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1. ABBREVIATIONS 
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ADΥ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ 

AGD: Argyrophilic grain disease 

ApoE: Apolipoprotein E 

APP: Amyloid precursor protein 

ARTAG: Ageing-related tau astrogliopathy 

A :̡ Amyloid-  ̡

BCA: Bicinchoninic acid  

CaMKII: Ca2+/calmodulin-dependent protein kinase II 

CBD: Corticobasal degeneration 

Cdk5: Cyclin-dependent kinase 5 

CK1: Casein kinase 1 

CoE: Compound E 

DMSO: Dimethyl sulfoxide 

EIA: Enzymatic immunoassay 

ELISA: Enzyme-linked immunosorbent assay 

FAD: Familial !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ 

FDA: Food and drug administration 

FSK: Forskolin 

FTDP-17: Frontotemporal dementia with parkinsonism linked to chromosome 17 

FTLD: Frontotemporal lobar degeneration 

GGT: Globular glial tauopathy 

GOI: globular oligodendroglial inclusion 

GSK3̡: Glycogen synthase kinase 3̡ 

HRP: Horseradish peroxidase 

JNK: JUN N-terminal kinase 

LTP: Long-term potentiation 
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MAPK: Mitogen-activated protein kinase 

MAPT: Microtubule-associated protein tau 

MCI: Mild cognitive impairment 

MT: Microtubule 

MTBD: Microtubule-binding domain 

N2a: Neuro-2a 

NCLK: Neuronal Cdc2-like kinase 

NFT: Neurofibrillary tangle 

PBS: Phosphate buffered saline 

PDE: Phosphodiesterase 

PDPK: Proline-directed enzyme 

PET: Positron emission tomography 

PHF: Paired helical filament 

PKA: Cyclic-AMP-dependent kinase 

PSP: Progressive supranuclear palsy 

PVDF: Polyvinylidene difluoride  

RISC: RNA-induced silencing complex 

SADΥ {ǇƻǊŀŘƛŎ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ 

SDS: Sodium dodecyl sulfate 

SiRNA: Small (or short) interfering RNA 

ThT: Thioflavin T 

TMB: Tetramethylbenzidine 

TsA: Thorn shaped astrocyte 

UPS: Ubiquitinςproteasome system 

VDF: Vardenafil 

WB: Western blot 
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WHO:  World health organization 
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2. ABSTRACT 
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Tau is a protein which normally participates in the assembly and stability of 

microtubules. However, under pathological conditions, it can form aggregated and 

hyperphosphorylated structures that are associated with the pathogenesis of 

!ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ ŀƴŘ other neurodegenerative disorders known as tauopathies. 

Tau can be phosphorylated by multiple kinases at several sites. Among such 

kinases, the cAMP-dependent protein kinase A (PKA) phosphorylates tau at Ser214 

(pTAU-S214), an event that exerts a protective effect against the assembly of the 

protein. The activation of PKA by cAMP also sustains long-term potentiation (LTP), 

ŀ ŦƻǊƳ ƻŦ ǎȅƴŀǇǘƛŎ ǇƭŀǎǘƛŎƛǘȅΣ ǘƘǊƻǳƎƘ ǘƘŜ ǎǘƛƳǳƭŀǘƛƻƴ ƻŦ !ʲ ǇǊƻŘǳŎǘƛƻƴΦ Lƴ ŀ ǎƛƳƛƭŀǊ 

manner, cGMP was found to boost !ʲ ƭŜǾŜƭǎ ŀƴŘ ǘƻ ŦŀǾƻur LTP and memory, but 

an effect of cGMP on tau phosphorylation has never been reported. To investigate 

this issue, we first verified the effect of cAMP-enhancing treatments on pTAU-

S214 and then evaluated the possibility of a PKG-induced phosphorylation of tau. 

Different cAMP and cGMP enhancing strategies were used in different model 

systems: neuro N2a cells, rat hippocampal slices and adult male C57BL/6 mice. 

Phosphorylation of tau was analyzed by immunoblotting, gene silencing, in vitro 

enzymatic assays and nano-HPLC mass spectrometry. Aggregation of tau was 

evaluated by gel electrophoresis and thioflavin T-binding assay. 

Our data confirm that cAMP stimulates the phosphorylation of tau at Ser214, as 

expected, but not at Ser202, which is considered one of the earliest markers of tau 

aggregation. Furthermore, we report for the first time that the cGMP-activated 

PKG phosphorylates tau at Ser214 and other 7 Ser/Thr tau residues, but not 

Ser202. Also, preliminary results indicate that PKG phosphorylation could reduce 

the aggregating capacity of tau. 

Taken together, our results demonstrate the existence of a PKG-mediated 

mechanism that might shift tau from a pro-aggregant to an anti-aggregant 

conformation, which has been reported to exert neuroprotective functions.  
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3. INTRODUCTION 
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3.1. Biochemistry of tau protein 

Tau was discovered in 1975 by Weingarten and colleagues, who described it as ά! 

heat stable protein essential for ƳƛŎǊƻǘǳōǳƭŜ ŀǎǎŜƳōƭȅέ [1]. 

Today we know that tau is encoded by the microtubule-associated protein tau 

(MAPT) gene, which is located on chromosome 17q21-22 [2] and is expressed in a 

variety of tissues. In fact, relatively high levels of tau can be found in the heart, 

skeletal muscle, lung, kidney, and testis. It is present at low levels in the adrenal 

gland, stomach, and liver; nevertheless, the tissue where the protein is most 

expressed is the brain. Here, tau is commonly found within axons [3], but it is also 

present in neuronal somatodendritic compartments and in oligodendrocytes [4, 

5]. Abnormal accumulation of tau in somatodendritic compartments is associated 

ǿƛǘƘ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ ό!5ύ and other tauopathies [6].  

There are six different isoforms of tau, generated by alternative splicing of exons 

2, 3 and 10 [7] (Figure 1). To a lesser extent, alternative splicing may also involve 

exon 6, but this type of isoform is weakly expressed [8]. Exons 2 and 3, which both 

encode a 29-residue insert near the N-terminus, undergo coupled splicing, with 

exon 2 inclusion being dependent on exon 3 inclusion. The presence or absence of 

these two exons in the protein is indicated by the name of the isoform itself (0N, 

neither included; 1N, exon 3 included; 2N, both exons included). 

Exon 10 belongs to the microtubule-binding domain (MTBD); it encodes the 

second of four highly conserved repeat regions and is 31 residues long. Among the 

six isoforms of tau, three of them contain exon 10 and are called four repeat (4R) 

tau, whereas the other three isoforms, which lack exon 10, are known as three 

repeat (3R) tau [7, 9, 10].  

Depending on the presence or absence of exons 2, 3 and 10, the six tau isoforms 

have different lengths, ranging from 352 to 441 amino acids (0N3R and 2N4R, 

respectively). 
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Each of the six isoforms has shown a peculiar physiological role since they are 

differentially expressed during development and are distributed in different 

neuronal subpopulations. For instance, only the tau isoform 0N/3R is present 

during fetal stages, while the adults express all six isoforms [10, 11]. Functional 

differences have been suggested for 4R and 3R tau, as 4R isoforms are more 

efficient in promoting microtubule (MT) assembly than the 3R ones [11, 12]. 

In general, the protein structure consists of three parts: one assembly domain, one 

proline-rich domain, and one projection domain (Figure 2). The assembly domain 

is responsible for MT binding and tau aggregation [13, 14], and comprises the 

carboxy-terminal region and the repeat domain. The amino-terminal fragment of 

tau does not bind to MTs and is called projection domain because it projects away 

from the MT surface [15]. These two regions are separated by a proline-rich 

domain that contains multiple Thr-Pro or Ser-Pro motifs, which are targets of 

ƪƛƴŀǎŜǎ ǎǳŎƘ ŀǎ ƎƭȅŎƻƎŜƴ ǎȅƴǘƘŀǎŜ ƪƛƴŀǎŜ оʲ όD{Yоʲύ, cyclin-dependent kinase 5 

(Cdk5), mitogen-activated protein kinase (MAPK), and JUN N-terminal kinase (JNK) 

[16].  

Figure 1: Splice variant isoforms of tau. 
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From a chemical point of view, tau is overall a basic protein, but the N-terminal 

residues are predominantly acidic, while the C-terminus is neutral. The different 

charges affect the association of tau with MTs and other molecules, as well as the 

folding and aggregation of the protein itself [17].  

Tau is stable under acidic conditions and at high temperatures; being a highly 

soluble molecule, it is unfolded in the cytosol, unlike most cytosolic proteins [18]. 

Due to its άƴŀǘƛǾŜƭȅ ǳƴŦƻƭŘŜŘέ ƴŀǘǳǊŜ, tau is a flexible and elongated protein, with 

no extensive alpha-helical or beta-sheet domains [13, 19]. 

 

 

  

Figure 2: Domains of tau. The isoform represented in the picture is the 2N/4R, 
which is the longest tau isoform. 
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3.2. Physiology of tau and interaction with microtubules 

Since its discovery, it was clear that tau had a role in the assembly and stability of 

MTs, which are tubulin polymers involved in important features of the cell, such as 

mitosis, intracellular transport, and maintenance of cell shape. In the brain, these 

structures are vital for neuronal survival, since they provide stability to the axons 

and support the transport of materials to and from the distant synapses. 

Tau protein mainly distributes along the axons, where it provides stabilization of 

MTs and promotes their assembly [16]. Interestingly, the residues involved in 

binding with the MTs have been also classified as essential for the pathological 

aggregation of tau, thus implying that these two phenomena are in competition 

[20]. Even if the regulation of MT dynamics is considered its main function, tau is 

also involved in axonal transport. As a matter of fact, it can compete with the 

motor proteins dynein and kinesin (which are deputed to retrograde and 

anterograde transport of cargoes, respectively) for binding sites on the MT 

surface, resulting in the accumulation of cargoes in the soma [21]. Tau has also 

been observed in the nuclei of neuronal and non-neuronal cells, where it seems to 

maintain DNA and RNA integrity under physiological conditions and under ROS-

producing conditions such as hyperthermia [22].  

Early studies reported that tau knockout mice do not exhibit a pathological 

phenotype, possibly due to a compensatory increase in microtubule-associated 

MAP1B protein. [23]. However, more recently, worsening of neuronal function in 

tau-deficient mice has been described [16]. 
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3.3. Post-translational modifications 

3.3.1. Phosphorylation 

Among all the post-translational modifications that tau protein undergoes, 

phosphorylation is certainly the prevalent one, and the most intensely studied for 

its pathological implications. 

The longest tau isoform (2N4R) contains 85 potential phosphorylation sites, 45 of 

which have been characterized using mass spectrometry, sequencing and 

phosphorylation-dependent monoclonal antibodies. Among the 85 putative 

phosphorylation sites, 45 are serines (53% of tau phosphorylation sites), 35 are 

threonines (41%) and 5 are tyrosines (6%) (Figure 3) [24, 25]. 

 

 

 

Phosphorylation reduces tau's affinity for tubulin, allowing the protein to detach 

from the cytoskeleton. This ensures the dynamics of the system in healthy 

neurons [26]. Although the loss of affinity for MTs is a physiological event, an 

abnormal phosphorylation of tau could have detrimental effects, since 

hyperphosphorylated tau can entry into postsynaptic terminals causing synaptic 

dysfunction [27]. Furthermore, phosphorylation may decrease tau degradation 

through proteasome or autophagy, thus triggering aberrant accumulation or 

changing the way the protein interacts with partners (for instance, phosphorylated 

Figure 3: Positioning of phosphorylation sites on tau from Alzheimer brain. 
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but not unphosphorylated tau is able to interact with JIP1 protein, impairing the 

formation of kinesin complex and affecting axonal transport) [28]. But most of all, 

hyperphosphorylated tau is the main component of neurofibrillary tangles (NFTs), 

which are cerebral lesions found in AD and other neurodegenerative disorders, 

implying that excessive phosphorylation of tau is a prerequisite for NTF formation. 

[29]. In effect, some tau residues are considered critical, as when phosphorylated 

they make tau more prone to aggregation and possibly pathogenic. The 

combination of Thr212, Thr231, and Ser262 phosphorylation, for example, has 

been shown to cause disruption of the MT network and cell death [30]. Moreover, 

the epitope of the monoclonal antibody AT8 (phospho-Ser199/-Ser202/-Thr205) 

was found to correlate with remodelling and instability of MTs, diminished 

mitochondrial transport, cell death and neurodegeneration [31]. 

However, although excessive tau phosphorylation is considered a key pathogenic 

event, phosphorylation of some residues has been shown to reduce the protein 

aggregation. In particular, the phosphorylation of Ser214 and Thr231 causes tau to 

lose its ability to interact with MTs, leading to the detachment of the protein [16, 

32]. At the same time, this modified tau has been shown to resist aggregation, so 

these residues are of particular interest as their phosphorylation could counteract 

the formation of NFTs [33].  

The phosphorylation of tau is carried out by several kinases, each of which can act 

on more than one residue [34]. However, it is still a matter of debate whether all 

the phosphorylations observed during in vitro experiments actually take place in 

vivo. 

Protein kinases acting on tau can be divided into proline-directed enzymes 

(PDPKs), which phosphorylate Ser or Thr residues followed by a proline, and non-

PDPKs [31]. 

PDPK enzymes include: 

¶ Glycogen synthase kinase 3 beta (D{Yоʲ). This is the kinase that 

phosphorylates the largest number of tau residues, which at present are more 

than 40 [24], though the predominant are Ser199, Ser202, Thr231, Ser396, 

Ser400, and Ser413 [35]. The phosphorylation of these sites generates an 
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epitope of PHFs (paired helical filaments), which are the main component of 

NFTs [36]. The overactivation of D{Yоʲ can abnormally phosphorylate tau, 

leading to its detachment from MTs with subsequent alterations in axonal 

transport and neurodegeneration, and eventually memory impairment [37, 38]. 

For instance, Thr231 is one of the most important sites for the regulation of tau 

activity and when it is phosphorylated by D{Yоʲ tau undergoes a 

conformational change affecting its stability and capacity to bind MTs [39-41]. 

¶ Mitogen activated protein kinases (MAPKs). This is a group of kinases that 

regulate important cellular mechanisms such as proliferation, stress responses, 

apoptosis and immune defense [42]. There are three well-known MAPK 

pathways in mammalian cells: the ERK1/2, the c-JUN N-terminal kinase 1, 2 and 

3 (JNK1/2/3), and the p38 MAPK-ʰΣ-ʲΣ-ʵΣ ŀƴŘ- .ɹ The overactivation of p38 and 

JNK (both of which phosphorylate tau) has been observed, in several 

neurodegenerative diseases, in cells containing the pathogenic filamentous 

form of the protein [43-45]. 

¶ Cyclin-dependent kinase (Cdk5). It is an inactive enzyme, per se, and is 

activated after binding the regulatory subunits p39 and p35 in the cytosol [46]. 

P35 and p39 are proteins with a short half-life; under stress conditions, 

however, the protease calpain cleaves p35 into p25, which has a longer half-life 

and, unlike p35, is considered pathological [47-49]. In vitro, Cdk5 is able to 

phosphorylate 9ς13 tau residues [24, 50]. Uncertainty about the exact number, 

and whether phosphorylation can occur in vivo, could be attributed to an 

overlap in the phosphorylation of many (Ser/Thr)-Pro sites in tau by different 

PDPKs and to the lack of specific methods to discriminate them. Among the 

residues that have been assigned as phosphosites, Ser202, Thr205, Ser235, and 

Ser404 appear to be major sites, whereas Thr153 and Thr212 are minor sites in 

Cdk5-p25 in vitro assays [51]. Since these sites appear to be phosphorylated in 

AD brains, a pathogenic role for Cdk5 has been hypothesized [52]. On the other 

hand, Cdk5 can act as a modulator of tau hyperphosphorylation through the 

ƛƴƘƛōƛǘƻǊȅ ǊŜƎǳƭŀǘƛƻƴ ƻŦ D{Yоʲ [53]. 

Non PDPK enzymes include:  
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¶ Cyclic-AMP-dependent kinase (PKA). It is an ubiquitous tetrameric protein 

consisting of two regulatory and two catalytic subunits. Its activity is regulated 

by intracellular concentrations of the second messenger cAMP. Once activated, 

PKA phosphorylates many substrates, such as CREB, Raf, Bad and D{Yоʲ, with 

consequences on gene expression, cell survival and migration. In particular, 

phosphorylation by PKA inactivates both isoforms of GSK3 όʰ ŀƴŘ ʲύ [54]. 

Moreover, both proapoptotic and antiapoptotic effects of PKA were reported in 

nucleated cells [55]. On tau, PKA was found to phosphorylate residues Ser214, 

Ser217, Ser262, Ser396/404, and Ser416 [56]. 

As already mentioned, phosphorylation at Ser214 is an event of particular 

interest because it exerts a protective effect against the assembly of the 

protein into PHFs [33].  

¶ Ca2+/calmodulin-dependent protein kinase II (CaMKII). It is one of the most 

abundant protein kinases in the brain, regulating a wide range of neuronal 

functions, including neurotransmitter synthesis and release, modulation of ion 

channel activity, synaptic plasticity, and gene expression [57]. This protein is 

capable of phosphorylating tau in several residues that have been found 

hyperphosphorylated in AD brains, such as Ser262, Ser356, Ser409 and Ser416. 

Phosphorylation of Ser262 and Ser356 seems to particularly affect the ability of 

tau to bind MTs and promote their assembly [58]. 

¶ Casein kinase 1 (CK1). It is a family of Ser/Thrςspecific protein kinases that 

counts at least seven isoforms (Ck1-ʰΣ -ʲΣ -ʴмΣ -ʴнΣ -ʴоΣ-ʵΣ ŀƴŘ -ʶύ [59, 60]. By 

phosphorylating different substrates, these kinases regulate diverse cellular 

processes, including circadian rhythms, cell signalling, vesicular trafficking, cell 

division, and DNA repair [61]. CK1 is considered one of the most important tau 

kinases, as it is capable of phosphorylating more than 40 sites on the protein 

[62]. As with other previously described kinases, CK1 seems to have pathogenic 

roles: levels of CK1-ʰΣ /Yм-ʵ ŀƴŘ /Yм-ʶ ŀǊŜ highly increased in hippocampi of 

Alzheimer brains, compared to controls [63]; moreover, the protein colocalizes 

with pathogenic tau aggregates during the disease progression [64]. 

Overexpression of CK1-ʶ ǎǳǇǇǊŜǎǎŜǎ ǘŀǳ ŜȄƻƴ мл ƛƴŎƭǳǎƛƻƴ ŀƴŘ ƛƳōŀƭŀƴŎŜǎ оw-

tau/4R-tau ratio, which also contributes to the development of several 
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tauopathies, such as frontotemporal dementia with parkinsonism linked to 

chromosome 17 (FTDP-17)Σ tƛŎƪΩǎ ŘƛǎŜŀǎŜΣ ǇǊƻƎǊŜǎǎƛǾŜ ǎǳǇǊŀƴuclear palsy (PSP), 

corticobasal degeneration (CBD), and Down syndrome [65]. 

¶ Tyrosine kinases.  Human tau has five tyrosines in its longest sequence, and all 

of them are possible phosphorylation sites. Compared with the ser/thr kinases, 

tyrosine kinases involved in tau phosphorylation were less investigated. 

However, phosphorylation of tyrosines 18, 197, and 394 has been 

demonstrated in PHF-tau. FYN (proto-oncogene tyrosine-protein kinase), Syk 

(spleen tyrosine kinase), Met (a receptor tyrosine kinase), and c-Abl (a non-

receptor tyrosine kinase) were found to phosphorylate tau at Tyr18, Tyr197, 

and Tyr394, respectively [66, 67].  

 

3.3.2. Acetylation 

Tau acetylation occurs at lysine residues and is operated by the P300 

acetyltransferase and the CREB-binding protein [68]. Tau can also catalyse 

autoacetylation at some lysine sites, such as Lys280 [69], which is of particular 

importance because, when acetylated, it decreases MT binding, increases 

fibrillation in vitro [70] and has been detected in AD and in other tauopathies [71]. 

 

3.3.3. Glycosylation 

Glycosylation consists in the covalent attachment of oligosaccharides to 

polypeptides. There are two kinds of glycosylation: O-glycosylation, in which 

sugars are linked to the hydroxyl group of serine or threonine residues, and N-

glycosylation, in which sugars are linked to the amide group of asparagine. 

Aberrant glycosylation of tau is an event that leads to the hyperphosphorylation of 

the protein, both by promoting its phosphorylation and by inhibiting its 

dephosphorylation. [72]. 

Abnormal glycosylation positively modulates phosphorylation of tau by CŘƪрΣ D{Yπ

оʲΣ ŀƴŘ PKA [73, 74]. However, O-GlcNacylation, a type of O-glycosylation 

obtained from engraftment of N-acetyl-glucosamine, protects tau from excessive 

phosphorylation (as it occupies the kinase substrates), and is impaired in AD [75, 

76]. 
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3.3.4. Glycation 

Glycation consists of a non-enzymatic reaction between a carbohydrate and a 

lysine residue of a protein. Since glycated tau is less susceptible to degradation, its 

accumulation in cells could promote aggregation, although this is not a direct 

consequence of glycation [77, 78]. To date, twelve glycation sites have been 

attributed to tau [79-81]. 

 

3.3.5. Ubiquitination 

Ubiquitination of proteins is the linkage of a small peptide, ubiquitin, which acts as 

a tag for degradation by the UPS (ubiquitinςproteasome system). Tau is mostly 

polyubiquitinated through Lys48 linkages [82], but some other sites have been 

identified, such as Lys6, Lys11, and Lys63 [83, 84]. However, the effect of 

ubiquitination on tau degradation has yet to be elucidated. In AD, PHF-tau is 

ubiquitinated and not degraded, possibly explaining its accumulation in NFTs [85]. 

 

3.3.6. Nitration 

Nitration is the introduction of a nitro group (-NO2) into a tyrosine residue. 

Although four out of five tyrosine residues on tau may be nitrated, normal brains 

show only tau-nTyr197, while in AD and other tauopathies Tyr18, Tyr29 and 

Tyr394 also appear to be nitrated. Nitration reduces the affinity of tau for MTs and 

has pro- or anti-aggregating effects depending on the residue involved [86]. 

 

3.3.7. Methylation 

Methylation occurs physiologically at the lysine residues on tau. In vitro studies 

have shown that high stoichiometric methylation is able to suppress tau 

aggregation without affecting its function on MT assembly [87]. 
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3.4. Tau in pathology 

3.4.1. Aggregation 

Under normal conditions, tau is a natively unfolded protein, but its aggregation is 

the common thread to several neurodegenerative diseases known as tauopathies. 

Upon aggregation, the protein can form two different structures, PHFs and NFTs: 

PHFs are double helical stacks with a half-periodicity of about 80 nm (Figure 4), 

while NFTs are bundles of PHFs in the cytosol of neurons. 

Tau is a hydrophilic and unstructured protein, thus its aggregation in ordered 

fibers may appear counterintuitive. Indeed, the solubility of tau in vitro is in the 

millimolar range of concentrations, whereas in the brain it is at least 1000 times 

lower, likely explaining why the aggregation of tau was reproduced in vitro long 

after its discovery [88].  

The two hexapeptide sequences Val-Gln-Ile-Ile-Asn-Lys and Val-Gln-Ile-Val-Tyr-Lys, 

at the beginning of R2 and R3, respectively, are responsible for the organization of 

ǘŀǳ ƛƴǘƻ ʲ-sheet structures and are essential for tau aggregation [89]. It has been 

shown both in vitro and in vivo that the disruption of these motifs can suppress 

the aggregation of tau [90], which is instead accelerated by the polyanions that 

compensate for the positive charges in the central part of the molecule. The 

compounds most largely used to obtain the aggregation in vitro are heparin, 

nucleic acids, arachidonic acid micelles, acidic peptides and carboxylated 

microbeads [88, 91]. Two proteins, 14-3-о y and immunophilin, have also been 

shown to induce the aggregation of tau, probably stabilizing a conformation that is 

more prone to aggregation [92, 93]. 
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Despite all the interest aroused, it is still unclear whether it is the phosphorylation 

of tau that induces its aggregation or whether it is the aggregation that favors the 

phosphorylation of the protein. However, abnormally phosphorylated tau isolated 

from human AD brains can self-assemble into PHFs in vitro [94], and aggregated 

tau from patients with tauopathy, or transgenic mice, invariably show 

hyperphosphorylation [16]. Nevertheless, hyperphosphorylation of tau can occur 

also in non-pathological conditions, such as animal hibernation and anaesthesia-

induced hypothermia [95, 96]. 

Taken together, the available evidence suggests that tau hyperphosphorylation is 

necessary but not sufficient by itself to justify pathological aggregation of the 

protein.  

 

3.4.2. Gain or loss of function? 

Although tau dysfunction has been shown to cause neurodegeneration, the 

precise pathogenic mechanisms involved have yet to be established. 

One of the main questions is whether tau becomes pathogenic due to a loss of 

function or due to a gain of cytotoxic conformation/aggregation. In fact, 

Figure 4: Tau fibers. On the left: PHFs isolated from an AD brain (the arrows 
indicate the periodicity of ~80 nm). On the right: PHFs formed in vitro.  
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hyperphosphorylation and aggregation are both events that affect the ability of 

tau to bind the MTs, leading to the disassembly of these structures, deficits in 

axonal transport and neurodegeneration. Moreover, tau is involved in other 

cellular processes (e.g., DNA protection [22]) and, therefore, its modification may 

cause additional impairments.  

On the other hand, NFT distribution in AD brains correlates with the severity of 

cognitive deficits, strongly suggesting a pathogenic role of tau when it aggregates 

perhaps acquiring neurotoxic properties. However, an experiment on transgenic 

mice expressing the human tau carrying the P301L mutation (linked to FTDP-17) 

demonstrated that switching off the expression of the mutant protein improves 

memory and rescues neuronal loss, even in the presence of NFTs, indicating that 

these structures alone are not sufficient to induce neurodegeneration [97]. 

 

3.4.3. Tauopathies 

Tauopathy is a term used for a heterogeneous group of sporadic or familial 

disorders characterized by the deposition of tau in the brain [98]. A large number 

of neurodegenerative diseases are grouped under this definition, and there are 

several classification criteria: 

¶ Primary and secondary tauopathies 

A tauopathy is defined as primary when tau is the main contributing factor to 

neurodegeneration [99]. On the other hand, it is considered secondary when 

pathological tau is associated with another disease. It should be noted that in 

the latter case the tau pathology coexists, but it is not necessarily the cause of 

the other pathology. Table 1 summarizes the most common primary and 

secondary tauopathies. 

Primary tauopathies are part of frontotemporal lobar degeneration (FTLD), a 

group of different neurodegenerative diseases characterized by predominant 

destruction of the frontal and temporal lobes [100]. People affected by FTLD 

can present different clinical symptoms, such as cognitive, behavioural, 

language and motor deficits, which, in some cases, may overlap with 

parkinsonism or amyotrophic lateral sclerosis/motor neurons disease [101]. 
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A subclassification of primary tauopathies is based on whether they are 

sporadic or familial. PSP, CBD, argyrophilic grain disease (AGD)Σ ŀƴŘ tƛŎƪΩǎ 

disease are the most common sporadic primary tauopathies. 

Most familial cases of FTLD-tau are due to tau mutations, but at least other 20 

genes have been shown to be associated with this pathology [102-104].  

Secondary tauopathies are a broad group of different neuropathologies [99]. 

The most prominent secondary tauopathy is AD, which could be a true 

tauopathy, were it not for the presence of amyloid plaques [99, 105].  

Some secondary tauopathies appear to have an environmental etiology, as in 

chronic traumatic encephalopathy [106], while others have a genetic 

component, as in Down syndrome. 
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Predominant tau pathology 
άtǊƛƳŀǊȅ ǘŀǳƻǇŀǘƘƛŜǎέ 

Associated with other types of 
ǇŀǘƘƻƭƻƎȅ ά{ŜŎƻƴŘŀǊȅ ǘŀǳƻǇŀǘƘƛŜǎέ 

Progressive supranuclear palsy !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ  

Argyrophilic grain disease 5ƻǿƴΩǎ ǎȅƴŘǊƻƳŜ 

Corticobasal degeneration Lewy body disorders 

PickΩs disease Prion disease 

Frontotemporal dementia and 
parkinsonism linked to chromosome 17  

Familial British dementia and familial 
Danish dementia 

Postencephalitic  Parkinsonism Chronic traumatic encephalopathy 

tŀǊƪƛƴǎƻƴΩǎ ŘŜƳŜƴǘƛŀ ŎƻƳǇƭŜȄ ƻŦ DǳŀƳ Myotonic  dystrophy 

Guadeloupean parkinsonism NiemannςPick disease  type C 

Globular glial tauopathies Subacute sclerosing panencephalitis 

Ageing-related tau astrogliopathy 
Frontotemporal lobar degeneration with 

C9orf72 
hexanucleotide repeat expansion 

 Diffuse neurofibrillary tangles with 
calcification 

 Neurodegeneration with brain iron 
accumulation 

 Mutation affecting  the sodium/proton 
exchanger, SLC9A6 

 Cerebrotendinous xanthomatosis 

 TARDBP mutation p.Ile383Val 
associated with semantic dementia 

Table 1: Principal primary and secondary tauopathies. 
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¶ Classification according to the tau isoform pattern 

As already mentioned, exon 10 of tau is alternatively spliced to form tau 3R or 

4R. One way to classify tauopathies is based on which of these species is 

prevalent in NFTs, and identifies 4 different classes. 

In class I (comprising !5Σ 5ƻǿƴΩǎ ǎȅƴŘǊƻƳŜΣ Ǉarkinsonism-dementia complex of 

Guam, Niemann-Pick disease type C, chronic traumatic encephalopathy, and 

some cases of FTDP-17), 3R and 4R tau are both present approximately in equal 

amounts.  

In class II tauopathies, 4R isoforms are prevalent. In this group, we can find PSP, 

CBD, AGD, globular glial tauopathy (GGT), ageing-related tau astrogliopathy 

(ARTAG), and some cases of FTDP-17 [107-111].  

tƛŎƪΩǎ ŘƛǎŜŀǎŜ ŀƴŘ ǎƻƳŜ ŎŀǎŜǎ of FDTP-17 belong to class III, in which 3R tau is 

the prevalent isoform [107].  

Finally, in class IV, tau pathology is mainly due to isoforms lacking sequences 

encoded by exons 2, 3 and 10, as in myotonic dystrophy [112]. 

¶ Classification according to the cellular pattern of tau pathology 

Another way to classify tauopathies is by the distribution of the pathological 

tau deposits. Tau can accumulate in neurons όtƛŎƪΩǎ ŘƛǎŜŀǎŜΣ !5ύ, glial cells 

(GGT, ARTAG), or in both types of cells (PSP, CBD, AGD) [113] . 

Depending on the disease and the type of cells involved, different 

immunopositive tau lesions are found. In neurons, the main tau inclusions are 

pretangles, tangles, Pick bodies, spherical cytoplasmic inclusions, dystrophic 

neurites, threads, and grains [114].  

Glial cells where tau accumulates are astrocytes and oligodendrocytes. 

Astroglial phenotypes are usually specific to one disease, such as astrocytic 

plaques in CBD, tufted astrocytes in PSP, and thorn shaped astrocytes (TsAs) in 

AGD [113]. Globular glial tauopathies are characterized by coiled bodies and 

globular oligodendroglial inclusions (GOIs) [115, 116]. It has been demonstrated 

that the expression of FTDP-17 mutant tau in oligodendrocytes of transgenic 

mice results in age-related disruption of myelin integrity, impaired axonal 

transport and axonal degeneration [117, 118]. 
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It is worth mentioning that, although microglia does not express tau protein, 

tau disease has been observed in this cell type [119], possibly due to a prion-

like diffusion mechanism [120, 121]. 
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3.5. !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜ 

Among the tauopathies, AD is the most studied. According to the World Health 

Organization (WHO), AD and other forms of dementia are among the top 10 

causes of death worldwide. 

In 2005, there were approximately 24.3 million people with dementia, with 4.6 

million new cases each year. The number of people affected doubles every 20 

years, reaching 81 million by 2040, with uneven growth rates: while in developed 

countries a 100% increase is projected, in China, India and other countries in 

Southeast Asia and the Western Pacific the increase could exceed 300%.  

The disease is named after the neuropathologist who first described it in 1906, 

Alois Alzheimer. He reported the case of a 50-year-old woman who exhibited 

paranoia, progressive sleep, memory impairment, aggression and confusion, and 

died after a 5-year stay at the Community Psychiatric Hospital in Frankfurt. Post 

mortem, histological examination of the brain revealed to Alzheimer the presence 

of two types of lesions, now known as amyloid (or senile) plaques and NFTs. 

AD is a progressive and unremitting pathology, with long preclinical and 

prodromal phases (20 years) and an average clinical duration of 8ς10 years [122]. 

The course of the disease is usually divided in three different stages [123]:  

¶ tǊŜŎƭƛƴƛŎŀƭ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎe. In this phase, the brain and cerebrospinal fluid 

start showing the biomarkers associated to AD, but the patients do not 

manifest symptoms yet. Notably, the presence of the biomarkers in the body 

does not automatically mean that the subsequent two stages will occur [124, 

125]. 

¶ Mild cognitive impairment (MCI). People with MCI start showing cognitive 

decline, but this decline does not significantly interfere with everyday activities 

and may be noticed only by people close to the subject, such as familiars and 

friends. Approximately 15-20% of people aged 65 and over have MCI from any 

cause, but not all cases of MCI are due to AD, and in some cases MCI remains 

stable or reverts to normal cognition [126].  

¶ Dementia. This last stage is characterized by a marked cognitive decline. People 

show symptoms that interfere with their daily life activities, such as memory 
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loss or confusion, depression, personality changes, and loss of interest in 

activities they previously loved. These symptoms reflect the degree of neuronal 

damage in different parts of the brain.  

With the progression of the disease, patients require increasing assistance, and 

in the severe stage they need help with activities of daily living. Eventually, the 

brain areas involved in movement are damaged, and individuals become 

bedridden and cannot swallow properly, with a reduced ability to eat and drink 

as well. AD is ultimately fatal [127]. 

  

3.5.1. Genetics and risk factors 

There are two different types of AD, the familial (FAD) and the sporadic (SAD) 

form. 

FAD represents less than 1% of total cases [128] and is related to the mutation of 

genes encoding for the amyloid precursor protein (APP) and presenilin 

1/presenilin 2, all of which are involved in the production of amyloid-  ̡ό!ʲύ 

peptides [127]. Individuals with FAD show an early-onset disease, with symptoms 

that appear before the age of 65. The fact that all FAD-related mutations are on 

proteins involved in the production of !ʲ strongly ǎǳǇǇƻǊǘŜŘ ǘƘŜ άŀƳȅƭƻƛŘ ŎŀǎŎŀŘŜ 

ƘȅǇƻǘƘŜǎƛǎέΣ ǿƘƛŎƘ ŎƻƴǎƛŘŜǊǎ !ʲ ŀŎŎǳƳǳƭŀǘƛƻƴ ŀǎ ǘƘŜ ǇǊƛƳŀǊȅ ŎŀǳǎŜ ƻŦ !5 [129-

131]. 

SAD includes over 99% of all AD cases [132]. Unlike FAD, symptoms generally 

appear around age 65 or older, and the etiology of this form is still unknown. 

However, it is believed that rather than a single cause, the onset of SAD is due to 

multiple factors, both modifiable and non-modifiable. 

Non-modifiable risk factors are: 

¶ Age 

¶ Apolipoprotein E (ApoE), a protein encoded by the APOE gene, which exists in 

ǘƘǊŜŜ ŘƛŦŦŜǊŜƴǘ ŀƭƭŜƭŜǎ όʶнΣ ʶоΣ ʶпύΦ IƴŘƛǾƛŘǳŀƭǎ ŎŀǊǊȅƛƴƎ ǘƘŜ ʶп allele have a 

higher risk of developing AD than people who express ǘƘŜ ʶо allele [133]. 

ConverselyΣ ʶн carriers showed protection against the onset of the disease 

[134]. 
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¶ Family history. Individuals with a close relative (such as a parent or sibling) who 

have suffered from AD are more likely to develop the disease, not only because 

of genetics, but also because they share the same environment and habits 

(such as diet or exercise) that can make people prone to AD. 

¶ Gender. AD is more prevalent in women than in men [135]. 

Along with non-modifiable risk factors, others can be changed to reduce the risk of 

cognitive decline [136]. These factors are: 

¶ Smoking 

¶ Obesity 

¶ Hypertension 

¶ Diabetes mellitus 

¶ Education and sociability. Higher education is believed to ƘŜƭǇ ōǳƛƭŘ ŀ άŎƻƎnitive 

ǊŜǎŜǊǾŜέΣ ǿƘƛŎƘ ƛǎ ǘƘŜ brainΩǎ ability to make flexible and efficient use of 

cognitive networks [137]. Additionally, having an active social life and engaging 

in mental activities can help keep the brain healthy, thus reducing the risk of AD 

[138]. 

 

3.5.2. Brain changes 

The brain of people suffering from AD is characterized by macroscopic and 

microscopic alterations. 

At the macroscopic level, the most evident feature is cortical atrophy due to cell 

loss. Neuronal degeneration, which leads to the reduction of synaptic junctions 

and ultimately to brain shrinkage, is associated with the two microscopic lesions 

already described by Alois Alzheimer: extracellular !ʲ ǇƭŀǉǳŜǎ ŀƴŘ ƛƴǘǊŀƴŜǳǊƻƴŀƭ 

NFTs composed of tau. 

!  ̡ plaques, also known as senile or neuritic plaques, are roundish structures 

formed by the aggregation of AʲΣ ŀ пл-42 amino acids peptide. According to the 

ϦŀƳȅƭƻƛŘ ƘȅǇƻǘƘŜǎƛǎϦ ƻŦ !5Σ !ʲ plaques are thought to interfere with neuron-

neuron communication in synapses, leading to cell death. !  ̡accumulation starts 

in the frontal and temporal lobes, hippocampus and limbic system.  
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NFTs spread in AD brains following a typical pattern that was first described by 

Braak and Braak and is now a widely accepted staging system used to study the 

disease progression. Braak's six stages can be summarized in three: entorhinal 

(stages I-II), limbic (stages III-IV) and isocortical (stages V-VI) [139] (Figure 5). 

 

 

 

 

 

Another important feature of the AD brain is inflammation. The microglia is 

activated by the accumulation of A  ̡and tau, and tries to eliminate proteins and 

cell debris. At some point, the toxic burden is believed to exceed the immune 

systemΩǎ capacity to eliminate it, and this event results in chronic inflammation 

[127, 140]. 

 

3.5.3. Etiology 

Although the main alterations that occur in AD brains were identified more than a 

century ago, the true cause of the disease is yet to be established. Over the years, 

Figure 5: ¢ƘŜ ǇŀǘƘƻƭƻƎƛŎŀƭ ŜǾƻƭǳǘƛƻƴ ƻŦ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜΦ (A) Amyloid plaques 
and neurofibrillary tangles visualized using the Bielschowsky method of silver 
impregnation. (B) Lƴ ǘȅǇƛŎŀƭ ŎŀǎŜǎ ƻŦ !ƭȊƘŜƛƳŜǊΩǎ ŘƛǎŜŀǎŜΣ !ʲ ŘŜǇƻǎƛǘƛƻƴ Ƙŀǎ ŀƴ 
apparent origin in the frontal and temporal lobes, hippocampus and limbic system 
(top row). The neurofibrillary tangles and neuritic degeneration start in the medial 
temporal lobes and hippocampus, and progressively spread to other areas of the 
neocortex (bottom row). 
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scientists have proposed some theories, and the two most important identify !ʲ 

and tau, respectively, as the triggering factor of neurodegeneration.  

1.5.3.1. The !ʲ ƘȅǇƻǘƘŜǎƛǎ 

In 1992 Hardy and Higgins stated άhǳǊ ƘȅǇƻǘƘŜǎƛǎ ƛǎ ǘƘŀǘ ŘŜǇƻǎƛǘƛƻƴ ƻŦ ŀƳȅƭƻƛŘ 

b protein (AbP), the main component of the plaques, is the causative agent of 

!ƭȊƘŜƛƳŜǊΩǎ ǇŀǘƘƻƭƻƎȅ ŀƴŘ ǘƘŀǘ ǘƘŜ ƴŜǳǊƻŦƛōǊƛƭƭŀǊȅ ǘŀƴƎƭŜǎΣ ŎŜƭƭ ƭƻǎǎΣ ǾŀǎŎǳƭŀǊ 

ŘŀƳŀƎŜΣ ŀƴŘ ŘŜƳŜƴǘƛŀ Ŧƻƭƭƻǿ ŀǎ ŀ ŘƛǊŜŎǘ ǊŜǎǳƭǘ ƻŦ ǘƘƛǎ ŘŜǇƻǎƛǘƛƻƴέ [130]. 

As mentioned above, this hypothesis has long been supported by important 

evidence:  

¶ Mutations of APP and presenilins, which are associated with FAD, increase the 

production of !  ̡ [141]Φ !ʲ42, in particular, is considered the most toxic A  ̡

peptide, as it aggregates more readily ǘƘŀƴ !ʲ40. 

¶ All AD patients have amyloid plaques, especially in brain regions involved in 

memory and learning [142]. 

¶ The early development of AD in individuals suffering from Down syndrome is 

believed to be a consequence of an enhanced production of the A̡ -precursor 

protein APP, whose gene maps to chromosome 21 [143].  

¶ ¢ƘŜ ƎŜƴŜǘƛŎ Ǌƛǎƪ ŦŀŎǘƻǊ !th9ʶп ƛƳǇŀƛǊǎ ǘƘŜ ŎƭŜŀǊŀƴŎŜ ƻŦ !ʲ favouring its 

accumulation [144-146]. Additionally, more recent studies showed that ApoE4 

protein stimulates the transcription of APP [147]. 

¶ !  ̡is neurotoxic in vitro [142, 148]. 

However, in the past 30 years, scientists have not been able to address the main 

weaknesses of this theory, which are as follows: 

¶ Transgenic mice overexpressing human ! 4̡2 show no cognitive impairment and 

NFTs, despite plaque formation [149]. 

¶ Many people with ! -̡positive PET scan do not show memory impairment 

[150]. 

¶ Cognitive deficits correlate with NFTs and not with the amount of plaques 

[151]. 

¶ NFTs ŀƴŘ !ʲ ǇƭŀǉǳŜǎ Řƻ ƴƻǘ ƘŀǾŜ ǘƘŜ ǎŀƳŜ ŘƛǎǘǊƛōǳǘƛƻƴ ƛƴ !5 ōǊŀƛƴǎ [152]. 
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FurthermoreΣ !ʲ-targeting therapies have so far not met the predetermined 

endpoints and, at best, just a short delay in cognitive decline has been achieved. 

1.5.3.2. The tau hypothesis 

According to this hypothesis, the formation of NFTs is the key event in the 

pathogenesis of AD. Toxic tau aggregates would be the cause of neuronal damage, 

while the accumulation of Ab would represent a later phenomenon. 

The evidence supporting this hypothesis is: 

¶ The spread of tau disease is related to neuronal loss and the severity of 

dementia [151]. 

¶ Tau lesions precede A  ̡accumulation [153].  

¶ Mice that are knockout for the endogenous tau but overexpress human tau 

develop NFTs in the absence of !ʲ [154]. 

¶ Tau mutations cause tauopathies, such as FTDP-17, which lack senile plaques or 

other disease-specific inclusions [155]. 

However, as with the amyloid hypothesis, this theory also has its cons.  

As already mentioned, in transgenic mice carrying a pathogenic tau mutation, 

suppression of the transgene led to memory improvement and rescue of neuronal 

loss, despite the presence of NFTs [97]. This could imply that the toxic effect of tau 

on neurons is given by some forms of the protein that precede the formation of 

tangles. In this context, soluble tau oligomers could be likely candidates, as they 

increase in brains with AD and other tauopathies and can be detected prior to NFT 

formation [156, 157]. Furthermore, in mice, tau oligomers have been found to 

cause misfolding and spread of endogenous tau to unaffected brain regions [157, 

158], thus suggesting that tauopathies could progress by a prion-like mechanism 

that depends on tau oligomers [159, 160]. On the other hand, the results obtained 

with the suppression of the mutated gene could support the hypothesis of a loss 

of function in the pathogenesis of AD and other tauopathies. 
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4. AIMS 
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Because knowing the physiological function of a molecule is extremely important 

for understanding its pathological implications, the laboratory in which I worked 

ƻƴ ǘƘƛǎ ǘƘŜǎƛǎ Ƙŀǎ ƭƻƴƎ ŦƻŎǳǎŜŘ ƻƴ ǘƘŜ ǇƘȅǎƛƻƭƻƎȅ ƻŦ !ʲΦ  

As a matter of fact, since the late 1990s a growing body of evidence had suggested 

a promnesic role of the peptide, and in 2008 it was definitively demonstrated that 

ǇƛŎƻƳƻƭŀǊ ŀƳƻǳƴǘǎ ƻŦ !ʲ42 (similar to those produced physiologically in the 

healthy brain) enhance hippocampal long term potentiation (LTP), a form of 

synaptic plasticity [161]. More recent results from our laboratory have also 

ƛƴŘƛŎŀǘŜŘ ǘƘŀǘ !ʲ ƛǎ ƻƴŜ ƻŦ ǘƘŜ ŘƻǿƴǎǘǊŜŀƳ ŜŦŦŜŎǘƻǊǎ ƻŦ ǘƘŜ ǘǿƻ ŎȅŎƭƛŎ ƴǳŎƭŜƻǘƛŘŜǎ 

cAMP and cGMP to sustain LTP and memory [162, 163]. In particular, it was found 

that both cyclic nucleotides stimulate the production of A̡ through different 

mechanisms: cAMP acts via PKA, which stimulates the synthesis of APP and 

consequently of A̡ [162, 164], whereas cGMP increases A  ̡ production by 

favouring the convergence of APP and its cleaving enzyme BACE-1 in endo-

lysosomal compartments [163, 165]. Once produced, A̡ is released from the 

presynaptic terminals and sustains LTP in postsynaptic neurons with a mechanism 

that is yet to be established (Figure 6). 

The study that allowed the drafting of this thesis arises from the fact that PKA is 

also one of the kinases that phosphorylate tau protein. As described in the 

Introduction, PKA phosphorylates tau at Ser214 (pTAU-S214) [166], an event of 

particular interest because it exerts a protective effect against the assembly of the 

protein into PHFs [33]. This notion prompted the idea that cAMP and, more 

interestingly, cAMP enhancing strategies, may have a double protective effect 

against AD, ǎǘƛƳǳƭŀǘƛƴƎ ǘƘŜ ǇƘȅǎƛƻƭƻƎƛŎŀƭ ǇǊƻŘǳŎǘƛƻƴ ƻŦ !ʲ that is necessary for 

synaptic plasticity, and preventing the pathological aggregation of tau. 

Furthermore, it has suggested the hypothesis that cGMP can also act in a similar 

manner, although no one has ever shown that PKG phosphorylates tau.  

Given these premises, the objectives of this study were to verify the effect of 

cAMP-enhancing treatments on pTAU-S214 and to investigate whether the second 

messenger cGMP could also play a role in tau phosphorylation and aggregation. 
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Figure 6: TƘŜƻǊŜǘƛŎŀƭ ƳƻŘŜƭ ŜȄǇƭŀƛƴƛƴƎ Ƙƻǿ ŎDat ŀƴŘ Ŏ!at ƳƻŘǳƭŀǘŜ !ʲ ƭŜŀŘƛƴƎ 

ǘƻ ǘƘŜ ŜƴƘŀƴŎŜƳŜƴǘ ƻŦ [¢tΦ !ǘ ǇǊŜǎȅƴŀǇǘƛŎ ǊŜƎƛƻƴΣ Ŏ!at όƎǊŜŜƴύ ǎǘƛƳǳƭŀǘŜǎ !ʲ 

ǇǊƻŘǳŎǘƛƻƴ ōȅ ƛƴŘǳŎƛƴƎ !tt ǎȅƴǘƘŜǎƛǎΣ ǿƘŜǊŜŀǎ ŎDat όōƭǳŜύ ƛƴŎǊŜŀǎŜǎ !ʲ ƭŜǾŜƭǎ ōȅ 

modulating the processing of APP. In particular, cGMP favors the approximation of 

APP and BACE-1 in endo-ƭȅǎƻǎƻƳŀƭ ŎƻƳǇŀǊǘƳŜƴǘǎΦ hƴŎŜ ǎŜŎǊŜǘŜŘΣ !ʲ όǊŜŘύ ƳƛƎƘǘ 

ƛƴŦƭǳŜƴŎŜ [¢t ōȅ ŀŎǘƛǾŀǘƛƴƎ ǇƻǎǘǎȅƴŀǇǘƛŎ ǊŜŎŜǇǘƻǊǎ ŀƴŘκƻǊ ǘƘŜ ŀǎǘǊƻŎȅǘƛŎ ʰт 

nicotinic acetylcholine receptor. It is also possible ǘƘŀǘ !ʲ ŀŎǘs by entering the 

postsynaptic intracellular compartment [167]. 
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5. RESULTS 
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5.1. cAMP enhancers stimulate tau phosphorylation at Ser214  

To verify the effect of cAMP enhancers on tau phosphorylation, we incubated N2a 

cells and rat hippocampal slices with GEBR-7b and forskolin (FSK). GEBR-7b is a 

specific inhibitor of the enzyme phosphodiesterase 4D (PDE4D) that hydrolyses 

cAMP [168], while FSK is an activator of the enzyme adenylyl cyclase. At the end of 

treatments, cells and tissues were processed for total protein extraction and 

immunoblot analyses, which revealed that the levels of pTAU-S214 were increased 

by both cAMP enhancers, albeit to different degrees. Specifically, GEBR-7b 

increased pTAU-S214 by 2.45 and 1.60-fold in N2a cells and hippocampal slices, 

respectively, while FSK produced an induction of 15.03 and 3.31-fold, respectively. 

As expected, the combination of GEBR-7b and FSK was the most effective in both 

systems (Figure 7). Using the same samples, we also analysed tau phosphorylation 

at Ser202 (pTAU-S202), as it is one of the earliest markers of tau aggregation into 

PHFs [169], and PKA has been shown to phosphorylate this residue [170]. 

However, we did not observe detectable levels of the phosphopeptide in N2a cells 

(Figure 7A), and none of the treatments increasing cAMP was able to promote 

pTAU-S202 in hippocampal slices (Figure 7B). 

²Ŝ ǘƘŜƴ ƳŜŀǎǳǊŜŘ !ʲ42 peptides in conditioned media of N2a cells, confirming 

that they were increased by the cAMP enhancers (Figure 8), as previously shown 

by this lab in both cell cultures and hippocampal slices [162, 164]. 

Next, using a cAMP-specific enzymatic immunoassay (EIA) on N2a extracts, we 

verified that the treatments actually increased intracellular cAMP. The results 

obtained confirmed that GEBR-7b significantly enhanced the FSK-induced cAMP 

accumulation without affecting the basal levels of the cyclic nucleotide (Figure 9). 
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Figure 7: cAMP enhancers increase pTAU-S214 but not pTAU-S202. (A) N2a cells 
were pretreated for 1 hour with 10 µM GEBR-7b (GEBR) and then incubated with 
1 µM FSK or an equal volume of vehicle (Veh, DMSO) for 15 hours. At the end of 
treatments, cells were processed for immunoblot analyses. (B) Hippocampal 
slices were pretreated for 15 minutes with 100 µM GEBR, then incubated for 45 
minutes with 100 µM FSK or an equal volume of vehicle and processed for 
immunoblot analyses. Total tau signals represent the internal loading control. 
Graphed data show mean ± SEM for three independent experiments. *p < 0.05, 
**p < 0.001, and ***p < 0.0001 vs vehicle-treated group (one-way ANOVA, 
Dunnett post-test). 
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Figure 8: cAMP enhancers increase A ̡ levels in N2a cells. Conditioned media 
from the experiments described in Figure 7A were subjected to specific A4̡2 
ELISA. Graphed data show mean ± SEM for three independent experiments. ***p 
< 0.0001 vs vehicle-treated group (one-way ANOVA, Dunnett post-test). 



41 
 

 

  

Figure 9: Quantification of intracellular cAMP. Where indicated, N2a cells were 
pre-treated for 10 minutes ǿƛǘƘ млл ˃a GEBR-7b (GEBR) or an equal volume of 
vehicle (Veh, DMSO)Φ ¢ƘŜƴΣ м ˃a C{Y ǿŀǎ ŀŘŘŜŘ ŦƻǊ нл Ƴƛƴutes. At the end of 
the incubation periods, intracellular cAMP was measured with a cAMP-specific 
EIA kit, according to the manufacturer's instructions. Graphed data show mean ± 
SEM for three independent experiments. *** p < 0.0001 (one-way ANOVA, 
Bonferroni post-test).  
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5.2. A  ̡does not mediate the increase of pTAU-S214 

Since the increase in cAMP stimulates the production of !ʲ peptides, we tested 

whether the effect of cAMP on tau phosphorylation was somehow mediated by 

! .̡ 

To this end, we treated both N2a cells and rat hippocampal slices with compound 

E (CoE), a -ɹǎŜŎǊŜǘŀǎŜ ƛƴƘƛōƛǘƻǊ ǘƘŀǘ ǇǊŜŎƭǳŘŜǎ !ʲ ŦƻǊƳŀǘƛƻƴ [171], prior to 

exposure to GEBR-7b and FSK. As confirmed by specific ELISA performed on the 

conditioned media of both models, CoE inhibited ǘƘŜ ǇǊƻŘǳŎǘƛƻƴ ƻŦ !ʲ peptides 

even in the presence of the cAMP enhancers (Figure 10). However, the lack of !ʲ 

did not prevent the effect of cAMP on tau phosphorylation, as indicated by 

immunoblots performed on cell (Figure 11A) and slice extracts (Figure 11B).  

These results allowed ǳǎ ǘƻ ŎƻƴŎƭǳŘŜ ǘƘŀǘ !ʲ ƛǎ ƴƻǘ ǊŜǉǳƛǊŜŘ ŦƻǊ the cAMP-

dependent phosphorylation of tau at S214.  

 

  

Figure 10: CoE inhibits the production of A ̡peptides. Where indicated, N2a cells 
were pretreated with 1 µM CoE for 1 hour, then incubated for 1 hour with 10 µM 
GEBR-7b (GEBR) and finally for 16 hours with 1 µM FSK or an equal volume of 
vehicle (Veh, DMSO). At the end of the incubation periods, conditioned media 
were subjected to specific A̡42 ELISA. Graphed data show mean ± SEM for three 
independent experiments. ***p < 0.0001 vs vehicle-treated group, ###p < 0.0001 
(one-way ANOVA, Dunnett post-test). 
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Figure 11: The enhancement of pTAU-S214 is not mediated by A̡ peptides. (A) N2a 
cells were treated as described in Figure 10. At the end of the incubation period, 
cells were processed for total protein extraction, and immunoblot analyses were 
performed with anti-pTAU-S214 antibody. (B) Hippocampal slices were pretreated 
with 10 µM CoE for 15 minutes, then incubated with 100 µM GEBR-7b (GEBR) or an 
equal volume of vehicle (Veh, DMSO) for 45 minutes, and finally processed for 
immunoblot analyses. The total tau signal represents the internal loading control. 
Graphed data show mean ± SEM for three independent experiments. *p < 0.05, ** p 
< 0.001, and ***p < 0.0001 vs vehicle-treated group (one-way ANOVA, Dunnett 
post-test). 
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5.3. Vardenafil enhances tau phosphorylation at S214 but not at S202 

In light of the results obtained, and given that cAMP and cGMP have similar effects 

on !ʲ production and synaptic plasticity [162, 164], we wondered if cGMP could 

also play a role in tau phosphorylation. 

To this end, we performed immunoblot-based analyses of pTAU-S214 in rat 

hippocampal slices treated with vardenafil (VDF), a selective PDE5 inhibitor that 

enhances intracellular cGMP by inhibiting its degradation. We found a significant 

and concentration-dependent increase of pTAU-S214 (1.65-fold induction and 

5.28-ŦƻƭŘ ƛƴŘǳŎǘƛƻƴ ǿƛǘƘ мл ŀƴŘ млл ˃a ±5CΣ ǊŜǎǇŜŎǘƛǾŜƭȅύ (Figure 12). On the 

same samples, we also analysed the levels of pTAU-S202, but no effect of cGMP 

was detected (Figure 12).  

In addition, similarly to what observed with the cAMP enhancers (Figure 11), we 

found that the effect of VDF on pTAU-{нмп ǿŀǎ ƴƻǘ ƳŜŘƛŀǘŜŘ ōȅ !ʲΣ ǎƛƴŎŜ ƛǘ ǿŀǎ 

not counteracted by CoE (Figure 13A, B).  

Most importantly, immunoblot analysis of hippocampi from mice acutely treated 

with VDF (0.3 mg/kg) confirmed that the selective and cGMP-induced increment 

of pTAU-S214 also occurs in vivo (+44.9% vs vehicle treated animals) (Figure 14). 
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Figure 12: In rat hippocampal slices, VDF increases pTAU-S214 but not pTAU-S202. 
Slices were treated with VDF (10, 100 M˃) or an equal volume of vehicle (Veh, 
DMSO) for 45 minutes and then processed for immunoblot analyses. The total tau 
signal represents the internal loading control. Graphed data show mean ± SEM for 
three independent experiments. *p < 0.05 and **p < 0.001 vs vehicle-treated 
group (one-way ANOVA, Dunnett post-test). 
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Figure 13: The enhancement of pTAU-S214 is not mediated by A̡. (A) Where 
indicated, hippocampal slices were pretreated with 10 M˃ CoE for 15 minutes 
and then exposed to 100 ˃M VDF or an equal volume of vehicle (Veh, DMSO) for 
45 minutes. At the end of the incubation periods, samples were processed for 
total protein extraction followed by immunoblot analyses. The total tau signal 
represents the internal loading control. (B) Conditioned media from the 
experiments described in (A) were subjected to specific A4̡2 ELISA. Graphed data 
show mean ± SEM for three independent experiments. *p < 0.05 and **p < 0.001 
vs vehicle-treated group, #p < 0.05 (one-way ANOVA, Dunnett post-test). 
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Figure 14: In vivo effect of VDF on tau phosphorylation. One hour after i.p. 
injection of VDF (0.3 mg/kg) or vehicle (Veh, DMSO), mice were sacrificed and 
hippocampi were processed for total protein extraction and immunoblot 
analyses. The total tau signal represents the internal loading control. Graphed 
data show mean ± SEM (n= 3 mice for each group of treatment). *p < 0.05 vs 
vehicle-treated group (two-tailed student t test). 
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5.4. PKG mediates the phosphorylation of tau at Ser214 

Next, for a better understanding of the mechanisms underlying the observed 

phenomenon, we performed immunoblot analyses of N2a cells incubated with 

VDF for different time periods. This experiment revealed that pTAU-S214 is 

strongly increased already after 10 minutes of VDF treatment (6.55-fold induction 

compared to the vehicle-treated cells) and returns close to baseline levels after 60 

minutes (Figure 15A). We also confirmed, by enzyme immunoassay, that the 

intracellular concentration of cGMP is increased after 10 minutes of treatment and 

continues to increase in a time-dependend manner (Figure 15B). It is likely to 

assume that, once activated, the cGMP-responsive kinase become insensitive to 

further stimuli. 
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Figure 15: (A) Time course of VDF in N2a cells. Cells were treated with 100 ˃M 
VDF or an equal volume of vehicle (DMSO) for the indicated times and then 
processed for immunoblot analyses. The total tau signal represents the internal 
loading control. (B) Intracellular cGMP levels in VDF-treated cells. At the end of 
VDF treatment (100 ˃M), N2a cells were processed for cGMP evaluation. 
Graphed data show mean ± SEM for three independent experiments. *p < 0.05 
and *** p < 0.0001 vs vehicle-treated group (Time 0) (one-way ANOVA, Dunnett 
post-test). 
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Given that cGMP acts as a second messenger primarily by activating PKG, we used 

RNA interference technology to test whether the effect of VDF on pTAU-S214 is 

mediated by the cGMP-dependent kinase. We observed that, in N2a cells, the 

knockdown of PKG by siRNA ƴƻǘ ƻƴƭȅ ǇǊŜǾŜƴǘǎ ǘƘŜ ŜŦŦŜŎǘ ƻŦ ±5C όҍтл҈ ŎƻƳǇŀǊŜŘ 

to VDF treated control cells) but it also reduces the pTAU-S214 basal levels by 

60%, indicating that there is an endogenous PKG-mediated phosphorylation of tau 

that occurs also independently from VDF stimulation (Figure 16).  

  

Figure 16: Effect of PKG silencing on pTAU-S214. N2a cells were transfected with 
PKG siRNA or non-targeting siRNA (control siRNA), treated with 100 M˃ VDF or an 
equal volume of vehicle (Veh, DMSO) for 30 minutes, and then processed for 
immunoblot analyses. ̡-actin and total tau signals represent internal loading 
controls. Graphed data show mean ± SEM for three independent experiments. ** p 
< 0.01 and ***p < 0.001 (one-way ANOVA, Dunnett post-test).  
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5.5. Tau is directly phosphorylated by PKG at distinct sites 

We next sought to determine whether tau is a direct substrate of PKG. To this aim, 

human recombinant tau 2N4R was incubated with purified PKG for 1 hour and 

then subjected to SDS-PAGE and immunoblotting with anti-pTAU-S214, anti-pTAU-

S202, and anti-total tau antibodies. As shown in Figure 17, PKG directly 

phosphorylated tau at Ser214 but not at Ser202. 

 

 

To further confirm these data and to investigate whether other Ser/Thr residues 

on tau were phosphorylated by PKG, following incubation with the kinase, SDS-

PAGE and in-gel digestion, tau samples were analyzed by nano-HPLC-ESI-MS/MS. 

The obtained results were submitted to the SEQUEST search engine against the 

Uniprot Human protein database using the phosphoRS tool, which allowed for the 

specific identification of tau 2N4R and confirmed its phosphorylation at Ser214. 

Additionally, other seven tau residues, but not Ser202, were unambiguously 

assigned as phosphosites: Ser409, Ser235, Thr111, Ser356, Ser412, Thr212, and 

Thr245 (Table 2). As expected, no phosphopeptides were detected when tau was 

incubated in the absence of PKG (data not shown). 

Figure 17: In vitro phosphorylation assay. Recombinant human tau (1 g˃) was 
incubated with 0.1 (+) or 0.2 (++) g˃ of recombinant PKG for 1 hour. The reaction 
mixture was then subjected to immunoblot analyses. Protein extract from rat 
hippocampal slices was used as a positive control (P.C.). Blots are representative 
of three independent experiments with similar results. 
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Table 2: PKG-phosphorylated tau residues identified by nano-LC mass spectrometry. 

For each peptide, the following details are reported: amino acid sequence, 
phosphorylation site(s); pRS peptide score (cumulative binomial probability that 
the observed match is a random events); pRS isoform probability (probability that 
the isoform is correct); pRS site probability (probability of each site being truly 
phosphorylated); q-value (minimal false discovery rate at which the identification 
is considered correct); PEP score (probability that the peptide spectrum match is 
incorrect); number of missed-cleavages. 
 

Peptide 
sequence 

Phospo
-site 

pRS 
peptide 
score 

pRS 
isoform 

probability 

pRS site 
probabilities 

q-
value 

PEP 
Score 

Missed 
Cleavages 

HLSNVSS
TGSI 

DMVDSP
QLAT 

LADEVSA
SLAK 

S409 235 100,0% 

S(3):100.0; 
S(6):0.0; 
S(7):0.0; 
T(8):0.0; 

S(10):0.0; 
S(16):0.0; 
T(21):0.0; 
S(27):0.0; 
S(29):0.0 

0 
0,0000

1 
0 

 
TPPKSPS

SAK 
S235 124 92,2% 

T(1):0.0; 
S(5):92.2; 
S(7):7.7; 
S(8):0.1 

0 0,0361 1 

QAAAQP
HTEIP 

EGTTAEE
AGIG 

DTPSLED
EAA 

GHVTQAR 

T111 103 84,5% 

T(8):0.0; 
T(14):0.1; 
T(15):0.1; 

T(24):84.5; 
S(26):15.2; 
T(36):0.0 

0 
0,0000

1 
0 

IGSLDNIT
HVP 

GGGNK 
S356 115 100,0% 

S(3):100.0; 
T(8):0.0 

0 0,0010 0 

HLSNVSS
TGSI 

DMVDSP
QLAT 

LADEVSA
SLAK 

S409/S
412 

85 87,6% 

S(3):100.0; 
S(6):87.6; 
S(7):3.8; 
T(8):3.8; 

S(10):3.8; 
S(16):0.9; 
T(21):0.1; 
S(27):0.0; 
S(29):0.0 

0 0,0009 0 

SRTPSLP
TPPT 
REPK 

T212/S
214 

89 86,7% 

S(1):13.3; 
T(3):86.8; 
S(5):99.9; 
T(8):0.0; 
T(11):0.0 

0 0,0462 2 

TPSLPTP
PTR 

S214 62 99,4% 

T(1):0.6; 
S(3):99.4; 
T(6):0.0; 
T(9):0.0 

0 0,0496 0 

LQTAPVP
MPDK 

T245 66 100,0% T(3):100.0 0 0,0121 0 
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5.6. Effect of PKG on tau in vitro aggregation 

Finally, we investigated whether the phosphorylation operated by PKG could 

affect tau aggregation. To this purpose, after incubation with PKG, recombinant 

tau 2N4R was triggered to aggregate by the polyanionic aggregation inducer 

heparin [172]. Tau aggregation was allowed to proceed for 24 h and then 

monitored by SDS-PAGE. As shown in Figure 18, the monomeric form of 

unphosphorylated tau runs as a single band at around 66 kDa, with a slight upward 

shift occurring in the presence of PKG, most likely as an effect of phosphorylation. 

An additional band appears in the range of 175 kDa and presumably represents 

SDS-stable aggregation products [173]. Densitometric analyses of this high 

molecular weight tau species indicated that, as expected, it increases in the 

presence of heparin (+90% vs untreated tau) and that, more interestingly, such 

increase is reduced by 56% in the presence of PKG (Figure 18, right panel). 

  

Figure 18: Aggregation of PKG-phosphorylated tau. Recombinant human tau (1.3 
g˃) was incubated with or without heparin (HEP, 0.2 M˃) and recombinant PKG 

(0.2 ˃ g) for 24 hours. The reaction mixture was then subjected to 10% sodium 
dodecyl sulfate (SDS)-PAGE, followed by staining with Coomassie Brilliant Blue 
R250. Graphed data show mean ± SEM for three independent experiments. *p < 
0.05 (one-way ANOVA, Dunnett post-test). 
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To confirm this result, we performed a fluorescence assay using thioflavin T (ThT), 

a molecule that becomes fluorescent when bound to protein aggregates, allowing 

their detection and quantification [174]. 

To set the experimental conditions and to verify whether the aggregation of tau 

could be effectively monitored by ThT fluorescence, we first analysed tau in the 

presence and absence of heparin. Heparin was added to tau 24 hours prior to or 

immediately prior to analysis, which was conducted for 16 hours. Both samples 

showed a greater fluorescence than heparin-free tau, indicating that the method 

was able to distinguish the aggregated form from the monomeric form of tau 

(Figure 19A). 

We then repeated the experiment by adding PKG-phosphorylated tau, to see if 

phosphorylation could affect the protein aggregation. However, despite numerous 

attempts, we have obtained too variable and inconclusive results (Figure 19B). 
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Figure 19: Tau aggregation assay in the presence of ThT. Fluorescence intensity 
was measured every 5 minutes until the indicated times (excitation 450 nm, 
emission 482 nm). (A) For the analysis, samples were incubated in a 96-well plate 
at a final volume of 39.7 µL. Where indicated, samples contained 5 µM ThT as a 
probe, 0.18 µM heparin as aggregation inducer, 1.32 µg tau, and/or 0.135 µg 
PKG, in a 20 mM TrisςHCl buffer (pH 7.4). (B) Total volume was increased to 100 
µL and ThT to 12.5 µM concentration, while other conditions remained 
unchanged. The ThT assay was performed independently multiple times. 
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6. DISCUSSION 
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The fight against AD is a compelling challenge of modern medicine. The etiology of 

this syndrome is still a matter of debate, so a deeper knowledge of the molecular 

events leading to ǘŀǳ ŀƴŘ !ʲ dysregulation is of key importance for the 

development of effective therapies. 

Over the past 20 years, several clinical trials have been conducted aimed at 

reducing !ʲ ƭŜǾŜƭǎ, but although most of drugs have successfully reduced the 

amyloid load, no cognitive improvement has been achieved [175]. In 2020, this 

therapeutic approach seemed to have been definitively abandoned, but a few 

months ago FDA approved aducanumab, yet another antibody ǘŀǊƎŜǘƛƴƎ !ʲΣ ŦƻǊ 

the treatment of AD. Curiously, approval was given despite the opposition of the 

medical advisory committee, as clinical trials of the drug had been stopped due to 

futility [176]. 

Most probably, Alzheimer's scientific research has failed so far because the body 

of evidence indicating that !  ̡ is needed for synaptic plasticity and memory was 

not taken into account. Among the most recent publications, an important study 

conducted by Sturchio and colleagues revealed that in individuals with cerebral 

amyloidosis, ǘƘŜ ƘƛƎƘŜǎǘ ŀƳƻǳƴǘǎ ƻŦ ǎƻƭǳōƭŜ !ʲ42 are detected in subjects with 

normal cognition and not in patients with MCI or AD. This further evidence 

strengthens the hypothesis that ǘƘŜ ǇŀǘƘƻƎŜƴƛŎƛǘȅ ƻŦ !ʲ ŎƻǳƭŘ ōŜ ŘǳŜ ǘƻ ǘƘŜ ƭƻǎǎ 

of its normal function rather than the acquisition of toxic properties. From this 

point of view, it is likely that ǿƘŜƴ !ʲ is sequestered in the plaques, it is no longer 

available in a soluble form to carry out its physiological functions.  

Similarly, tau may lose its functionality when hyperphosphorylated and aggregated 

in NFTs, thus leading to pathological effects. Therefore, focusing on the molecular 

mechanisms that govern tau phosphorylation could help to reveal important 

elements for future therapeutic strategies. 

In the present study, we demonstrate that both cAMP and cGMP are involved in 

tau phosphorylation regardless of their amyloidogenic capacity. This evidence is 

important because indicates that A̡  is not required for the process of tau 

phosphorylation, unlike what appears to occur under pathological conditions 

[177]. 














































