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Abstract
Gut microbiome research has surged in popularity over the past decade. These 
studies have found local and distal effects of micro organisms such as fungi and 
bacteria on human physiology, including the nervous, immune, and endocrine 
systems. A number of studies have demonstrated the potential for gut microbiota to 
combat classical diseases such as clinical depression and autism spectrum disorder. 
The impact of gut-produced metabolites on the secretion of various cytokines has 
presented a new-found opportunity for future disease therapy through these 
micro-organisms. This review examines recent evidence for the use of gut 
bacteria in neurological rehabilitation, specifically for Multiple Sclerosis (MS) 
patients. Available data has shown overwhelming support for microbiota-based 
MS therapy, but the lack of comprehension regarding the specific physiological 
mechanisms of these microbiota suggests that clinical trials may be far off. 
Furthermore, there has been minimal research investigating the consequences of 
using microbiotic therapy in tandem with current therapies such as 
neurostimulation or drug therapy. Factors including the mechanisms and 
restorative capability of specific species of microbiota must be studied in 
depth in order to successfully manipulate the gut microbiome for the treatment of 
neurological disorders. 
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Introduction
In recent years, the accessibility and prevalence of research regarding the gut
microbiome has increased tremendously. It is common knowledge that the
human gut plays an important role in regulating health. The question that
remains to be asked is, just how much influence does the gut microbiome
hold? Newfound curiosity regarding the effects of manipulation of the
bacterial population residing in the gut prompts the scientific community
to expand research on ways to harness the power of the gut microbiome.
Research on the gut microbiome has advanced considerably since its
discovery decades ago with the development of technologies such as 16S
rRNA sequencing to assist in mapping the human microbiome (Choileain,
2020; Jangi, 2016; Takewaki, 2020; Zuo, 2018). Furthermore, with
advancements in microbiome-related engineering and technology,
researchers have come far closer to understanding the specific genes and
mechanisms behind microbial functions in the gut and beyond (Azad,
2018; Cani, 2018). However, with a collective human genome including
tens of thousands of genes, discovering specific causation from gut-related
studies has proven to be exceedingly challenging. A large number of papers
studying the human microbiome within the past decade have covered its
immense potential to impact human health. However, none have been able
to specify the mechanisms, much less the genes behind these
microorganisms, which mainly consist of bacteria (Cani, 2018; Han, 2018;
Strandwitz, 2018).

In this review, recent evidence showing the impact of general probiotics and
specific bacterial implants on human neurophysiology will be examined.
The various effects of the gut microbiome on the neuroimmune system will
be discussed along with a scrutinization of the current neuromodulatory
therapies. This paper explores the possibility of using gut therapy
specifically for the clinical treatment of Multiple Sclerosis (MS) patients.
Before jumping into this discussion, it is imperative to know the
background of this disease and the organisms that may assist in its
treatment.

The Gut Microbiome
The term gut microbiome refers to the trillions of microbes living within the
tract of humans and other animals. Although incredibly small, the microbes
in the gut play a huge role in human metabolism, physiology, and immune
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system development (Azad, 2018). The gut microbiome encompasses a large 
scope of symbiotic functions in the body including vitamin synthesis and 
GI hormone release, the latter of which protects the body from pathogen 
colonization (Collins, 2012). One aspect of this symbiosis investigated in 
this review is the e�ects on the human central nervous system (CNS), where 
alterations of neuronal signaling by the gut, especially in the brain, have 
piqued scholarly interest. Particularly, there has been extensive research on 
microbial impact on the GI tract, as well as its impact on human physiology. 
Within the past decade, research on the gut microbiome has seen an 
exponential increase due to the metagenomic revolution - the study of 
genomes of bacterial species in a speci�c environment rather than pure 
laboratory cultures.

One reason the GI tract is an area of interest is due to its key role in the 
complex mechanisms of immunoregulation (Joscelyn, 2014; Kirby, 2018; 
Mangalam, 2017; Ochoa-Repáraz, 2014,2018; Shahi, 2019; 
Velasquez-Mano�, 2015). At �rst, interest in the role of the microbiome led 
researchers to look for any associations regarding innate and adaptive 
immunity within the human body. For example, gut-associated lymphoid 
tissue (GALT) represents almost 70% of the entire immune system, and the 
GI tract hosts around 80% of plasma cells, such as immunoglobulin A 
(IgA)-bearing cells (Vighi, 2008). This research has since dramatically 
expanded with the upsurge of discoveries correlating bacteria, such as 
Akkermansia muciniphila or Prevotella Copri, with various disease 
pathologies including: obesity, type II diabetes, and multiple sclerosis 
(Cani, 2018). For example, researchers now understand that the function of 
the overall human immune system is deeply in�uenced by bacteriophages, 
viruses that parasitize bacteria by infecting them and reproducing inside 
them. Research indicates that bacteriophages, such as Caudovirales, can be 
manipulated in order to provide relief to patients su�ering from 
Clostridium Difficile infection through successful fecal microbiota 
transplantation. By administering fecal matter from a donor into the 
intestinal tract of a recipient, the recipient experiences relief of infection 
symptoms as a result of the change in their gut microbial composition (Zuo, 
2018). Furthermore, with the increasing interest in elucidating the potential 
manipulation of the gut microbiome, there has been an increase in research 
highlighting its connection with the central nervous system, and its role in 
maintaining homeostasis (Ochoa-Repáraz, 2009; Wang, 2014; Wang & 
Kasper, 2014; Winter 2018). However, although research is extensive, there
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is an inadequate understanding of the specific mechanisms of the gut on
human physiology.

It is widely accepted that the development of the GI microbiome begins at
birth. The GI tract is rapidly colonized after childbirth and is impacted
throughout life by various external factors such as: illness, antibiotic
treatment, and changes in diet (Rodríguez, 2015). It is imperative to
acknowledge the consequences of certain lifestyle choices on the gut
microbiome, as any shifts in one’s microbial genome could affect their entire
physiology (Figure 1).

Diet is a major lifestyle choice that influences gut health. Both short and
long-term alterations in diet can impact microbial profiles, and infant
nutrition may have lifelong consequences through microbial modulation of
the immune system (Harmsen, 2000). In conjunction with the prevalence
of malnourishment, with the most common representation being obesity,
diet is an ever-growing area of concern within medical research (Manichanh,
2006). Gut microbes produce a large number of bioactive compounds that
can be beneficial, such as vitamins. Bacteria, such as Bifidobacterium, can
generate crucial vitamins such as: vitamin K, B12, biotin, folate, and
thiamine (Nicholson, 2012). In addition, digestion is influenced by many
enzymes produced by microbes. The microbial diversity in the human gut is
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Figure 1. The gut microbiome plays an important role in maintaining host immunity 
and homeostasis via the gut-brain axis. Since the axis is bidirectional, factors such as 
hunger, anxiety, stress, and depressive disorders, in addition to lifestyle choices such as 
diet and exercise, can reshape the gut bacteria's composition and exert an influence on 
immune function and health.



attributable to the spectrum of microbial enzymatic capacity needed to
degrade nutrients, particularly the many forms of complex polysaccharides
that are consumed by humans (Cantarel, 2012). Nourishing the body
properly through a balanced diet is the best way of maintaining a healthy
gut microbiota population. The gut microbiome is a complex ecosystem
that cycles nutrients between the microbiota and their host cells. This
cycling of nutrients dictates the body’s immune response to foreign invaders
(Azad, 2018). However, the bidirectional nature of this relationship should
be noted. Changes in chemical, nutritional, and immunological pathways of
the body have also been shown to influence the density and composition of
the gut microbiome (Thursby, 2017).

Research has already shown that the gut microbiome is largely dominated
by rapidly growing probiotic bacteria because they have the capability to
survive in harsh conditions. Some of the most common genera of gut
bacteria in adults are Bifidobacterium, Lactobacillus, Bacteroides,
Clostridium, Escherichia, Streptococcus, and Ruminococcus (Conlon, 2014).
In order to protect the integrity of the gut, some researchers have explored
gut modulation by probiotic species, which may be able to improve and
restore the gut flora if certain bacterial species of the gut were ever eradicated
(Azad, 2018). Two crucial microbial strains discovered for gut microbiome
regulation were Lactobacillus and Bifidobacterium. These quintessential
probiotics are target bacterial groups made from short-chain nondigestible
carbohydrates (inulin-type fructans, fructo-oligosaccharides [FOS], and
galacto-oligosaccharides [GOS]) (Loo, 2009). As it stands, gut regulation is
essential in isolating specific bacterial species for clinical therapy, especially
for neurological disorders like multiple sclerosis (MS), whose causes are still
unknown.

Multiple Sclerosis
MS has cell-mediated pro-inflammatory effects (also known as type IV
hypersensitivities) that result in demyelination of neurons and autoimmune
pathogenesis of the disorder, leading to disruptions in brain-body
communication. In MS patients, autoreactive T and B lymphocytes enter
the CNS, induce inflammation, and undermine the blood-brain barrier
(BBB) via cytokine secretion (Ghasemi, 2017). These cytokines begin a
signaling cascade that results in oligodendrocytic death and thus, the
destruction of neuronal myelin sheaths in the CNS (Ghasemi, 2017). The
resultant CNS lesions disturb proper communication between neurons,
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and lead to various cortical dysfunctions within MS patients such as
modulations to resting motor threshold, short interval cortical inhibition,
and central motor conduction time (Ghasemi, 2017). Although microbial
therapy holds promise, its implementation as a universal MS therapy
remains far off because of the lack of understanding behind the specific
mechanisms of gut-brain interactions and early research into this field
(Figure 2).

While the speci�c origin of MS still eludes scientists, most postulate that a 
combination of genetic and environmental factors plays a signi�cant role in 
pathogenesis. Environmental elements such as geography, vitamin D 
de�ciency, obesity, diet, smoking, and physical or emotional stress have been 
shown to be relevant in MS progression (Gianfrancesco, 2016;
Ochoa-Repáraz, 2014; Rosso, 2019; Sintzel 2018). When these factors 
collaborate with adverse genetics, the health of MS patients can quickly 
deteriorate. One of the most salient genetic factors is sex, with MS diagnosis 
showing an astounding 2:1 male-to-female ratio (Reynolds, 2018). Women 
are also diagnosed with an irreversible disability at older ages than men 
(Confavreux, 2006). Another important genetic factor is the 
HLA-DRB1*15 gene haplotype. The DR2 haplotype HLA-DRB1*15 gene 
encodes a protein important in T-lymphocyte reactivity and is also 
associated with MS disease progression, age at onset, and atrophy of 
subcortical gray matter (Isobe, 2016).
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Figure 2. A neuron is made up of a cell body, an axon, and dendrites. The 
protective coating of the axon, the myelin sheath, are damaged in patients with 
Multiple Sclerosis. The immune system attacks the myelin sheath and causes 
injury and inflammation. Neural deficits ensue.



Types of Multiple Sclerosis
MS patients are categorized into four subtypes including:
relapsing-remitting (RRMS), secondary progressive (SPMS), primary
progressive (PPMS), and progressive-relapsing (PRMS). RRMS is the most
common subtype, affecting approximately 87% of the patient population
(Ghasemi, 2017). Autoimmune inflammatory attacks on the nervous
system among patients of this subtype occur months or years apart followed
by a period of remission, leading to a progressive increase in irreversible
disability. This neural damage eventually manifests as vision loss, muscle
weakness, and impaired coordination (Weiner, 2008). During periods of
remission, patients revert to relatively normal neurological activity
(Høglund, 2014). This subtype of MS shows the greatest promise of
therapy because intervention is possible during remission periods.
Unfortunately, within the population of RRMS patients, around 70%
develop SPMS (Kirby, 2018). However, what facilitates the progression
from RRMS to SPMS remains unclear. SPMS is characterized by a minimal
to complete lack of relapse activity, leading to a constant increase in
irreversible neural damage (Høglund, 2014). Although the underlying
mechanisms of the progression from RRMS to SPMS are currently unclear,
most likely a combination of environmental and genetic factors, SPMS
differs from RRMS in that demyelination is restricted to short lengths of
disrupted myelin located in aggregates of microglial cells (Prineas, 2001).
Patients in this category have a mean age of about 44-63 years at SPMS onset
(Confavreux, 2006). PPMS patients see similar effects, but their
pathogenesis is slightly different. PPMS patients compose approximately
10-15% of all MS patients and tend to have less brain atrophy but increased
spinal cord atrophy (Ghasemi, 2017). In PPMS, regression does not occur.
Patients instead experience a steady increase in the debilitating effects of MS
(Reynolds, 2018). Lastly, PRMS is the subtype of MS with the fastest
increase of disability over time due to periodic immune system attacks along
with a steady increase in disability. PRMS is the most devastating subtype,
and it comprises approximately 5% of the MS population (Ghasemi, 2017).

MS symptoms are similar among patients, with many resulting from plaque
formation after demyelination. These symptoms are notoriously difficult for
physicians to predict due to differing plaque locations between patients
leading to different symptoms (Kister, 2013). However, common symptoms

Berkeley Pharma Tech Journal of Medicine | 70



in those affected include vision loss, decreased mobility, bowel/bladder
dysfunction, sensory loss, impaired coordination, decreased energy, and
spasticity (Kister, 2013). Patients often experience chronic pain from
conditions such as trigeminal neuralgia (pain triggered by oral activity),
dysesthetic pain, back pain, and painful spasms (Solaro, 2004). These
conditions are often comorbid with mental health disorders such as
depression, further confounding diagnostic efforts (Chwastiak, 2007;
Kister, 2013; Vattakatuchery, 2011). Thus, it is critical to pinpoint the
specific causes of MS in order to establish a framework for the development
of effective microbial therapies.

Multiple Sclerosis Pathogenesis
It is still unclear whether an overactive immune system and acute
inflammation are the incipient causes of MS, or if pathogenesis stems from a
radically different cause. Similarly, there is still ambiguity regarding
autoreactive immune cell leakage into the CNS. The current literature
demonstrates that T helper (Th) lymphocytes and various cytokines play a
primary role in MS pathogenesis (Williams, 2020; Choileain, 2020; Berer,
2011).

Th17 is the most studied T helper cell, and it is considered by many to play a
large role in the inflammation observed in MS patients. (Choileáin, 2020;
Reynolds, 2010; Mangalam, 2017; Tahmasebinia, 2017). Many studies
support the role of Th17 in producing pro-inflammatory interleukins (IL)
such as IL-17, IL-17A, IL-17F, IL-21, IL-22, and IL-26 (Ghasemi, 2017;
Xu, 2020; Reynolds, 2010). This increased inflammatory response is
aggravated further when the normal negative feedback response becomes
impaired.

MS patients have displayed a reduced ability to produce T regulatory cells,
which normally mediate the inflammatory effects of Th cells that occur as a
result of leakiness of the blood-brain barrier (BBB) (Cekanaviciute, 2017).
The blood-brain barrier is a semipermeable border composed of endothelial
cells (ECs), pericytes, astrocytes, and an extracellular matrix (Abbott, 2010).
Recent studies indicate that MS patients have circulating factors and the
BBB engages in crosstalk that is mediated by endothelial cells (ECs) and
adjustment of astrocytic expression (Williams, 2020; Setiadi, 2019;
Zivadinov, 2016). MS patients are further characterized by lymphocytes
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undermining BBB permeability by inducing oxidative stress in ECs and
enhancing leukocyte transmigration by producing various facilitative
proteins: P-glycoprotein, intercellular cell adhesion molecule 1(ICAM-1),
and vascular cell adhesion molecule 1 (VCAM-1) (Sheikh, 2020). VCAM-1
and ICAM-1 expression is directly correlated to levels of IL-17 and TNF-α,
suggesting another mechanism of the enhanced inflammation seen in MS
patients (Gao, 2017). By modifying BBB immuno-trafficking, autoreactive
cells are readily able to cross into the CNS and cause further damage.

This leakage of immune cells is exacerbated as MS lesions begin increasing B
cell transcription ten-fold through promoting the production of B
cell-activating factor (BAFF) (Krumbholz, 2005; Kannel, 2015).
Furthermore, once pathogen-associated molecules bind to toll-like receptors
(TLR) on these lymphocytes, autoreactive T cells are signaled to produce
cytokines that induce additional cell differentiation (Reynolds, 2010). MS
patients reportedly possess high levels of TLR2 and TLR4 among others,
with TLR2 being associated with the defective remyelination seen in MS
(Hasheminia, 2014; Wasko, 2020). Microbial manipulation of the immune
system gives scientists hope for gut-based therapies, albeit specific causation
has not been established.

Current Treatment Options for MS
Due to its complex neurological pathogenesis, MS is currently an incurable
disease. Treatment options for patients with MS are divided into three
categories: acute relapse management, slowing of disease progression, and
treatment of related symptoms (Hart, 2016). Glucocorticoids are the drugs
of choice for an acute attack because they downregulate molecules
associated with inflammation in the body, such as cytokines and
chemokines, and upregulate anti-inflammatory proteins. Therapy with
glucocorticoids such as high-dose methylprednisolone should be considered
in patients whose relapse is of moderate to severe severity (Doshi, 2016).
Ultimately, glucocorticoids are used to shorten the duration of a relapse or
acute attack.

It has become increasingly important to focus on slowing disease
progression in order to improve the quality of life of MS patients.
Disease-modifying treatments (DMTs) have become a key component of
comprehensive MS care for this reason (Hart, 2016). RRMS is the most
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treatable subtype of MS. Drugs such as beta-interferons, glatiramer acetate,
teriflunomide, dimethyl fumarate, and fingolimod have moderate efficacy
but are a safer option in patients with RRMS. The human body already
produces beta-interferons as a natural response to inflammation. The
man-made drug further aids in the downregulation of inflammation and
decreases the damage to the nerves in the body. However, since other DMTs
can have life-threatening adverse effects, it is necessary to monitor clinical
conditions and conduct frequent MRI scans. Alemtuzumab and
natalizumab, targeted cancer drugs, have a higher efficacy but present
serious side effects such as progressive multifocal leukoencephalopathy
(PML). PML, an illness that leads to brain damage, severe disabilities, and
death, can develop in patients that are on natalizumab treatment for more
than two years with a prior history of chemotherapy or immunosuppression
(Doshi, 2016) (Figure 3).

It is recommended that DMTs are started as soon as possible to increase the
likelihood of slowing the progression of the disease before severe
neurological deficits can arise. Unfortunately, there is not enough current
research indicating that DMTs can aid in slowing progressive MS and there
is still a lack of cohesive understanding about DMTs in the research
community. More studies are necessary in order to understand the efficacy
and safety of drugs while simultaneously slowing the progression of the
disease.
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cells. It decreases T cell activation, B cell proliferation and promotes anti-
inflammatory cytokine production.



Symptomatic treatment of MS is just as important as slowing the 
progression of the disease or treating an exacerbation. Patients often 
complain of fatigue, depressive symptoms, urinary frequency, sexual 
dysfunction, constipation, pain, ataxia, and more (Doshi, 2016). Not all 
symptoms necessarily require medication. However, it is important that 
physicians recognize the heterogeneity of this disease when creating a 
treatment plan for their patients.

MS can largely impact one’s functionality, and patients typically struggle 
with adapting to the changes in their daily life. Thus, patients are often 
recommended to start cognitive therapy alongside their medication. Pain 
and depression are symptoms that have long been overlooked in individuals 
with MS. One study showed that more than 88% of people with MS 
experience pain in more than one bodily area (Gromisch, 2020). 
Another study reported that 22.8% of patients with MS struggle with 
lifetime major depression (Wang, 2000). Studies have shown that using 
cognitive behavioral therapy as an adjunct treatment for MS can improve 
mental health and quality of life in patients (Gromisch, 2020).

Neurostimulation technologies are recent medical advancements that are 
rapidly being researched as potential symptomatic treatment options for 
neurologic and psychiatric disorders. An increased understanding of neural 
circuitry and neurotechnologies has shown promising therapeutic results in 
patients with neuropsychiatric conditions. These therapies include invasive 
and noninvasive approaches that target a speci�c nerve or anatomical region 
in the body. Some examples include brain temperature control, magnetic 
stimulation, deep brain stimulation, spinal cord stimulation, and vagus 
nerve stimulation (Edwards, 2017). Research has shown that gut bacteria 
communicate with neurons of the enteric nervous system to send signals to 
the brain via the vagus nerve (Galland, 2014). Currently, an FDA-approved 
implantable vagus nerve stimulator called LivaNova can treat drug-resistant 
epilepsy. In addition, vagus nerve stimulation has been used to treat 
drug-resistant depression (Edwards, 2017). Researchers at the Texas 
Biomedical Device Center have developed a technology called the RePair 
System that rewires neural circuitry through stimulation of the vagus nerve, 
focusing on targeted plasticity therapy. The �rst human trials involved 
stroke patients and focused on improving upper and lower limb motor
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deficits following a brain injury or disease (Darrow, 2020). Symptoms of
MS often include muscle weakness and motor imbalance, leading
researchers to believe that this therapy has the potential to change how
physicians approach the treatment of MS and other neurological disorders.
Another clinical trial tested vagus nerve stimulation in three MS patients in
an effort to reduce cerebellar tremor and dysphagia. Symptoms were
improved over a period of two to three months and the involvement of the
nucleus tractus solitarius, a key visceral component of the vagus nerve, was
further studied (Marrasu, 2007). To date, the underlying mechanisms of
neuromodulation therapies are not well understood, which is why they are
not primary treatment options for most neuropsychiatric diseases.
However, a better understanding of neural circuitry in the human body has
led to promising technological advancements that may significantly reduce
symptoms in patients suffering from various neurological conditions.

Microbial Links to Human Physiology
Lactobacillus is a genus of beneficial gut bacteria that have gained an
increasing amount of scholarly attention (Esber, 2020; Zhou, 2015).
Specific species of Lactobacillus including L. acidophilus, L. casei, L.
rhamnosus, and L. helveticus have been linked to the prevention of disease in
humans and animals (Azad, 2018). Lactobacillus can alter the population of
microorganisms in the gut microbiome by producing lactic acid, preventing
harmful bacteria from colonizing the intestines. A study using a mouse
model of hyperlipidemia explored the impact of modulating the gut
microbiome by introducing probiotic feeding of Lactobacillus into the
mice’s diet. Significant changes in the microbiota composition were found,
including an increased abundance of Bacteroidetes and Verrucomicrobia and
a reduced ratio of Firmicutes (Chen, 2014). L. acidophilus has even displayed
the ability to maintain a homeostatic concentration of inflammatory
cytokines, Th17, and regulatory T (Treg) cells (Park 2018). Furthermore, L.
acidophilus suppressed proinflammatory cytokines such as IL-6, tumor
necrosis factor-α (TNF-α), and IL-1β in colon tissues.

Similar to Lactobacillus, there has been a research focus on the probiotic
genus Bifidobacterium. Bifidobacterium assists the human body in
performing essential functions such as digestion, improving gastrointestinal
barrier integrity, preventing harmful bacterial colonization, and suppressing
proinflammatory cytokines (Ganz, 2002). It maintains immune homeostasis
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by altering the function of dendritic cells in order to protect against foreign
bacteria and pathogens (Azad, 2018). Moreover, bifidobacteria increase the
proportion of beneficial bacteria in the gut microbiota through
cross-feeding, allowing other bacteria to live off of their metabolic products.
Bifidobacterium bifidum has shown significantly increased metabolic
activity when cocultured with Bifidobacterium breve (Turroni, 2015). This
co-culture of probiotic bacteria affected the metabolic shift in the gut
microbiota by increasing the production of short-chain fatty acids,
suggesting Bifidobacterium could play a role in cognitive function via
hormonal signaling (Savignac, 2013). This can lead to improved memory
function, including the growth of brain-derived neurotrophic factor
(BDNF) and N-methyl-D-aspartate receptor expression (Savignac, 2013).

The prophylactic role of this bacterial species among other probiotic strains
was further explored in a mouse model of β-lactoglobulin allergy, finding
that the administration of Bifidobacterium longum subsp. infantis (B.
infantis) LA308 for 3 weeks modified the composition of the gut
microbiota, signaling a connection between probiotics and the diversity of
gut microbiota (Azad, 2018). There was a significant change in forkhead
box P3 (FOXP3), transforming growth factor-beta (TGF-β), and IL-10 ileal
gene expression, as well as plasma metabolomic alterations in the
tryptophan (Trp) pathway. The study concluded that probiotic
introduction to the human body led to alterations in immune responses,
tolerogenic energy induction, and anti-inflammatory responses (Esber,
2020).

Human Gut-Immune Interactions
The immune system plays a pivotal role as the intermediary between the gut
microbiome and CNS, especially in the regulation of autoimmune
responses. The presence or absence of several components of the gut
microbiota regulates T and B cell activation within the brain, leading to the
enhanced inflammatory response associated with autoimmune diseases like
MS. For instance, the presence of gut-residing bacteria Faecalibacterium
prausnitzii caused various symptoms in patients with Crohn’s disease, an
autoimmune disease characterized by heightened inflammation in the
digestive tract (Velasquez-Manoff, 2015). Patients who lacked this bacteria
experienced inflammatory bowel syndrome and asthma, while those
possessing them displayed a negative correlation with inflammatory
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autoimmune diseases (Velasquez-Manoff, 2015). The potential therapeutic
applications of this bacteria's anti-inflammatory nature are currently under
research for autoimmune disorders (Figure 4) (Velasquez-Manoff, 2015).

Human-Gut Immune Interactions - Metabolites
Further studies on gut-immune interactions have emphasized modifications
to inflammatory cytokine pathways. These interactions vary from
cytokine-specific to stimulant-specific responses or sometimes, both
concurrently. Studies revealed that 10% of the variability of cytokine
responses associated with inflammation can be accounted for by variations
in the gut microbiome (Schirmer, 2016). Moreover, the interaction between
the bacterial component of the gut microbiome and immune cells does not
occur directly, but through metabolites, small molecules referring to the
intermediates or end products of a metabolic pathway (Wirthgen, 2018).

One such pathway leads to the formation of tryptophol, a metabolite and
common inhibitor of TNF-α. The degradation of the essential amino acid
Trp to tryptophol is negatively associated with the interferon gamma (IFNγ)
inflammatory pathway (Schirmer, 2016). Several other Trp-derived
metabolites, particularly the TRYP-6 neuroactive compounds kynurenine,
quinolinate, serotonin, indole, and indole derivatives, may have a critical
role in bacterial signaling (Kaur, 2019). Low levels of these compounds are
associated with disorders like major depression, autism spectrum disorder,
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Figure 4. The presence of bacteria F. Prausnitzii in the gut maintains the integrity of the 
epithelial gut lining and inhibits the T cell inflammatory response. The absence of this 
materia creates leaky cell junctions in the gut lining, which allow for opportunistic microbes 
and toxins to enter and activate the inflammatory response.



and Parkinson's disease. Researchers have seen extensive modulation of
these metabolic pathways from several genera of gut bacteria which break
down Trp like Clostridium, Burkholderia, Streptomyces, Pseudomonas, and
Bacillus (Kaur, 2019).

In addition, it is believed that gut microbiota contribute to the availability
of Trp and the neurotransmitter 5-hydroxytryptamine, which regulates
neuroendocrine signaling (Martin, 2018). 5-hydroxytryptamine, also known
as serotonin, is important in combating the comorbidities that often
accompany MS. Namely, major depression and anxiety disorder (Kelly,
2016; Zheng, 2016; Winter, 2018). However, there are a multitude of
additional disorders that may be associated with gut microbiota including
obesity, diabetes mellitus, schizophrenia, and autistic disorders (Evrensel,
2015). Changes in gut microbiota are relevant to mood states due to their
contribution to the production of neurotransmitters (Mittal, 2017).
Regulation of this pathway appears to be extremely important for the
development of gut-based MS therapy.

However, while the formation of Trp metabolites is a key pathway, there are
various other important metabolites that should be considered. Secondary
bile acids (2BAs) are strongly influenced by microbial activity and activate
the intestinal L cell’s surface G protein-coupled bile acid receptors (Martin,
2018). 2BAs derived from spore-forming bacteria of the gut regulate a
significant percentage of 5-HT synthesis and release from enterochromaffin
cells, introducing another intriguing connection between gut metabolites
(Yano, 2015).

Short-chain fatty acid (SCFA) synthesis is another metabolic pathway that is
affected by gut bacteria, often through bacterial fermentation or host
protein glycosylation. Microbial fermentation (primarily by Bacteroidetes)
leading to SCFA production in the colon and blood is believed to play a
critical role in immunoregulation (Choileáin, 2020). Furthermore, the
biochemical conversion of nutrients into SCFAs and other amino
acid-derived metabolites like 5-HT are often conducted by intestinal
microbes (Hemarajata, 2013). These peptides function as
immunomodulators through mechanisms including (Park, 2019):
1. metabolic integration, or the integration of two or more metabolites
2. microbiota regulation

3. histone deacetylase (HDAC) inhibition, which is involved in epigenetic
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or non-epigenetic regulation of cancer cells
4. G-protein coupled receptor (GPCRs) activation that plays a role in the
cellular signal transduction pathway

The proin�ammatory cytokines tumor necrosis factor-alpha (TNF-α) and 
IL-1β even see an increased level after SCFA induction of the gut-immune 
system (Galland, 2014). SCFAs have been shown to upregulate or 
downregulate primary immune cells such as CD4+ e�ector cells and IL10+ 
Tregs in mice with experimental autoimmune encephalitis (EAE), a disease 
with pathogenesis similar to MS (Höftberger, 2015). Some SCFAs can 
contribute to the anti-in�ammatory response by stimulating IL-10 
production while others, for example, the G-protein coupled receptors 
GPR41 and GPR43, may initiate a pro-in�ammatory response. However, 
further research must occur to determine the exact relationship between 
SCFAs and related immune cells, as well as the pathways through which this 
in�ammation occurs (Park, 2019).

Gut-Immune Interactions - Proteins
An important part of gut-immune interactions is the e�ect that they have 
on toll-like receptors (TLRs). A few studies have suggested there is a 
connection between TLR2, and its signaling pathway, that ties MS to the 
microbiome (Wang, 2014; Wasko, 2020). TLR2 can be stimulated by 
bacterial lipopeptides. In murine models of MS, microbial injections 
inducing TLR2 tolerance have shown inhibition of CNS in�ammation 
while improving remyelination (Wasko, 2020). Another protein, TLR4, has 
also displayed responses to lipopolysaccharides (LPS) from gram-negative 
bacteria (Park, 2009). In practice, lack of exposure to LPS from gut bacteria 
resulted in a lack of TLR4 tolerance, resulting in de�cient regulation of 
innate immune TLR responses and enhanced autoimmunity (Wasko, 
2020).

Gut-Immune Interactions - Cytokines
When researching the gut-brain axis relationship, it is important to
understand how each micro or macromolecule a�ects both sides of this 
a�liation. With the importance of cytokines in the formation of MS 
lesions, these proteins are particularly important in understanding how the 
gut can impact the brain. Numerous studies have found that dysbiosis of 
the gut may induce proin�ammatory responses, suggesting a potential 
avenue for gut-based MS treatment (Choileáin, 2020; Galland, 2014;
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Monteleone, 2011; Martin, 2018; Adamcyzk-Sowa, 2017; Shahi, 2017). 
Proin�ammatory interleukins such as IL-6 and IL-17 have shown evidence 
of being a�ected by microbial modi�cations in the gut. Interestingly, 
mesenteric lymph nodes (MLN) of antibiotic-treated animals produced less 
IL-6 while signi�cantly increasing levels of the anti-in�ammatory IL-13 and 
IL-10 compared to controls (Ochoa-Repáraz, 2009). Furthermore, research 
regarding the gut-brain axis has shown that arti�cial activation of aryl 
hydrocarbon receptor (AhR) ligands, a part of the tryptophan metabolite 
pathway, decreased the concentration of IFN-γ while up-regulating 
proin�ammatory IL-22 in the gut of in�ammatory bowel disease patients 
(Monteleone, 2011). These gut-based cytokine alterations are only 
compounded with the modi�cations to peripheral blood mononuclear cells 
(PBMCs) within the body.

Gut-Immune Interactions-Peripheral Blood 
Mononuclear Cells
PBMCs such as T cells among others all see concentration adjustments due 
to the gut. Exposure of healthy PBMCs to Parabacteroides distasonis, a 
common gut bacteria, signi�cantly increased the percentage of IL-10 
expressing CD4+CD25+ T cells and IL10+FoxP3+ Tregs within the 
CD4+CD3+ population (Cekanaviciute, 2017). Furthermore, treatment of 
mice with Prevotella histicola also showed an increase in CD4+FOXP3+ 
Tregs in addition to a decrease in proin�ammatory Th1 and TH17 immune 
cells (Mangalam, 2017). These correlations display bacterial importance in 
the regulation of CD4+ and CD8+ T cells; which have shown an increased 
expression of CXCR3+ in MS patients, contributing to greater leakage in 
the blood-brain barrier (Choileáin, 2020). Protection of this barrier will be 
crucial in the development of gut-based MS therapies in order to combat 
the reduced expression of regulatory proteins seen in RRMS patients such 
as occludin and vascular endothelial cadherin (Sheikh, 2020).

While T lymphocyte regulation is extremely important in achieving this 
goal, so are other PMBCs like NK cells and B cells, the latter of which is 
believed to be involved with MS because of their association with 
immunoglobulin presence (Høglund, 2014). MS usually involves the 
depletion of B cell numbers and an increase in T lymphocytes (Krumbholz, 
2012). NK cells are important in their role of target cell lysis and can also be 
a therapeutic target due to their role in cytokine and chemokine secretion 
(Høglund, 2014). Additionally, they have the ability to modify or lyse T
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cells, an interaction that can be investigated in the future to improve the
understanding of the dysregulation of immune systems in MS patients
(Høglund, 2014).

The gut-immune relationship is a two-way street. In the future, research
must take into account that the gut does not affect human physiology
unidirectionally. While the composition of the gut microbiome heavily
influences the autoimmune response by regulating the interactions between
immunoregulatory cells and metabolites, the immune system is also critical
in cultivating healthy bacteria and destroying harmful bacteria in our gut
(Velasquez-Manoff, 2015). The key players in shaping the gut microbiome
are nucleotide-binding and oligomerization domain-like receptors (NLRs
or NOD-like receptors). For instance, the NOD2 bacterial sensor regulates
inflammation caused by the growth of the commensal Bacteroides vulgatus
(Ramanan, 2014). This regulation promotes epithelial stem cell survival and
regeneration in the gut. Furthermore, NLRs that assemble into
multiprotein complexes, known as inflammasomes, activate inflammatory
caspases and regulate microbial diversity in the gut. The NOD-, LRR
(leucine‐rich repeat)- and pyrin domain-containing 6 complex (NLRP6) is a
type of inflammasome co-modulated by microbiota-derived metabolites
that is linked with intestinal homeostasis, intestinal antiviral innate
immunity, and the regulation of epithelial IL-18 secretion and AMP
expression profiles (Zheng, 2020). To fully grasp the intricacies around this
bidirectional relationship and the pathways that associate the two,
researchers continue to explore this vital frontier.

Discussion
It is clear that the gut-brain axis has an impact on human physiology, so
taking advantage of this non-invasive approach will be the crucial next step
to treating and/or preventing MS. There has been prior evidence
showcasing the relevance of gut microbiota in the treatment of neurological
and motor disorders similar to MS including major depression and
Parkinson’s disease (Bremner, 2020; Haney, 2018; Han, 2018; O'reardon,
2006; Tian, 2020; Winter, 2018; Zhou, 2015; Martin, 2018). Yet, even
though extensive research has been conducted over the past decade, the
specific mechanisms of the gut-brain axis in relation to MS have yet to be
found. However, a few notable considerations for these mechanisms include
(1) systemic cytokine activation, (2) neurotransmitter synthesis, and/or (3)
neuronal circuitry alterations (Galland, 2014). One could interpret this as
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academia leaning toward investigations on the nervous, immune, and
endocrine systems.

Researchers of the nervous system believe the vagus nerve, the cranial nerve
that controls the signaling between the brain and GI tract, plays a key role in
the interactions of the gut-brain axis (Figure 5).

One study found that the vagus enhances neural plasticity (post-stroke)
with improvements in both cognitive and motor function, both of which
are largely diminished in MS patients (Liu, 2016). The vagus nerve is also
important for neurogenesis through the modulation of brain-derived
neurotrophic factor (O’Leary, 2018). Further research also correlates
neuroelectrical stimulation of the vagus nerve with a decrease in symptoms
of various neurological disorders in mice (Zhou, 2015; Haney, 2018). As it
stands, gut-brain signaling appears to be relatively dependent on vagus nerve
activity, but this may only be true in certain experimental systems (Bercik,
2011).

Impacts on chemical communication in the brain have also illustrated the
value of the gut-brain axis in MS treatment. It has been noted that more
than 90% of the body’s 5-hydroxytryptamine (5-HT), or serotonin, is
produced in the gut (Yano, 2015). 5-HT receptors are critical in the
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Figure 5. The vagus nerve is the tenth cranial nerve and extends from the 
brainstem through the neck and the thorax down to the abdomen. It carries 
signals from the digestive system and organs to the brain and vice versa. In 
addition, it modulates inflammation, maintains homeostasis, and regulates 
many body sensations.



mediation of gut-brain axis activity in MS patients (Malinova, 2018). Gut
microbiota have also shown success in the alteration of host serotonin levels
through the mediation of small molecules like SCFAs or secondary bile
acids (2BAs) (Yano, 2015). SCFAs in particular are important in mediating
host-microbe communication via enteroendocrine and enterochromaffin
cells, the latter of which also play a role in tryptophan metabolism (Figure 6)
(Martin, 2018).

Although the gut-brain axis shows great potential for MS therapy, research
on the functions of specific bacterial species on the gut-brain axis is limited.
There is significant evidence to suggest that few genera such as Bacteroides
and Firmicutes are affected by mental and physiological stress, but their
specific effect on MS pathology is unclear (Tian, 2020; Choileáin, 2020).
Studying the effects of general probiotics versus specific bacterial species on
MS symptoms is necessary to determine the direction of future research on
MS therapy via the gut-brain axis. Furthermore, future research directed
toward the integration of current MS therapies and their effect on the
gut-brain axis is needed. For example, in regards to neuromodulation
technology, the development of closed-loop adaptive systems which use
predictive models of neural circuitopathies to alter neurostimulation
parameters without clinical supervision is a promising avenue of research
(Drew, 2019; Edwards, 2017; Lozano, 2019). Another promising
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Figure 6. Stimulation of the vagus nerve has shown efficacy in 
modulating 5-HT receptors, SCFAs, and 2° BAs in the gut microbiome.



development is the creation of minimally invasive, wireless 
neuromodulation technology to alter biological parameters in real-time 
(Tanabe, 2017; Iodice, 2017).

In recent years, there has been an increase in clinical trials exploring the 
connection between the vagus nerve and neurological de�cits. For example, 
a current clinical trial is exploring how stimulating the transcutaneous vagus 
nerve could improve cognitive function (University of Ostrava, 2019). The 
clinical trial is using non-invasive stimulation provided by a transcutaneous 
electrical nerve stimulation device for four hours a day at 25Hz, 250 μs pulse 
width placed on the tragus. This novel area of preventive medicine could 
provide an interesting perspective on MS therapies. If the technological 
device results in clinically signi�cant applications, it could improve executive 
neurological function and potentially help prevent demyelination.

Conclusion
There has been minimal research regarding many areas of concern such as 
the e�ects on the blood-brain barrier by B cells, the speci�c mechanisms of 
lymphocytes and cytokines on the gut-brain axis, and the association 
between MS and the microbiome. It is unclear whether or not the gut 
microbiome will become a viable therapy speci�cally for neurodegenerative 
disorders, but the association between human physiology and microbiota 
cannot be ignored. With a greater understanding of symbiotic 
human-microbial interactions, there is no doubt that future research will be 
useful in building a greater comprehension that may result in clinically 
signi�cant therapies.

Berkeley Pharma Tech Journal of Medicine | 84



References

1. Aredo, J. V., Padda, S. K., Kunder, C. A., Han, S. S.,
Neal, J. W., Shrager, J. B., & Wakelee,

H. A. (2019). Impact of KRAS mutation subtype and
concurrent pathogenic mutations on non-small cell
lung cancer outcomes. Lung cancer (Amsterdam,
Netherlands), 133, 144–150.
https://doi.org/10.1016/j.lungcan.2019.05.015

2. Bardelli, A., Corso, S., Bertotti, A., Hobor, S.,
Valtorta, E., Siravegna, G., Sartore Bianchi, A., Scala, E.,
Cassingena, A., Zecchin, D., Apicella, M., Migliardi, G.,
Galimi, F., Lauricella, C., Zanon, C., Perera, T.,
Veronese, S., Corti, G., Amatu, A., Gambacorta, M., …
Siena, S. (2013). Amplification of the MET receptor
drives resistance to anti EGFR therapies in colorectal
cancer. Cancer discovery, 3(6), 658–673. https://doi.org/
10.1158/2159-8290.CD-12-0558

3. Beauchamp, E. M., Woods, B. A., Dulak, A. M., Tan,
L., Xu, C., Gray, N. S., Bass, A. J., Wong,

K. K., Meyerson, M., & Hammerman, P. S. (2014).
Acquired resistance to dasatinib in lung cancer cell lines
conferred by DDR2 gatekeeper mutation and NF1 loss.
Molecular cancer therapeutics, 13(2), 475–482.
https://doi.org/10.1158/1535-7163.MCT-13-0817

4. Bettegowda, C., Sausen, M., Leary, R. J., Kinde, I.,
Wang, Y., Agrawal, N., Bartlett, B. R., Wang, H., Luber,
B., Alani, R. M., Antonarakis, E. S., Azad, N. S.,
Bardelli, A., Brem, H., Cameron, J.
L., Lee, C. C., Fecher, L. A., Gallia, G. L., Gibbs, P., …
Diaz, L. A. (2014). Detection of Circulating Tumor
DNA in Early- and Late-Stage Human Malignancies.
Science Translational Medicine, 6(224), 224ra24.
https://doi.org/10.1126/ scitranslmed.3007094

5. Buderath, P., Schwich, E., Jensen, C., Horn, P. A.,
Kimmig, R., Kasimir-Bauer, S., & Rebmann,

V. (2019). Soluble Programmed Death Receptor
Ligands sPD-L1 and sPD-L2 as Liquid Biopsy Markers

for Prognosis and Platinum Response in Epithelial
Ovarian Cancer. Frontiers in oncology, 9, 1015.
https://doi.org/10.3389/fonc.2019.01015

6. Camidge, D. R., Kono, S. A., Flacco, A., Tan, A. C.,
Doebele, R. C., Zhou, Q., Crino, L., Franklin, W. A., &
Varella-Garcia, M. (2010). Optimizing the detection of
lung cancer patients harboring anaplastic lymphoma
kinase (ALK) gene rearrangements potentially suitable
for ALK inhibitor treatment. Clinical cancer research :
an official journal of the American Association for Cancer
Research, 16(22), 5581–5590. https://doi.org/
10.1158/1078-0432.CCR-10-0851

7. Chae, Y. K., Andrew A. D., Sarika, J., Cesar, S.M.,
Lisa, F., Nike, B., Leonidas, C. P., William, G., Francis J.
G., and Massimo, C. (2017). Concordance of Genomic
Alterations by Next-Generation Sequencing in Tumor
Tissue versus Circulating Tumor DNA in Breast
Cancer. Molecular Cancer Therapeutics, 16(7),
1412–1420.
https://doi.org/10.1158/1535-7163.MCT-17-0061

8. Chian, C. F., Hwang, Y. T., Terng, H. J., Lee, S. C.,
Chao, T. Y., Chang, H., Ho, C. L., Wu, Y. Y., & Perng,
W. C. (2016). Panels of tumor-derived RNA markers in
peripheral blood of patients with non-small cell lung
cancer: their dependence on age, gender and clinical
stages. Oncotarget, 7(31), 50582–50595.
https://doi.org/10.18632/oncotarget.10558

9. Chirshev, E., Oberg, K. C., Ioffe, Y. J., &amp;
Unternaehrer, J. J. (2019). Let - 7 as biomarker,
prognostic indicator, and therapy for precision medicine
in cancer. Clinical and Translational Medicine, 8(1).
doi:10.1186/s40169-019-0240-y

10. Christopoulos, P., Kirchner, M., Endris, V.,
Stenzinger, A., & Thomas, M. (2018). EML4- ALK V3,
treatment resistance, and survival: refining the diagnosis
of ALK+ NSCLC. Journal of Thoracic Disease,
10(Suppl 17), S1989–S1991.

Berkeley Pharma Tech Journal of Medicine | 85



https://doi.org/10.21037/jtd.2018.05.61

11. Chuang, J. C., Henning, S., Ying, L., Millie, D.,
Jane, H., Maximilian, D., Heather, A. W. and Joel, W.
N. (2017). ERBB2-Mutated Metastatic Non–Small
Cell Lung Cancer: Response and Resistance to Targeted
Therapies. Journal of Thoracic Oncology, 12(5),
833–842. https://doi.org/10.1016/j.jtho.2017.01.023.

12. Cui, E. H., Li, H. J., Hua, F., Wang, B., Mao, W.,
Feng, X. R., et al. (2013). Serum microRNA 125b as a
diagnostic or prognostic biomarker for advanced
NSCLC patients receiving
cisplatin-based chemotherapy. Acta Pharmacol. Sin. 34
(2), 309–313. doi: 10.1038/aps.2012.125

13. Dacic, Sanja, Hannelore Kothmaier, Stephanie
Land, Yongli Shuai, Iris Halbwedl, Patrizia Morbini,
Bruno Murer, et al. “Prognostic Significance of
P16/Cdkn2a Loss in Pleural Malignant
Mesotheliomas.” Virchows Archiv 453, no. 6 (December
1, 2008): 627–35.
https://doi.org/10.1007/s00428-008-0689-3.

14. Dankner, M., Rose, A., Rajkumar, S., Siegel, P. M.,
& Watson, I. R. (2018). Classifying BRAF alterations in
cancer: new rational therapeutic strategies for actionable
mutations. Oncogene, 37(24), 3183–3199.
https://doi.org/10.1038/s41388-018-0171-x

15. De Marco, C., Laudanna, C., Rinaldo, N., Oliveira,
D. M., Ravo, M., Weisz, A., Ceccarelli, M., Caira, E.,
Rizzuto, A., Zoppoli, P., Malanga, D., & Viglietto, G.
(2017). Specific gene expression signatures induced by
the multiple oncogenic alterations that occur within the
PTEN/PI3K/AKT pathway in lung cancer. PloS one,
12(6), e0178865.
https://doi.org/10.1371/journal.pone.0178865

16. Delmonico, L. et al. (2019). Mutation Profiling in
the PIK3CA, TP53, and CDKN2A Genes in
Circulating Free DNA and Impalpable Breast Lesions.
Annals of Diagnostic Pathology, 39, 30–35.

https://doi.org/10.1016/j.anndiagpath.2018.12.008.

17. Gagliato D. de Melo, Jardim D. Leonardo Fontes,
Marchesi M. Sergio Pereira, Hortobagyi G. N. (2016).
Mechanisms of resistance and sensitivity to anti-HER2
therapies in HER2+ breast cancer. Oncotarget. 7,
64431-64446. Retrieved from
https://www.oncotarget.com/article/7043/text/

18. Dejima, H., Iinuma, H., Kanaoka, R., Matsutani,
N., & Kawamura, M. (2017). Exosomal microRNA in
plasma as a non-invasive biomarker for the recurrence of
non-small cell lung cancer. Oncology letters, 13(3),
1256–1263. https://doi.org/10.3892/ol.2017.5569

19. Deng, L., Kiedrowski, L. A., Ravera, E., Cheng, H.,
& Halmos, B. (2018). Response to Dual Crizotinib and
Osimertinib Treatment in a Lung Cancer Patient with
MET Amplification Detected by Liquid Biopsy Who
Acquired Secondary Resistance to EGFR Tyrosine
Kinase Inhibition. Journal of thoracic oncology : official
publication of the International Association for the Study
of Lung Cancer, 13(9), e169–e172.
https://doi.org/10.1016/j.jtho.2018.04.007

20. Donnem, T., Eklo, K., Berg, T. et al. (2011).
Prognostic Impact of MiR-155 in Non-Small Cell Lung
Cancer Evaluated by in Situ Hybridization. Journal of
Translational Medicine, 9(6).
https://doi.org/10.1186/1479-5876-9-6.

21. Dou, H., Wang, Y., Su, G., & Zhao, S. (2015).
Decreased plasma let-7c and miR-152 as noninvasive
biomarker for non-small-cell lung cancer. International
journal of clinical and experimental medicine, 8(6),
9291–9298.

22. Embl-Ebi. (n.d.). What is Next Generation DNA
Sequencing? Retrieved December 08, 2020, from
https://www.ebi.ac.uk/training-beta/online/courses/fu
nctional-genomics-iicommon-technologies-and-data-an
alysis-methods/next-generation-sequencing/

Berkeley Pharma Tech Journal of Medicine | 86

https://doi.org/10.1371/journal.pone.0178865
https://doi.org/10.1186/1479-5876-9-6
http://www.ebi.ac.uk/training-beta/online/courses/functional-genomics-ii
http://www.ebi.ac.uk/training-beta/online/courses/functional-genomics-ii
http://www.ebi.ac.uk/training-beta/online/courses/functional-genomics-ii


23. Farago, A. F., Le, L. P., Zheng, Z., Muzikansky, A., 
Drilon, A., Patel, M., Bauer, T. M., Liu, S. V.,
Ou, S. H., Jackman, D., Costa, D. B., Multani, P. S., Li, 
G. G., Hornby, Z., Chow-Maneval, E., Luo, D., Lim, J. 
E., Iafrate, A. J., & Shaw, A. T. (2015). Durable Clinical 
Response to Entrectinib in NTRK1-Rearranged 
Non-Small Cell Lung Cancer. Journal of thoracic 
oncology : official publication of the International 
Association for the Study of Lung Cancer, 10(12), 
1670–1674. https://doi.org/10.1097/01.JTO. 
0000473485.38553.f0.

24. Feng, Y. H., & Tsao, C. J. (2016). Emerging role of
microRNA-21 in cancer. Biomedical reports, 5(4),
395–402. https://doi.org/10.3892/br.2016.747

25. Fuchs, A., König, K., Heukamp, L. C., Fassunke, J.,
Kirfel, J., Huss, S., Becker, A. J., Büttner, R., & Majores,
M. (2014). Tuberous-sclerosis complex-related cell
signaling in the pathogenesis of lung cancer. Diagnostic
pathology, 9(48).
https://doi.org/10.1186/1746-1596-9-48

26. Friedmann-Morvinski, D., & Verma, I. M. (2014).
Dedifferentiation and reprogramming: origins of cancer
stem cells. EMBO Reports, 15(3), 244–253.
https://doi.org/10.1002/ embr.201338254

27. Gao, W., Lu, X., Liu, L., Xu, J., Feng, D., & Shu, Y.
(2012). MiRNA-21: a biomarker predictive for
platinum-based adjuvant chemotherapy response in
patients with non-small cell lung cancer. Cancer biology
& therapy, 13(5), 330–340.
https://doi.org/10.4161/cbt.19073

28. Gao, Z.J., et al. (2020). MiR-486 as an Unfavorable
Prognostic Biomarker for Patients with Non-Small Cell
Lung Cancer. Translational Cancer Research, 9(1),
104–110., doi:10.21037/tcr.2019.11.19.

29. Gilkes, M.D., Gregg S.L., and Denis W. (June 2014).

Hypoxia and the Extracellular Matrix: Drivers of
Tumour Metastasis. Nature Reviews Cancer, 14(6),
430–39. https://doi.org/10.1038/nrc3726.

30. Hamilton, G., & Rath, B. (2018). Pharmacogenetics
of platinum-based chemotherapy in non-small cell lung
cancer: predictive validity of polymorphisms of
ERCC1. Expert opinion on drug metabolism &
toxicology, 14(1), 17–24. https://doi.org/
10.1080/17425255.2018.1416095.

31. Hanafi, A. R., Jayusman, A. M., Alfasunu, S.,
Sadewa, A. H., Pramono, D., Heriyanto, D. S., &
Haryana, S. M. (2020). Serum MiRNA as Predictive
and Prognosis Biomarker in Advanced Stage Non-small
Cell Lung Cancer in Indonesia. Zhongguo fei ai za zhi =
Chinese journal of lung cancer, 23(5), 321–332.
https://doi.org/10.3779/j.issn. 1009-3419.2020.104.02

32. Hojbjerg, J. A., Ebert, E. B. F., Clement, M. S.,
Winther-Larsen, A., Meldgaard, P., & Sorensen, B.
(2019). Circulating miR-30b and miR-30c predict
erlotinib response in EGFR-mutated non-small cell lung
cancer patients. Lung Cancer, 135, 92–96. https://
doi.org/10.1016/j.lungcan.2019.07.005

33. Howlader, N., Noone, A.M., Krapcho, M., Mille,r
D., Bresi, A., Yu, M., Ruhl, J., Tatalovich, Z., Mariotto,
A., Lewis, D.R., Chen, H.S., Feuer, E.J., Cronin, K.A.
(eds). (2017). SEER Cancer Statistics Review,
1975-2018, National Cancer Institute. Bethesda, MD,
http://seer.cancer.gov/csr/ 1975_2017, based on
November 2019 SEER data submission, posted to the
SEER website, April 2020.

34. Hu, X., Dongyong, Y., Yalun, L., Li, L., Yan, W.,
Peng, C., Song, X., et al. (August 2019). Prevalence and
Clinical Significance of Pathogenic Germline BRCA1/2
Mutations in Chinese Non-Small Cell Lung Cancer
Patients. Cancer Biology & Medicine 16(3) : 556–64.
https://doi.org/10.20892/j.issn.2095-3941.2018.0506.

35. Hu, Z., Chen, X., Zhao, Y., Tian, T., Jin, G., Shu, Y.,

Berkeley Pharma Tech Journal of Medicine | 87

https://doi.org/10.1038/nrc3726
https://doi.org/
http://seer.cancer.gov/csr/
http://seer.cancer.gov/csr/


Chen, Y., Xu, L., Zen, K., Zhang, C., Shen, H. (April 1,
2010). Serum microRNA signatures identified in a
genome-wide serum microRNA expression profiling
predict survival of non-small-cell lung cancer. Journal of
Clinical Oncology, 28(10), 1721-1726.
doi:10.1200/JCO.2009.24.9342. Epub 2010 Mar 1.
PMID: 20194856.

36. Jeong, E. H., Lee, T. G., Ko, Y. J., Kim, S. Y., Kim,
H. R., Kim, H., & Kim, C. H. (2018). Anti-tumor
effect of CDK inhibitors on CDKN2A-defective
squamous cell lung cancer cells. Cellular oncology
(Dordrecht), 41(6), 663–675.
https://doi.org/10.1007/s13402-018-0404-6

37. Ji, W., Xiang, W., Danhua, X., Shufan, C.,
Honggang ,L., and Ling, D. (January 29, 2020).
Non-Small Cell Lung Cancer Cells with Deficiencies in
Homologous Recombination Genes Are Sensitive to
PARP Inhibitors. Biochemical and Biophysical Research
Communications, 522(1), : 121–26.
https://doi.org/10.1016/j.bbrc. 2019.11.050.

38. Jiang, M., Li ,X., Quan, X., et al. (2018). MiR-486
as an effective biomarker in cancer diagnosis and
prognosis: a systematic review and meta-analysis.
Oncotarget, 9(17), 13948-13958. Published 2018 Jan 12.
doi:10.18632/oncotarget.24189

39. Joerger, M., D. deJong, A. Burylo, J. A. Burgers, P.
Baas, A. D. R. Huitema, J. H. Beijnen, and J. H. M.
Schellens. (November 1, 2011). Tubuline, BRCA1,
ERCC1, Abraxas, RAP80 MRNA Expression,
P53/P21 Immunohistochemistry and Clinical Outcome
in Patients with Advanced Non Small-Cell Lung Cancer
Receiving First-Line Platinum–Gemcitabine
Chemotherapy. Lung Cancer, 74(2),  310–17.
https://doi.org/ 10.1016/j.lungcan.2011.03.016.

40. Kato, Shumei, Vivek Subbiah, Erica Marchlik,
Sheryl K. Elkin, Jennifer L. Carter, and Razelle
Kurzrock.  (April 15, 2017). RET Aberrations in
Diverse Cancers: Next-Generation Sequencing of 4,871

Patients. Clinical Cancer Research, 23(8), 1988–97.
https:// doi.org/10.1158/1078-0432.CCR-16-1679.

41. Kwak, P. B., Iwasaki, S., & Tomari, Y. (2010). The
microRNA pathway and cancer. Cancer Science,
101(11), 2309–2315.
https://doi.org/10.1111/j.1349-7006.2010.01683.x

42. Kim, Nayoung, Mee Song, Somin Kim, Yujeong
Seo, Yonghwan Kim, and Sukjoon Yoon. (November 20,
2015). Differential Regulation and Synthetic Lethality
of Exclusive RB1 and CDKN2A Mutations in Lung
Cancer. International Journal of Oncology ,48,(1),
367–75. https://doi.org/10.3892/ijo.2015.3262.

43. Kishore, J., Goel, M. K., & Khanna, P. (2010).
Understanding survival analysis: Kaplan Meier estimate.
International Journal of Ayurveda Research, 1(4), 274.
https://doi.org/10.4103/0974-7788.76794

44. Krichevsky, A.M., Gabriely, G. (2009). miR-21: a
small multi-faceted RNA. Journal of Cellular and
Molecular Medicine; 13(1), 39-53.
doi:10.1111/j.1582-4934.2008.00556.x

45. Kris, M. G., D. R. Camidge, G. Giaccone, T. Hida,
B. T. Li, J. O’Connell, I. Taylor, et al. (July 1, 2015).
Targeting HER2 Aberrations as Actionable Drivers in
Lung Cancers: Phase II Trial of the Pan-HER Tyrosine
Kinase Inhibitor Dacomitinib in Patients with
HER2-Mutant or Amplified Tumors. Annals of
Oncology, 26(7), 1421–27. https://
doi.org/10.1093/annonc/mdv186.

46. Kodama, Tatsushi, Toshiyuki Tsukaguchi, Yasuko
Satoh, Miyuki Yoshida, Yoshiaki Watanabe, Osamu
Kondoh, and Hiroshi Sakamoto. (December 1, 2014).
Alectinib Shows Potent Antitumor Activity against
RET-Rearranged Non–Small Cell Lung Cancer.
Molecular Cancer Therapeutics, 13(12) : 2910–18.
https://doi.org/ 10.1158/1535-7163.MCT-14-0274.

Berkeley Pharma Tech Journal of Medicine | 88



47. Kohno, Takashi, Koji Tsuta, Katsuya Tsuchihara,
Takashi Nakaoku, Kiyotaka Yoh, and Koichi Goto.
(2013). RET Fusion Gene: Translation to Personalized
Lung Cancer Therapy. Cancer Science, 104(11) :
1396–1400. https://doi.org/10.1111/cas.12275.

48. Labbé, C., Cabanero, M., Korpanty, G. J., Tomasini,
P., Doherty, M. K., Mascaux, C., Jao, K., Pitcher, B.,
Wang, R., Pintilie, M., Leighl, N. B., Feld, R., Liu, G.,
Bradbury, P. A., Kamel-Reid, S., Tsao, M. S., &
Shepherd, F. A. (2017). Prognostic and predictive effects
of TP53 co-mutation in patients with EGFR-mutated
non-small cell lung cancer (NSCLC). Lung cancer
(Amsterdam, Netherlands), 111, 23–29.
https://doi.org/10.1016/ j.lungcan.2017.06.014.

49. Le, H. B., Zhu, W. Y., Chen, D. D., He, J. Y., Huang,
Y. Y., Liu, X. G., & Zhang, Y. K. (2012). Evaluation of
dynamic change of serum miR-21 and miR-24 in pre-
and post-operative lung carcinoma patients. Medical
oncology (Northwood, London, England), 29(5),
3190–3197.
https://doi.org/10.1007/s12032-012-0303-z

50. Li, M. X., Bi, X. Y., Zhao, H., Huang, Z., Han, Y.,
Zhao, D. B., Zhao, J. J., & Cai, J. Q. (2016).

Excision Repair Cross-complementation Group 1 is a
Prognostic Biomarker in Patients with Colorectal
Cancer Receiving Chemotherapy. Chinese medical
journal, 129(5), 586–593.
https://doi.org/10.4103/0366-6999.176993.

51. Li, W., Wang, Y., Zhang, Q., Tang, L., Liu, X., Dai,
Y., et al. (2015) MicroRNA-486 as a Biomarker for Early
Diagnosis and Recurrence of Non-Small Cell Lung
Cancer. PLoS ONE, 10(8): e0134220.
https://doi.org/10.1371/journal.pone.0134220

52. Liang, L., Zhu, W., Chen, X., &amp; Luo, F. (2019).
Plasma miR-30a-5p as an early novel noninvasive
diagnostic and prognostic biomarker for lung cancer.
Future Oncology, 15(32), 3711-3721.
doi:10.2217/fon-2019-0393

53. Lin, Q., Zhang, H., Ding, H., Qian, J., Lizaso, A.,
Lin, J., Han-Zhang, H., Xiang, J., Li, Y., & Zhu, H.
(2019). The association between BRAF mutation class
and clinical features in BRAF-mutant Chinese
non-small cell lung cancer patients. Journal of
translational medicine, 17(1), 298.
https://doi.org/10.1186/s12967-019-2036-7

54. Liu, W., Zhuang, C., Huang, T., Yang, S., Zhang,
M., Lin, B. and Jiang, Y. (2020), Loss of CDKN2A at
chromosome 9 has a poor clinical prognosis and
promotes lung cancer progression. Mol Genet Genomic
Med, 8(1521). https://doi.org/10.1002/mgg3.1521.

55. Liu, Heng-Jia & Lizotte, Patrick & Du, Heng &
Speranza, Maria & Vaughan, Spencer & Alesi, Nicola &
Wong, Kwok-Kin & Freeman, Gordon & Sharpe,
Arlene & Henske, Elizabeth. (2018). Abstract 1686:
TSC2 enhances antitumor immunity and potentiates
PD-1 and CTLA-4 blockade. Cancer Research. 78,
1686-1686.

56. Liu, K., Chen, H., You, Q., Ye, Q., Wang, F., Wang,
S., Zhang, S., Yu, K., Li, W., Gu, M. (2018). miR-145
inhibits human non-small-cell lung cancer growth by
dual-targeting RIOK2 and NOB1. International
Journal of Oncology, 53(1), 257-265.

57. Liu XG, Zhu WY, Huang YY, Ma LN, Zhou SQ, et
al. High expression of serum miR-21 and tumor
miR-200c associated with poor prognosis in patients
with lung cancer, Med Oncol, 2012, vol. 29 (pg. 618-26)

58. Luk, P. P., Selinger, C. I., Mahar, A., & Cooper, W.
A. (2018). Biomarkers for ALK and ROS1 in Lung
Cancer: Immunohistochemistry and Fluorescent In Situ
Hybridization. Archives of pathology & laboratory
medicine, 142(8), 922–928. https://doi.org/10.5858/
arpa.2017-0502-RA

59. Mader, S., & Pantel, K. (2017). Liquid Biopsy:

Berkeley Pharma Tech Journal of Medicine | 89



Current Status and Future Perspectives.Oncology
research and treatment, 40(7-8), 404–408.
https://doi.org/10.1159/000478018

60. Madsen, A. T., Winther-Larsen, A., McCulloch, T.,
Meldgaard, P., & Sorensen, B. S. (2020). Genomic
Profiling of Circulating Tumor DNA Predicts
Outcome and Demonstrates Tumor Evolution in
ALK-Positive Non-Small Cell Lung Cancer Patients.
Cancers, 12(4), 947.
https://doi.org/10.3390/cancers12040947

61. Mao, L., Liu, S., Hu, L., Jia, L., Wang, H., Guo, M.,
… Xu, L. (2018). miR-30 Family: A Promising
Regulator in Development and Disease. BioMed
Research International, 2018, 1–8.
https://doi.org/10.1155/2018/9623412

62. Mao, Xiaowei, Zhou Zhang, Xiaoxuan Zheng,
Fangfang Xie, Feidie Duan, Liyan Jiang, Shannon
Chuai, Han Han-Zhang, Baohui Han, and Jiayuan Sun.
(April 1, 2017). Capture-Based Targeted Ultradeep
Sequencing in Paired Tissue and Plasma Samples
Demonstrates Differential Subclonal CtDNA-Releasing
Capability in Advanced Lung Cancer. Journal of
Thoracic Oncology, 12(4), 663–72.
https://doi.org/10.1016/j.jtho. 2016.11.2235.

63. Mlak, R., Powrózek, T., Brzozowska, A.,
Homa-Mlak, I., Mazurek, M., & Małecka Massalska,
T. (2018). RRM1 gene expression evaluated in the liquid
biopsy (blood cfRNA) as a non-invasive, predictive
factor for radiotherapy-induced oral mucositis and
potential prognostic biomarker in head and neck cancer
patients. Cancer biomarkers : section A of Disease
markers, 22(4), 657–667.
https://doi.org/10.3233/CBM-171082

64. Mo, H. N., & Liu, P. (2017). Targeting MET in
cancer therapy. Chronic diseases and translational
medicine, 3(3), 148–153.
https://doi.org/10.1016/j.cdtm.2017.06.002

65. Munagala R, Aqil F, Gupta RC. (August 2016).
Exosomal miRNAs as biomarkers of recurrent lung
cancer. Tumour Biol., 37(8), 10703-14. doi:
10.1007/s13277-016-4939-8. Epub 2016 Feb 11. PMID:
26867772.

66. Reis, Gerald F., Melike Pekmezci, Helen M. Hansen,
Terri Rice, Roxanne E. Marshall, Annette
M. Molinaro, Joanna J. Phillips, et al. (May 1, 2015).
CDKN2A Loss Is Associated With Shortened Overall
Survival in Lower-Grade (World Health Organization
Grades II–III) Astrocytomas. Journal of Neuropathology
& Experimental Neurology, 74(5), 442–52.
https://doi.org/10.1097/NEN.0000000000000188.

67. Remon, Jordi, Benjamin Besse, Alexandra Leary,
Ivan Bièche, Bastien Job, Ludovic Lacroix, Aurélie
Auguste, et al. (September 1, 2020). Somatic and
Germline BRCA 1 and 2 Mutations in Advanced
NSCLC From the SAFIR02-Lung Trial. JTO Clinical
and Research Reports, 1(3), 100068.
https://doi.org/10.1016/j.jtocrr.2020.100068.

68. Ricciuti, B., Brambilla, M., Metro, G., Baglivo, S.,
Matocci, R., Pirro, M., & Chiari, R. (2017). Targeting
NTRK fusion in non-small cell lung cancer: rationale
and clinical evidence. Medical oncology (Northwood,
London, England), 34(6), 105.
https://doi.org/10.1007/s12032-017-0967-5.

69. Rijavec, E., Coco, S., Genova, C., Rossi, G., Longo,
L., & Grossi, F. (2019). Liquid Biopsy in Non-Small Cell
Lung Cancer: Highlights and Challenges. Cancers,
12(1), 17.
https://doi.org/10.3390/cancers12010017

70. Rinaldi A. (2011). Teaming up for biomarker future.
Many problems still hinder the use of biomarkers in
clinical practice, but new public-private partnerships
could improve the situation. EMBO reports, 12(6),
500–504. https://doi.org/10.1038/embor.2011.90

Berkeley Pharma Tech Journal of Medicine | 90



71. Rulli, Antonio & Antognelli, Cinzia & Covarelli,
Piero & Izzo, Luciano & Vienna, Ludovini &
Annamaria, Siggillino & Nicola, Talesa & Svitlana,
Zayik. (2020). Liquid Biopsy in Early Breast Cancer: A
Preliminary Report. Annals of Clinical Oncology. 1-8.
10.31487/j.ACO.2020.01.01.

72. Saito, M., Schetter, A. J., Mollerup, S., Kohno, T.,
Skaug, V., Bowman, E. D., Mathé, E. A., Takenoshita, S.,
Yokota, J., Haugen, A., & Harris, C. C. (2011). The
association of microRNA expression with prognosis and
progression in early-stage, non-small cell lung
adenocarcinoma: a retrospective analysis of three
cohorts. Clinical cancer research : an official journal of the
American Association for Cancer Research, 17(7),
1875–1882.
https://doi.org/10.1158/1078-0432.CCR-10-2961

73. Sanfiorenzo, C., Ilie, M. I., Belaid, A., Barlési, F.,
Mouroux, J., Marquette, C. H., Brest, P., & Hofman, P.
(2013). Two panels of plasma microRNAs as
non-invasive biomarkers for prediction of recurrence in
resectable NSCLC. PloS one, 8(1), e54596.
https://doi.org/ 10.1371/journal.pone.0054596

74. Santiago-Walker, Ademi & Moy, Christopher &
Cherkas, Yauheniya & Loriot, Yohann & Siefker-Radtke,
Arlene & Motley, Clifford & Avadhani, Anjali &
OHagan, Anne & Porre, Peter & Lorenzi, Matthew &
McCaffery, Ian. (2019). Analysis of FGFR alterations
from circulating tumor DNA (ctDNA) and Tissue in a
phase II trial of erdafitinib in urothelial carcinoma
(UC).. Journal of Clinical Oncology. 37. 420-420.
10.1200/JCO. 2019.37.7_suppl.420.

75. Satoh, N., Maniwa, Y., Bermudez, V. P., Nishimura,
K., Nishio, W., Yoshimura, M., Okita, Y., Ohbayashi, C.,
Hurwitz, J., & Hayashi, Y. (2011). Oncogenic
phosphatase Wip1 is a novel prognostic marker for lung
adenocarcinoma patient survival. Cancer science, 102(5),
1101–1106.
https://doi.org/10.1111/j.1349-7006.2011.01898.x.

76. Sequist, L. V., von Pawel, J., Garmey, E. G., Akerley,
W. L., Brugger, W., Ferrari, D., Chen, Y., Costa, D. B.,
Gerber, D. E., Orlov, S., Ramlau, R., Arthur, S.,
Gorbachevsky, I., Schwartz, B., & Schiller, J. H. (2011).
Randomized phase II study of erlotinib plus tivantinib
versus erlotinib plus placebo in previously treated
non-small-cell lung cancer. Journal of clinical oncology :
official journal of the American Society of Clinical
Oncology, 29(24), 3307–3315.
https://doi.org/10.1200/JCO.2010.34.0570.

77. Schildhaus H. U. (2020). Immunhistochemiebasierte
prädiktive Biomarker bei Lungenkarzinomen
[Immunohistochemistry-based predictive biomarkers for
lung cancer]. Der Pathologe, 41(1), 21–31.
https://doi.org/10.1007/s00292-020-00750-7

78. Shaw, A. T., Yeap, B. Y., Solomon, B. J., Riely, G. J.,
Gainor, J., Engelman, J. A., Shapiro,
G. I., Costa, D. B., Ou, S. H., Butaney, M., Salgia, R.,
Maki, R. G., Varella Garcia, M., Doebele, R. C., Bang, Y.
J., Kulig, K., Selaru, P., Tang, Y., Wilner, K. D., Kwak, E.
L., … Camidge, D. R. (2011). Effect of crizotinib on
overall survival in patients with advanced non-small-cell
lung cancer harbouring ALK gene rearrangement: a
retrospective analysis. The Lancet. Oncology, 12(11),
1004–1012. https://doi.org/
10.1016/S1470-2045(11)70232-7

79. Shi GL, Zhang XY, Chen Y, Ma S, Bai WQ, Yin YJ.
(June 1, 2020). Prognostic Significance of Serum
miR-22, miR-125b, and miR-15b in Non-Small Cell
Lung Cancer Patients. Clin Lab., 66(6). doi:
10.7754/Clin.Lab.2019.191129. PMID: 32538046.

80. Siravegna, Giulia, Andrea Sartore-Bianchi, Rebecca J.
Nagy, Kanwal Raghav, Justin I. Odegaard, Richard B.
Lanman, Livio Trusolino, Silvia Marsoni, Salvatore
Siena, and Alberto Bardelli. (May 15, 2019). Plasma
HER2 (ERBB2) Copy Number Predicts Response to
HER2-Targeted Therapy in Metastatic Colorectal
Cancer. Clinical Cancer Research, 25(10), 3046–53.
https://doi.org/10.1158/1078-0432.CCR-18-3389.

Berkeley Pharma Tech Journal of Medicine | 91



81. Sromek M, Glogowski M, Chechlinska M, Kulinczak
M, Szafron L, Zakrzewska K, Owczarek J, Wisniewski P,
Wlodarczyk R, Talarek L, Turski M, Siwicki JK.
(October 2017). Changes in plasma miR-9, miR-16,
miR-205 and miR-486 levels after non-small cell lung
cancer resection. Cell Oncol (Dordr).;40(5):529-536. doi:
10.1007/s13402-017-0334-8. Epub 2017 Jun 20. PMID:
28634901.

82. Subbiah, Vivek, Jenny Berry, Michael Roxas,
Nandita Guha-Thakurta, Ishwaria Mohan Subbiah, Siraj
M. Ali, Caitlin McMahon, et al. (July 1, 2015). Systemic
and CNS Activity of the RET Inhibitor Vandetanib
Combined with the MTOR Inhibitor Everolimus in
KIF5B-RET Re Arranged Non-Small Cell Lung Cancer
with Brain Metastases. Lung Cancer, 89(1), 76–79.
https://doi.org/10.1016/j.lungcan.2015.04.004.

83. Peter Stein. (n.d.). Brief overview of biomarkers:
Value, limitations, and the Biomarker Qualification
Program (BQP) [Brochure]. U.S. Food and Drug
Administration: Author. Retrieved from
https://fnih.org/sites/default/files/final/pdf/2-Stein-Bio
markers%20Introduction.pdf

84. Tao, J., Sun, D., Dong, L., Zhu, H., & Hou, H.
(2020). Advancement in research and therapy
of NF1 mutant malignant tumors. Cancer cell
international, 20, 492. https://
doi.org/10.1186/s12935-020-01570-8

85. Teresi, Rosemary E., Chung-Wai Shaiu, Ching-Shih
Chen, V. Krishna Chatterjee, Kristin A. Waite, and
Charis Eng. (2006). Increased PTEN Expression Due to
Transcriptional Activation of PPARγ by Lovastatin and
Rosiglitazone. International Journal of Cancer, 118(10),
2390–98. https://doi.org/10.1002/ijc.21799.

86. Thompson, Jeffrey C., Stephanie S. Yee, Andrea B.
Troxel, Samantha L. Savitch, Ryan Fan, David Balli,
David B. Lieberman, et al. (December 1, 2016).
Detection of Therapeutically Targetable Driver and

Resistance Mutations in Lung Cancer Patients by
Next-Generation Sequencing of Cell-Free Circulating
Tumor DNA. Clinical Cancer Research: An Official
Journal of the American Association for Cancer Research,
22(23), : 5772–82.
https://doi.org/10.1158/1078-0432.CCR-16-1231.

87. Tian F, Wang J, Ouyang T, et al. (2019).
MiR-486-5p Serves as a Good Biomarker in Non Small
Cell Lung Cancer and Suppresses Cell Growth With the
Involvement of a Target PIK3R1. Front Genet., 10(688).
Published 2019 Jul 26. doi:10.3389/fgene.2019.00688

88. To, Kenneth K. W., William K. K. Wu, and Herbert
H. F. Loong. (March 15, 2018). PPARgamma Agonists
Sensitize PTEN-Deficient Resistant Lung Cancer Cells
to EGFR Tyrosine Kinase Inhibitors by Inducing
Autophagy. European Journal of Pharmacology, 823,
19–26. https://doi.org/10.1016/j.ejphar.2018.01.036.

89. Veldore, Vidya H, Anuradha Choughule, Tejaswi
Routhu, Nitin Mandloi, Vanita Noronha, Amit Joshi,
Amit Dutt, Ravi Gupta, Ramprasad Vedam, and Kumar
Prabhash. (January 3, 2018). Validation of Liquid
Biopsy: Plasma Cell-Free DNA Testing in Clinical
Management of Advanced Non-Small Cell Lung
Cancer. Lung Cancer: Targets and Therapy, 9, 1–11.
https://doi.org/10.2147/LCTT.S147841.

90. Vincent, M. D., Kuruvilla, M. S., Leighl, N. B., &
Kamel-Reid, S. (2012). Biomarkers that currently affect
clinical practice: EGFR, ALK, MET, KRAS. Current
oncology (Toronto, Ont.), 19(Suppl 1), S33–S44.
https://doi.org/10.3747/co.19.1149

91. Wang, L., Hu, Y., Wang, S., Shen, J., & Wang, X.
(2020). Biomarkers of immunotherapy in non-small cell
lung cancer. Oncology letters, 20(5), 139.
https://doi.org/10.3892/ol. 2020.11999

92. Wang, H., Peng, R., Wang, J., Qin, Z., & Xue, L.
(2018). Circulating microRNAs as potential cancer
biomarkers: the advantage and disadvantage. Clinical

Berkeley Pharma Tech Journal of Medicine | 92



epigenetics, 10, 59.
https://doi.org/10.1186/s13148-018-0492-1

93. Wang, J., Tian, X., Han, R. et al. (2014).
Downregulation of miR-486-5p contributes to tumor
progression and metastasis by targeting protumorigenic
ARHGAP5 in lung cancer. Oncogene, 33, 1181–1189.
https://doi.org/10.1038/onc.2013.42

94. Wang Y, Zeng G, Jiang Y. (2020). The Emerging
Roles of miR-125b in Cancers. Cancer Manag Res., 12,
1079-1088. Published 2020 Feb 12.
doi:10.2147/CMAR.S232388

95. Wang, Y., Wang, Y., Li, J., Li, J., & Che, G. (2020).
Clinical Significance of PIK3CA Gene in
Non-Small-Cell Lung Cancer: A Systematic Review and
Meta-Analysis. BioMed research international, 2020,
3608241. https://doi.org/10.1155/2020/3608241

96. Wang ZX, Bian HB, Wang JR, Cheng ZX, Wang
KM, De W. (December 2011). Prognostic significance of
serum miRNA-21 expression in human non-small cell
lung cancer. J Surg Oncol., 104(7):847-51. doi:
10.1002/jso.22008. Epub 2011 Jun 30. PMID: 2172101

97. Wang, Yanye et al. (2020). Clinical and Molecular
Characteristics of TSC1/2 Mutant Lung Cancer.
Journal of Clinical Oncology, 38(15).
doi:10.1200/jco.2020.38.15_suppl.e21647.

98. Wachters, F. M., L. S. M. Wong, W. Timens, H. H.
Kampinga, and H. J. M. Groen. (November 2005).
ERCC1, HRad51, and BRCA1 Protein Expression in
Relation to Tumour Response and Survival of Stage
III/IV NSCLC Patients Treated with Chemotherapy.
Lung Cancer (Amsterdam, Netherlands) 50(2), 211–19.
https://doi.org/10.1016/ j.lungcan.2005.06.013.

99. Waters, D. L., & Shapter, F. M. (2014). The
polymerase chain reaction (PCR): general methods.
Methods in molecular biology (Clifton, N.J.), 1099,
65–75. https://doi.org/ 10.1007/978-1-62703-715-0_7

Wei J, Gao W, Zhu CJ, Liu YQ, Mei Z, Cheng T, Shu
YQ. (June 2011). Identification of plasma
microRNA-21 as a biomarker for early detection and
chemosensitivity of non-small cell lung cancer. Chin J
Cancer, 30(6), 407-14. doi: 10.5732/cjc.010.10522.
PMID: 21627863; PMCID: PMC4013415.

100. Wen, Shiwang, Lei Dai, Lei Wang, Wenjian Wang,
Duoguang Wu, Kefeng Wang, Zhanghai He,
et al. (November 2019). Genomic Signature of Driver
Genes Identified by Target Next Generation Sequencing
in Chinese Non-Small Cell Lung Cancer. The Oncologist,
24(11), e1070–81.
https://doi.org/10.1634/theoncologist.2018-0572.

101. Xie, P., Li, X., Tan, X., Sun, X., Wang, C., Yu, J.
(2016). Sequential Serum Let-7 Is a Novel Biomarker to
Predict Accelerated Reproliferation During Fractional
Radiotherapy in Lung Cancer. Clinical Lung Cancer,
17(5). https://doi.org/10.1016/j.cllc. 2016.03.010

102. Xu, S., & Xu, S. (2019). High expression of
miR-155 and miR-21 in the recurrence or metastasis of
non-small cell lung cancer. Oncology Letters, 18, 758-763.
https://doi.org/ 10.3892/ol.2019.10337.

103. Yang, Nong, Yi Li, Zhidong Liu, Hao Qin,
Duanming Du, Xinkai Cao, Xiaoqing Cao, et al. (March
23, 2018). The Characteristics of CtDNA Reveal the
High Complexity in Matching the Corresponding
Tumor Tissues. BMC Cancer 18(1), 319.
https://doi.org/10.1186/s12885-018-4199-7.

104. Yarlagadda, Bhavya, Vaishnavi Kamatham, Ashton
Ritter, Faisal Shahjehan, and Pashtoon M. Kasi. (August
19, 2019). Trastuzumab and Pertuzumab in Circulating
Tumor DNA ERBB2- Amplified HER2-Positive
Refractory Cholangiocarcinoma. Npj Precision
Oncology, 3(1), 1–5.
https://doi.org/10.1038/s41698-019-0091-4.

105. Yuxia M, Zhennan T, Wei Z. (December 2012).
Circulating miR-125b is a novel biomarker for screening

Berkeley Pharma Tech Journal of Medicine | 93



non-small-cell lung cancer and predicts poor prognosis. J
Cancer Res Clin Oncol., 138(12):2045-50.
doi:10.1007/s00432-012-1285-0. Epub 2012 Jul 18.
PMID: 22806310.

106. Zeng, Hanlin, Aparna Jorapur, A. Hunter Shain,
Ursula E. Lang, Rodrigo Torres, Yuntian Zhang,
Andrew S. McNeal, et al. (July 9, 2018). Bi-Allelic Loss
of CDKN2A Initiates Melanoma Invasion via BRN2
Activation. Cancer Cell, 34(1) : 56-68.e9.
https://doi.org/10.1016/j.ccell.2018.05.014.

107. Zhang, G. B., Chen, J., Wang, L. R., Li, J., Li, M.
W., Xu, N., Wang, Y., & Shentu, J. Z. (2012). RRM1
and ERCC1 expression in peripheral blood versus
tumor tissue in gemcitabine/carboplatin-treated
advanced non-small cell lung cancer. Cancer
chemotherapy and pharmacology, 69(5), 1277–1287.
https://doi.org/10.1007/ s00280-012-1834-x

108. Zhang, Y., Roth, J. A., Yu, H., Ye, Y., Xie, K., Zhao,
H., Chang, D. W., Huang, M., Li, H., Qu, J., & Wu, X.
(2019). A 5-microRNA signature identified from serum
microRNA profiling predicts survival in patients with
advanced stage non-small cell lung cancer.
Carcinogenesis, 40(5), 643–650.
https://doi.org/10.1093/carcin/bgy132

109. Zhao, M., Zhang, H., Zhu, G., Liang, J., Chen, N.,
Yang, Y., Liang, X., Cai, H., & Liu, W. (2016).
Association between overexpression of Wip1 and
prognosis of patients with non small cell lung cancer.
Oncology letters, 11(4), 2365–2370.
https://doi.org/10.3892/ol. 2016.4245.

110. Zhao W, Zhao JJ, Zhang L, Xu QF, Zhao YM, Shi
XY and Xu AG. (2015). Serum miR-21 level: A
potential diagnostic and prognostic biomarker for
non-small cell lung cancer. Int J Clin Exp Med.,
8:14759–14763. 2015

111. Zhu, W., Luo, B., An, J., He, J., Chen, D., Xu, L., …
Zhang, Y. (2014). Differential Expression of

miR-125a-5p and let-7e Predicts the Progression and
Prognosis of Non Small Cell Lung Cancer. Cancer
Investigation, 32(8), 394-401.
doi:10.3109/07357907.2014.922569

Berkeley Pharma Tech Journal of Medicine | 94


	Artlcle 3_MS Gut Microbiome_Publish_20211217.pdf
	FRONT PAGE - The Role of the Gut Microbiome in Neuromodulation Therapies as a Potential Treatment Adjunct for Multiple Sclerosis.pdf
	3. BODY - The Role of the Gut Microbiome in Neuromodulation Therapies as a Potential Treatment Adjunct for Multiple Sclerosis.pdf

	The Role of the Gut Microbiome in Neuromodulation Therapies as a Potential Treatment Adjunct for Multiple Sclerosis (Reference Page Template).pdf



