice over a defined period. As a starting point, 5XFAD model mice were treated with antibiotics to induce a 
depletion of the existing microbial communities and later, with cecal suspension provided either from age-
matched “young” or mid-age “old” wild type mice. Then, several features, such as the microbial composition, 
mice behavior and post-mortem pathological hallmarks were evaluated. The results shown in the following 
chapters (from 4.2 to 4.7) have been published in Valeri et al. (2021) and Nguyen et al. (2021).  
Chronic stress exposure represents another contributing factor implicated in AD development. In particular, 
stress has been associated to exacerbation of the pathogenesis in rodents as observed by increased 
acceleration in AD hallmarks (see review Justice, 2018). In the last decade, stress has been connected to the 
gut dysbiosis and to related processes at the base of the intestinal permeability and finally, to the 
establishment of a “leaky gut”. Moreover, stress may exert its function on the ENS through the GBA. The 
capacity of mice to adapt to stress maintaining their homeostasis is defined as resilience, while the opposite 
as susceptibility (Russo et al., 2012; Rutter, 1993; Southwick et al., 2005). In the here presented second study, 
male and female Arc-sfGFP mice aged 4 weeks were subjected to chronic social defeat stress (CSDS) paradigm 
as described elsewhere (Dos Santos Guilherme et al., 2022) to allow a stratification in resilient and susceptible 
mice. Then, the tamoxifen-induced neuronal activation was evaluated in the ileum portion of the small 
intestine myenteric plexus between stressed (susceptible and resilient mice) and unstressed control mice. 
The results have been published in Dos Santos Guilherme et al. (2022) and are described in chapter 4.. All 
unpublished results are referred to in the respective figure legend. 
 
 

4.1 The effect of aged cecal microbiota transfer from healthy wild type into 5XFAD mice 
 
A detail description of the effects of cecal transplant  from healthy wild type donors into transgenic 5XFAD 
mice was provided in the following chapters (from 4.2 to 4.7) and the results behind were published in Valeri 
et al. (2021) and Nguyen et al. (2021). The timeline adopted for the experimental procedure was graphically 
represented in figure 7A. FMT-treated 5XFAD mice were subjected to a battery of behavioral tasks within the 
last two weeks before sacrifice as shown in figure 7B. 
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Figure 7: Graphical representation of the experimental procedure. (A) Wild type (WT) females were mated with male 
transgenic 5XFAD mice (day 1). At the second week of pregnancy (day 14), dams were administrated high dose of 
antibiotics treatment (high ABX). Antibiotics mixture was further reduced to 2/3 of high ABX in the last week before 
pups’ birth. At the mice pups’ birth (P1), antibiotics were reduced (1/50 of the original dosage, low ABX). 5XFAD mice 
pups were weaned and single caged at 3 weeks of age (P21) and kept at low dosage ABXs treatment until the fourth 
week (P28). At P28, ABXs were replaced with autoclaved tap water in order to remove the ABXs residues in the mice 
intestine one day before the transplant of the donors’ caecum content. Fecal material was collected from recipients at 
different time points: at P28, the day right before fecal transfer, at P35, 1 week after the fecal transplant and at P70, 6 
weeks after the fecal transfer. (B) 5XFAD mice underwent a scheduled-planned battery of behavioral tasks from P64 to 
70. Mice were sacrificed at P71 and material for molecular analysis collected. The graphical representation of the 
experimental procedure was slightly modified from Valeri et al. (2021). Abbreviations: ABX (antibiotics), high ABX (high 
antibiotics concentration), low ABX (low antibiotics concentration, 1/50 of the original dosage), P (postnatal), qPCR 
(quantitative PCR), 5XFAD (Alzheimer’s disease mouse model), WT (wild type). 

 
 

4.2 Analysis of gut microbiota composition in wild type donors 
 
The choice of the donor mice target age for this investigation was based on recent reports (Dutta and 
Sengupta, 2016; Flurkey et al., 2007; Shoji et al., 2016). A large-scale study conducted by Shoji et al. (2016) 
on a total of 1739 C57BL/6 mice revealed behavioral differences between the investigated age groups (2–3, 
4–5, 6–7, and 8–12-month-old) that may be directly compared to different phases of human development. 
In particular, the 8–12-month-old mice group showed more pronounced changes in most of the behaviors 
observed (i.e., decreased locomotor activity to novel environments, motor function, acoustic startle 
response, social behavior, and depression-related behavior, increased prepulse inhibition, and deficits in 
spatial and cued fear memory), and increased anxiety-like behavior in the light/dark test when compared to 
the other age groups (Shoji et al., 2016). Dutta and Sengupta (2016) provided a calculation to derive the 
mouse age from humans considering the total lifespan of the animals (Dutta and Sengupta, 2016). In 
particular, mice aged around 12 months are considered being equivalent to humans with age range 38-55 
years old (Flurkey et al., 2007). In addition, as already reported in the previous chapters, C57BL/6 mice from 
12 month of age and upwards exhibited impairments in spatial learning and memory functions that may be 
similar to the ones observed in humans aged between 60-70 years old (Barrash, 1994; Shoji et al., 2016). 
Donor mice aged 1 month were comparable to human adolescents (between 12 and 14 years old) and to 
5XFAD mice before the onset of AD symptoms and pathological changes (i.e., soluble Aβ starts to accumulate 
in the brain around 1.5 months of age) (Flurkey et al., 2007; Oakley et al., 2006).  
Wild type donors were investigated with selective plates for Enterobacteriaceae and Lactobacillaceae growth 
and by qPCR for assessing specific groups of bacteria of mice aged 1 month (designated as “young”) and 12 
months (designated as “old”). The choice of Enterobacteriaceae and Lactobacillaceae as representative 
families for such investigation was based mainly on their opposite role on the host health (see chapter 1.9). 
Indeed, while most of the Lactobacillaceae strains are probiotics or beneficial commensals that have been 
associated with amelioration of the human mood and depression states (Akkasheh et al., 2016; Benton et al., 
2007), Enterobacteriaceae mostly include pathogenic bacterial species often associated to gut inflammation 
(Pédron and Sansonetti, 2008). Sex is an essential variable to consider in the experiment design for its relation 
to AD and to aging (see chapter 1.3). Recently, several studies showed that sex differences play an essential 
role in relation to the gut microbiota composition (see chapter 1.7.3). Therefore, an equal number of mice 
of both sexes were used for the fecal microbiota analysis to avoid biased results. The importance of sex in 
relation to gut microbiota and age was already discussed in the published review by Valeri and Endres (2021). 
In the following next two subchapters the changes in donors’ Enterobacteriaceae and Lactobacillaceae levels 
(subchapter 4.2.1) and further bacterial groups (subchapter 4.2.2) are described. 
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4.2.1 Analysis of Enterobacteriaceae and Lactobacillaceae levels between young and old wild type mice 
donors 
 
Firstly, Enterobacteriaceae and Lactobacillaceae were analyzed in fecal samples from wild type (C57BL/6J) 
mice donors at the two different age points of 1 month (designated as “young”) and 12 months (designated 
as “old”) by counting bacterial colonies (CFUs/mg) on selective microplates. Old wild type mice (n = 10) 
showed significantly increased levels of both Enterobacteriaceae and Lactobacillaceae compared to young 
mice (n = 8). Lactobacillaceae amount was found two-fold higher in old mice compared to young mice (p = 
0.0003), while Enterobacteriaceae levels were nearly three-fold higher in old mice compared to young mice 
(p = 0.048) (Fig. 8). These results are consistent with previous reports that identified increased levels of 
Enterobacteriaceae and Lactobacillaceae species in human elderly (aged > 60 years) compared to younger 
adults (aged between 20-50 years) (chapter 1.9; Table 2; Mueller et al., 2006; Rahayu et al., 2019). In addition, 
the elevation of Enterobacteriaceae was also observed in the fecal microbiome of aged (21–22 months) mice 
but not in the young (4–5 months) mice after S. pneumoniae infection (McMahan et al., 2022). Alteration in 
Lactobacillaceae levels due to aging was also observed by Langille et al. (2014) in female C57BL/6J mice. In 
this case, higher levels of Lactobacillaceae were obtained in the younger (174 ± 15 days old) group of female 
mice compared to older groups (middle: 589 ± 18 days old; old: 857 ± 16 days old). Such divergence in the 
Lactobacillaceae levels may be explained with a different methodology used (CFUs counting on selective 
plates versus PCR analysis), sex differences (half males/females versus only females) and non-comparable 
different groups of age (above 2 years versus 12 months for the old group and mean of 6,3 months versus 1 
month for the young group). 
 
 

 
 
 
Figure 8: Assessment of viable Enterobacteriaceae and Lactobacillaceae in young and old wild type mice donors. Fecal 
samples from wild type mice were collected at 1 month (designated as young) and 12 months (designated as old) of age 
(n = 8 for young; n = 10 for old), diluted with sterile NaCl 0.9% and plated in a sample-ready-culture-medium system 
(3M™ Petrifilm™) for specific Enterobacteriaceae and Lactobacillaceae growth. Colony forming units (CFUs) per mg were 
counted after 24 h of incubation at 37°C. Data are presented as the mean ± SEM. Statistical analysis was performed by 
One Way ANOVA with Fisher’s LSD test (*, p < 0.05; ***, p < 0.001). Data were published in Valeri et al. (2021). 
Abbreviations: Young (1-month wild type donors), Old (12-months wild type donors), CFU (Colony forming units). 
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4.2.2 Analysis of specific group of bacteria by qPCR in wild type donors 
 
Microbial DNA contained in fecal samples of wild type donors was also investigated by qPCR for a more 
complete overview of the groups of microbial bacteria involved. Such analysis was conducted at the MVZ 
Institut fuer Mikrooekologie GmbH (Herborn, Germany) and the procedure behind was described elsewhere 
(Brandscheid et al., 2017; Valeri et al., 2021). 
Akkermansia muciniphila (Phylum Verrucomicrobia) is a highly abundant (about 3%) bacterial species in the 
human colon, associated with a healthy gut in early-middle and late-middle age (de Vos, 2017). Some studies 
showed a decline of Akkermansia muciniphila with age in humans (Collado et al., 2007) and in mice (Fransen 
et al., 2017; Langille et al., 2014; van der Lugt et al., 2018), while only another study showed increased 
abundance of Akkermansia muciniphila in the elderly (Biagi et al., 2010) and in centenarians (105–109 years 
old) compared to younger age groups (Biagi et al., 2016). Concerning Bacteroides and Prevotella (Phylum 
Bacteroidetes), a significant reduction was reported in elderly and individuals with high frailty scores 
(Saraswati and Sitaraman, 2014; Zwielehner et al., 2009). Contrarily to the previous reports, in the here 
presented study, no differences in Akkermansia muciniphila species, Bacteroides and Prevotella genera and 
in Lactobacilli/Enterococci ratio due to aging were observed. Such different outcome may be explained with 
several factors involved, such as different mice strains and the use of mice with different age. In this study, 
mice were aged 12 months and potentially may be considered equivalent to human adults with age range 
38-55 years old (Flurkey et al., 2007). Based on that assumption, 12-month-old mice may be considered too 
young for a direct comparison with the previously reported studies on human elderly or older mice. 
Therefore, lack of differences in the target groups of bacteria is highly plausible. However, concerning the 
general Firmicutes phylum, a significant decrease was observed in the old group compared to the young one 
(Fig. 9).  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure 9: Assessment of different groups of bacteria in healthy untreated wild type mice donors. Fecal material was 
collected in healthy untreated wild type mice. Genomic DNA was assessed by qPCR with specific primer pairs for 
detecting different groups of bacteria. Analysis conducted at the MVZ Institut fuer Mikrooekologie GmbH (Herborn, 
Germany). A graphic representation of the investigated groups of bacteria between young and old donors is given on 
the left, while p-value, numbers of mice investigated and difference between young and old mice were shown in the 
right table. The arrows pointing down represent a significant decrease in the amount of the defined bacteria in the old 
group. Data are presented as the mean + SEM. Statistical analysis was performed by One Way ANOVA corrected with 
Fisher’s LSD test (*, p < 0.05; **, p < 0.01). Data and methods were published in Valeri et al. (2021). Abbreviations: Young 
(wild type young donors), Old (wild type old donors). 
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4.3 Fecal microbiota transplant procedure in 5XFAD mice  
 
Alteration in microbial composition was assessed for certain groups of bacteria in relation to the aging 
process in healthy wild type mice (see previous chapters 3.1.1 and 3.1.2). Then, antibiotics-pre-treated 
transgenic 5XFAD mice were inoculated with cecal content from either young or old wild type donors. The 
entire procedure is described in Valeri et al. (2021) and in methods section (from chapter 2.2.2 to 2.2.4) (Fig. 
7A). This includes a first step in which, dams and transgenic 5XFAD offsprings mice were administrated with 
antibiotics (subchapter 4.3.1) and, a second step, in which transgenic 5XFAD mice were inoculated with 
diluted cecal content from young or old wild type donors (subchapter 4.3.2).  
 
 
4.3.1 Antibiotic treatment efficiency in dams and recipient 5XFAD offspring mice  
 
Prior to the FMT inoculation, recipient 5XFAD mice were pre-treated with a cocktail of antibiotics to severely 
reduce the amount of the pre-existing bacteria residing in the gut and to allow the colonization of the donor 
microbiota. Efficient antibiotics experimental procedure was already described by Minter et al. (2016) in 6-
months old APPswe/PS1ΔE9 mice. Antibiotics dosage was adapted to transgenic 5XFAD mouse model taking 
into consideration their early age of administration (prenatal treatment until 3 weeks of age versus treatment 
at 6 months of age) and the route of administration (drinking water versus gavage). Intergenerational 
transmission of bacteria from dams to pups has been observed during pregnancy both in Wistar rats and 
C57BL/6 mice (Schulfer et al., 2018; Tulstrup et al., 2018). Therefore, to improve the efficiency of the 
treatment in the newborn pups, the antibiotics mixture was already administrated during the dams’ last 
trimester of pregnancy. Moreover, antibiotic procedure was adapted from Minter et al. (2016) removing 
kanamycin recipe for its potential teratogenic effect on the litters’ health (Holdiness, 1987) and reducing the 
reagent concentrations (2/3 of the initially described dosages) in the last week of pregnancy before giving 
birth. In addition, to avoid, or at least, to reduce any possible stress to the dams and offsprings’ caused by 
daily chronic oral gavage, antibiotics were administered ad libitum in the drinking bottle as described 
elsewhere (C. S. Wu et al., 2021). Dams’ fecal samples were collected 1 day after the pups weaning to avoid 
any possible relevant stress during the collection phase. The efficiency of antibiotics treatment in dams (n = 
9) was proven by a significant reduction of both the examined representative bacteria families in comparison 
to untreated aged-matched dams (n = 9). In detail, Lactobacillaceae family showed a significant reduction by 
factor 62 (p = 0.0012), while Enterobacteriaceae were significantly reduced by factor 43 (p = 0.046) (Fig. 10).  
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Figure 10: Assessment of viable Enterobacteriaceae and Lactobacillaceae in treated and untreated dams. To avoid any 
causative stress to the pups during the sample collection, dams’ fecal samples were collected in the last week of 
pregnancy. Then, fecal samples from dams (n = 9 per group) were diluted with sterile NaCl 0.9% and plated in a sample-
ready-culture-medium system (3M™ Petrifilm™) for the Enterobacteriaceae and Lactobacillaceae growth. Colony 
forming units (CFUs) per mg were counted after 24 h of incubation at 37°C. Data are presented as the mean + SEM. 
Statistical analysis was performed by One Way ANOVA with Fisher’s LSD test (*, p < 0.05; **, p < 0.01). Data are published 
in Valeri et al. (2021). Abbreviations: ABX (antibiotics’ mixture), control (untreated dams), CFU (Colony forming units). 

 
 
At the pups’ birth, antibiotics concentration was further reduced to 1/50 (low dose; as previously described 
by Minter et al., 2016) of the original dose and administrated until the day before the cecal inoculation 
(around P28). This is an important factor to consider as the original higher dose used for the dams may be 
deleterious for the newborns or might affect postnatal development. Hence, litter size was daily monitored 
for the entire duration of the antibiotics’ treatment. Although antibiotic-treated offspring mice showed a 
significant increase in the mean litter size compared to untreated control mice (*, p = 0.027), no differences 
were observed in their sex ratio (Table 4). In addition, daily health and welfare care check did not show any 
adverse effect of antibiotics treatment both on pregnant mothers and pups (health evaluation of 
experimental laboratory mice described by Burkholder et al. (2012)). 
 
 
 
 

 
 
 
 
 
 
 
 
 

Table 4: Litter features. Mice litter from antibiotics-treated (ABX) and control dams (control) giving birth in the same 
period were compared. Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Data are published in 
Valeri et al. (2021). Abbreviations: ABX (antibiotics), control (untreated mice), SD (Standard deviation), n (number of 
mice). 
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The efficiency of the antibiotics’ chronic exposition (started already during dams’ pregnancy) was evaluated 
1 week after weaning in the transgenic 5XFAD offspring mice. Antibiotics-treated mice (n = 38) showed a 
significant reduction of both Enterobacteriaceae and Lactobacillaceae compared to control untreated mice 
(n = 18) demonstrating the efficacy of the treatment. In particular, Lactobacillaceae family showed a 
significant reduction by factor 2 (p = 0.002), while Enterobacteriaceae showed a significant reduction by 
factor 6 (p = 0.049) (Fig. 11). However, efficiency was weaker, but still statistically significant, as observed in 
antibiotics-treated dams.  
 
 
 

 

 

Figure 11: Assessment of viable Enterobacteriaceae and Lactobacillaceae in antibiotic-treated and untreated 5XFAD 
offsprings mice. Fecal samples from antibiotics-treated (n = 38) and control untreated (n = 18; receiving normal drinking 
water without antibiotic supplements) 5XFAD mice were collected 1 week after weaning, diluted with sterile NaCl 0.9% 
and plated in a sample-ready-culture-medium system (3M™ Petrifilm™) for the Enterobacteriaceae and 
Lactobacillaceae growth. Colony forming units (CFUs) per mg were counted after 24 h of incubation at 37°C. Data are 
presented as the mean + SEM. Statistical analysis was performed by One Way ANOVA and corrected with Fisher’s LSD 
test (*, p < 0.05; **, p < 0.01). Data are published in Valeri et al., 2021. Abbreviations: ABX (antibiotics), control 
(untreated 5XFAD offsprings mice), CFU (Colony forming unit). 

 
 
The use of antibiotics or germ-free mice has already been discussed regarding their effects on host 
physiology, including cellular composition, signaling pathways, and organ function (Kennedy et al., 2018). 
Both approaches have strengths and weaknesses also due to their differences in action mechanisms. Many 
aspects of development and early immune education are broadly impaired in germ-free mice. This includes 
the gut barrier permeability and behavioral aspects. Indeed, anxiety-like phenotype observed in germ-free 
mice may be the result of the imbalances of the HPA axis caused by intestinal microbes (Hayes et al., 2018; 
Huo et al., 2017; Luczynski et al., 2016). On the contrary, antibiotics treatment can be applied to any genotype 
and this - especially when using non-systemic antibiotics - allows the maintenance of cell functionality and 
signaling pathways after development. In addition, the use of a broad spectrum of antibiotics may be 
considered as the easier approach for a fast assessment of bacterial depletion. This can be carried out by 
counting bacterial CFUs from fecal samples plated in aerobic and/or anaerobic conditions on non-selective 
media (Kennedy et al., 2018). However, a complete depletion of bacteria is not completely guaranteed by 
antibiotics treatment as also observed in this study. Comparable outcomes were described with germ-free 
mice, such as significant reduction in bacterial load associated with shifts in cell populations, signaling 
pathways, and organ morphology (Kennedy et al., 2018). On one hand, the use of a wide spectrum antibiotics 
showed positive results in APPswe/PS1ΔE9 mice, including reduction of Aβ plaques deposition and 
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neuroinflammation in aged (6 months) mice (Minter et al., 2016). On the other hand, long-term perturbations 
in microbial diversity and genera (principally Lachnospiraceae and S24-7) were induced in APPswe/PS1ΔE9 
mice after being exposed to early postnatal antibiotics treatment (P14-P21) (Minter et al., 2017). Several 
studies displayed those metabolic pathways involved in AD-related diseases, including diabetes, might be 
affected by some antibiotics (e.g., vancomycin, bacitracin and metronidazole). Soto et al. (2018) revealed 
alteration of metabolic homeostasis with improvement of insulin signaling in the brain and reduction of 
anxiety and depression behaviors in mice after treatment with vancomycin or metronidazole antibiotics (Soto 
et al., 2018). Zarrinpar et al. (2018) showed that C57BL/6 mice treated with a cocktail of antibiotics 
(ampicillin, vancomycin, metronidazole, neomycin, and amphotericin B) alter the gut homeostasis, the 
luminal signaling and metabolism decreasing baseline serum glucose levels, reducing glucose surge in a 
tolerance test, and improving insulin sensitivity without altering adiposity (Zarrinpar et al., 2018). Similarly, 
treatment of C57BL/6 mice with vancomycin and bacitracin antibiotics ameliorated simultaneously, 
hyperinsulinemia, systemic glucose intolerance and insulin resistance (Hwang et al., 2015). Chronic treatment 
(for 14 weeks) with a mixture of antibiotics (i.e., gentamicin, vancomycin, metronidazole, neomycin, 
ampicillin, kanamycin, colistin, and cefoperazone) reduced plaque load in the hippocampus and improved 
nesting score in 5XFAD mice (Dos Santos Guilherme et al., 2021). In addition, while antibiotics did not affect 
various of the physiological parameter tested, blood sugar and serum glucagon levels were affected (Dos 
Santos Guilherme et al., 2021). Another recent study showed that antibiotics treatment, similar to the ones 
used in the presented study, seem not to be able to reach the brain in APPswe/PS1ΔE9 mice (Dodiya et al., 
2020). In addition, early life exposure to maternal antibiotics influences the offspring behavior (e.g., anxiety, 
sociability and cognitive behaviors) (O’Connor et al., 2021; Tochitani et al., 2016). Altogether, these studies 
contribute to the assumption that, despite some pitfalls, antibiotics exert a beneficial effect on mice health 
especially concerning diabetes-like phenotype. Here, efficiency of antibiotics administration was confirmed 
with a drastic reduction of selected target bacteria in both treated pregnant mothers and 5XFAD offsprings. 
This provides a useful platform for the inoculation of the donors’ microbial communities in recipient 5XFAD 
mice. 
 
 

4.3.2 FMT treatment of 5XFAD mice  
 
Wild type mice donors of both sexes were dissected in equal amount (half males/females), and the material 
contained in the caecum region of the intestine collected, diluted accordingly, and stored at -80 °C until the 
day of inoculation (maximum storage of 1 month). Therefore, donors’ caecum content was collected within 
1 month before the FMT in order to preserve the intact properties of the microbiota composition as described 
elsewhere (Gweon and Na, 2021). The used FMT parameters described in this study were based on Ellekilde 
et al. (2014). Indeed, a successful establishment of the donor microbiota in recipient C57BL/6 mice was 
already demonstrated in mice around the third week of age (Ellekilde et al., 2014). Here, 5XFAD mice at P28 
(1 week after weaning) were subjected to a single acute administration of FMT by oral gavage. Prior the 
inoculation, 5XFAD mice were divided in two groups, “young” and “old”, based on their future assigned 
treatment. As initial step, baseline levels of Enterobacteriaceae and Lactobacteriaceae were addressed in 
mouse groups after antibiotics administration and right before being subjected to FMT. No differences were 
detected between the assigned groups concerning Enterobacteriaceae (p = 0.9996) and Lactobacteriaceae 
(p = 0.6594) levels, confirming the presence of microbial homogeneity (Fig. 12).  
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Figure 12: Assessment of viable Enterobacteriaceae and Lactobacteriaceae in recipient FMT-treated 5XFAD mice. 
Fecal material was collected at different time points: right before FMT and after 1 week and 6 weeks from FMT in 5XFAD 
mice (n = 20 per group, 10 for both females and males). Then, fecal material was diluted with sterile NaCl 0.9% and 
plated in a sample-ready-culture-medium system (3M™ Petrifilm™) for the Enterobacteriaceae and Lactobacillaceae 
growth. 5XFAD mice were designated as young (1 month) and old (12 months) based on the received treatment from 
wild type donors by oral gavage. Colony forming units (CFUs) per mg were counted after 24 h of incubation at 37°C on 
selective plates for Enterobacteriaceae and Lactobacteriaceae families. Data are presented as the mean + SEM. 
Statistical analysis was performed by One Way ANOVA and corrected with Fisher’s LSD test (*, p < 0.05; **, p < 0.01). 
CFUs/mg values of mice not subjected to antibiotics treatment were represented by the height of grey boxes. Data are 
published in Valeri et al., 2021. Abbreviations: Young (treatment with cecal content from young wild type donors), Old 
(treatment with cecal content from old wild type donors), FMT (cecal material transplant), ns (not statistically 
significant), CFU (Colony forming unit). 

 
 
To define the impact of FMT in the early phase of development (1 week after transplantation) and in later 
stages (6 weeks after transplantation), Enterobacteriaceae and Lactobacteriaceae levels were compared 
between aged-matched 5XFAD mice that received caecum content from young donors (termed as 5XFAD + 
FMT young) and mock (treated with PBS1X, termed as 5XFAD – FMT) treatment.  No differences in the 
mentioned target bacterial families were detected between the assigned groups, suggesting a null effect of 
the microbiota transplant from young wild type donors, comparable to a lack of treatment, in both its early 
and later phase of development (Fig. 13 A and B). 
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Figure 13: Assessment of viable Enterobacteriaceae and Lactobacteriaceae in aged-matched 5XFAD offspring mice 
subjected to FMT from young wild type donors or to mock treatment. Suspended and diluted fecal material was 
analyzed and the colony forming units (CFUs) per mg counted after 24 h of incubation at 37°C on selective plates for 
Enterobacteriaceae and Lactobacteriaceae families. Animals were either treated with mock solution (treated with 
PBS1X, 5XFAD - FMT) or with caecum fecal content from age-matched young donors (5XFAD + FMT young). (A) 
Assessment after 1 week: n = 15 for 5XFAD – FMT and n = 20 for 5XFAD + FMT young. (B) Assessment after 6 weeks: n 
= 14 (Enterobacteriacea), n = 15 (Lactobacteriaceae) for 5XFAD – FMT; n = 15 (Enterobacteriacea), n = 18 
(Lactobacteriaceae) for 5XFAD + FMT young. Statistical analysis was performed by using Student’s t-test (*, p < 0.05). 
Data are presented as the mean + SEM. (A) Data published in Valeri et al., 2021; (B) unpublished data. Abbreviations: 
5XFAD – FMT (5XFAD mice treated only with PBS1X), 5XFAD + FMT young (5XFAD mice treated with cecal content 
provided by young healthy wild type donors), CFU (colony forming unit). 

 
 
Then, the effect of the microbiota transplant was investigated in 5XFAD mice treated with cecal content from 
young and old wild type donors at the two target points of 1 week and 6 weeks after the oral gavage (Fig. 
12). Interestingly, transgenic 5XFAD mice receiving material from old donors displayed significantly increased 
Lactobacillaceae levels at both 1 and 6 weeks after treatment in comparison to the ones that received 
material from young donors (Fig. 12). Concerning the Enterobacteriaceae, 1 week after FMT, higher CFUs 
mean count was detected in the 5XFAD mice treated with caecum content from old donors (86 versus 40 
CFU/mg) but without reaching statistical significance. After 6 weeks from FMT, a tendency to increase was 
registered in the old group concerning Enterobacteriaceae count (44 versus 200 CFU/mg) but the p-value 
remained below significance level (p = 0.0664) (Fig. 12).  
To have a more wide and complete spectrum analysis of the bacteria species affected by FMT, the genomic 
DNA (gDNA) of the fecal material was also analyzed by qPCR in FMT-treated 5XFAD mice (young versus old) 
(Fig. 14). Such analysis was conducted at the MVZ Institut fuer Mikrooekologie GmbH (Herborn, Germany) 
and the procedure behind was described elsewhere (Brandscheid et al., 2017; Valeri et al., 2021). However, 
a direct comparison of bacterial counts between 5XFAD (Fig. 14) and wild type mice groups (Fig. 9) is not 
feasible due to lack of antibiotics treatment in the latter. On one hand, both FMT-treated 5XFAD and 
untreated wild type mice donors did not show differences in Akkermansia muciniphila species (Phylum 
Verrucomicrobia), Bacteroides and Prevotella genera (Phylum Bacteroidetes) and in Lactobacilli/Enterococci 
ratio due to aging. On the other hand, a significant robust lower amount in general Firmicutes phylum levels 
was displayed in the old groups (both FMT-treated 5XFAD and untreated wild type mice donors) in 
comparison to their respective young groups (p = 0.008 for wild type mice donors and p = 0.006 for treated 
5XFAD mice). A significant lower amount was also observed for the Bifidobacterium genus (Phylum 
Actinobacteria) in recipient 5XFAD mice treated with cecal material from old wild type mice (p = 0.011; 0.229 
counts versus 0.031 counts/total counts) (Fig. 14), while it did not get statistically significant (p = 0.96; 0.003 
counts versus 0.001 counts/total counts) in untreated aged wild type mice (Fig. 9) 
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Figure 14: Assessment of different groups of bacteria in FMT-treated recipient 5XFAD mice by qPCR. Fecal material 
was collected in FMT-treated recipient 5XFAD mice after 6 weeks from cecal inoculation. Genomic DNA was assessed 
by qPCR with specific primer pairs for detecting different groups of bacteria. Analysis conducted at the MVZ Institut fuer 
Mikrooekologie GmbH (Herborn, Germany). A graphic representation of the investigated groups of bacteria between 
young and old FMT-treated 5XFAD mice is given on the left, while p-value, numbers of mice investigated and difference 
between young and old mice were shown in the right table. The arrows pointing down represent a significant decrease 
in the amount of the defined bacteria in the old group. Data are presented as the mean + SEM. Statistical analysis was 
performed by One Way ANOVA corrected with Fisher’s LSD test (*, p < 0.05; **, p < 0.01). Data and methods are 
published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content from young wild type donors), Old 
(treatment with cecal content from old wild type donors). 

 
 
In summary, the transfer of caecum microbiota was able to reproduce the differences in Enterobacteriaceae 
and Lactobacillaceae CFUs/mg, observed in wild type donors due to aging process, into recipient 5XFAD mice 
up to 6 weeks from the oral gavage (Fig. 12). As already mentioned before (chapters 1.9.1, 1.9.2 and 4.2), the 
Enterobacteriaceae and Lactobacillaceae were used as representative families within the microbial 
community for their role in relation to aging. In particular, increased levels of Lactobacillaceae were observed 
both at 1 week and 6 weeks after treatment. Contrarily, no significative differences in Enterobacteriaceae 
levels were observed between treatments despite for a slight tendency to increase in the old group at 6 
weeks after treatment (Fig. 12). Moreover, analysis of microbial species evaluated by qPCR were supported 
by previously described studies (see chapter 1.9 and Table 2) in which, a diminished Firmicutes to 
Bacteroidetes ratio, has been associated to human adults and elderly (> 60 years). Similar results (showing 
higher level of Firmicutes/Bacteroidetes ratio) were also shown in 6-month-old mice, while older age groups 
showed a decline in Firmicutes levels (C. S. Wu et al., 2021). In accordance with already reported studies 
(summarized in Table 2), decreased level of Bifidobacteria were also observed in the here presented study in 
5XFAD mice treated with cecal content from old donors compared to ones treated with young cecal content 
(Fig. 14). Wild type donor mice did not show such difference in Bifidobacteria levels among young and old 
groups (Fig. 9). However, a small number of wild type mice was used for this investigation suggesting that, 
lack of comparable numbers between transgenic and wild type mice (n = 20 for FMT treated-5XFAD mice and 
7 for wild type mice donors), may interfere with the described outcomes. Therefore, it may be plausible that 
an enlarged group of wild type mice may generate sufficient statistical power for the investigated subgroups 
of bacteria, including Bifidobacteria. 
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4.4 Behavioral task performance in FMT-treated recipient 5XFAD mice 
 
Among the AD transgenic mouse models, 5XFAD mice start to exhibit impairment in memory (e.g., learning 
and memory deficits) and anxiety- and depressive-like behaviors at approximately 4 to 5 months of age (Devi 
and Ohno, 2010; Locci et al., 2021; Oakley et al., 2006; see chapter 1.5). Physiologic behaviors, including 
mood and cognition, can be modulated by gut microbiota as observed by increased anxiety and depression-
like behaviors in germ-free and special pathogen-free rats lacking of gut microbiota or with a dysregulation 
of HPA (Crumeyrolle-Arias et al., 2014). In addition, such dysregulation in behavior have also been observed 
in aged mice subjected to a prolonged exposition to microbiota metabolites and pro-inflammatory cytokines 
(Caracciolo et al., 2014; Erny et al., 2015; Leung and Thuret, 2015; Manderino et al., 2017). As a further 
confirmation of the importance of gut microbiota in relation to cognitive decline and impaired behavior, 
young rodents that have been subjected to FMT from old rodents displayed an aged phenotype represented 
by impaired motor strength and cognitive behavior (D’Amato et al., 2020; Y. Li et al., 2020; M. L. Wu et al., 
2021).  
An intriguing question to address regards the possibility that a microbiome belonging to an aged host may 
aggravate the symptoms in mice with AD background. Therefore, FMT-treated 5XFAD mice were subjected 
to a battery of behavioral tasks in a fixed-time schedule (e.g., Nesting test in the morning and emergence 
neophobia in the afternoon) as described in figure 7B. As the stability of the donors’ microbiota into the 
recipient mice was assessed up to 6 weeks after oral inoculation (see Ellekilde et al., 2014), the battery of 
behavioral tests was planned accordingly within the last 2 weeks. Among the variety of behavioral tasks 
developed to assess cognitive functions, the radial arm water maze (RAWM), T-maze, Nesting test and 
emergence Neophobia test are commonly used in AD research and also for evaluating the effect of aging in 
rodents (Bernaud et al., 2021; Boon and Simpson, 2012; Konsolaki et al., 2016; Leibrock et al., 2013). FMT-
treated 5XFAD mice were divided in groups with alternating different types of treatment (young/old), sex 
(males/females) and genotype (wild type/5XFAD). In addition, aged-matched wild type littermates (from 
litters not treated with antibiotics but subjected to mock treatment) were used as control mice to prove the 
applicability of the behavioral tests.  
Increased anxiety behavior has been observed in older (18–20 months) as compared to younger (2-6 months) 
mice and rats and mainly associated to an increase in Firmicutes/Bacteroidetes ratio  (Hoffman et al., 2017; 
Y. Li et al., 2020; Spychala et al., 2018). The anxiety-like behavior was investigated with the emergence 
neophobia test by measuring the escape latency (in seconds) from a dark container box into a brightfield 
arena. No differences in escaping time were observed between recipient mice treated with caecum content 
from either young or old donors. Transgenic mice displayed a general slower escape latency (mean of 10.4 
and 11.5 seconds for young and old treatment, respectively) compared to wild type mice (escape latency 
mean 7.8 seconds). However, no significant differences were detected between untreated wild type mice 
and FMT-treated groups (wild type versus young p = 0.238; wild type versus old p = 0.087) (Fig. 15). 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

76 
 

 
 
 
 
 
 
 
 
 
 
 
  

Figure 15: Analysis of anxiety behavior in Neophobia test. Time to escape in seconds [s] from a dark container box was 
measured as an anxiety-reporting parameter. Data are presented as the mean ± SEM (n = 13 for wild type and n = 11 
for 5XFAD mice treated with caecum material from either young or old donors). Statistical analysis was performed by 
using Student’s t-test (*, p < 0.05). Data are published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal 
content from young wild type donors), Old (treatment with cecal content from old wild type donors), WT PBS (wild type 
mice that received mock PBS treatment). 

 
 
Several aspects of cognitive performances that are normally associated to anatomical and brain changes 
decline during aging. Among the cognitive functions affected by aging, a decline in spatial orientation and 
working memory were observed already at 60 years of age and with a more pronounced acceleration around 
70 years of age (Barrash, 1994; Beaudet et al., 2015; Verhaeghen et al., 2019). On one hand, spatial 
orientation memory is defined as the ability of determining and retrieve information from the surroundings 
maintaining the direction to reach the final destination (Beaudet et al., 2015; Franz and Mallot, 2000; 
Verhaeghen et al., 2019). On the other hand, working memory is referred to a deductive process that 
incorporate heurist strategy, comprehension, reasoning, and problem-solving with a small information 
accessible (Canipe et al., 2021; Cowan, 2014; Tascón et al., 2019). Improvement of working memory together 
with amelioration in the activation of fronto-parietal and subcortical brain regions, was observed in patients 
with cirrhosis and cognitive impairment after being treated with rifaximin antibiotic (Ahluwalia et al., 2014). 
Moreover, consumption of fermented food (enriched with Lactobacillus brevis BJ20) resulted in better 
performance associated to short-time working memory in elderly that can be associated to a protective 
mechanism against dementia (Reid et al., 2018). Overall, these studies suggest a benefic effect of microbiota 
associated to aging. Therefore, whether gut microbiota transplant may have an impact on 5XFAD mice 
cognitive behaviors associated to spatial orientation and working memory, it was investigated by T-maze and 
RAWM. 
Spatial orientation performances in FMT-treated recipient 5XFAD mice were investigated with the T-maze 
test by measuring the percentage of the right choices (alternation of the left and right arms). No significant 
differences were detected between different FMT-treated mice (p = 0.4778). However, significant differences 
were observed between the genetic backgrounds regardless of the type of treatment:  wild type mice showed 
a general higher percentage (75%) in alternating the choice arms compared to 5XFAD mice (50%) (Fig. 16). 
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Figure 16: Spatial orientation in T-maze test. The percentage of alternating the left with right arm (right choices) in the 
T-maze was calculated in two consecutive days. Data are presented as the mean ± SEM (n = 13 for PBS-treated wild type 
(WT PBS), n = 14 for 5XFAD mice treated with caecum material from young (Young) and n = 11 from old (Old) donors)). 
Statistical analysis was performed by using Student’s t-test (*, p < 0.05; **, p < 0.01). Data are published in Valeri et al. 
(2021). Abbreviations: Young (treatment with cecal content from young wild type donors), Old (treatment with cecal 
content from old wild type donors), WT PBS (wild type mice that received mock PBS1X treatment). 

 
 
Mice learning capability and orientation was also tested in the RAWM. This task is used for fast assessment 
of AD-related deficits, including working memory (ability to remember/avoid the arms already taken by mice 
to reach the platforms during each trial) and reference memory (ability to encode spatial information for 
avoiding arms without escape platforms) (Alamed et al., 2006; Penley et al., 2013; Valeri et al., 2021). In the 
RAWM task, mice were expected to find either the visible or hidden platform to escape as a way out from 
the swimming pool. Therefore, to accomplish this task, mice develop a spatial orientation map in the brain 
using visual cues placed on the four walls surrounding the pool. No differences were also detected among 
the three groups regarding the RAWM swim speed mean demonstrating the reliability of the task (Fig. 17 A). 
Learning was assessed by measuring the amount of time elapsed before the mice reach the platform to 
escape the water (escape latency) and by the numbers of errors committed. Errors in finding the visible 
platform (trials 1, 3 and 5) were not statistical different between the examined groups indicating a non-
compromised visual ability (Fig. 17 B). However, treated 5XFAD mice displayed significant increase in number 
of errors in finding the hidden platform (trials 2, 4, 6 and 7) in comparison to wild type mice independently 
from the treatment (Fig. 17 C). In addition, no differences were observed between recipient 5XFAD mice 
treated with caecum content from either young or old donors (p = 0.6883) (Fig. 17 C). No differences in the 
latency to escape (in seconds; between trial 7 and 2) to reach the hidden platform was observed between 
the treated groups (p = 0.6656), while 5XFAD mice displayed a general significant increased latency to escape 
in comparison to wild type mice independently from the treatment (Fig. 17 D).  
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A       B 
 
 
 
 
 
 
 
 
 
 
 
C       D      
  
 
 
 
 
 
 
 
 
 
 

 
Figure 17: Spatial learning and orientation in RAWM. Spatial learning was assessed with respect to the following 
parameters: errors committed (A, B) and the escape latency to find the platform (C). (A) Visible and hidden platforms 
were alternated up to the 5th trial, while the last two trials (6th and 7th) were conducted only with the hidden platform. 
Errors committed by the mice with visible platform were counted within three trials (t1, t3, and t5) to exclude visual 
deficits. (B) Errors committed by the mice with the hidden platform (t2, t4, t6, t7) only. (C) Latency to escape was 
calculated taking into account the differences for finding the hidden platform between t7 and t2. Data are presented as 
the mean ± SEM (n = 13 for wild type, n = 14 for 5XFAD mice treated with caecum material from young (Young) and n = 
11 for mice treated with old (Old) donor material). (D) Mice speed (m/s) was monitored along the duration of the test 
by video camera system (ELP, Shenzen, Guangdong, China) and analyzed with the Anymaze software (version 6.1; 
Stoelting Europe, Dublin, Ireland). Statistical analysis was performed by using Student’s t-test (*, p < 0.05; **, p < 0.01). 
Data are published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content from young wild type 
donors), Old (treatment with cecal content from old wild type donors), WT PBS (wild type mice that received mock 
PBS1X treatment), t 1,2,3,4,5,6,7 (trials). 

 
 
In summary, behavioral examinations of transplanted 5XFAD mice did not show significant differences 
between the young and old group regardless of the task used. In particular, it is well known that transgenic 
5XFAD mice start to develop their first behavioral deficit related to AD pathology around the fourth months 
of age (Devi and Ohno, 2010; Locci et al., 2021; Oakley et al., 2006; Schneider et al., 1999; chapter 1.5). 
Therefore, lack of differences in most of the used behavioral tasks, due to the received treatment (cecal 
content from young or old wild type donors), may be attributed to a precocious age of investigation in treated 
5XFAD mice (final age of 10 weeks). Future studies on the early onset (above 4 or 5 months of age) in 5XFAD 
mice are needed. To date, no other studies showed the effect of microbiota transplantation in relation to 
aging specifically in 5XFAD transgenic mouse model. So far, the unique report addressing the effect of fecal 
transplant from healthy wild type into AD mice, showed improvements in behavioral tasks (e.g., Morris water 
maze and object recognition tests) in APPswe/PS1ΔE9 transgenic mice aged 6 months (Sun et al., 2019). 
However, neither the age of the donors was described nor a direct comparison between a “young” and 
“aged” microbiota on recipient mice was investigated (Sun et al., 2019). In this study, although no significant 
changes between mice treated with caecum content from young and old donors were detected, promising 
results were shown in some of the behavioral tasks described. In the neophobia test, no differences in 
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anxiety-dependent behavior, measured with latency to leave the box, were detected either between the 
young and old group of treatment and either between transgenic or wild type mice. Contrarily, in both the 
spatial orientation-based tasks (i.e., the T-Maze and RAWM tests), behavioral deficit for 5XFAD mice as 
compared to wild type littermates were already observed at this early stage. In particular, the RAWM is a 
hybrid of the Morris water maze and a radial arm maze that permit a fast assessment of learning deficits 
associated to errors in the localization of the goal arm and to delay to reach the platform using water 
immersion as motivation factor (Alamed et al., 2006). T-maze test was used to evaluate the working memory 
(i.e., the mice behavioral response in each trial change in relation to previous attempts) represented by the 
mice natural tendency to spontaneously alternate the two goal arms (Deacon and Rawlins, 2006). In addition, 
T-maze was preferred to the mainly used Y-maze for its rigidity in making distinct choices between the left 
and the right goal arms. Probably the choice of the T-maze rather than the Y-maze allowed a more efficient 
early detection of behavioral learning deficits in 5XFAD mice. Nevertheless, the only changes observed were 
attributable to genetic background, while no differences were observed between the two groups of 
treatments. 
 
 

4.5 Gut morphology analysis in FMT-treated and mock-treated 5XFAD mice 
 
Intestinal morphology exerts a crucial function in the absorption and metabolism processes (Kuzmuk et al., 
2005). Moreover, changes in the gut microbiota composition during aging may affect the intestine 
architectural structure predisposing the host to the development of disorders (Kuzmuk et al., 2005). 
Functional decline in the regenerative potential of crypts has been observed in the small intestine of aged 
mice pointing out to gut dysbiosis (Martin et al., 1998a, 1998b). To date, only one investigation showed 
increased crypts depth and villi length in aged (18-22 months of age) C57BL/6 mice compared to younger (2-
4 months of age) ones  (Nalapareddy et al., 2017), while a total lack of knowledge is concerning the transgenic 
5XFAD mouse model. Moreover, an increase in submucosa and the muscularis thickness were also observed 
in duodenal samples of 12-month-old NMRI/Bom mice in comparison to younger 3-month-old animals (El-
Salhy et al., 1999). Intestine crypts represent a highly proliferative amplifying zone for the villi development 
(Barker et al., 2008). In addition, villi and crypts length have often been used as an indicator of intestine 
health (Wiersema et al., 2021) as reduced villus height and crypt depth may alter the nutrient absorption 
(Kuzmuk et al., 2005). Enhanced permeability in addition to altered sugar and peptide absorption in small 
intestine was associated to reduction in villus length and crypt depth upon induction of inflammation in 
experimental models (see review Peuhkuri et al., 2010). Changes in the gut morphology may impact some 
gut functions, such as the transit time for expelling feces from the gut in mice (Stoye et al., 2020). Therefore, 
specific architectural structure parameters in the duodenal region of the intestine, including villus length, 
crypt depth, submucosa and muscularis thickness were analyzed in relation to genotype of the mice (wild 
type versus 5XFAD mice) and in relation to transplant of aged microbiota in 5XFAD mice. A comparison 
between age-matched wild type and 5XFAD mice gut morphology was published in Nguyen et al. (2021), 
while the effect of FMT on the host gut morphology in 5XFAD mice was investigated in Valeri et al. (2021). 
Immunohistochemistry of intestine samples were performed by Claudia Braun; Core facility 
Immunohistochemistry of the University Medical Center Mainz (collection and preparation of intestine 
tissues were described in chapters 2.2.8 and 2.2.10.1, while immunostaining procedure was reported in 
Nguyen et al. (2021) and in Valeri et al. (2021)). Firstly, differences in gut morphology parameters were 
analyzed between age-matched transgenic and wild type mice treated with a mock solution to reproduce the 
same stress of mice subjected to fecal transplant (Fig. 18 A). No differences were observed in the mentioned 
morphological structures due to the genotype aside from a significantly increased muscular layer height in 
transgenic mice (Fig. 18 B). Such observed increase in the muscular layer height of 5XFAD mice might be a 
consequence of the inflammation process, a common feature in AD and in other diseases, such as Crohn’s 
disease (Kinney et al., 2018; Stenke et al., 2017). Changes in the intestine architecture structure according to 
aging have been described in several studies both in humans and rodents (reviewed by Drozdowski and 
Thomson, 2006; Thomson, 2009). However, divergent observations have been made. In detail, rats and 
rabbits showed reduced villus height and surface area of the proximal small intestine with age (Höhn et al., 
1978; Holt et al., 1984; Keelan et al., 1985), while no changes in the previously described gut structures were 
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found in humans (Corazza et al., 1986; Lipski et al., 1992; Webster and Leeming, 1975). Differently, Martin et 
al. (1998a) reported an increase in villus height but a decrease in the number of villi and crypts with mouse 
age.  
 
 
 

 
 

 
Figure 18: Analysis of duodenal morphological structures in mock-treated wild type and 5XFAD mice. (A) 
Representative hematoxylin and eosin (HE) staining of intestinal duodenum structures (i.e., villus length, crypt depth, 
submucosa and muscularis thickness) were assessed in mock-treated (treated with PBS1X) 5XFAD and wild type mice. 
(B) Comparison of duodenal structures due to genetic background (three slides per mouse, n = 10 animals per group, n 
= 5 females). Four villi and neighboring structures were analyzed per slice by using a clockwise orientation to avoid 
selection bias (structures were measured at 3, 6, 9, and 12 h when seeing the gut cross-section as a clock). 
Immunohistochemistry of intestine samples was performed by Claudia Braun; Core facility Immunohistochemistry of 
the University Medical Center Mainz; method described in Valeri et al. (2021). Data are presented as the mean ± SEM. 
Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Exemplary gut sections and data were published 
in Nguyen et al. (2021). Abbreviations: 5XFAD (Alzheimer’s disease mouse model), WT (wild type), HE (hematoxylin and 
eosin), ns (not statistically significant). 
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Whether aging and gut microbiota are associated or not to intestinal morphological changes is still an open 
question. Therefore, in this chapter, the effect of aged microbiota transplant was evaluated in 5XFAD mice 
after 6 weeks from the inoculation (Fig. 19 A). Although no differences in the crypt depth were observed in 
transgenic animals after being exposed to the two treatments, the villus length, the submucosal and 
muscularis thickness were significantly increased in 5XFAD mice receiving cecal material from old donors (Fig. 
19 B, C, D and E).  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure 19: Analysis of duodenal morphological structures in FMT-treated recipient 5XFAD mice. (A) Representative 
hematoxylin and eosin (HE) staining of intestinal duodenum structures (i.e., villus length, crypt depth, submucosa and 
muscularis thickness) were assessed in FMT-treated 5XFAD mice. Comparison of duodenal structures between young 
and old treated groups of 5XFAD mice (three slides per mouse, n = 10 animals per group, n = 5 females): villus length 
(B), crypt depth (C), submucosa (D) and muscularis thickness (E). Four villi and neighboring structures were analyzed per 
slice by using a clockwise orientation to avoid selection bias (structures were measured at 3, 6, 9, and 12 h when seeing 
the gut cross-section as a clock). Immunohistochemistry of intestine samples was performed by Claudia Braun; Core 
facility Immunohistochemistry of the University Medical Center Mainz; method described in Valeri et al. (2021). Data 
are presented as the mean ± SEM. Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Exemplary 
gut sections and data were published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content from 
young wild type donors), Old (treatment with cecal content from old wild type donors), HE (hematoxylin and eosin). 

 
 
In summary, mock-treated aged-matched wild type and 5XFAD mice present significant difference only in 
one of the intestine’s anatomic structures investigated, the muscularis thickness (Fig. 18 B). Moreover, the 
transplant of microbiota in recipient transgenic 5XFAD mice was able to, at least partially, recreate the 
physiologic condition described in the intestine during normal aging. The observed differences in the 
muscularis thickness due to the genetic background were accentuated also after the microbiota transplant 
in the old group. Therefore, in the here presented study, it may be assumed that the regenerative stem cells 
and other gut functions that were reported to be negatively affected by aging, may also be compromised 
after administration of microbiota derived from aged mice. It is also important to take into consideration that 
duodenum presents a lower microbial density (103 bacteria/gram) when compared to other intestinal 
regions, such as ileum (107 bacteria/gram) and colon (1012 bacteria/gram) (see review Dieterich et al., 2018). 
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Since modifications in the morphology were already visible in duodenum samples due to FMT from old wild 
type donors, it is plausible to assume that ileum and colon regions, characterized by higher microbial density, 
may potentially show even more evident changes in such gut structures. In addition, elongation in some of 
the here presented gut structures may also be associated with absorptive dysfunctions due to the aging effect 
as also described elsewhere (Holt, 2001; Riordan et al., 1997). 
 
 

4.6 Physiological parameters associated to aging in 5XFAD FMT-treated recipient mice 
 
A common condition in elders is represented by increased low-grade inflammation (see chapter 1.9). 
Alteration of certain bacteria in the elderly (see Table 2) is associated with gut dysbiosis and with impaired 
intestinal epithelial integrity. Lack of epithelial integrity is also considered as one of the main causes for the 
increase in gut permeability (“leaky gut”) and systemic endotoxemia (Ragonnaud and Biragyn, 2021). The 
endotoxin LPS, a component of the bacterial cell wall of Gram-negative strains, is considered a strong trigger 
for the inflammatory pathway (Kell and Pretorius, 2015). In addition, LPS-binding protein (LBP) is a serum 
soluble glycoprotein (60 KDa) that is mainly synthetized in the liver by hepatocytes (Grube et al., 1994; 
Ramadori et al., 1990; Schumann et al., 1996) and in the intestine by epithelial cells (Vreugdenhil et al., 1999), 
and involved in innate immune response. It exerts a crucial function in the early detection of LPS facilitating 
the binding of LPS to CD14 in CD14+ cells and thereafter, activating transduction pathways involved in the 
release of pro-inflammatory mediators in the serum (Guha and Mackman, 2001; Wright et al., 1990). 
Increased LBP levels were also associated to acute inflammatory responses in sepsis (K. F. Chen et al., 2016) 
and in fat and carbohydrates rich diets (Ghanim et al., 2009). 
Analysis of plasma samples in C57BL/6J mice revealed higher levels of the LBP in aged 28-months-old 
compared to younger 6-months-old male mice (van der Lugt et al., 2018). Based on this study, an intriguing 
question regards the possibility that the transplant of an aged microbiota may induce an increase in the LBP 
levels also in 5XFAD recipient mice and with this, inducing an increase in the gut permeability. Therefore, 
analysis of LBP concentration in 5XFAD mice serum samples 6 weeks after the transplant was carried out by 
Malena Dos Santos Guilherme (Department of Psychiatry and Psychotherapy, Johannes Gutenberg-
University, Mainz; description of methods and result in Valeri et al. (2021)). Interestingly, a significant 
increase (around 25%) of LBP concentration was observed in 5XFAD mice treated with cecal content from old 
donors in comparison to those treated with material from young wild type donors (Fig. 20).  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure 20: Analysis of LBP concentration in serum samples of treated recipient 5XFAD mice. LBP analysis was collected 
from serum samples and analyzed by ELISA (n = 11 per group: young and old FMT-treated 5XFAD mice). Data are 
presented as the mean ± SEM. Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Analysis 
performed by the Malena Dos Santos Guilherme (Department of Psychiatry and Psychotherapy, Johannes Gutenberg-
University, Mainz; description of methods and result in Valeri et al. (2021)). Abbreviations: Young (treatment with cecal 
content from young wild type donors), Old (treatment with cecal content from old wild type donors), LBP (LPS binding 
protein). 
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However, LBP levels were only addressed in serum samples, while brain parenchyma samples were not 
investigated. Since the effect of LBP was limited only to 25%, it may be assumed that aged donors’ transplant 
exerts its function only in the periphery of recipient mice without reaching/affecting the brain. 
Alteration in metabolic pathways is often associated to decreased energy consumption and increased body 
weigh that may cause several complications associated to inflammation state, such as hypertension, 
cardiovascular disease and diabetes, in the elderly (Khanam et al., 2011; McTigue et al., 2006; Villareal et al., 
2005). As previously introduced (chapter 1.7), gut microbiota exerts a fundamental role in the control of the 
host energy balance through the modulation of several metabolic pathways. Moreover, the gut microbiota 
structure is also shaped by both age and blood glucose levels as demonstrated by more abundant 
Lactobacillus and Bifidobacterium at genus levels in participants belonging to high blood glucose 
concentration group (Enqi et al., 2019). Alteration in blood glucose levels is responsible for microbial 
dysbiosis and, for the changes in the production of associated metabolites, such as the SCFAs, which in turn, 
are involved in the regulation of immune system functions. In particular, decreased levels of SCFAs  due to 
changes in blood sugar levels have been associated to increased concentration of LPS and to low-grade 
inflammatory status (Enqi et al., 2019). Therefore, since 5XFAD-treated mice with cecal content from old wild 
type donors showed increased levels of LBP (Fig. 20), blood sugar levels were evaluated in the assigned 
groups (Fig. 21). No differences were observed between the two treatments suggesting the existence of a 
different regulation mechanism between mice and humans. To not interfere with the behavioral outcomes, 
mice were not kept at a particular diet regime or either be fasted the days before their dissection. However, 
mice were daily monitored and no differences in their body weight, that may affect the described evaluation, 
were observed in the treated groups (Table 3). In addition, it has been reported that the use of antibiotics 
affects the blood sugar and serum glucagon levels in 5XFAD mice (Dos Santos Guilherme et al., 2021). Since 
mice were pre-treated with antibiotics, before being inoculated with cecal content provided by healthy 
donors, it is possible to speculate that such treatment may interfere with the current evaluation of the blood 
sugar concentration in the FMT-treated groups. 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure 21: Sugar levels in blood samples of treated recipient 5XFAD mice. Samples from truncal blood were collected 
from mice during the dissection and blood sugar levels quantified (n = 14 for young and n = 12 for old FMT-treated 
5XFAD mice). Data are presented as the mean ± SEM (unpublished result). Statistical analysis was performed by using 
Student’s t-test (*, p < 0.05). Abbreviations: Young (treatment with cecal content from young wild type donors), Old 
(treatment with cecal content from old wild type donors). 

 
 
Increased BBB permeability in the elderly may facilitate the infiltration of immune cells in the brain and 
thereby accelerate the neuroinflammation process in AD patients (review Seo and Holtzman, 2020). In 
addition, both LPS and gut leakage may contribute to dysbiosis-related AD pathogenesis amplifying the Aβ 
deposition in the brain (Seo and Holtzman, 2020). Aside low-grade inflammation, another physiological 
feature associated to aging is represented by increased amount of visceral adipose tissue both in humans 
and rodents (Bartlett et al., 2012; Houtkooper et al., 2011; Hunter et al., 2010; Matsuzawa et al., 1995; Wu 
et al., 2007). Moreover, recruitment of thermogenic tissues, such as the brown and white adipose ones, have 
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been described to be controlled by gut microbes acting on the regulation of blood glucose concentration 
(Chevalier et al., 2015; Li et al., 2019; Somm et al., 2017; Worthmann et al., 2017). 
Abdominal fat, an anatomic region widely studied in rodents for its metabolic activity in adipose tissue, was 
collected and analyzed between 5XFAD mice treated with cecal content from young and old wild type donors. 
Analysis of abdominal fat (mg/g of body weight) revealed no significant differences between the two groups 
of mice after 6 weeks from the treatment. However, a trend to increase was observed in recipient mice 
treated with cecal material from old wild type mice (p = 0.06) (Fig. 22). 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
Figure 22: Analysis of abdominal fat in treated recipient 5XFAD mice. Abdominal fat was collected and weighed after 
animals’ dissection (n = 11 per group: young and old FMT-treated 5XFAD mice). Data are presented as the mean ± SEM 
in percentage of 5XFAD-treated young (“Young”) mice. Statistical analysis was performed by using Student’s t-test (*, p 
< 0.05). Data are published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content from young wild 
type donors), Old (treatment with cecal content from old wild type donors). 

 
 
Although levels of blood sugar were not different between the two groups (Fig. 21), transplantation of cecal 
content from old wild type donors was able to cause a mild increase in the abdominal fat concentration in 
5XFAD mice (Fig. 22). Probably, the lack of statistical significance in the described results may be limited by 
the timeline adopted in the current investigation. Indeed, it is possible to assume that prolongation of this 
study (more than six weeks after FMT) may generate higher statistical power. 
Taken together, all the analyzed features in the old groups, such as increased serum LBP levels and abdominal 
fat mass (Fig. 20 and 22), but also increased length in gut structures (Fig. 19), share a common profile 
attributed to the physiologic aging process in humans and animals. It may be assumed that cecal content 
transplant from old mice in young (P29 at the day of FMT) recipient 5XFAD mice may induce aging-associated 
changes that, not only directly influence the gut, but also may have wider systemic consequences. In 
particular, aging is often accompanied by alteration in body temperature with high variability in humans 
(Balmain et al., 2018; Waalen and Buxbaum, 2011). In the vast majority of reported cases/studies, humans’ 
elderly and aged mice showed reduced body temperature compared to younger individuals (Güneş and 
Zaybak, 2008; Howell, 1948; Salvosa et al., 1971). It has been suggested that the drop in body temperature 
observed in elders may be caused by their inability to regulate their body temperature in equal measure as 
young adults because of alterations in their responses to changes in body temperature (Güneş and Zaybak, 
2008). Moreover, microbiome composition and other gut-related functions (e.g., digestion process) are 
dependent from the host temperature (Hylander and Repasky, 2019). In addition, adipose tissue exerts its 
function not only in storing the energy, but also in the production of heat (Song et al., 2013). Indeed, people 
suffering of obesity present a thicker layer of subcutaneous adipose tissue that can be associated with their 
higher body temperature (Bastardot et al., 2019). Therefore, the body temperature of the mice was 
evaluated in FMT-treated 5XFAD mice. Body temperature was always measured at the same hour (around 
9:00 AM) of the morning to avoid errors due to temperature circadian fluctuation as described elsewhere 
(Hankenson et al., 2018). Interestingly, after 6 weeks from FMT, mice treated with cecal material from old 

Young Old 
0.0

0.5

1.0

1.5

2.0

a
b

d
o

m
in

a
l 
fa

t

m
g

/g
 o

f 
b

o
d

y
 w

e
ig

h
t p=0.06



 
 

85 
 

donors showed a significant reduction of 1% of the body temperature compared to the ones treated with 
material from young donors (Fig. 23).  
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
Figure 23: Analysis of body temperature in FMT-treated recipient 5XFAD mice. Body temperature was assessed directly 
before sacrifice (around 9:00 AM) using an infrared thermometer on the genital area. Temperature was taken into 
account only in the cases of not defecation or urination during measurement. Data are presented as the mean ± SEM in 
percentage of 5XFAD-treated young (“Young”) mice (5XFAD mice treated with caecum content from young (n = 8) and 
old (n = 10) wild type donors). Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Data published 
in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content from young wild type donors), Old (treatment 
with cecal content from old wild type donors). 

 
 
It is possible to assume that transplant of cecal microbiota from healthy old wild type donors into recipient 
transgenic 5XFAD mice may induce changes in body temperature that are associated to aging. Several 
parameters need to be taken into account for the assessment of body temperature, including the already 
cited daily fluctuation but also, the different handling stress caused to animals when they are restrained for 
temperature assessment and the methodology used. For the methodology, sensors inserted under the loose 
skin of the pelt of mice were able to confirm the observed drop in body temperature associated with aging 
(Gonzales and Rikke, 2010). Other common methods consist in using rectal probes for temperature readings, 
which requires the use of anesthetic in order to insert the probe without causing harm to animals (Kawakami 
et al., 2018). However, in this study, the infrared thermometer allowed the detection of the body surface 
temperature without subjecting the mice to undue stress (Kawakami et al., 2018). In addition, reliability of 
infrared thermometer was already tested in comparison to the rectal probes (Kawakami et al., 2018). 
Among the behavioral mechanisms used by animals for conserving the body temperature, “huddling” and 
“nest building” tests are considered as valuable indicators of mice health and well-being (Gaskill et al., 2013; 
X. Y. Zhang et al., 2018). Huddling is a behavioral mechanism used by animals for conserving the body 
temperature that is also able to alter the microbiota composition in rodents (X. Y. Zhang et al., 2018). In 
addition, X. Y. Zhang et al. (2018) suggested that the temperature variation and energy consumption due to 
huddling are associated with the shaping of the cecal microbiota in voles’ (X. Y. Zhang et al., 2018). Nesting 
is a task based on a passive learning behavior that rely on two brain regions, such as hippocampus (Deacon, 
2012; Deacon and Rawlins, 2006) and prefrontal cortex (Kolb and Whishaw, 1985). In detail, hippocampal 
neurons called “nest cells” were deputed to the nest building function (Lin et al., 2007) as demonstrated by 
poor nests built in mice and rats with hippocampal lesions (Deacon et al., 2002; Kim, 1960). In the presented 
study, nest building ability was evaluated after 6 weeks from FMT treatment in 5XFAD mice following a rigid 
planned time schedule (described in Fig. 7B). Interestingly, transgenic mice treated with cecal content from 
old wild type mice donors displayed, even if not statistically significant, higher score and reduced amount of 
unused material when compared to the ones treated with cecal content from young wild type individuals 
(Fig. 24 A and B). 
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Figure 24: Nest building behavior in FMT-treated recipient 5XFAD mice. (A) Nesting score and (B) unused material in 
5XFAD mice after 6 weeks from the FMT treatment. Data are presented as the mean ± SEM (n = 20 per group, n = 5 
females). Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Data are published in Valeri et al. 
(2021). Abbreviations: Young (treatment with cecal content from young wild type donors), Old (treatment with cecal 
content from old wild type donors). 

 
 
It appears plausible, that the observed reduction in body temperature (Fig. 23) may affect the tendency to 
build better nest structures with more material integrated in 5XFAD mice treated with cecal content from 
old donors. Therefore, it is possible to speculate that mice, that received cecal material from old donors, 
build better nest with more integrated material to balance the loss of body temperature due to the gut 
microbiota transplant.  
In summary, this study showed that transplant of cecal microbiota belonging to aged mice into young 
recipient 5XFAD mice reproduced some physiological changes occurring in aged animals and humans and 
that such changes were already visible after 6 weeks from transplantation.  
 
 
 

4.7 Effect of FMT on brain hallmarks in 5XFAD mice 
 
LPS and gut leakage may facilitate the infiltration of immune cells in the brain and with this, contributing to 
acceleration of dysbiosis associated to AD pathogenesis, such as the amplification of Aβ deposition in the 
brain (Seo and Holtzman, 2020). As previously reported (chapter 4.6), FMT-treated 5XFAD mice with caecum 
content from old donors displayed higher LBP concentration and alteration of other aging-related 
physiological parameters (Figs. 20-23). In addition, molecular changes due to the pathology have already 
been described in human patients before the onset of clinical symptoms (Jack et al., 2013). Previous studies 
conducted in APPswe/PS1ΔE9 mice revealed amelioration of AD symptomatology after FMT treatment 
(Dodiya et al., 2019; Sun et al., 2019). Sun et al. (2019) reported an improvement in cognitive deficits together 
with decrease of Aβ in APPswe/PS1ΔE9 mice (aged 6 months) after being subjected to FMT treatment. Such 
improvements were also accompanied by increased synaptic plasticity (i.e., increased PSD-95 and synapsin I 
level) (Sun et al., 2019). Similarly, a restoration of microbiome diversity and profile together with, a partial 
restoration of  Aβ plaques and microglial morphology, were observed in antibiotic-treated APPswe/PS1ΔE9 
male mice after being exposed to fecal transplant from age-matched APPswe/PS1ΔE9 male donor mice 
(Dodiya et al., 2019). Therefore, such studies revealed that fecal microbiota is involved in AD pathology and 
presumably acting responsible for the Aβ deposition and microglial physiology in AD mouse model (Dodiya 
et al., 2019). 
Whether FMT from healthy donors may induce aggravation of AD hallmarks specifically in the brain of 
recipient 5XFAD mice in relation to aging has not been addressed so far. Therefore, in this study, brain 
histological quantitative analysis was conducted in 5XFAD-treated mice (immunohistochemistry of brain 
samples was performed by Claudia Braun; Core facility Immunohistochemistry of the University Medical 
Center Mainz; collection and preparation of brains for immunohistochemistry staining was described in 
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chapter 2.2.8 and 2.2.10.2.1, while immunostaining procedure was reported in Valeri et al. (2021)). The 
representative brain regions of cortex, prefrontal cortex, hippocampus (i.e., dentate gyrus and subiculum) 
were chosen as target areas for their involvement in AD (brain areas affected by AD are described in chapter 
1.4). No differences in Aβ-peptide containing deposits were detected in all target brain areas stained with 
the antibody 6E10 independently from the treatment (Fig. 25 A, B and C). Such lack of differences between 
the two treated groups in the selected brain areas may be explained by the use of less selective antibody for 
Aβ. Indeed, 6E10 antibody allowed the detection of all abnormally processed forms derived from APP 
(reactive to amino acids 1-16 Aβ) as well as for the full-length APP itself. However, quantitative analysis with 
Thioflavin-T (ThT), a fluorescent dye commonly used to detect amyloid plaques, revealed higher signal 
intensity in 5XFAD recipient mice treated with cecal content from old wild type mice in the prefrontal cortex 
and dentate gyrus areas as compared to the young-treated ones (Fig. 26). 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure 25: Staining of Aβ-containing deposits in selected brain regions of FMT-treated recipient 5XFAD mice. 
Exemplary representation of APP-derived cleavage products staining (antibody 6E10) in the prefrontal cortex (A) and in 
the dentate gyrus, subiculum and cortex regions (B) of 5XFAD mice treated with cecal content from young and old wild 
type mice compared to wild type (WT) mice. Scale bars represent 0.5 and 0.25 mm (4 x and 10 x magnification). C) 
Quantitative analysis of antibody 6E10 intensity using defined area-sizes as described elsewhere (Reinhardt et al., 2018). 
Data are presented as the mean in percentage of young (“Young”) group ± SEM. Two slides per mouse were analyzed 
(n = 9 for transgenic mice treated with cecal material from young and n = 10 for mice treated with old donor material). 
Statistical analysis was performed by using Student’s t-test (*, p < 0.05). Immunohistochemistry of brain samples was 
performed by Claudia Braun; Core facility Immunohistochemistry of the University Medical Center Mainz; method 
described in Valeri et al. (2021). Data are published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal 
content from young wild type donors), Old (treatment with cecal content from old wild type donors), WT (wild type). 
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Figure 26: Amyloid plaques staining in brain areas of FMT-treated recipient 5XFAD mice. (Left) Representative stained 
brain areas (i.e., dentate gyrus, subiculum, cortex and prefrontal cortex) with Thioflavin-T (green) for labelling amyloid 
plaques and DAPI (blue) for detecting the neuronal nuclei double-stranded DNA in untreated wild type (WT) and FMT-
treated 5XFAD mice. (Right) Quantitative analysis of amyloids plaque in FMT-treated 5XFAD mice. Data are presented 
as mean ± SEM in percentage of young (“Young”) group. Two slides per mouse were analyzed (n = 9 for transgenic mice 
treated with cecal material from young and n = 10 for mice treated with old donor material). Statistical analysis was 
performed by using Student’s t-test (*, p < 0.05). Data are published in Valeri et al. (2021). Abbreviations: Young 
(treatment with cecal content from young wild type donors), Old (treatment with cecal content from old wild type 
donors), WT (wild type), ThT (Thioflavin-T). 

 
 
The enhanced production of Aβ plaque deposition, rather than its processing, observed in the prefrontal 
cortex and dentate gyrus brain regions may allow speculation for a possible acceleration of AD pathogenesis 
due to transplantation of healthy but aged microbiota. Therefore, quantitative analysis of key molecules 
involved both in AD and in aging process was conducted by Malena Dos Santos Guilherme (Department of 
Psychiatry and Psychotherapy, Johannes Gutenberg-University, Mainz; description of methods and result in 
Valeri et al. (2021)) in prefrontal cortex samples (Fig. 27 A).  
Quantification of heterologous hAPP protein revealed no differences between 5XFAD young and old treated 
groups (p = 0.7167) confirming that transplantation of aged microbiota increased the amount of plaque 
production but not of their precursor protein (Fig. 27 B). Therefore, it may be excluded that such elevation 
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in plaque deposition did not depend on Thy1, the promoter used to drive the APP overexpression and the 
generation of Aβ higher levels in 5XFAD mice (Oakley et al., 2006). 
Among the investigated hallmarks, the enzyme NO synthase type I (NOS1) is involved in the production of 
nitric oxide (NO) that in turn, can react with superoxide radicals (produced by Aβ deposits in AD brains) 
inducing cellular injury (Galimberti et al., 2008). NO exerts a crucial function in maintaining the physiological 
homeostasis (Knott and Bossy-Wetzel, 2010; Tanaka and Seals, 2008) and its decrease in production, 
bioavailability and metabolic signalling is associated to decline in several physiological functions (Siervo et 
al., 2018; Sverdlov et al., 2014). Moreover, aging-related intestinal barrier dysfunction, represented by 
increased blood endotoxins levels and, generated by intraperitoneal administration of arginase inhibitor 
N(ω)-hydroxy-nor-l-arginine (norNOHA), resulted in lower expression of inducible nitric oxide synthase (inos) 
mRNA and NO2

− in small intestinal tissue of aged male (17 months) as compared to young (3 months) 
C57BL/6J mice (Brandt et al., 2022).  
The glial fibrillary acidic protein (GFAP) is a marker for neuronal damage (known as astrogliosis) that is 
associated with higher Aβ plaque density in brain regions associated to AD (i.e., lower white matter integrity 
in the medial temporal lobe) and to impairment in episodic memory in AD patients (Bettcher et al., 2021; 
Chatterjee et al., 2021). Several studies support the idea, that the increase in GFAP expression is associated 
to higher astrocytes reactivity during aging, as provided by a conspicuous increase in the inflammatory genes 
(i.e., belonging to components C3 and C4B) observed in aged (2-year-old) mice in comparison to younger 
mice (see review Palmer and Ousman, 2018). Lack of knowledge concerns the role of NOS1 and GFAP proteins 
in the prefrontal cortex of 5XFAD mice receiving cecal content from young or old wild type donors. Therefore, 
analysis of these key proteins associated to AD and aging inflammation process was conducted, and no 
differences between the mentioned groups were detected (Fig. 27 C and D). 
Brain-derived neurotrophic factor (BDNF) plays a fundamental role during brain development supporting the 
survival and differentiation of neuronal population (Bathina and Das, 2015). In addition, it is involved in the 
regulation of the synaptogenesis, synaptic transmission and plasticity (Molinari et al., 2020). Moreover, it 
exerts a crucial role in the maintenance of adult cortical neurons whose dysfunction contributes to the initial 
loss of short-term memory in AD (Giuffrida et al., 2018). Controversial findings have been reviewed 
concerning the role of BDNF during aging (Miranda et al., 2019). On one hand, circulating BDNF expression 
resulted reduced in blood samples of both aged primates and humans (Hayashi et al., 2001; Shimada et al., 
2014) and in brains of rodents (Silhol et al., 2005). On the other hand, both the absence of changes (Lapchak 
et al., 1993; Narisawa-Saito and Nawa, 1996) and increase (Newton et al., 2005) in BDNF levels were observed 
in rodents’ hippocampus during aging. However, human studies on BDNF are limited to serum analysis due 
to ethical reasons and a total lack of knowledge, concerns the in vivo BDNF analyses in the brain. The effect 
of gut microbiota on the brain BDNF levels have been reviewed (Maqsood and Stone, 2016). However, 
whether BDNF levels may also be affected by FMT from healthy young or old wild type in 5XFAD mice is an 
open question. Therefore, BDNF levels were investigated in the prefrontal cortex of 5XFAD mice subjected 
to cecal transplantation from young or old wild type donors. Analysis of BDNF levels, even if not statistically 
significant, showed a slight increase in the mice treated with cecal material from old wild type donors (Fig. 
27 E).  
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Figure 27: Analysis of AD-related proteins in FMT-treated 5XFAD recipient mice. The prefrontal cortex area was 
dissected and homogenized; 17.5 μg of protein were used for Western blot analysis. (A) Representative sample pair for 
each of the detected proteins is shown. (B-E) Quantitative analysis of AD-related proteins involved in the inflammation 
or neurotransmission processes (APP, NOS1, GFAP and BDNF). Data are presented as the mean ± SEM in percentage of 
the mean of animals treated with caecum content from young donors (“Young”). Sample sizes of n = 6 - 7 per group 
were analyzed and normalized on GAPDH. Statistical analysis was performed by using Student’s t-test (*, p < 0.05). 
Analysis performed by the Malena Dos Santos Guilherme (Department of Psychiatry and Psychotherapy, Johannes 
Gutenberg-University, Mainz; data published in Valeri et al. (2021). Abbreviations: Young (treatment with cecal content 
from young wild type donors), Old (treatment with cecal content from old wild type donors), NOS1 (NO synthase type 
I), hAPP (human amyloid precursor protein), GFAP (Glial fibrillary acidic protein), GAPDH (Glyceraldehyde-3-Phosphate 
Dehydrogenase), BDNF (brain-derived neurotrophic factor). 

 
 
In summary, increased Aβ-containing deposits were observed in prefrontal cortex and slightly in the 
hippocampus dentate gyrus slices of 5XFAD mice treated with cecal content from old healthy donors. It seems 
plausible that transplant of an old microbiota may exert its function evoking increasement in some of AD 
hallmarks independently from the used AD mice model (observation in both APPswe/PS1ΔE9 and 5XFAD 
mouse models). However, the reason for such significant increase in plaque deposition in the prefrontal 
cortex is unknown as many genetic and environmental factors may come into play (see chapter 1.3). Among 
the genetic factors influencing the Aβ production levels in AD patients, increased APP cleavage needs to be 
excluded as its levels were comparable between mice receiving cecal content from young and old donors 
(Fig. 27 A and B). In opposite direction from other reports showing increased microglia activation and NO 
production (induced in rodents by LPS injection at intraperitoneal level or directly in the brain (Brahmachari 
et al., 2006; Kang et al., 2019)), aged microbiota transplant seems to play a null effect on 5XFAD mice as 
shown by comparable levels of NOS1 and GFAP proteins between the two treatments (Fig. 27 C and D). 
However, lack of alteration in these proteins due to the received treatments in 5XFAD mice might hint for a 
more complex mechanism that involves the participation of inflammation proteins associated to the gut 
microbiota. Since Brandt et al. (2022) revelead a lower expression of inos mRNA and of NO2

− product in mice 
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aged 17 months, the observed lack of difference in NO production between the FMT-treated groups may be 
expected, as donor mice belonging to the old group were of 12 months of age.  
Contrarily to other reports on aging showing BDNF deficiency in rodents aged brains or liquid biopsies 
(Palomer et al., 2016; Webster et al., 2002) and in AD pathological conditions (Ng et al., 2019; Silhol et al., 
2008), slight higher BDNF levels were identified in the FMT-treated old group of mice. Whether BDNF levels 
in serum samples reflect the observed changes in the brain is a matter of debate. Indeed, several studies 
show a correlation (more than 75%) between the measures conducted in central nervous system with the 
ones in serum samples, pointing to the general idea of BDNF being able to cross the BBB (Klein et al., 2011; 
Rasmussen et al., 2009; Sartorius et al., 2009). This might hint to a more accessible alternative way of 
investigation for humans in which, analysis of BDNF in serum may be used as a proxy for the brain (Di Lazzaro 
et al., 2007; Pan et al., 1998; Pardridge et al., 1998). Moreover, higher BDNF levels were also detected in 
human serum samples at the very early stages of AD suggesting a compensatory repair mechanism in early 
neurodegeneration that could contribute to increase the degradation of Aβ (Laske et al., 2006). Therefore, a 
deeper analysis on serum BDNF levels is required in future studies concerning the role of FMT in 5XFAD mice 
that received cecal content from old and young healthy donors. In addition, studies in older mice (more than 
10 weeks) and with prolonged chronic FMT treatment (more than 6 weeks) may differently affect the final 
levels of BDNF giving a more pronounced statistical significance between treated groups. Based on these 
studies, it is also possible to assume that cecal material from the old donor mice started a vicious 
development that may diverge overtime.  
The existing differences between AD mouse models and patients may compromise the translatability of 
results obtained in mouse studies towards humans (see chapter 1.8.3 for translational issues). In particular, 
microbiota composition changes between mice and humans due to difference in their anatomy and other 
confounding factors (e.g., age, sex, diet, comorbidities, use of medication and inclusion of small sample sizes 
in human studies) (van Olst et al., 2021). At technical level, most of the research uses transplant of cecal 
content in mouse, while human studies use stool samples (van Olst et al., 2021). In addition, the used 
transgenic 5XFAD mouse model presents mutations associated to familial AD leading to of an excessive 
production of Aβ pathology, while the vast majority of AD cases in humans are sporadic (see chapters 1.3 
and 1.5). Therefore, the selection of a suitable donor for both mouse models and humans remain a 
demanding task. In humans, donors should be chosen based on their good health condition (e.g., no 
predisposition to genetic disease, including diabetes and obesity) and absence of any detectable infectious 
agents (Ianiro et al., 2022; Junca et al., 2022). Moreover, donors need to be carefully selected since, 
molecular changes in biomarkers (i.e., Aβ plaques and NFTs) associated to AD start to begin more than two 
decades before the onset of clinical symptoms in human pathology (Fortea et al., 2020; Holtzman et al., 
2011). Another possibility that may bridge the differences between mice and humans concerns the use of 
mice with humanized microbiota (Goodman et al., 2011). However, generation of such mice is extremely 
hard to produce as several factors come into play when translating to human gut microbiota (e.g., anatomical 
and physiological factors, diet and environmental stimuli) (Park and Im, 2020). Moreover, alteration of 
microbiota composition in AD, observed between humans and animal models, may also depend on different 
disease stages (Brandscheid et al., 2017; Harach et al., 2017; Haran et al., 2019; van Olst et al., 2021; Zhuang 
et al., 2018). In conclusion, despite translational issues, acute administration of aged microbiota into young 
recipient 5XFAD mice was able to reproduce certain aspects common to healthy human elderly and healthy 
aged mice already after 6 weeks from treatment. In addition, selective AD hallmarks resulted aggravated in 
mice after having received cecal content from old healthy mice. It may be possible to assume that a prolonged 
chronic treatment may shed light on unknown molecular and behavioral mechanisms that were not covered 
by the acute administration. 
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4.8 Activation of enteric neurons in Arc-GFP mice subjected to chronic social defeat stress paradigm 
 
Stress is an environmental factor that is associated to acceleration of AD in rodents (review Justice, 2018). 
Among the AD hallmarks involved, increased APP expression and Aβ production was observed in rodents 
upon both acute and chronic stress exposure, from mild to intense stress magnitudes (Briones et al., 2012; 
Justice, 2018; Ray et al., 2011; Rosa et al., 2005; Sayer et al., 2008; Solas et al., 2010). In addition, both levels 
of hyperphosphorylated tau and NFTs resulted elevated by stress in AD mouse models (Feng et al., 2005; 
Fujio et al., 2007; Korneyev, 1998; Kvetnansky et al., 2016; Okawa, 2000; Rissman et al., 2007). At behavioral 
level, loss in cognitive performance was accelerated in AD mouse model subjected to stress exposition (Dong 
et al., 2004; Jeong et al., 2006). Although several studies conducted in animals correlate the stress exposure 
to a worsening of the pathology, this was not proven in humans as lifestyle changes between individuals and 
several other factors may come into play (review Justice, 2018). In the last decade, the role of stress has been 
emerged in relation to the microbiome and to the gut dysbiosis (review by Dogra et al., 2020). The gut 
microbiota is involved in the processes leading to the intestinal permeability and to the final establishment 
of a “leaky gut” (see chapter 1.7.1; Fig. 3B). Such processes were mediated by physiological and behavioral 
consequences of stress exposure, that include alteration in the HPA axis (Gareau et al., 2007; Sudo et al., 
2004), compromised cognition (Gareau et al., 2011), enhanced inflammation (Bailey et al., 2011; Maslanik et 
al., 2012), compromission of the intestinal barrier function (Bailey and Coe, 1999; Gareau et al., 2007; Mackos 
et al., 2016; Söderholm and Perdue, 2001; Zheng et al., 2017, 2013) and alteration in social behavior (Bailey 
and Coe, 1999). Therefore, intestinal microbiota may act as a mediator of chronic stress responses (Karl et 
al., 2018; Mackos et al., 2016; Sudo et al., 2004). Different kinds of stressor events negatively impact the gut 
microbiota composition in several animal studies (e.g., maternal separation and chronic restraint stress 
induce a reduction of Lactobacilli) (Bailey et al., 2011; Bailey and Coe, 1999; De Palma et al., 2014; Karl et al., 
2018; Tannock and Savage, 1974; Zheng et al., 2013). The capacity to adapt to the overcoming stress and 
adversity maintaining the normal psychological and physical functions is defined as “resilience”, while the 
opposite as “susceptibility” (Russo et al., 2012; Rutter, 1993; Southwick et al., 2005). Several animal models 
were used to address such heterogeneity of response to stress basing on the chronic social defeat stress 
(CSDS) paradigm (Krishnan et al., 2007; Yoshida et al., 2021). In detail, animal protocols for CSDS paradigms 
have already been reviewed (see Hollis and Kabbaj, 2014). In most of the CSDS paradigms, mice can be 
classified either resilient or susceptible based on their exposition to administration of 10 daily bouts with an 
aggressor male mouse with the CD-1 strain (Calvo et al., 2011; Larrieu et al., 2017; Yohn et al., 2019). 
Susceptible mice exhibit alterations at behavioral, neural, and hormonal levels according to the received 
chronic stress and to the social avoidance towards the aggressor, whereas resilient mice do not show these 
alterations and remain social interested towards the aggressor (Dos Santos Guilherme et al., 2021; Krishnan 
et al., 2007; Krishnan and Nestler, 2008; Yohn et al., 2019). Changes in the fecal microbiome have been 
addressed in C57BL6/J mice subjected to CSDS paradigm (Bharwani et al., 2016). In particular, male mice 
exposed to an aggressor mouse with the CD-1 strain for 10 days displayed reduced microbial richness and 
diversity (Bharwani et al., 2016).  
As previously reported in chapter 1.7, the GIT exerts several complex digestive functions associated to gut 
microbiota. In addition, within the GIT and embedded in the gut wall, resides the ENS, a complex intrinsic 
neural network responsible for the coordination of multiple functions, including the response to stress events 
(Gershon and Erde, 1981; Million and Larauche, 2016; Wood, 2008). Moreover, CNS and ENS are 
bidirectionally connected in the well-known GBA. On one hand, signals induced by the perception of stressful 
events are directed by the brain to the ENS through the efferent fibers of the vagal nerve (Breit et al., 2018; 
Tubbs et al., 2015). On the other hand, afferent fibers of the vagal nerve are implicated in the stimulation of 
HPA axis which, in turn, directs the adaptive stressors responses of the organism (Breit et al., 2018; Howland, 
2014; Tubbs et al., 2015). 
To shed light on the link between stress experiences and the activation of enteric neurons, a transgenic Arc-
sfGFP mouse model was used in this study (model described in Guenthner et al., 2013). This mouse model 
was based on the Arc promoter activity to enable GFP expression in enteric neurons upon Tamoxifen 
administration (Guenthner et al., 2013).  
Male and female Arc-sfGFP mice aged 4 weeks were exposed to a CSDS paradigm to induce a stratification 
into resilient and susceptible subgroups based on behavioral profiles. The Arc promoter activity has been 
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assessed after 5 (for males) and 9 (for females) hours from the Tamoxifen intraperitoneal injection analyzing 
the GFP-positive neurons cell counts in the myenteric plexus (a branch of ENS within the outer LMMP and 
derived from ileum) by fluorescence microscopy (Fig. 28 A). Interestingly, a significantly higher number of 
GFP-positive neurons cell counts was detected both in male and female mice that were exposed to chronic 
social defeat before assessment of social interaction (labeled as “stressed”) compared to their respective 
control mice that were not exposed to chronic social defeat but only to social interaction (methods described 
in Chongtham et al., 2021; Dos Santos Guilherme et al., 2022). No differences were observed between 
resilient and susceptible stratified subgroups regardless of sex (Fig 28 B and C). However, baseline numbers 
of activated enteric neurons were different between control male and female Arc-sfGFP mice with higher 
levels in the latter (females: 78 ± 9 versus males: 45 ± 3; p = 0.017) (Fig 28 D and E). This may suggest the 
presence of sex dimorphism in enteric neurons residing in LMMP. 
In summary, a tremendous activation of enteric neurons has been observed in both male and female mice 
subjected to stressful events. A possible explanation for the observed increased neuronal activation may 
reside in the presence of a mutual exposition between the ENS and the gut microbiota due to the GBA 
(chapter 1.7). Taking into account the proximity of the microbiota to the ENS, microbes harboring the gut can 
either directly or indirectly influence its development and function (Hyland and Cryan, 2016). In particular, 
bacteria residing in the gut are involved in the host production of several signaling molecules, including 
neurotransmitters (e.g., serotonin) and hormones that modulate the ENS of adult mice (De Vadder et al., 
2018). The role of Arc has not come into focus in relation to enteric neurons or stressful events. However, it 
has been shown that Arc protein was highly expressed in hippocampal CA1 neurons and, this was correlated 
with behavioral response induced by chronic stress in mice (Leem and Chang, 2017). Additionally, due to its 
expression in neurons, Arc has been used as technical tool to address hippocampal expression patterns of 
resilient and susceptible mice (Dos Santos Guilherme et al., 2022). Moreover, Arc expression was also 
associated to increased EphB2 signaling in irritable bowel disease model rats and to synaptic plasticity (L. 
Zhang et al., 2022). Therefore, it is plausible that different stressors may modulate the Arc expression. This 
allows speculation on the involvement of Arc as a possible mediator in the GBA between the gut microbiota 
changes and the activation of enteric neurons.  
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Figure 28: Analysis of activated enteric neurons residing in the ileum myenteric plexus in male and female Arc-sfGFP 
mice subjected to CSDS paradigms. (A) Representative picture of enteric neurons expressing Arc promoter activity via 
sGFP expression in the LMMPs of mice subjected to defeated (stressed) and undefeated control (CTRL) mice. Tamoxifen 
was administrated 5 h (for males) and 9 h (for females) before the social interaction test label activated neurons 
(methods described in Guenthner et al., 2013). Scale bar: 100 μm. sGFP positive neurons were counted from defined 
areas for each mouse (see Fig. 6) in female (B and D) and male (C and E) mice. (B) Female mice: sGFP positive neurons 
were counted in three squares from two independent images per mouse (n = 4 for resilient, 7 for susceptible and 5 for 
control). (C) Male mice: sGFP positive neurons were counted in three squares from three independent images per 
mouse (n = 4 for resilient, 3 for susceptible and 4 for control). (D and E) Data from susceptible and resilient mice 
belonging to B and C were pooled in the stressed group. Data layout from (B) and (D) were slightly modified from 
published article of Dos Santos Guilherme et al. (2022), while (C) and (D) consist of unpublished data. Statistical analysis 
was performed by one-way ANOVA (Tukey’s multiple comparison test; (*, p < 0.05; **, p < 0.01; ***, p < 0.001). 
Abbreviations: Arc-sfGFP (Mouse model: ARC-creERT2/+.R26CAG-LSL-Sun1-sfGFP-Myc/+), CTRL (undefeated control), 
ns (not statistically significant). 
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5. Conclusion and future perspective 
 
In the here presented dissertation, the effect of cecal microbiota transplant from wildtype mice donors into 
recipient transgenic 5XFAD mice was investigated in relation to aging. A modified antibiotics treatment 
regime, based on Minter et al. (2016), was able to reduce the baseline CFUs level of bacteria in the gut, 
allowing the grafting of external donors’ microbiota in recipient 5XFAD mice. Then, transplant of an aged 
cecal microbiota provided by healthy wild type donors into recipient mice was evaluated by monitoring the 
levels of the chosen representative target families of Enterobacteriaceae and Lactobacillaceae and by specific 
group of bacteria through qPCR analysis up to 6 weeks after inoculation. The choice of the described target 
bacteria families was based on their effect related to the aging process and on their opposite function on the 
host homeostasis (see chapter 1.9). Interestingly, higher Lactobacillaceae levels were detected in 5XFAD mice 
treated with cecal material from old donors after transfer, showing homogeneity with the results obtained 
in old donors. However, qPCR analysis revealed the lack of differences for a wider selection of bacteria among 
the treated groups except for general Firmicutes phylum and species belonging to Bifidobacterium genus. 
Indeed, decrease of different Bifidobacteria species were detected in 5XFAD mice treated with cecal material 
from old donors compared to the ones treated with cecal material from young donors confirming previous 
reports in human adults and elderly (see Table 2). The use of a germ-free line of mice would be an alternative 
step of validation for the efficiency of FMT treatment instead of the already used antibiotics treatment. A 
future investigation would be to expand such analysis to fecal microbes that were not covered by qPCR. 
Indeed, only 0.1–10% of microbial species can be differentiated using the here used techniques. Therefore, 
next generation sequencing (NSG) may be used to remove the limitations and boundaries associated with 
classic culture-based approaches (Malla et al., 2019; Wu et al., 2017). Moreover, future research on fecal 
transplant from human adults and elders to 5XFAD mice may clarify whether the observed changes in 
bacterial specimens are unique for mice or if can also be translated to humans. The stability of donors’ 
microbiota in recipient mice was assessed up to 6 weeks after transplant confirming consistency with a 
previous study (Ellekilde et al., 2014). However, longer distance studies (more than 6 weeks) may confirm 
whether the microbiota stability will be maintained and/or if other microbial communities may change over 
time.  
The proximity effect of the FMT was investigated on the host duodenal morphology. Interestingly, 5XFAD 
mice treated with cecal content from old donors showed increased villus length as well as elevated 
submucosa and muscularis thickness reflecting previous observations on aged mice (El-Salhy et al., 1999; 
Nalapareddy et al., 2017). These evidences suggested, that the implant of external microbiota provided by 
old donors into the host, exert a critical role in duodenum morphology. Presumably, such alteration in the 
duodenal structures may be caused by a decline in tissue regenerative capacity occurring during aging. Since 
intestine is a stem cell-based organ (Nalapareddy et al., 2017), analysis of intestinal stem cells (ISCs) and 
underlying pathways (e.g., downregulation in canonical Wnt signaling during aging and AD in rodents 
(Palomer et al., 2019)) should be carried out in 5XFAD mice treated with cecal material from old donors. In 
addition, alteration of mRNA expression levels of genes, involved in Glucagon-like peptide-2 signaling 
pathway (e.g., Glp-2r and Igf-1), were associated to altered the villus morphology and in nutrient’s 
digestion/absorption in aged SAMP mice (Suzuki et al., 2022). Therefore, whether the observed changes in 
duodenal morphology structures, due to transplant of cecal content from old donors in 5XFAD mice, may be 
associated to alteration of such genes is unknown and future studies should be carried out as a support 
analysis. Aged mice are also characterized by compromised nutrient absorption, whose function is mainly 
exerted by enterocytes residing in the microvilli brush border (Barzilai et al., 2012; Yoshimoto et al., 2021). 
Increased rate of enterocytes apoptosis, shown by higher levels of cleaved caspase-3 positive cells, together 
with reduced enterocyte maturity and absorptive efficacy, have been observed in intestinal crypts and villi 
of aged mice (Ciccocioppo et al., 2002; Moorefield et al., 2017). Therefore, whether aged microbiota is able 
to induce such increase rate of apoptosis, normally associated to the aging process, also in transplanted 
5XFAD mice is a further analysis to be covered in future experiments. Among the functions exerted by gut 
microbiota, the intestinal barrier functions and motility resulted altered during aging (Orr and Chen, 2002; 
Wilms et al., 2020). In addition, some studies suggested that such impaired functions may be attributed to 
increased muscle layer thickness in older animals (Wilms et al., 2020). In accordance with this hypothesis, in 
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the current investigation, transgenic mice treated with FMT from old donors showed a similar result (i.e., 
increased submucosa and muscularis thickness), suggesting that transplantation of an aged microbiota may 
induce an aging-associated phenotype. However, future investigation on the mechanisms at the base of 
contractile properties (e.g., myosin phosphorylation and calcium signalling pathways) of intestinal muscle in 
relation to FMT should fill this gap. Furthermore, analysis of gut transition time, normally affected in aged 
rodents (Diss et al., 2013; Smits and Lefebvre, 1996), may be a support analysis to confirm whether changes 
in the muscular thickness may be associated to a transplant of aged microbiota. Furthermore, analysis of 
nutrients intake, normally altered in aged mice due to compromised gut structure, should be evaluated as 
an additional confirm of the effect of the microbiota transplant.  
A common phenotype associated to aging and elderly is represented by chronic inflammation process and 
altered nutrient intake that may induced medical complications including diabetes and inflammatory bowel 
disease (Hunter et al., 2010; Seo and Holtzman, 2020). Therefore, whether transplantation of aged donor 
microbiota may induce similar changes, several physiological parameters, known to be affected by aging, 
were investigated. Among those, a tendency to increase in abdominal fat amount, increased serum LBP 
concentration, and decrease in body temperature were also observed in relation to the aging process. 
However, among the physiologic factors that were not affected by FMT, same levels of blood sugar 
concentration were observed between the two groups of treatment. As already discussed before (see 
chapter 4.6), the described lack of differences in blood sugar concentration may be attributed to the method 
adopted such as the antibiotic treatment. Nevertheless, conflicting results have been reported in regard to 
the glucose absorption levels between young and old individuals in both human and animal studies (see 
review Saffrey, 2014). Prolonged chronic FMT procedure (more than 6 weeks) should be carried out in order 
to assess whether sugar concentration may change between the two treatments and, whether abdominal 
fat may generate significantly increase in the old group of mice. Furthermore, density analysis of the Na+-
dependent glucose transport (e.g., SGLT1, GLUT2 and Na+K+-ATPase), known to be involved in the glucose 
uptake (see review Drozdowski and Thomson, 2006), should clarify whether the transplant of cecal content 
may be involved in changes associated to blood sugar concentration. Support analyses of some variables 
associated to the regulation of lipid metabolism, such as cholesterol, insulin and glucose (e.g., mRNA 
expression of genes involved in cholesterol synthesis, including GLUT2, GK, SREBP2 and HMGCS) are also 
required in FMT-treated mice. Moreover, lipid metabolism resulted altered in aged mice receiving young 
donor microbiota and, such alteration was associated to microglial function (Parker et al., 2022). Among the 
fatty acid exerting anti-inflammatory function on microglia, increased levels of palmitate were also observed 
in aged C57BL76 mice treated with microbiota from young donors (Kim et al., 2019; Melo et al., 2020). 
Therefore, whether changes in specific metabolites occur also in 5XFAD mice subjected to cecal content 
donation from healthy old mice, should be supported by further investigation. 
Loss of thermoregulation was assessed with infrared thermometer and associated to better nest building in 
mice treated with cecal content from old donors. Moreover, activation of GABAergic neurons in the 
ventrolateral preoptic nucleus (vLPO) of hypothalamus was associated to reduced body temperature (Zhao 
et al., 2017). Therefore, use of markers for neuronal activity (e.g., c-Fos expression) in vLPO area between 
mice treated with cecal content from young and old donors would further confirm whether FMT induce 
activation of neurons associated to decline of body temperature. The drop in body temperature was 
associated to a tendency to build better quality nest in mice treated with cecal material from old donors. 
Despite these small changes obtained in the nest building ability, other behavioral tasks to address the effect 
on body temperature should be conducted in older (more than a final age of 10 weeks) FMT-treated mice. 
Among those, huddling test, a behavioral mechanism for conserving the body temperature (Fontaine et al., 
2018), would be a further supporting tool to confirm the obtain differences in the nesting test. Moreover, no 
differences between treatments were observed in the investigated behavioral tasks (i.e., Neophobia test, T-
maze and RAWM) associated to AD. However, differences in behavioral tasks were not expected in general 
in 5XFAD mice, since deficits, due to the 5XFAD mouse strain, start to appear around 4–6 months of age (see 
chapter 1.5). Therefore, in future experiments, re-evaluation of behavioral tasks should be conducted in older 
mice (more than a final age of 10 weeks) with a more prolonged post-inoculation phase or with repeated 
FMT treatments. In addition, whether aged microbiota transplant may or may not show a deleterious effect 
in spatial learning and memory also in 5XFAD mice will be object of further investigations. To date, conflicting 
results in behavioral tests (i.e., Morris Water Maze)  have been reported in young C57BL/6 mice that received 
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microbiota from aged mice (Boehme et al., 2021; D’Amato et al., 2020; Parker et al., 2022), suggesting the 
presence of a subtle mechanism at the base of the behavioral phenotype that need to be unveiled. 
FMT treatment revealed a worsening of AD pathology in mice treated with cecal content from old donors 
evaluated by increased plaques deposition in the prefrontal cortex and hippocampus brain areas. 
Reasonably, such increased plaque deposition was not dependent on Thy-driven promoter activity related to 
APP gene as revealed by its lack of difference in protein levels between the two treatments. In addition, 
inflammation markers, such as NOS1 and GFAP proteins, known to be involved in the neuroinflammation 
process and in AD pathology, did not show any sign of difference in the prefrontal cortex samples between 
the received treatment. As already discussed in chapter 4.7, additional analysis on the expression levels of 
inos mRNA and NO2

− product levels, known to be reduced in aged mice, were not investigated, and future 
studies needs to cover this gap in relation to FMT and inflammaging in recipient transgenic AD mouse models. 
However, higher LBP levels were detected in serum samples of old group of mice. Whether inflammation is 
just about to rise or if it is in an ongoing process, this should be addressed by future experiments evaluating 
the LBP levels in AD-associated brain regions.  Additional prolonged incubation with FMT would clarify if the 
increased LBP levels are limited only to the organism periphery or not. Aside LBP, other aged-associated 
biomarkers for intestinal permeability (“leaky gut”) and altered gut morphology, such as tight junctions (e.g., 
occludins, claudins, junctional adhesion molecules (JAM), tricelluins and zonula occludens (ZO) proteins) 
should be investigated. Among the mediators involved in the inflammation process for their properties of 
crossing the BBB, cytokine signalling and immunomodulatory factors (e.g., IL6 and Tumor necrosis factor α 
(TNF- α)) were known to be affected by gut microbiota products (Ha et al., 2020; Han et al., 2019), and 
therefore should be investigated in relation to the aging process in FMT-treated mice. Additionally, whether 
FMT is involved in the microglia activation, at the base of the inflammaging state, in brain regions affected 
to AD is still unclear. Recently, Parker et al. (2022) showed increased level of Iba-1 positive cells, a marker for 
microglial activation, in the corpus callosum and the cortex in young mice treated with microbiota transplant 
from old donors, while opposite result was obtained by transplanting young donor microbiota in aged 
recipients (Parker et al., 2022). Therefore, whether transplant of cecal content from old donors may or may 
not aggravate the activation of microglia in the investigated brain areas of 5XFAD was not addressed so far. 
Future investigation on microglia would define if the obtained lack of changes in the inflammation markers 
(i.e., NOS1 and GFAP proteins) between the two group of treatment may be attributed to a too young age of 
the transplanted cecal microbiota mice (5XFAD mice with final age of 10 weeks) or if other known 
mechanisms may be involved. 
Although decreased levels of BDNF were reported in serum and brain samples of aged mice and patients or 
affected by AD pathological condition (Ng et al., 2019; Silhol et al., 2008; Webster et al., 2002), a slight 
increase in BDNF levels was detected in the prefrontal cortex of mice treated with cecal material from old 
donors. Such deviation from previously reported studies could be explained by the early age (final age 10 
weeks) of investigated animals. Nevertheless, in accordance with Laske et al. (2006), increased serum BDNF 
levels were also detected in patients with early stages of probable AD in comparison to patient in a more 
severe stage. Therefore, it is possible to assume that the transplant of aged microbiota may contribute to 
ameliorate the BDNF-based repair mechanisms in AD early neurodegeneration. Another possibility 
contemplates the presence of an age-dependent vicious mechanism - just at its rise - started by old cecal 
material transplant. Therefore, prolonged FMT incubation and the use of older recipient 5XFAD mice may 
pave the way on the inflammation-based mechanisms in relation to the aging process. Moreover, TrkB 
(tropomyosin-related kinase B) receptors, known to mediate the effect of BDNF in the synaptic transmission 
and LTP in the hippocampus and in other brain regions (Leal et al., 2014), should be evaluated in future 
experiments.  
Whether all these findings may be applied to AD patients is still an open question due to the high complexity 
of their microbiota and genetics. Indeed, there is a high possibility that AD patients subjected to FMT 
provided by healthy human donors may develop infections that may aggravate their pathology-associated 
symptoms. To date, standard microbiological screening tests may be used as a possible alternative to avoid 
the risk of infections connected to the transfer of microorganism into the host, especially for those linked to 
antimicrobial resistance and to diseases (e.g., Fusobacterium nucleatum and Sutterella species are involved 
in IBD and cancer)(Giles et al., 2019). Another future challenge will be to develop appropriate microbial 
screening strategies that take into account also different factors (i.e., genetics, immunity and environment) 
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implicated in both AD and gut microbiota. This will open the way to future medical treatments that are based 
on the selection of mixtures of microorganisms, or of their related products, able to define a more reliable 
therapy based on optimal treatment regime and risk profiles. 
Among the environmental factors implicated in sporadic AD, chronic stress exposure is associated to 
acceleration of the pathology in humans and rodents. Transgenic male and female Arc-sfGFP mice, subjected 
to chronic social stress paradigm (stratified in resilient and susceptible to stress), revealed increased 
activation of enteric neurons in the LMMP of ileum upon Tamoxifen administration compared to control 
animals not subjected to chronic social stress paradigm. An intriguing question concerns the possibility that 
gut microbiota may be implicated in such massive neuronal activation in stressed mice. However, gut 
microbiota manipulation (i.e., mice treated either with antibiotics or probiotics) did not alter the mice CSDS-
associated behavioral outcome (Dos Santos Guilherme et al., 2022) suggesting the presence of alternative 
factors contributing to such elevated neuronal activation in the ENS.  
An interesting point to address would consider whether the effect of the gut microbes’ products may have 
an impact on the enteric neurons’ activation and on the related pathways. Therefore, evaluation of signaling 
molecules produced by gut bacteria (e.g., neurotransmitters and metabolites) on ENS neurons should be 
addressed. Indeed, it is well known that local neurotransmitters, such as GABA, serotonin, melatonin, 
histamine and acetylcholine, together with active catecholamines and SCFAs metabolites produced by gut 
microbiota, exert their function influencing the ENS activity and with this, memory and learning in mice 
(review Carabotti et al., 2015). However, the mechanisms behind the interconnection between the 
microbiota and the host neuronal activity and behaviors (e.g., social activity, stress and anxiety responses) is 
poorly understood (Chu et al., 2019). Therefore, future investigations need to clarify whether such factors 
may modulate the enteric neuronal activation upon CSDS paradigm and if the result of such changes may 
have consequences on the CNS pathologies, including AD. Moreover, c-Fos expression, a marker for neuronal 
activity, was increased in different brain regions (i.e., paraventricular nucleus of the hypothalamus, bed 
nucleus of stria terminalis and hippocampal dentate gyrus) associated to stress response in germ-free and 
antibiotic-treated mice after being exposed to social encounter (W. L. Wu et al., 2021). Hence, aside the use 
of Arc as technical tool of investigation, assessment of c-Fos expression in enteric neurons and brain regions 
associated to stress should be addressed in mice subjected to CSDS paradigm. 
Finally, whether gut microbiota and enteric neurons react independently or in a cooperative manner to stress 
exposure is unknown and the goal of future research is to close this gap. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

99 
 

6. References  
 
 
Abraham, C.R., Shirahama, T., Potter, H., 1990. α1-Antichymotrypsin is associated solely with amyloid deposits 

containing the β-protein. Amyloid and cell localization of α1-antichymotrypsin. Neurobiol. Aging 11. 
https://doi.org/10.1016/0197-4580(90)90045-2 

Abraham, D., Feher, J., Scuderi, G.L., Szabo, D., Dobolyi, A., Cservenak, M., Juhasz, J., Ligeti, B., Pongor, S., Gomez-
Cabrera, M.C., Vina, J., Higuchi, M., Suzuki, K., Boldogh, I., Radak, Z., 2019. Exercise and probiotics attenuate the 
development of Alzheimer’s disease in transgenic mice: Role of microbiome. Exp. Gerontol. 115. 
https://doi.org/10.1016/j.exger.2018.12.005 

Ahluwalia, V., Wade, J.B., Heuman, D.M., Hammeke, T.A., Sanyal, A.J., Sterling, R.K., Stravitz, R.T., Luketic, V., Siddiqui, 
M.S., Puri, P., Fuchs, M., Lennon, M.J., Kraft, K.A., Gilles, H.C., White, M.B., Noble, N.A., Bajaj, J.S., 2014. 
Enhancement of functional connectivity, working memory and inhibitory control on multi-modal brain MR 
imaging with Rifaximin in Cirrhosis: Implications for the gut-liver-brain axis. Metab. Brain Dis. 29. 
https://doi.org/10.1007/s11011-014-9507-6 

Akbari, E., Asemi, Z., Kakhaki, R.D., Bahmani, F., Kouchaki, E., Tamtaji, O.R., Hamidi, G.A., Salami, M., 2016. Effect of 
probiotic supplementation on cognitive function and metabolic status in Alzheimer’s disease: A randomized, 
double-blind and controlled trial. Front. Aging Neurosci. 8. https://doi.org/10.3389/fnagi.2016.00256 

Akkasheh, G., Kashani-Poor, Z., Tajabadi-Ebrahimi, M., Jafari, P., Akbari, H., Taghizadeh, M., Memarzadeh, M.R., 
Asemi, Z., Esmaillzadeh, A., 2016. Clinical and metabolic response to probiotic administration in patients with 
major depressive disorder: A randomized, double-blind, placebo-controlled trial. Nutrition 32. 
https://doi.org/10.1016/j.nut.2015.09.003 

Alamed, J., Wilcock, D.M., Diamond, D.M., Gordon, M.N., Morgan, D., 2006. Two-day radial-arm water maze learning 
and memory task; robust resolution of amyloid-related memory deficits in transgenic mice. Nat. Protoc. 1. 
https://doi.org/10.1038/nprot.2006.275 

Aleman, F.D.D., Valenzano, D.R., 2019. Microbiome evolution during host aging. PLoS Pathog. 
https://doi.org/10.1371/journal.ppat.1007727 

Alonso, A.D.C., Zaidi, T., Grundke-Iqbal, I., Iqbal, K., 1994. Role of abnormally phosphorylated tau in the breakdown of 
microtubules in Alzheimer disease. Proc. Natl. Acad. Sci. U. S. A. 91. https://doi.org/10.1073/pnas.91.12.5562 

Alonso Vilatela, M.E., López-López, M., Yescas-Gómez, P., 2012. Genetics of Alzheimer’s Disease. Arch. Med. Res. 
https://doi.org/10.1016/j.arcmed.2012.10.017 

Alzheimer’s Association, 2017. Types of dementia; 2017 Alzheimer’s disease facts and figures. Alzheimer’s Dement 5. 
Alzheimer Association, 2019. Alzheimer’s Disease Facts and Figures 2019. Alzheimer’s Dement. 
Amaducci, L.A., Fratiglioni, L., Rocca, W.A., Fieschi, C., Livrea, P., Pedone, D., Bracco, L., Lippi, A., Gandolfo, C., Bino, G., 

1986. Risk factors for clinically diagnosed Alzheimer’s disease: A case-control study of an Italian population. 
Neurology 36. https://doi.org/10.1212/wnl.36.7.922 

Ambrosini, Y.M., Borcherding, D., Kanthasamy, A., Kim, H.J., Willette, A.A., Jergens, A., Allenspach, K., Mochel, J.P., 
2019. The gut-brain axis in neurodegenerative diseases and relevance of the canine model: A review. Front. 
Aging Neurosci. https://doi.org/10.3389/fnagi.2019.00130 

Angelucci, F., Cechova, K., Amlerova, J., Hort, J., 2019. Antibiotics, gut microbiota, and Alzheimer’s disease. J. 
Neuroinflammation 16. https://doi.org/10.1186/s12974-019-1494-4 

Ano, Y., Sakudo, A., Nakayama, H., Onodera, T., 2009. Uptake and Dynamics of Infectious Prion Protein in the 
Intestine. Protein Pept. Lett. 16. https://doi.org/10.2174/092986609787601642 

Apostolova, L.G., Green, A.E., Babakchanian, S., Hwang, K.S., Chou, Y.Y., Toga, A.W., Thompson, P.M., 2012. 
Hippocampal atrophy and ventricular enlargement in normal aging, mild cognitive impairment (MCI), and 
Alzheimer disease. Alzheimer Dis. Assoc. Disord. 26. https://doi.org/10.1097/WAD.0b013e3182163b62 

Armstrong, R.A., 2019. Risk factors for Alzheimer’s disease. Folia Neuropathol. https://doi.org/10.5114/fn.2019.85929 
Arnold, S.E., Hyman, B.T., Flory, J., Damasio, A.R., Van Hoesen, G.W., 1991. The topographical and neuroanatomical 

distribution of neurofibrillary tangles and neuritic plaques in the cerebral cortex of patients with alzheimer’s 
disease. Cereb. Cortex 1. https://doi.org/10.1093/cercor/1.1.103 

Arriagada, P. V., Growdon, J.H., Hedley-Whyte, E.T., Hyman, B.T., 1992. Neurofibrillary tangles but not senile plaques 
parallel duration and severity of Alzheimer’s disease. Neurology 42. https://doi.org/10.1212/wnl.42.3.631 

Asai, M., Hattori, C., Szabó, B., Sasagawa, N., Maruyama, K., Tanuma, S.I., Ishiura, S., 2003. Putative function of 
ADAM9, ADAM10, and ADAM17 as APP α-secretase. Biochem. Biophys. Res. Commun. 301. 
https://doi.org/10.1016/S0006-291X(02)02999-6 

Asti, A., Gioglio, L., 2014. Can a bacterial endotoxin be a key factor in the kinetics of amyloid fibril formation? J. 
Alzheimer’s Dis. 39. https://doi.org/10.3233/JAD-131394 



 
 

100 
 

Austin, M., Mellow, M., Tierney, W.M., 2014. Fecal microbiota transplantation in the treatment of clostridium difficile 
infections. Am. J. Med. https://doi.org/10.1016/j.amjmed.2014.02.017 

Azad, M.A.K., Sarker, M., Li, T., Yin, J., 2018. Probiotic Species in the Modulation of Gut Microbiota: An Overview. 
Biomed Res. Int. https://doi.org/10.1155/2018/9478630 

Bäckhed, F., Ley, R.E., Sonnenburg, J.L., Peterson, D.A., Gordon, J.I., 2005. Host-bacterial mutualism in the human 
intestine. Science (80-. ). https://doi.org/10.1126/science.1104816 

Bailey, M.T., Coe, C.L., 1999. Maternal separation disrupts the integrity of the intestinal microflora in infant rhesus 
monkeys. Dev. Psychobiol. 35. https://doi.org/10.1002/(sici)1098-2302(199909)35:2<146::aid-dev7>3.3.co;2-7 

Bailey, M.T., Dowd, S.E., Galley, J.D., Hufnagle, A.R., Allen, R.G., Lyte, M., 2011. Exposure to a social stressor alters the 
structure of the intestinal microbiota: Implications for stressor-induced immunomodulation. Brain. Behav. 
Immun. 25. https://doi.org/10.1016/j.bbi.2010.10.023 

Baker, J.M., Al-Nakkash, L., Herbst-Kralovetz, M.M., 2017. Estrogen–gut microbiome axis: Physiological and clinical 
implications. Maturitas. https://doi.org/10.1016/j.maturitas.2017.06.025 

Ballard, C., Corbett, A., 2010. Management of neuropsychiatric symptoms in people with dementia. CNS Drugs. 
https://doi.org/10.2165/11319240-000000000-00000 

Balmain, B.N., Sabapathy, S., Louis, M., Morris, N.R., 2018. Aging and Thermoregulatory Control: The Clinical 
Implications of Exercising under Heat Stress in Older Individuals. Biomed Res. Int. 
https://doi.org/10.1155/2018/8306154 

Barichella, M., Pacchetti, C., Bolliri, C., Cassani, E., Iorio, L., Pusani, C., Pinelli, G., Privitera, G., Cesari, I., Faierman, S.A., 
Caccialanza, R., Pezzoli, G., Cereda, E., 2016. Probiotics and prebiotic fiber for constipation associated with 
Parkinson disease. Neurology 87. https://doi.org/10.1212/WNL.0000000000003127 

Barker, N., De Wetering, M. Van, Clevers, H., 2008. The intestinal stem cell. Genes Dev. 
https://doi.org/10.1101/gad.1674008 

Barrash, J., 1994. Age-Related Decline in Route Learning Ability. Dev. Neuropsychol. 10. 
https://doi.org/10.1080/87565649409540578 

Bartlett, D.B., Firth, C.M., Phillips, A.C., Moss, P., Baylis, D., Syddall, H., Sayer, A.A., Cooper, C., Lord, J.M., 2012. The 
age-related increase in low-grade systemic inflammation (Inflammaging) is not driven by cytomegalovirus 
infection. Aging Cell 11. https://doi.org/10.1111/j.1474-9726.2012.00849.x 

Bartosch, S., Fite, A., Macfarlane, G.T., McMurdo, M.E.T., 2004. Characterization of bacterial communities in feces 
from healthy elderly volunteers and hospitalized elderly patients by using real-time PCR and effects of antibiotic 
treatment on the fecal microbiota. Appl. Environ. Microbiol. 70. https://doi.org/10.1128/AEM.70.6.3575-
3581.2004 

Bartus, R.T., Dean, R.L., Beer, B., Lippa, A.S., 1982. The cholinergic hypothesis of geriatric memory dysfunction. Science 
(80-. ). https://doi.org/10.1126/science.7046051 

Bartzokis, G., 2011. Alzheimer’s disease as homeostatic responses to age-related myelin breakdown. Neurobiol. Aging. 
https://doi.org/10.1016/j.neurobiolaging.2009.08.007 

Barzilai, N., Huffman, D.M., Muzumdar, R.H., Bartke, A., 2012. The critical role of metabolic pathways in aging. 
Diabetes. https://doi.org/10.2337/db11-1300 

Bastardot, F., Marques-Vidal, P., Vollenweider, P., 2019. Association of body temperature with obesity. The CoLaus 
study. Int. J. Obes. 43. https://doi.org/10.1038/s41366-018-0218-7 

Bathina, S., Das, U.N., 2015. Brain-derived neurotrophic factor and its clinical Implications. Arch. Med. Sci. 
https://doi.org/10.5114/aoms.2015.56342 

Bäuerl, C., Llopis, M., Antolín, M., Monedero, V., Mata, M., Zúñiga, M., Guarner, F., Pérez Martínez, G., 2013. 
Lactobacillus paracasei and Lactobacillus plantarum strains downregulate proinflammatory genes in an ex vivo 
system of cultured human colonic mucosa. Genes Nutr. 8. https://doi.org/10.1007/s12263-012-0301-y 

Baümler, A.J., Sperandio, V., 2016. Interactions between the microbiota and pathogenic bacteria in the gut. Nature. 
https://doi.org/10.1038/nature18849 

Beach, T.G., Walker, R., McGeer, E.G., 1989. Patterns of gliosis in alzheimer’s disease and aging cerebrum. Glia 2. 
https://doi.org/10.1002/glia.440020605 

Beaudet, G., Bouet, V., Jozet-Alves, C., Schumann-Bard, P., Dauphin, F., Paizanis, E., Boulouard, M., Freret, T., 2015. 
Spatial memory deficit across aging: Current insights of the role of 5-HT7 receptors. Front. Behav. Neurosci. 
https://doi.org/10.3389/fnbeh.2014.00448 

Bekris, L.M., Yu, C.E., Bird, T.D., Tsuang, D.W., 2010. Review article: Genetics of Alzheimer disease. J. Geriatr. 
Psychiatry Neurol. https://doi.org/10.1177/0891988710383571 

Bell, M.A., Ball, M.J., 1990. Neuritic plaques and vessels of visual cortex in aging and Alzheimer’s dementia. Neurobiol. 
Aging 11. https://doi.org/10.1016/0197-4580(90)90001-G 

Benton, D., Williams, C., Brown, A., 2007. Impact of consuming a milk drink containing a probiotic on mood and 
cognition. Eur. J. Clin. Nutr. 61. https://doi.org/10.1038/sj.ejcn.1602546 



 
 

101 
 

Bermúdez-Humarán, L.G., Salinas, E., Ortiz, G.G., Ramirez-Jirano, L.J., Morales, J.A., Bitzer-Quintero, O.K., 2019. From 
probiotics to psychobiotics: Live beneficial bacteria which act on the brain-gut axis. Nutrients. 
https://doi.org/10.3390/nu11040890 

Bernaud, V.E., Hiroi, R., Poisson, M.L., Castaneda, A.J., Kirshner, Z.Z., Gibbs, R.B., Bimonte-Nelson, H.A., 2021. Age 
Impacts the Burden That Reference Memory Imparts on an Increasing Working Memory Load and Modifies 
Relationships With Cholinergic Activity. Front. Behav. Neurosci. 15. https://doi.org/10.3389/fnbeh.2021.610078 

Bettcher, B.M., Olson, K.E., Carlson, N.E., McConnell, B. V., Boyd, T., Adame, V., Solano, D.A., Anton, P., Markham, N., 
Thaker, A.A., Jensen, A.M., Dallmann, E.N., Potter, H., Coughlan, C., 2021. Astrogliosis and episodic memory in 
late life: higher GFAP is related to worse memory and white matter microstructure in healthy aging and 
Alzheimer’s disease. Neurobiol. Aging 103. https://doi.org/10.1016/j.neurobiolaging.2021.02.012 

Bharwani, A., Mian, M.F., Foster, J.A., Surette, M.G., Bienenstock, J., Forsythe, P., 2016. Structural and functional 
consequences of chronic psychosocial stress on the microbiome and host. Psychoneuroendocrinology 63. 
https://doi.org/10.1016/j.psyneuen.2015.10.001 

Biagi, E., Candela, M., Fairweather-Tait, S., Franceschi, C., Brigidi, P., 2012. Ageing of the human metaorganism: The 
microbial counterpart. Age (Omaha). 34. https://doi.org/10.1007/s11357-011-9217-5 

Biagi, E., Franceschi, C., Rampelli, S., Severgnini, M., Ostan, R., Turroni, S., Consolandi, C., Quercia, S., Scurti, M., Monti, 
D., Capri, M., Brigidi, P., Candela, M., 2016. Gut Microbiota and Extreme Longevity. Curr. Biol. 26. 
https://doi.org/10.1016/j.cub.2016.04.016 

Biagi, E., Nylund, L., Candela, M., Ostan, R., Bucci, L., Pini, E., Nikkïla, J., Monti, D., Satokari, R., Franceschi, C., Brigidi, 
P., de Vos, W., 2010. Through ageing, and beyond: Gut microbiota and inflammatory status in seniors and 
centenarians. PLoS One 5. https://doi.org/10.1371/journal.pone.0010667 

Bibbò, S., Settanni, C.R., Porcari, S., Bocchino, E., Ianiro, G., Cammarota, G., Gasbarrini, A., 2020. Fecal microbiota 
transplantation: Screening and selection to choose the optimal donor. J. Clin. Med. 
https://doi.org/10.3390/jcm9061757 

Bierer, L.M., Carlin, L., Schmeidler, J., Davis, K.L., Hof, P.R., Purohit, D.P., Perl, D.P., 1995. Neocortical Neurofibrillary 
Tangles Correlate with Dementia Severity in Alzheimer’s Disease. Arch. Neurol. 52. 
https://doi.org/10.1001/archneur.1995.00540250089017 

Bird, T.D., Sumi, S.M., Nemens, E.J., Nochlin, D., Schellenberg, G., Lampe, T.H., Sadovnick, A., Chui, H., Miner, G.W., 
Tinklenberg, J., 1989. Phenotypic heterogeneity in familial alzheimer’s disease: A study of 24 kindreds. Ann. 
Neurol. 25. https://doi.org/10.1002/ana.410250104 

Birks, J., 2006. Cholinesterase inhibitors for Alzheimer’s disease. Cochrane Database Syst. Rev. 
https://doi.org/10.1002/14651858.CD005593 

Bisht, K., Sharma, K., Tremblay, M.È., 2018. Chronic stress as a risk factor for Alzheimer’s disease: Roles of microglia-
mediated synaptic remodeling, inflammation, and oxidative stress. Neurobiol. Stress. 
https://doi.org/10.1016/j.ynstr.2018.05.003 

Boehme, M., Guzzetta, K.E., Bastiaanssen, T.F.S., van de Wouw, M., Moloney, G.M., Gual-Grau, A., Spichak, S., 
Olavarría-Ramírez, L., Fitzgerald, P., Morillas, E., Ritz, N.L., Jaggar, M., Cowan, C.S.M., Crispie, F., Donoso, F., 
Halitzki, E., Neto, M.C., Sichetti, M., Golubeva, A. V., Fitzgerald, R.S., Claesson, M.J., Cotter, P.D., O’Leary, O.F., 
Dinan, T.G., Cryan, J.F., 2021. Microbiota from young mice counteracts selective age-associated behavioral 
deficits. Nat. Aging. https://doi.org/10.1038/s43587-021-00093-9 

Boon, W.C., Simpson, E.R., 2012. Neuroendocrine inherited or induced aromatase enzyme deficits, in: Handbook of 
Neuroendocrinology. https://doi.org/10.1016/B978-0-12-375097-6.10033-2 

Bos, I., Vos, S.J., Frölich, L., Kornhuber, J., Wiltfang, J., Maier, W., Peters, O., Rüther, E., Engelborghs, S., 
Niemantsverdriet, E., De Roeck, E.E., Tsolaki, M., Freund-Levi, Y., Johannsen, P., Vandenberghe, R., Lleó, A., 
Alcolea, D., Frisoni, G.B., Galluzzi, S., Nobili, F., Morbelli, S., Drzezga, A., Didic, M., van Berckel, B.N., Salmon, E., 
Bastin, C., Dauby, S., Santana, I., Baldeiras, I., de Mendonça, A., Silva, D., Wallin, A., Nordlund, A., Coloma, P.M., 
Wientzek, A., Alexander, M., Novak, G.P., Gordon, M.F., Wallin, Å.K., Hampel, H., Soininen, H., Herukka, S.K., 
Scheltens, P., Verhey, F.R., Visser, P.J., 2017. The frequency and influence of dementia risk factors in prodromal 
Alzheimer’s disease. Neurobiol. Aging 56. https://doi.org/10.1016/j.neurobiolaging.2017.03.034 

Braak, H., Braak, E., 1991. Neuropathological stageing of Alzheimer-related changes. Acta Neuropathol. 
https://doi.org/10.1007/BF00308809 

Braak, H., Feldengut, S., Kassubek, J., Yilmazer-Hanke, D., Tredici, K. Del, 2018. Two histological methods for 
recognition and study of cortical microinfarcts in thick sections. Eur. J. Histochem. 
https://doi.org/10.4081/ejh.2018.2989 

Brahmachari, S., Fung, Y.K., Pahan, K., 2006. Induction of glial fibrillary acidic protein expression in astrocytes by nitric 
oxide. J. Neurosci. 26. https://doi.org/10.1523/JNEUROSCI.5480-05.2006 

Brandscheid, C., Schuck, F., Reinhardt, S., Schäfer, K.H., Pietrzik, C.U., Grimm, M., Hartmann, T., Schwiertz, A., Endres, 
K., 2017. Altered Gut Microbiome Composition and Tryptic Activity of the 5xFAD Alzheimer’s Mouse Model. J. 



 
 

102 
 

Alzheimer’s Dis. 56. https://doi.org/10.3233/JAD-160926 
Brandt, A., Baumann, A., Hernández-Arriaga, A., Jung, F., Nier, A., Staltner, R., Rajcic, D., Schmeer, C., Witte, O.W., 

Wessner, B., Franzke, B., Wagner, K.H., Camarinha-Silva, A., Bergheim, I., 2022. Impairments of intestinal 
arginine and NO metabolisms trigger aging-associated intestinal barrier dysfunction and ‘inflammaging’’.’ Redox 
Biol. 58. https://doi.org/10.1016/j.redox.2022.102528 

Bravo, J.A., Forsythe, P., Chew, M. V., Escaravage, E., Savignac, H.M., Dinan, T.G., Bienenstock, J., Cryan, J.F., 2011. 
Ingestion of Lactobacillus strain regulates emotional behavior and central GABA receptor expression in a mouse 
via the vagus nerve. Proc. Natl. Acad. Sci. U. S. A. 108. https://doi.org/10.1073/pnas.1102999108 

Breit, S., Kupferberg, A., Rogler, G., Hasler, G., 2018. Vagus nerve as modulator of the brain-gut axis in psychiatric and 
inflammatory disorders. Front. Psychiatry. https://doi.org/10.3389/fpsyt.2018.00044 

Brickell, K.L., Steinbart, E.J., Rumbaugh, M., Payami, H., Schellenberg, G.D., Van Deerlin, V., Yuan, W., Bird, T.D., 2006. 
Early-onset Alzheimer disease in families with late-onset alzheimer disease: A potential important subtype of 
familial Alzheimer disease. Arch. Neurol. 63. https://doi.org/10.1001/archneur.63.9.1307 

Brier, M.R., Day, G.S., Snyder, A.Z., Tanenbaum, A.B., Ances, B.M., 2016. N-methyl-D-aspartate receptor encephalitis 
mediates loss of intrinsic activity measured by functional MRI. J. Neurol. 263. https://doi.org/10.1007/s00415-
016-8083-6 

Briones, A., Gagno, S., Martisova, E., Dobarro, M., Aisa, B., Solas, M., Tordera, R., Ramírez, M., 2012. Stress-induced 
anhedonia is associated with an increase in Alzheimer’s disease-related markers. Br. J. Pharmacol. 165. 
https://doi.org/10.1111/j.1476-5381.2011.01602.x 

Brisse, S., Fevre, C., Passet, V., Issenhuth-Jeanjean, S., Tournebize, R., Diancourt, L., Grimont, P., 2009. Virulent clones 
of Klebsiella pneumoniae: Identification and evolutionary scenario based on genomic and phenotypic 
characterization. PLoS One 4. https://doi.org/10.1371/journal.pone.0004982 

Brunello, C.A., Merezhko, M., Uronen, R.L., Huttunen, H.J., 2020. Mechanisms of secretion and spreading of 
pathological tau protein. Cell. Mol. Life Sci. https://doi.org/10.1007/s00018-019-03349-1 

Bu, X.L., Yao, X.Q., Jiao, S.S., Zeng, F., Liu, Y.H., Xiang, Y., Liang, C.R., Wang, Q.H., Wang, X., Cao, H.Y., Yi, X., Deng, B., 
Liu, C.H., Xu, J., Zhang, L.L., Gao, C.Y., Xu, Z.Q., Zhang, M., Wang, L., Tan, X.L., Xu, X., Zhou, H.D., Wang, Y.J., 2015. 
A study on the association between infectious burden and Alzheimer’s disease. Eur. J. Neurol. 22. 
https://doi.org/10.1111/ene.12477 

Burke, W.J., Miller, J.P., Rubin, E.H., Morris, J.C., Coben, L.A., Duchek, J., Wittels, I.G., Berg, L., 1988. Reliability of the 
Washington University Clinical Dementia Rating. Arch. Neurol. 45. 
https://doi.org/10.1001/archneur.1988.00520250037015 

Burkholder, T., Foltz, C., Karlsson, E., Linton, C.G., Smith, J.M., 2012. Health Evaluation of Experimental Laboratory 
Mice. Curr. Protoc. Mouse Biol. 2. https://doi.org/10.1002/9780470942390.mo110217 

Burokas, A., Moloney, R.D., Dinan, T.G., Cryan, J.F., 2015. Microbiota regulation of the mammalian gut-brain axis. Adv. 
Appl. Microbiol. 91. https://doi.org/10.1016/bs.aambs.2015.02.001 

Byrne, C.S., Chambers, E.S., Alhabeeb, H., Chhina, N., Morrison, D.J., Preston, T., Tedford, C., Fitzpatrick, J., Irani, C., 
Busza, A., Garcia-Perez, I., Fountana, S., Holmes, E., Goldstone, A.P., Frost, G.S., 2016. Increased colonic 
propionate reduces anticipatory reward responses in the human striatum to high-energy foods. Am. J. Clin. Nutr. 
104. https://doi.org/10.3945/ajcn.115.126706 

Calvo, N., Cecchi, M., Kabbaj, M., Watson, S.J., Akil, H., 2011. Differential effects of social defeat in rats with high and 
low locomotor response to novelty. Neuroscience 183. https://doi.org/10.1016/j.neuroscience.2011.03.046 

Canipe, L.G., Sioda, M., Cheatham, C.L., 2021. Diversity of the gut-microbiome related to cognitive behavioral 
outcomes in healthy older adults. Arch. Gerontol. Geriatr. 96. https://doi.org/10.1016/j.archger.2021.104464 

Carabotti, M., Scirocco, A., Maselli, M.A., Severi, C., 2015. The gut-brain axis: Interactions between enteric microbiota, 
central and enteric nervous systems. Ann. Gastroenterol. 28. 

Caracciolo, B., Xu, W., Collins, S., Fratiglioni, L., 2014. Cognitive decline, dietary factors and gut-brain interactions. 
Mech. Ageing Dev. 136–137. https://doi.org/10.1016/j.mad.2013.11.011 

Carding, S., Verbeke, K., Vipond, D.T., Corfe, B.M., Owen, L.J., 2015. Dysbiosis of the gut microbiota in disease. Microb. 
Ecol. Heal. Dis. 26. https://doi.org/10.3402/mehd.v26.26191 

Carlson, G.A., Borchelt, D.R., Dake, A., Turner, S., Danielson, V., Coffin, J.D., Eckman, C., Meiners, J., Nilsen, S.P., 
Younkin, S.G., Hsiao, K.K., 1997. Genetic modification of the phenotypes produced by amyloid precursor protein 
overexpression in transgenic mice. Hum. Mol. Genet. 6. https://doi.org/10.1093/hmg/6.11.1951 

Caruso, A., Nicoletti, F., Gaetano, A., Scaccianoce, S., 2019. Risk factors for Alzheimer’s disease: Focus on stress. Front. 
Pharmacol. https://doi.org/10.3389/fphar.2019.00976 

Castillo, G.M., Snow, A.D., 1996. 702 Perlecan binds to both beta-amyloid protein (Aβ) 1–40 and 1–42, and is a potent 
accelerator and enhancer of Aβ fibrillogenesis. Neurobiol. Aging 17. https://doi.org/10.1016/s0197-
4580(96)80704-4 

Cevenini, E., Caruso, C., Candore, G., Capri, M., Nuzzo, D., Duro, G., Rizzo, C., Colonna-Romano, G., Lio, D., Carlo, D., 



 
 

103 
 

Palmas, M., Scurti, M., Pini, E., Franceschi, C., Vasto, S., 2010. Age-Related Inflammation: the Contribution of 
Different Organs, Tissues and Systems. How to Face it for Therapeutic Approaches. Curr. Pharm. Des. 16. 
https://doi.org/10.2174/138161210790883840 

Chalazonitis, A., Rao, M., 2018. Enteric nervous system manifestations of neurodegenerative disease. Brain Res. 
https://doi.org/10.1016/j.brainres.2018.01.011 

Chambers, E.S., Morrison, D.J., Frost, G., 2015. Control of appetite and energy intake by SCFA: What are the potential 
underlying mechanisms?, in: Proceedings of the Nutrition Society. https://doi.org/10.1017/S0029665114001657 

Chartier-Harlin, M.C., Crawford, F., Houlden, H., Warren, A., Hughes, D., Fidani, L., Goate, A., Rossor, M., Roques, P., 
Hardy, J., Mullan, M., 1991. Early-onset Alzheimer’s disease caused by mutations at codon 717 of the β-amyloid 
precursor protein gene. Nature 353. https://doi.org/10.1038/353844a0 

Chatterjee, P., Pedrini, S., Stoops, E., Goozee, K., Villemagne, V.L., Asih, P.R., Verberk, I.M.W., Dave, P., Taddei, K., 
Sohrabi, H.R., Zetterberg, H., Blennow, K., Teunissen, C.E., Vanderstichele, H.M., Martins, R.N., 2021. Plasma glial 
fibrillary acidic protein is elevated in cognitively normal older adults at risk of Alzheimer’s disease. Transl. 
Psychiatry 11. https://doi.org/10.1038/s41398-020-01137-1 

Chen, D., Yang, X., Yang, J., Lai, G., Yong, T., Tang, X., Shuai, O., Zhou, G., Xie, Y., Wu, Q., 2017. Prebiotic effect of 
Fructooligosaccharides from Morinda officinalis on Alzheimer’s disease in rodent models by targeting the 
microbiota-gut-brain axis. Front. Aging Neurosci. 9. https://doi.org/10.3389/fnagi.2017.00403 

Chen, G.H., Wang, Y.J., Wang, X.M., Zhou, J.N., Liu, R.Y., 2005. Effect of aging on species-typical behaviors in 
senescence-accelerated mouse. Physiol. Behav. 85. https://doi.org/10.1016/j.physbeh.2005.06.002 

Chen, H.Q., Yang, J., Zhang, Min, Zhou, Y.K., Shen, T.Y., Chu, Z.X., Zhang, Ming, Hang, X.M., Jiang, Y.Q., Qin, H.L., 2010. 
Lactobacillus plantarum ameliorates colonic epithelial barrier dysfunction by modulating the apical junctional 
complex and PepT1 in IL-10 knockout mice. Am. J. Physiol. - Gastrointest. Liver Physiol. 299. 
https://doi.org/10.1152/ajpgi.00196.2010 

Chen, K.F., Chaou, C.H., Jiang, J.Y., Yu, H.W., Meng, Y.H., Tang, W.C., Wu, C.C., 2016. Diagnostic accuracy of 
lipopolysaccharide-binding protein as biomarker for sepsis in adult patients: A systematic review and meta-
analysis. PLoS One. https://doi.org/10.1371/journal.pone.0153188 

Chen, S.G., Stribinskis, V., Rane, M.J., Demuth, D.R., Gozal, E., Roberts, A.M., Jagadapillai, R., Liu, R., Choe, K., 
Shivakumar, B., Son, F., Jin, S., Kerber, R., Adame, A., Masliah, E., Friedland, R.P., 2016. Exposure to the 
Functional Bacterial Amyloid Protein Curli Enhances Alpha-Synuclein Aggregation in Aged Fischer 344 Rats and 
Caenorhabditis elegans. Sci. Rep. 6. https://doi.org/10.1038/srep34477 

Cherny, I., Rockah, L., Levy-Nissenbaum, O., Gophna, U., Ron, E.Z., Gazit, E., 2005. The formation of Escherichia coli 
curli amyloid fibrils is mediated by prion-like peptide repeats. J. Mol. Biol. 352. 
https://doi.org/10.1016/j.jmb.2005.07.028 

Chevalier, C., Stojanović, O., Colin, D.J., Suarez-Zamorano, N., Tarallo, V., Veyrat-Durebex, C., Rigo, D., Fabbiano, S., 
Stevanović, A., Hagemann, S., Montet, X., Seimbille, Y., Zamboni, N., Hapfelmeier, S., Trajkovski, M., 2015. Gut 
Microbiota Orchestrates Energy Homeostasis during Cold. Cell 163. https://doi.org/10.1016/j.cell.2015.11.004 

Choi, H.H., Cho, Y.S., 2016. Fecal microbiota transplantation: Current applications, effectiveness, and future 
perspectives. Clin. Endosc. https://doi.org/10.5946/ce.2015.117 

Chongtham, M.C., Butto, T., Mungikar, K., Gerber, S., Winter, J., 2021. Intact vs. Fans for cell-type-specific nuclei 
sorting: A comprehensive qualitative and quantitative comparison. Int. J. Mol. Sci. 22. 
https://doi.org/10.3390/ijms22105335 

Chow, V.W., Mattson, M.P., Wong, P.C., Gleichmann, M., 2010. An overview of APP processing enzymes and products. 
Neuromolecular Med. https://doi.org/10.1007/s12017-009-8104-z 

Chu, C., Murdock, M.H., Jing, D., Won, T.H., Chung, H., Kressel, A.M., Tsaava, T., Addorisio, M.E., Putzel, G.G., Zhou, L., 
Bessman, N.J., Yang, R., Moriyama, S., Parkhurst, C.N., Li, A., Meyer, H.C., Teng, F., Chavan, S.S., Tracey, K.J., 
Regev, A., Schroeder, F.C., Lee, F.S., Liston, C., Artis, D., 2019. The microbiota regulate neuronal function and 
fear extinction learning. Nature 574. https://doi.org/10.1038/s41586-019-1644-y 

Church, D.M., Goodstadt, L., Hillier, L.W., Zody, M.C., Goldstein, S., She, X., Bult, C.J., Agarwala, R., Cherry, J.L., 
DiCuccio, M., Hlavina, W., Kapustin, Y., Meric, P., Maglott, D., Birtle, Z., Marques, A.C., Graves, T., Zhou, S., 
Teague, B., Potamousis, K., Churas, C., Place, M., Herschleb, J., Runnheim, R., Forrest, D., Amos-Landgraf, J., 
Schwartz, D.C., Cheng, Z., Lindblad-Toh, K., Eichler, E.E., Ponting, C.P., Muzny, D.M., Dugan-Rocha, S., Ding, Y., 
Scherer, S.E., Buhay, C.J., Cree, A., Hernandez, J., Holder, M., Hume, J., Jackson, L.R., Kovar, C., Lee, S.L., Lewis, 
L.R., Metzker, M.L., Narareth, L. V., Sabo, A., Sodergren, E., Gibbs, R.A., FitzGerald, M., Cook, A., Jaffe, D.B., 
Garber, M., Zimmer, A.R., Pirun, M., Russell, L., Sharpe, T., Chaturvedi, M.K.K., Wilkinson, J., LaButti, K., Yang, X., 
Bessette, D., Allen, N.R., Nguyen, C., Nguyen, T., Dunbar, C., Lubonja, R., Matthews, C., Liu, X., Benamara, M., 
Negash, T., Lokyitsang, T., Decktor, K., Piqani, B., Munson, G., Tenzin, P., Stone, S., Macdonald, P., Arachchi, H., 
Abouelleil, A., Lui, A., Priest, M., Gearin, G., Brown, A., Aftuck, L., Shea, T., Sykes, S., Berlin, A., Chu, J., Dooley, K., 
Hagopian, D., Hall, J., Hafez, N., Smith, C.L., Olandt, P., Miller, K., Ventkataraman, V., Rachupka, A., Dorris, L., 



 
 

104 
 

Ayotte, L., Mabbitt, R., Erickson, J., Horn, A., An, P., Naylor, J.W., Settipalli, S., Lander, E.S., Wilson, R.K., Graves, 
T.A., Fulton, R.S., Rock, S.M., Chinwalla, A.T., Bernard, K., Courtney, L.P., Fronick, C., Fulton, L.L., O’Laughlin, M., 
Kremitzki, C.L., Minx, P.J., Nelson, J.O., Schatzkamer, K.L., Strong, C., Wollam, A.M., Weinstock, G.M., Yang, S.P., 
Rogers, J., Grafham, D., Humphray, S., Nicholson, C., Bird, C., Brown, A.J., Burton, J., Clee, C., Hunt, A., Jones, 
M.C., Lloyd, C., Matthews, L., Mclaren, K., Mclaren, S., McLay, K., Palmer, S.A., Plumb, R., Shownkeen, R., Sims, 
S., Quail, M.A., Whitehead, S.L., Willey, D.L., Deschamps, S., Kenton, S., Song, L., Do, T., Roe, B., Bouffard, G.G., 
Blakesley, R.W., Green, E.D., Kucherlapati, R., Grills, G., Li, L., Montgomery, K.T., Kramer, M., Speigel, L., 
McCombie, W.R., Lucas, S., Terry, A., Gordon, L., Stubbs, L., Denny, P., Brown, S.D.M., Mallon, A.M., Campbell, 
R.D., Botherby, M.R.M., Jackson, I.J., Rubenfield, M.J., Rogosin, A.M., Smith, D.R., 2009. Lineage-specific biology 
revealed by a finished genome assembly of the mouse. PLoS Biol. 7. 
https://doi.org/10.1371/journal.pbio.1000112 

Ciccocioppo, R., Di Sabatino, A., Luinetti, O., Rossi, M., Cifone, M.G., Corazza, G.R., 2002. Small bowel enterocyte 
apoptosis and proliferation are increased in the elderly. Gerontology 48. https://doi.org/10.1159/000058351 

Cirrito, J.R., Kang, J.E., Lee, J., Stewart, F.R., Verges, D.K., Silverio, L.M., Bu, G., Mennerick, S., Holtzman, D.M., 2008. 
Endocytosis Is Required for Synaptic Activity-Dependent Release of Amyloid-β In Vivo. Neuron 58. 
https://doi.org/10.1016/j.neuron.2008.02.003 

Cirrito, J.R., Yamada, K.A., Finn, M.B., Sloviter, R.S., Bales, K.R., May, P.C., Schoepp, D.D., Paul, S.M., Mennerick, S., 
Holtzman, D.M., 2005. Synaptic activity regulates interstitial fluid amyloid-β levels in vivo. Neuron 48. 
https://doi.org/10.1016/j.neuron.2005.10.028 

Citron, M., Oltersdorf, T., Haass, C., McConlogue, L., Hung, A.Y., Seubert, P., Vigo-Pelfrey, C., Lieberburg, I., Selkoe, 
D.J., 1992. Mutation of the β-amyloid precursor protein in familial Alzheimer’s disease increases β-protein 
production. Nature 360. https://doi.org/10.1038/360672a0 

Claesson, M.J., Cusack, S., O’Sullivan, O., Greene-Diniz, R., De Weerd, H., Flannery, E., Marchesi, J.R., Falush, D., Dinan, 
T., Fitzgerald, G., Stanton, C., Van Sinderen, D., O’Connor, M., Harnedy, N., O’Connor, K., Henry, C., O’Mahony, 
D., Fitzgerald, A.P., Shanahan, F., Twomey, C., Hill, C., Ross, R.P., O’Toole, P.W., 2011. Composition, variability, 
and temporal stability of the intestinal microbiota of the elderly. Proc. Natl. Acad. Sci. U. S. A. 108. 
https://doi.org/10.1073/pnas.1000097107 

Collado, M.C., Derrien, M., Isolauri, E., De Vos, W.M., Salminen, S., 2007. Intestinal integrity and Akkermansia 
muciniphila, a mucin-degrading member of the intestinal microbiota present in infants, adults, and the elderly. 
Appl. Environ. Microbiol. 73. https://doi.org/10.1128/AEM.01477-07 

Corazza, G.R., Frazzoni, M., Gatto, M., Gasbarrini, G., 1986. Ageing and small-bowel mucosa: A morphometric study. 
Gerontology 32. https://doi.org/10.1159/000212766 

Corder, E.H., Saunders, A.M., Strittmatter, W.J., Schmechel, D.E., Gaskell, P.C., Small, G.W., Roses, A.D., Haines, J.L., 
Pericak-Vance, M.A., 1993. Gene dose of apolipoprotein E type 4 allele and the risk of Alzheimer’s disease in late 
onset families. Science (80-. ). 261. https://doi.org/10.1126/science.8346443 

Coria, F., Moreno, A., Rubio, I., García, M.A., Morato, E., Jr, F.M., 1993. The cellular pathology associated with 
Alzheimer β‐amyloid deposits in non‐demented aged individuals. Neuropathol. Appl. Neurobiol. 19. 
https://doi.org/10.1111/j.1365-2990.1993.tb00436.x 

Corrêa-Oliveira, R., Fachi, J.L., Vieira, A., Sato, F.T., Vinolo, M.A.R., 2016. Regulation of immune cell function by short-
chain fatty acids. Clin. Transl. Immunol. https://doi.org/10.1038/cti.2016.17 

Cowan, N., 2014. Working Memory Underpins Cognitive Development, Learning, and Education. Educ. Psychol. Rev. 
https://doi.org/10.1007/s10648-013-9246-y 

Crews, L., Masliah, E., 2010. Molecular mechanisms of neurodegeneration in Alzheimer’s disease. Hum. Mol. Genet. 
19. https://doi.org/10.1093/hmg/ddq160 

Crowell, M.D., Wessinger, S.B., 2007. 5-HT and the brain-gut axis: Opportunities for pharmacologic intervention. 
Expert Opin. Investig. Drugs. https://doi.org/10.1517/13543784.16.6.761 

Crumeyrolle-Arias, M., Jaglin, M., Bruneau, A., Vancassel, S., Cardona, A., Daugé, V., Naudon, L., Rabot, S., 2014. 
Absence of the gut microbiota enhances anxiety-like behavior and neuroendocrine response to acute stress in 
rats. Psychoneuroendocrinology 42. https://doi.org/10.1016/j.psyneuen.2014.01.014 

Cummings, J.L., Back, C., 1998. The cholinergic hypothesis of neuropsychiatric symptoms in Alzheimer’s disease. Am. J. 
Geriatr. Psychiatry 6. https://doi.org/10.1097/00019442-199821001-00009 

Cummings, J.L., Morstorf, T., Zhong, K., 2014. Alzheimer’s disease drug-development pipeline: Few candidates, 
frequent failures. Alzheimer’s Res. Ther. 6. https://doi.org/10.1186/alzrt269 

D’Amato, A., Di Cesare Mannelli, L., Lucarini, E., Man, A.L., Le Gall, G., Branca, J.J.V., Ghelardini, C., Amedei, A., Bertelli, 
E., Regoli, M., Pacini, A., Luciani, G., Gallina, P., Altera, A., Narbad, A., Gulisano, M., Hoyles, L., Vauzour, D., 
Nicoletti, C., 2020. Faecal microbiota transplant from aged donor mice affects spatial learning and memory via 
modulating hippocampal synaptic plasticity- And neurotransmission-related proteins in young recipients. 
Microbiome 8. https://doi.org/10.1186/s40168-020-00914-w 



 
 

105 
 

da Cunha, A.C., Gomes, L.S., Godoy-Santos, F., Faria-Oliveira, F., Teixeira, J.A., Sampaio, G.M.S., Trópia, M.J.M., Castro, 
I.M., Lucas, C., Brandão, R.L., 2019. High-affinity transport, cyanide-resistant respiration, and ethanol production 
under aerobiosis underlying efficient high glycerol consumption by Wickerhamomyces anomalus. J. Ind. 
Microbiol. Biotechnol. 46. https://doi.org/10.1007/s10295-018-02119-5 

De Calignon, A., Fox, L.M., Pitstick, R., Carlson, G.A., Bacskai, B.J., Spires-Jones, T.L., Hyman, B.T., 2010. Caspase 
activation precedes and leads to tangles. Nature 464. https://doi.org/10.1038/nature08890 

de Graaf, M., Beck, R., Caccio, S.M., Duim, B., Fraaij, P. LA, Le Guyader, F.S., Lecuit, M., Le Pendu, J., de Wit, E., 
Schultsz, C., 2017. Sustained fecal-oral human-to-human transmission following a zoonotic event. Curr. Opin. 
Virol. https://doi.org/10.1016/j.coviro.2016.11.001 

de Lartigue, G., de La Serre, C.B., Raybould, H.E., 2011. Vagal afferent neurons in high fat diet-induced obesity; 
intestinal microflora, gut inflammation and cholecystokinin. Physiol. Behav. 105. 
https://doi.org/10.1016/j.physbeh.2011.02.040 

De Palma, G., Collins, S.M., Bercik, P., Verdu, E.F., 2014. The microbiota-gut-brain axis in gastrointestinal disorders: 
Stressed bugs, stressed brain or both? J. Physiol. 592. https://doi.org/10.1113/jphysiol.2014.273995 

De Vadder, F., Grasset, E., Holm, L.M., Karsenty, G., Macpherson, A.J., Olofsson, L.E., Bäckhed, F., 2018. Gut microbiota 
regulates maturation of the adult enteric nervous system via enteric serotonin networks. Proc. Natl. Acad. Sci. U. 
S. A. 115. https://doi.org/10.1073/pnas.1720017115 

de Vos, W.M., 2017. Microbe profile: Akkermansia muciniphila: A conserved intestinal symbiont that acts as the 
gatekeeper of our mucosa. Microbiol. (United Kingdom) 163. https://doi.org/10.1099/mic.0.000444 

Deacon, R., 2012. Assessing burrowing, nest construction, and hoarding in mice. J. Vis. Exp. 
https://doi.org/10.3791/2607 

Deacon, R.M.J., 2006. Assessing nest building in mice. Nat. Protoc. 1. https://doi.org/10.1038/nprot.2006.170 
Deacon, R.M.J., Croucher, A., Rawlins, J.N.P., 2002. Hippocampal cytotoxic lesion effects on species-typical behaviours 

in mice. Behav. Brain Res. 132. https://doi.org/10.1016/S0166-4328(01)00401-6 
Deacon, R.M.J., Penny, C., Rawlins, J.N.P., 2003. Effects of medial prefrontal cortex cytotoxic lesions in mice. Behav. 

Brain Res. 139. https://doi.org/10.1016/S0166-4328(02)00225-5 
Deacon, R.M.J., Rawlins, J.N.P., 2006. T-maze alternation in the rodent. Nat. Protoc. 1. 

https://doi.org/10.1038/nprot.2006.2 
DeKosky, S.T., Scheff, S.W., 1990. Synapse loss in frontal cortex biopsies in Alzheimer’s disease: Correlation with 

cognitive severity. Ann. Neurol. 27. https://doi.org/10.1002/ana.410270502 
DeKosky, S.T., Scheff, S.W., Styren, S.D., 1996. Structural correlates of cognition in dementia: Quantification and 

assessment of synapse change, in: Neurodegeneration. https://doi.org/10.1006/neur.1996.0056 
Delzenne, N.M., Neyrinck, A.M., Cani, P.D., 2011. Modulation of the gut microbiota by nutrients with prebiotic 

properties: Consequences for host health in the context of obesity and metabolic syndrome. Microb. Cell Fact. 
10. https://doi.org/10.1186/1475-2859-10-S1-S10 

Den Besten, G., Van Eunen, K., Groen, A.K., Venema, K., Reijngoud, D.J., Bakker, B.M., 2013. The role of short-chain 
fatty acids in the interplay between diet, gut microbiota, and host energy metabolism. J. Lipid Res. 
https://doi.org/10.1194/jlr.R036012 

Dethlefsen, L., Relman, D.A., 2011. Incomplete recovery and individualized responses of the human distal gut 
microbiota to repeated antibiotic perturbation. Proc. Natl. Acad. Sci. U. S. A. 108. 
https://doi.org/10.1073/pnas.1000087107 

Deture, M.A., Dickson, D.W., 2019. The neuropathological diagnosis of Alzheimer’s disease. Mol. Neurodegener. 
https://doi.org/10.1186/s13024-019-0333-5 

Devi, L., Ohno, M., 2010. Phospho-eIF2α level is important for determining abilities of BACE1 reduction to rescue 
cholinergic neurodegeneration and memory defects in 5XFAD mice. PLoS One 5. 
https://doi.org/10.1371/journal.pone.0012974 

Dewolfe Miller, F., Hicks, S.P., D’amato, C.J., Landis, J.R., 1984. A descriptive study of neuritic plaques and 
neurofibrillary tangles in an autopsy population. Am. J. Epidemiol. 120. 
https://doi.org/10.1093/oxfordjournals.aje.a113897 

Di Lazzaro, V., Profice, P., Pilato, F., Dileone, M., Florio, L., Tonali, P.A., Angelucci, F., 2007. BDNF plasma levels in acute 
stroke. Neurosci. Lett. 422. https://doi.org/10.1016/j.neulet.2007.06.001 

Dickerson, B.C., Bakkour, A., Salat, D.H., Feczko, E., Pacheco, J., Greve, D.N., Grodstein, F., Wright, C.I., Blacker, D., 
Rosas, H.D., Sperling, R.A., Atri, A., Growdon, J.H., Hyman, B.T., Morris, J.C., Fischl, B., Buckner, R.L., 2009. The 
cortical signature of Alzheimer’s disease: Regionally specific cortical thinning relates to symptom severity in very 
mild to mild AD dementia and is detectable in asymptomatic amyloid-positive individuals. Cereb. Cortex 19. 
https://doi.org/10.1093/cercor/bhn113 

Dickerson, B.C., Stoub, T.R., Shah, R.C., Sperling, R.A., Killiany, R.J., Albert, M.S., Hyman, B.T., Blacker, D., Detoledo-
Morrell, L., 2011. Alzheimer-signature MRI biomarker predicts AD dementia in cognitively normal adults. 



 
 

106 
 

Neurology 76. https://doi.org/10.1212/WNL.0b013e3182166e96 
Dickson, D.W., Rogers, J., 1992. Neuroimmunology of Alzheimer’s disease: A conference report. Neurobiol. Aging 13. 

https://doi.org/10.1016/0197-4580(92)90104-6 
Dieterich, W., Schink, M., Zopf, Y., 2018. Microbiota in the Gastrointestinal Tract. Med. Sci. 6. 

https://doi.org/10.3390/medsci6040116 
Dinan, T.G., Cryan, J.F., 2017. Gut instincts: microbiota as a key regulator of brain development, ageing and 

neurodegeneration. J. Physiol. 595. https://doi.org/10.1113/JP273106 
Diss, L.B., Robinson, S.D., Wu, Y., Fidalgo, S., Yeoman, M.S., Patel, B.A., 2013. Age-related changes in melatonin release 

in the murine distal colon. ACS Chem. Neurosci. 4. https://doi.org/10.1021/cn4000617 
Dodiya, H.B., Frith, M., Sidebottom, A., Cao, Y., Koval, J., Chang, E., Sisodia, S.S., 2020. Synergistic depletion of gut 

microbial consortia, but not individual antibiotics, reduces amyloidosis in APPPS1-21 Alzheimer’s transgenic 
mice. Sci. Rep. 10. https://doi.org/10.1038/s41598-020-64797-5 

Dodiya, H.B., Kuntz, T., Shaik, S.M., Baufeld, C., Leibowitz, J., Zhang, Xulun, Gottel, N., Zhang, Xiaoqiong, Butovsky, O., 
Gilbert, J.A., Sisodia, S.S., 2019. Sex-specific effects of microbiome perturbations on cerebral Ab amyloidosis and 
microglia phenotypes. J. Exp. Med. 216. https://doi.org/10.1084/jem.20182386 

Dogra, S.K., Doré, J., Damak, S., 2020. Gut Microbiota Resilience: Definition, Link to Health and Strategies for 
Intervention. Front. Microbiol. https://doi.org/10.3389/fmicb.2020.572921 

Dong, H., Goico, B., Martin, M., Csernansky, C.A., Bertchume, A., Csernansky, J.G., 2004. Modulation of hippocampal 
cell proliferation, memory, and amyloid plaque deposition in APPsw (Tg2576) mutant mice by isolation stress. 
Neuroscience 127. https://doi.org/10.1016/j.neuroscience.2004.05.040 

Dorszewska, J., Prendecki, M., Oczkowska, A., Dezor, M., Kozubski, W., 2016. Molecular Basis of Familial and Sporadic 
Alzheimer’s Disease. Curr. Alzheimer Res. 13. https://doi.org/10.2174/1567205013666160314150501 

Doruk, H., Naharci, M.I., Bozoglu, E., Isik, A.T., Kilic, S., 2010. The relationship between body mass index and incidental 
mild cognitive impairment, Alzheimer’s disease, and Vascular Dementia in elderly. J. Nutr. Heal. Aging 14. 
https://doi.org/10.1007/s12603-010-0113-y 

dos Santos Guilherme, M., Todorov, H., Osterhof, C., Möllerke, A., Cub, K., Hankeln, T., Gerber, S., Endres, K., 2020. 
Impact of Acute and Chronic Amyloid-β Peptide Exposure on Gut Microbial Commensals in the Mouse. Front. 
Microbiol. 11. https://doi.org/10.3389/fmicb.2020.01008 

dos Santos Guilherme, M., Tsoutsouli, T., Todorov, H., Teifel, S., Nguyen, V.T.T., Gerber, S., Endres, K., 2021. N6 -
Methyladenosine Modification in Chronic Stress Response Due to Social Hierarchy Positioning of Mice. Front. 
Cell Dev. Biol. 9. https://doi.org/10.3389/fcell.2021.705986 

dos Santos Guilherme, M., Valeri, F., Winter, J., Müller, M.B., Schwiertz, A., Endres, K., 2022. Resilience and the Gut 
Microbiome: Insights from Chronically Socially Stressed Wild-Type Mice. Microorganisms 10, 1077. 
https://doi.org/10.3390/microorganisms10061077 

Drozdowski, L., Thomson, A.B.R., 2006. Aging and the intestine. World J. Gastroenterol. 
https://doi.org/10.3748/wjg.v12.i47.7578 

Dua P, Z.Y., 2015. Microbial Sources of Amyloid and Relevance to Amyloidogenesis and AlzheimerÂ’s Disease (AD). J. 
Alzheimer’s Dis. Park. 05. https://doi.org/10.4172/2161-0460.1000177 

Duara, R., Lopez-Alberola, R.F., Barker, W.W., Loewenstein, D.A., Zatinsky, M., Eisdorfer, C.E., Weinberg, G.B., 1993. A 
comparison of familial and sporadic alzheimer’s disease. Neurology 43. https://doi.org/10.1212/wnl.43.7.1377 

Duff, K., 1997. Alzheimer transgenic mouse models come of age. Trends Neurosci. 20. https://doi.org/10.1016/S0166-
2236(97)01093-X 

Dutta, S., Sengupta, P., 2016. Men and mice: Relating their ages. Life Sci. https://doi.org/10.1016/j.lfs.2015.10.025 
EISEMAN, B., SILEN, W., BASCOM, G.S., KAUVAR, A.J., 1958. Fecal enema as an adjunct in the treatment of 

pseudomembranous. Surgery 44. 
El-Salhy, M., Sandström, O., Holmlund, F., 1999. Age-induced changes in the enteric nervous system in the mouse. 

Mech. Ageing Dev. 107. https://doi.org/10.1016/S0047-6374(98)00142-0 
Elahy, M., Jackaman, C., Mamo, J.C.L., Lam, V., Dhaliwal, S.S., Giles, C., Nelson, D., Takechi, R., 2015. Blood-brain 

barrier dysfunction developed during normal aging is associated with inflammation and loss of tight junctions 
but not with leukocyte recruitment. Immun. Ageing 12. https://doi.org/10.1186/s12979-015-0029-9 

Ellekilde, M., Selfjord, E., Larsen, C.S., Jakesevic, M., Rune, I., Tranberg, B., Vogensen, F.K., Nielsen, D.S., Bahl, M.I., 
Licht, T.R., Hansen, A.K., Hansen, C.H.F., 2014. Transfer of gut microbiota from lean and obese mice to antibiotic-
treated mice. Sci. Rep. 4. https://doi.org/10.1038/srep05922 

Endres, K., Schäfer, K.H., 2018. Influence of Commensal Microbiota on the Enteric Nervous System and Its Role in 
Neurodegenerative Diseases. J. Innate Immun. 10. https://doi.org/10.1159/000488629 

Enqi, W., Huanhu, Z., Ritu, W., Dan, X., Han, L., Baili, W., Gangyi, S., Shuchun, L., 2019. Age-stratified comparative 
analysis of the differences of gut microbiota associated with blood glucose level. BMC Microbiol. 19. 
https://doi.org/10.1186/s12866-019-1466-y 



 
 

107 
 

Erdö, F., Denes, L., De Lange, E., 2017. Age-associated physiological and pathological changes at the blood-brain 
barrier: A review. J. Cereb. Blood Flow Metab. https://doi.org/10.1177/0271678X16679420 

Erny, D., De Angelis, A.L.H., Jaitin, D., Wieghofer, P., Staszewski, O., David, E., Keren-Shaul, H., Mahlakoiv, T., 
Jakobshagen, K., Buch, T., Schwierzeck, V., Utermöhlen, O., Chun, E., Garrett, W.S., Mccoy, K.D., Diefenbach, A., 
Staeheli, P., Stecher, B., Amit, I., Prinz, M., 2015. Host microbiota constantly control maturation and function of 
microglia in the CNS. Nat. Neurosci. 18. https://doi.org/10.1038/nn.4030 

Fagan, A., MA, M., RH, M., SY, L., CS, D., AR, S., GN, L., ML, S., WE, K., CA, M., ST, D., JC, M., DM, H., 2006. Inverse 
relation between in vivo amyloid imaging load and cerebrospinal fluid Abeta42 in humans. Ann. Neurol. 59. 

Farlow, M., 2002. A clinical overview of cholinesterase inhibitors in Alzheimer’s disease. Int. Psychogeriatrics. 
https://doi.org/10.1017/S1041610203008688 

Farlow, M.R., Andreasen, N., Riviere, M.E., Vostiar, I., Vitaliti, A., Sovago, J., Caputo, A., Winblad, B., Graf, A., 2015. 
Long-term treatment with active Aβ immunotherapy with CAD106 in mild Alzheimer’s disease. Alzheimer’s Res. 
Ther. 7. https://doi.org/10.1186/s13195-015-0108-3 

Farrer, L.A., O’Sullivan, D.M., Cupples, L.A., Growdon, J.H., Myers, R.H., 1989. Assessment of genetic risk for 
alzheimer’s disease among first‐degree relatives. Ann. Neurol. 25. https://doi.org/10.1002/ana.410250511 

Felis, G.E., Dellaglio, F., 2007. Taxonomy of lactobacilli and bifidobacteria. Curr. Issues Intest. Microbiol. 
Feng, Q., Cheng, B., Yang, R., Sun, F.Y., Zhu, C.Q., 2005. Dynamic changes of phosphorylated tau in mouse 

hippocampus after cold water stress. Neurosci. Lett. 388. https://doi.org/10.1016/j.neulet.2005.06.022 
Ferri, C.P., Prince, M., Brayne, C., Brodaty, H., Fratiglioni, L., Ganguli, M., Hall, K., Hasegawa, K., Hendrie, H., Huang, Y., 

Jorm, A., Mathers, C., Menezes, P.R., Rimmer, E., Scazufca, M., 2005. Global prevalence of dementia: A Delphi 
consensus study. Lancet 366. https://doi.org/10.1016/S0140-6736(05)67889-0 

Fitch, N., Becker, R., Heller, A., 1988. The inheritance of alzheimer’s disease: A new interpretation. Ann. Neurol. 23. 
https://doi.org/10.1002/ana.410230104 

Flores, R., Shi, J., Fuhrman, B., Xu, X., Veenstra, T.D., Gail, M.H., Gajer, P., Ravel, J., Goedert, J.J., 2012. Fecal microbial 
determinants of fecal and systemic estrogens and estrogen metabolites: A cross-sectional study. J. Transl. Med. 
https://doi.org/10.1186/1479-5876-10-253 

Flurkey, K., Currer, J.M., Harrison, D.E., 2007. Mouse Models in Aging Research, in: The Mouse in Biomedical Research. 
https://doi.org/10.1016/B978-012369454-6/50074-1 

Fontaine, S.S., Novarro, A.J., Kohl, K.D., 2018. Environmental temperature alters the digestive performance and gut 
microbiota of a terrestrial amphibian. J. Exp. Biol. 221. https://doi.org/10.1242/jeb.187559 

Forsythe, P., Kunze, W.A., 2013. Voices from within: Gut microbes and the CNS. Cell. Mol. Life Sci. 
https://doi.org/10.1007/s00018-012-1028-z 

Fortea, J., Vilaplana, E., Carmona-Iragui, M., Benejam, B., Videla, L., Barroeta, I., Fernández, S., Altuna, M., Pegueroles, 
J., Montal, V., Valldeneu, S., Giménez, S., González-Ortiz, S., Muñoz, L., Estellés, T., Illán-Gala, I., Belbin, O., 
Camacho, V., Wilson, L.R., Annus, T., Osorio, R.S., Videla, S., Lehmann, S., Holland, A.J., Alcolea, D., Clarimón, J., 
Zaman, S.H., Blesa, R., Lleó, A., 2020. Clinical and biomarker changes of Alzheimer’s disease in adults with Down 
syndrome: a cross-sectional study. Lancet 395. https://doi.org/10.1016/S0140-6736(20)30689-9 

Franceschi, C., 2007. Inflammaging as a Major Characteristic of Old People: Can It Be Prevented or Cured? Nutr. Rev. 
65. https://doi.org/10.1111/j.1753-4887.2007.tb00358.x 

Franceschi, C., Bonafè, M., Valensin, S., Olivieri, F., De Luca, M., Ottaviani, E., De Benedictis, G., 2000. Inflamm-aging. 
An evolutionary perspective on immunosenescence, in: Annals of the New York Academy of Sciences. 
https://doi.org/10.1111/j.1749-6632.2000.tb06651.x 

Fransen, F., van Beek, A.A., Borghuis, T., El Aidy, S., Hugenholtz, F., van der Gaast - de Jongh, C., Savelkoul, H.F.J., de 
Jonge, M.I., Boekschoten, M. V., Smidt, H., Faas, M.M., de Vos, P., 2017. Aged gut microbiota contributes to 
systemical inflammaging after transfer to germ-free mice. Front. Immunol. 8. 
https://doi.org/10.3389/fimmu.2017.01385 

Franz, M.O., Mallot, H.A., 2000. Biomimetic robot navigation. Rob. Auton. Syst. 30. https://doi.org/10.1016/S0921-
8890(99)00069-X 

Friedland, R.P., 2015. Mechanisms of Molecular Mimicry Involving the Microbiota in Neurodegeneration. J. 
Alzheimer’s Dis. https://doi.org/10.3233/JAD-142841 

Friedland, R.P., Chapman, M.R., 2017. The role of microbial amyloid in neurodegeneration. PLoS Pathog. 
https://doi.org/10.1371/journal.ppat.1006654 

Fryer, J.D., Taylor, J.W., DeMattos, R.B., Bales, K.R., Paul, S.M., Parsadanian, M., Holtzman, D.M., 2003. Apolipoprotein 
E markedly facilitates age-dependent cerebral amyloid angiopathy and spontaneous hemorrhage in amyloid 
precursor protein transgenic mice. J. Neurosci. 23. https://doi.org/10.1523/jneurosci.23-21-07889.2003 

Fujii, Y., Nguyen, T.T.T., Fujimura, Y., Kameya, N., Nakamura, S., Arakawa, K., Morita, H., 2019. Fecal metabolite of a 
gnotobiotic mouse transplanted with gut microbiota from a patient with Alzheimer’s disease. Biosci. Biotechnol. 
Biochem. 83. https://doi.org/10.1080/09168451.2019.1644149 



 
 

108 
 

Fujio, J., Hosono, H., Ishiguro, K., Ikegami, S., Fujita, S.C., 2007. Tau phosphorylation in the mouse brain during 
aversive conditioning. Neurochem. Int. 51. https://doi.org/10.1016/j.neuint.2007.04.024 

Fung, T.C., Olson, C.A., Hsiao, E.Y., 2017. Interactions between the microbiota, immune and nervous systems in health 
and disease. Nat. Neurosci. https://doi.org/10.1038/nn.4476 

Furukawa, T., Manabe, S., Watanabe, T., Sharyo, S., Mori, Y., 1999. Sex difference in the daily rhythm of hepatic P450 
monooxygenase activities in rats is regulated by growth hormone release. Toxicol. Appl. Pharmacol. 
https://doi.org/10.1006/taap.1999.8808 

Gacias, M., Gaspari, S., Santos, P.M.G., Tamburini, S., Andrade, M., Zhang, F., Shen, N., Tolstikov, V., Kiebish, M.A., 
Dupree, J.L., Zachariou, V., Clemente, J.C., Casaccia, P., 2016. Microbiota-driven transcriptional changes in 
prefrontal cortex override genetic differences in social behavior. Elife 5. https://doi.org/10.7554/eLife.13442 

Gakhar-Koppole, N., Hundeshagen, P., Mandl, C., Weyer, S.W., Allinquant, B., Müller, U., Ciccolini, F., 2008. Activity 
requires soluble amyloid precursor protein α to promote neurite outgrowth in neural stem cell-derived neurons 
via activation of the MAPK pathway. Eur. J. Neurosci. 28. https://doi.org/10.1111/j.1460-9568.2008.06398.x 

Galimberti, D., Scarpini, E., Venturelli, E., Strobel, A., Herterich, S., Fenoglio, C., Guidi, I., Scalabrini, D., Cortini, F., 
Bresolin, N., Lesch, K.P., Reif, A., 2008. Association of a NOS1 promoter repeat with Alzheimer’s disease. 
Neurobiol. Aging 29. https://doi.org/10.1016/j.neurobiolaging.2007.03.003 

García-Ayllón, M.S., Small, D.H., Avila, J., Sáez-Valero, J., 2011. Revisiting the role of acetylcholinesterase in 
Alzheimer­s disease: Cross-talk with β-tau and p-amyloid. Front. Mol. Neurosci. 
https://doi.org/10.3389/fnmol.2011.00022 

García-Sierra, F., Hauw, J.J., Duyckaerts, C., Wischik, C.M., Luna-Muñoz, J., Mena, R., 2000. The extent of 
neurofibrillary pathology in perforant pathway neurons is the key determinant of dementia in the very old. Acta 
Neuropathol. 100. https://doi.org/10.1007/s004010051189 

Gareau, M.G., Jury, J., MacQueen, G., Sherman, P.M., Perdue, M.H., 2007. Probiotic treatment of rat pups normalises 
corticosterone release and ameliorates colonic dysfunction induced by maternal separation. Gut 56. 
https://doi.org/10.1136/gut.2006.117176 

Gareau, M.G., Wine, E., Rodrigues, D.M., Cho, J.H., Whary, M.T., Philpott, D.J., MacQueen, G., Sherman, P.M., 2011. 
Bacterial infection causes stress-induced memory dysfunction in mice. Gut 60. 
https://doi.org/10.1136/gut.2009.202515 

Gaskill, B.N., Gordon, C.J., Pajor, E.A., Lucas, J.R., Davis, J.K., Garner, J.P., 2013. Impact of nesting material on mouse 
body temperature and physiology. Physiol. Behav. 110–111. https://doi.org/10.1016/j.physbeh.2012.12.018 

Gensollen, T., Iyer, S.S., Kasper, D.L., Blumberg, R.S., 2016. How colonization by microbiota in early life shapes the 
immune system. Science (80-. ). https://doi.org/10.1126/science.aad9378 

Gerlai, R., 1996. Gene-targeting studies of mammalian behavior: Is it the mutation or the background genotype? 
Trends Neurosci. 19. https://doi.org/10.1016/S0166-2236(96)20020-7 

Gershon, M.D., Erde, S.M., 1981. The nervous system of the gut. Gastroenterology 80. https://doi.org/10.1016/0016-
5085(81)90275-4 

Ghanim, H., Abuaysheh, S., Sia, C.L., Korzeniewski, K., Chaudhuri, A., Fernandez-Real, J.M., Dandona, P., 2009. Increase 
in plasma endotoxin concentrations and the expression of toll-like receptors and suppressor of cytokine 
signaling-3 in mononuclear cells after a high-fat, high-carbohydrate meal: Implications for insulin resistance. 
Diabetes Care 32. https://doi.org/10.2337/dc09-0979 

Gibson, G.R., Hutkins, R., Sanders, M.E., Prescott, S.L., Reimer, R.A., Salminen, S.J., Scott, K., Stanton, C., Swanson, K.S., 
Cani, P.D., Verbeke, K., Reid, G., 2017. Expert consensus document: The International Scientific Association for 
Probiotics and Prebiotics (ISAPP) consensus statement on the definition and scope of prebiotics. Nat. Rev. 
Gastroenterol. Hepatol. https://doi.org/10.1038/nrgastro.2017.75 

Giles, E.M., D’Adamo, G.L., Forster, S.C., 2019. The future of faecal transplants. Nat. Rev. Microbiol. 
https://doi.org/10.1038/s41579-019-0271-9 

Gill, S.R., Pop, M., DeBoy, R.T., Eckburg, P.B., Turnbaugh, P.J., Samuel, B.S., Gordon, J.I., Relman, D.A., Fraser-Liggett, 
C.M., Nelson, K.E., 2006. Metagenomic analysis of the human distal gut microbiome. Science (80-. ). 312. 
https://doi.org/10.1126/science.1124234 

Gill, S.S., Anderson, G.M., Fischer, H.D., Bell, C.M., Li, P., Normand, S.L.T., Rochon, P.A., 2009. Syncope and its 
consequences in patients with dementia receiving cholinesterase inhibitors: A population-based cohort study. 
Arch. Intern. Med. 169. https://doi.org/10.1001/archinternmed.2009.43 

Giuffrida, M.L., Copani, A., Rizzarelli, E., 2018. A promising connection between BDNF and Alzheimer’s disease. Aging 
(Albany. NY). https://doi.org/10.18632/aging.101518 

Glabe, C.C., 2005. Amyloid accumulation and pathogensis of Alzheimer’s disease: significance of monomeric, 
oligomeric and fibrillar Abeta. Subcell. Biochem. https://doi.org/10.1007/0-387-23226-5_8 

Goate, A., Chartier-Harlin, M.C., Mullan, M., Brown, J., Crawford, F., Fidani, L., Giuffra, L., Haynes, A., Irving, N., James, 
L., Mant, R., Newton, P., Rooke, K., Roques, P., Talbot, C., Pericak-Vance, M., Roses, A., Williamson, R., Rossor, 



 
 

109 
 

M., Owen, M., Hardy, J., 1991. Segregation of a missense mutation in the amyloid precursor protein gene with 
familial Alzheimer’s disease. Nature 349. https://doi.org/10.1038/349704a0 

Goedert, M., 2009. Oskar Fischer and the study of dementia. Brain 132. https://doi.org/10.1093/brain/awn256 
Gómez-Isla, T., Hollister, R., West, H., Mui, S., Growdon, J.H., Petersen, R.C., Parisi, J.E., Hyman, B.T., 1997. Neuronal 

loss correlates with but exceeds neurofibrillary tangles in Alzheimer’s disease. Ann. Neurol. 41. 
https://doi.org/10.1002/ana.410410106 

Gonzales, P., Rikke, B.A., 2010. Thermoregulation in mice exhibits genetic variability early in senescence. Age (Omaha). 
32. https://doi.org/10.1007/s11357-009-9109-0 

Goodman, A.L., Kallstrom, G., Faith, J.J., Reyes, A., Moore, A., Dantas, G., Gordon, J.I., 2011. Extensive personal human 
gut microbiota culture collections characterized and manipulated in gnotobiotic mice. Proc. Natl. Acad. Sci. U. S. 
A. 108. https://doi.org/10.1073/pnas.1102938108 

Grasset, E., Puel, A., Charpentier, J., Collet, X., Christensen, J.E., Tercé, F., Burcelin, R., 2017. A Specific Gut Microbiota 
Dysbiosis of Type 2 Diabetic Mice Induces GLP-1 Resistance through an Enteric NO-Dependent and Gut-Brain 
Axis Mechanism. Cell Metab. 25. https://doi.org/10.1016/j.cmet.2017.04.013 

Greenfield, J.P., Tsai, J., Gouras, G.K., Hai, B., Thinakaran, G., Checler, F., Sisodia, S.S., Greengard, P., Xu, H., 1999. 
Endoplasmic reticulum and trans-Golgi network generate distinct populations of Alzheimer β-amyloid peptides. 
Proc. Natl. Acad. Sci. U. S. A. 96. https://doi.org/10.1073/pnas.96.2.742 

Grider, J.R., Piland, B.E., 2007. The peristaltic reflex induced by short-chain fatty acids is mediated by sequential 
release of 5-HT and neuronal CGRP but not BDNF. Am. J. Physiol. - Gastrointest. Liver Physiol. 292. 
https://doi.org/10.1152/ajpgi.00376.2006 

Grube, B.J., Cochane, C.G., Ye, R.D., Green, C.E., McPhail, M.E., Ulevitch, R.J., Tobias, P.S., 1994. Lipopolysaccharide 
binding protein expression in primary human hepatocytes and HepG2 hepatoma cells. J. Biol. Chem. 269. 
https://doi.org/10.1016/s0021-9258(17)37218-6 

Grundke-Iqbal, I., Iqbal, K., Tung, Y.C., Quinlan, M., Wisniewski, H.M., Binder, L.I., 1986. Abnormal phosphorylation of 
the microtubule-associated protein tau (tau) in Alzheimer cytoskeletal pathology. Proc. Natl. Acad. Sci. U. S. A. 
83. https://doi.org/10.1073/pnas.83.13.4913 

Guenthner, C.J., Miyamichi, K., Yang, H.H., Heller, H.C., Luo, L., 2013. Permanent genetic access to transiently active 
neurons via TRAP: Targeted recombination in active populations. Neuron 78. 
https://doi.org/10.1016/j.neuron.2013.03.025 

Guha, M., Mackman, N., 2001. LPS induction of gene expression in human monocytes. Cell. Signal. 
https://doi.org/10.1016/S0898-6568(00)00149-2 

Guilherme, M.D.S., Nguyen, V.T.T., Reinhardt, C., Endres, K., 2021. Impact of gut microbiome manipulation in 5xfad 
mice on alzheimer’s disease-like pathology. Microorganisms 9. https://doi.org/10.3390/microorganisms9040815 

Guillozet, A.L., Weintraub, S., Mash, D.C., Marsel Mesulam, M., 2003. Neurofibrillary tangles, amyloid, and memory in 
aging and mild cognitive impairment. Arch. Neurol. 60. https://doi.org/10.1001/archneur.60.5.729 

Güneş, Ü.Y., Zaybak, A., 2008. Does the body temperature change in older people? J. Clin. Nurs. 17. 
https://doi.org/10.1111/j.1365-2702.2007.02272.x 

Gupta, S., Allen-Vercoe, E., Petrof, E.O., 2016. Fecal microbiota transplantation: In perspective. Therap. Adv. 
Gastroenterol. https://doi.org/10.1177/1756283X15607414 

Gweon, T.G., Na, S.Y., 2021. Next generation fecal microbiota transplantation. Clin. Endosc. 54. 
https://doi.org/10.5946/CE.2021.053 

Ha, J.Y., Choi, S.Y., Lee, J.H., Hong, S.H., Lee, H.J., 2020. Delivery of Periodontopathogenic Extracellular Vesicles to 
Brain Monocytes and Microglial IL-6 Promotion by RNA Cargo. Front. Mol. Biosci. 7. 
https://doi.org/10.3389/fmolb.2020.596366 

Hall, A.M., Roberson, E.D., 2012. Mouse models of Alzheimer’s disease. Brain Res. Bull. 
https://doi.org/10.1016/j.brainresbull.2011.11.017 

Han, E.C., Choi, S.Y., Lee, Y., Park, J.W., Hong, S.H., Lee, H.J., 2019. Extracellular RNAs in periodontopathogenic outer 
membrane vesicles promote TNF-α production in human macrophages and cross the blood-brain barrier in 
mice. FASEB J. 33. https://doi.org/10.1096/fj.201901575R 

Hankenson, F.C., Marx, J.O., Gordon, C.J., David, J.M., 2018. Effects of Rodent Thermoregulation on Animal Models in 
the Research Environment. Comp. Med. 68. https://doi.org/10.30802/AALAS-CM-18-000049 

Hansen, R.A., Gartlehner, G., Webb, A.P., Morgan, L.C., Moore, C.G., Jonas, D.E., 2008. Efficacy and safety of 
donepezil, galantamine, and rivastigmine for the treatment of Alzheimer’s disease: A systematic review and 
meta-analysis. Clin. Interv. Aging. 

Harach, T., Marungruang, N., Duthilleul, N., Cheatham, V., Mc Coy, K.D., Frisoni, G., Neher, J.J., Fåk, F., Jucker, M., 
Lasser, T., Bolmont, T., 2017. Reduction of Abeta amyloid pathology in APPPS1 transgenic mice in the absence of 
gut microbiota. Sci. Rep. 7. https://doi.org/10.1038/srep41802 

Haran, J.P., Bhattarai, S.K., Foley, S.E., Dutta, P., Ward, D. V., Bucci, V., McCormick, B.A., 2019. Alzheimer’s disease 



 
 

110 
 

microbiome is associated with dysregulation of the anti-inflammatory P-glycoprotein pathway. MBio 10. 
https://doi.org/10.1128/mBio.00632-19 

Hartmann, T., Bieger, S.C., Brühl, B., Tienari, P.J., Ida, N., Allsop, D., Roberts, G.W., Masters, C.L., Dotti, C.G., Unsicker, 
K., Beyreuther, K., 1997. Distinct sites of intracellular production for Alzheimer’s disease Aβ40/42 amyloid 
peptides. Nat. Med. 3. https://doi.org/10.1038/nm0997-1016 

Hauss-Wegrzyniak, B., Vraniak, P.D., Wenk, G.L., 2000. LPS-induced neuroinflammatory effects do not recover with 
time. Neuroreport 11. https://doi.org/10.1097/00001756-200006050-00032 

Hayashi, M., Mistunaga, F., Ohira, K., Shimizu, K., 2001. Changes in BDNF-immunoreactive structures in the 
hippocampal formation of the aged macaque monkey. Brain Res. 918. https://doi.org/10.1016/S0006-
8993(01)03002-5 

Hayes, C.L., Dong, J., Galipeau, H.J., Jury, J., McCarville, J., Huang, X., Wang, X.Y., Naidoo, A., Anbazhagan, A.N., 
Libertucci, J., Sheridan, C., Dudeja, P.K., Bowdish, D.M.E., Surette, M.G., Verdu, E.F., 2018. Commensal 
microbiota induces colonic barrier structure and functions that contribute to homeostasis. Sci. Rep. 8. 
https://doi.org/10.1038/s41598-018-32366-6 

Hazan, S., 2020. Rapid improvement in Alzheimer’s disease symptoms following fecal microbiota transplantation: a 
case report. J. Int. Med. Res. 48. https://doi.org/10.1177/0300060520925930 

He, Q., Hou, Q., Wang, Y., Shen, L., Sun, Z., Zhang, H., Liong, M.T., Kwok, L.Y., 2020. Long-term administration of 
Lactobacillus casei Zhang stabilized gut microbiota of adults and reduced gut microbiota age index of older 
adults. J. Funct. Foods 64. https://doi.org/10.1016/j.jff.2019.103682 

He, Y., Li, B., Sun, D., Chen, S., 2020. Gut microbiota: Implications in Alzheimer’s disease. J. Clin. Med. 
https://doi.org/10.3390/jcm9072042 

He, Z., Riva, M., Björk, P., Swärd, K., Mörgelin, M., Leanderson, T., Ivars, F., 2016. CD14 is a co-receptor for TLR4 in the 
S100A9-induced pro-inflammatory response in monocytes. PLoS One 11. 
https://doi.org/10.1371/journal.pone.0156377 

Herrup, K., 2010. Reimagining Alzheimer’s disease - An age-based hypothesis. J. Neurosci. 
https://doi.org/10.1523/JNEUROSCI.4521-10.2010 

Hess, S.E., Rohr, S., Dufour, B.D., Gaskill, B.N., Pajor, E.A., Garner, J.P., 2008. Home improvement: C57BL/6J mice given 
more naturalistic nesting materials build better nests. J. Am. Assoc. Lab. Anim. Sci. 47. 

Heston, L.L., Mastri, A.R., Anderson, V.E., White, J., 1981. Dementia of the Alzheimer Type: Clinical Genetics, Natural 
History, and associated Conditions. Arch. Gen. Psychiatry 38. 
https://doi.org/10.1001/archpsyc.1981.01780350019001 

Heuvelin, E., Lebreton, C., Grangette, C., Pot, B., Cerf-Bensussan, N., Heyman, M., 2009. Mechanisms involved in 
alleviation of intestinal inflammation by bifidobacterium breve soluble factors. PLoS One 4. 
https://doi.org/10.1371/journal.pone.0005184 

Hill, C., Guarner, F., Reid, G., Gibson, G.R., Merenstein, D.J., Pot, B., Morelli, L., Canani, R.B., Flint, H.J., Salminen, S., 
Calder, P.C., Sanders, M.E., 2014. Expert consensus document: The international scientific association for 
probiotics and prebiotics consensus statement on the scope and appropriate use of the term probiotic. Nat. Rev. 
Gastroenterol. Hepatol. 11. https://doi.org/10.1038/nrgastro.2014.66 

Hill, M.J., 1997. Intestinal flora and endogenous vitamin synthesis, in: European Journal of Cancer Prevention. 
https://doi.org/10.1097/00008469-199703001-00009 

Himmler, A., Drechsel, D., Kirschner, M.W., Martin, D.W., 1989. Tau consists of a set of proteins with repeated C-
terminal microtubule-binding domains and variable N-terminal domains. Mol. Cell. Biol. 9. 
https://doi.org/10.1128/mcb.9.4.1381-1388.1989 

Hoffman, J.D., Parikh, I., Green, S.J., Chlipala, G., Mohney, R.P., Keaton, M., Bauer, B., Hartz, A.M.S., Lin, A.L., 2017. 
Age drives distortion of brain metabolic, vascular and cognitive functions, and the gut microbiome. Front. Aging 
Neurosci. 9. https://doi.org/10.3389/fnagi.2017.00298 

Höhn, P., Gabbert, H., Wagner, R., 1978. Differentiation and aging of the rat intestinal mucosa. II. Morphological, 
enzyme histochemical and disc electrophoretic aspects of the aging of the small intestinal mucosa. Mech. Ageing 
Dev. 7. https://doi.org/10.1016/0047-6374(78)90068-4 

Holdiness, M.R., 1987. Teratology of the antituberculosis drugs. Early Hum. Dev. https://doi.org/10.1016/0378-
3782(87)90039-9 

Hollis, F., Kabbaj, M., 2014. Social defeat as an animal model for depression. ILAR J. 55. 
https://doi.org/10.1093/ilar/ilu002 

Holt, P.R., 2001. Diarrhea and malabsorption in the elderly. Gastroenterol. Clin. North Am. 30. 
https://doi.org/10.1016/S0889-8553(05)70189-8 

Holt, P.R., Pascal, R.R., Kotler, D.P., 1984. Effect of aging upon small intestinal structure in the Fischer rat. Journals 
Gerontol. 39. https://doi.org/10.1093/geronj/39.6.642 

Holtzman, D.M., Morris, J.C., Goate, A.M., 2011. Alzheimer’s disease: The challenge of the second century. Sci. Transl. 



 
 

111 
 

Med. https://doi.org/10.1126/scitranslmed.3002369 
Hoover, B.R., Reed, M.N., Su, J., Penrod, R.D., Kotilinek, L.A., Grant, M.K., Pitstick, R., Carlson, G.A., Lanier, L.M., Yuan, 

L.L., Ashe, K.H., Liao, D., 2010. Tau Mislocalization to Dendritic Spines Mediates Synaptic Dysfunction 
Independently of Neurodegeneration. Neuron 68. https://doi.org/10.1016/j.neuron.2010.11.030 

Hopkins, M.J., Macfarlane, G.T., 2002. Changes in predominant bacterial populations in human faeces with age and 
with Clostridium difficile infection. J. Med. Microbiol. 51. https://doi.org/10.1099/0022-1317-51-5-448 

Hopkins, M.J., Sharp, R., Macfarlane, G.T., 2001. Age and disease related changes in intestinal bacterial populations 
assessed by cell culture, 16S rRNA abundance, and community cellular fatty acid profiles. Gut 48. 
https://doi.org/10.1136/gut.48.2.198 

Hor, Y.Y., Ooi, C.H., Khoo, B.Y., Choi, S.B., Seeni, A., Shamsuddin, S., Oon, C.E., Ong, K.L., Jeong, W.S., Liong, M.T., 2019. 
Lactobacillus strains alleviated aging symptoms and aging-induced metabolic disorders in aged rats. J. Med. 
Food 22. https://doi.org/10.1089/jmf.2018.4229 

Hornef, M., 2015. Pathogens, commensal symbionts, and pathobionts: Discovery and functional effects on the host. 
ILAR J. 56. https://doi.org/10.1093/ilar/ilv007 

Hou, K., Wu, Z.X., Chen, X.Y., Wang, J.Q., Zhang, D., Xiao, C., Zhu, D., Koya, J.B., Wei, L., Li, J., Chen, Z.S., 2022. 
Microbiota in health and diseases. Signal Transduct. Target. Ther. 7, 135. https://doi.org/10.1038/s41392-022-
00974-4 

Houser, M.C., Tansey, M.G., 2017. The gut-brain axis: Is intestinal inflammation a silent driver of Parkinson’s disease 
pathogenesis? npj Park. Dis. https://doi.org/10.1038/s41531-016-0002-0 
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