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The main trend in the treatment of most diseases is to focus on
the damaged organ and work to repair it. In many cases, this
approach is sufficient, the damage is removed and the patient is
cured. Thanks to such approaches, it has been possible to solve
and eliminate many diseases that have plagued humanity since
time immemorial.

Tumor diseases belong to the group of so-called degenerative
diseases together with - rheumatoid arthritis, systemic lupus
erythromatosis, multiple sclerosis, cirrhosis of the liver,
Alzheimer's disease, Jacob-Kreuzfeld syndrome, kidney failure,
arthritis, schizophrenia and others that humanity has not yet
solved. This is despite intensive research and large investments
that have been made in their research. According to evolutionary
biologists Paul Ewald and Lewis Thomas, we often provide only
secondary care to patients suffering from these “degenerative”
diseases (23, 24). Many experts say that we cannot expect
today’s diseases to be solved in the near future. This is only
partly true, as evidence shows that we continue to find crucial
solutions to diseases that we have come to know through our
knowledge of their primary infectious causes. In recent decades,
large numbers of cases of liver cancer and hepatitis caused by
hepatitis B and C viruses have been prevented. Stomach ulcers
and stomach cancer can now be treated with antibiotics

Let's try to look at the situation in this issue from an evolutionary
perspective. The basic question is, whether the human organism
as the top of evolution is able to deal with all errors, mutations
and disorders or not. Most clinicians are convinced that the
human body is not perfect, that it produces errors, mutations,
that cause diseases. They claimed that their position was based
on everyday practice. This view arose at a time when very little
was known about viruses, pathogenic microbes, and parasites,
but despite the fact that much is known about them today,
this opinion surprisingly still prevails. This approach, which

lacks an evolutionary emphasis, is still fully accepted and has
far-reaching consequences in the treatment of, in particular,
degenerative diseases for which we do not yet have a cure. As a
result of this approach, new alternative approaches are not being
actively sought and developed in clinical practice and research.

The process of evolution is directed towards a higher level and
quality of all living organisms on our planet. It assumes that
the human organism, as the pinnacle of evolution, is a perfect
system that can correct its own errors and mutations, thereby
preventing disease. Adopting this evolutionary stance logically
raises the question: how is it possible, then, that humanity
currently suffers from a large number of diseases? According
to the WHO, up to 17 diferentne types of cancer are increasing
every year, and their occurrence is affecting people at a younger
age. How should we evaluate, explain this fact? This is certainly
contrary to the evolutionary process, which cannot lead to an
increase in diseases, but to their minimization. However, if there
is an increased incidence of disease, does this lead us to view it
as a failure of the evolutionary process? We must not forget that
the evolutionary process is extremely complex and complicated.
It is influenced by many factors, some of which are negative.

Let's take a look at these factors. One of the most powerful
factors is the changes caused by the difference between the
modern environment and the environment that largely shaped
the genetic makeup of humans.

Another factor, and probably the most important one, may be
infectious causes of chronic diseases. Paul Ewald and Gregory
Cochran concluded that in the case of chronic diseases, the
evidence, considered in terms of evolutionary principles, points
to infectious causes (23, 24).
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Infectious agents cause systemic and long-term tissue damage,
which ultimately manifests as serious diseases. The infectious
causes of chronic diseases are currently being intensively
investigated, but their acceptance depends on the quality of the
evidence. However, according to expert analyses, it is currently
unlikely to obtain convincing evidence of infectious causes of
these diseases (23, 24).. There is strong pessimism in this regard,
as conclusive evidence of infectious causes of most chronic
diseases is considered very difficult to achieve. This is especially
true given the general resistance to accepting the infectious
origin of cancer, which is very deep-rooted. This is despite the
fact that more than 20% of human tumors have an infectious
cause and their incidence is expected to increase. What are these
infectious factors, what is their source? In seeking an answer
to this question, based on the above results, we could logically
conclude that all these types of human diseases are most likely
caused by the second kingdom in our body — prokaryotic —
i.e. bacteria, yeasts but also parasites and other single-celled
and multi-cellular organisms, which are found mainly in the
intestinal tract.

We must live in symbiosis with this kingdom, we cannot exist
without it. However, there have been fundamental changes in its
composition recently. The use of antibiotics, drugs and medicines
has created such enormous pressure that sensitive microbes have
mostly not survived. However, their infinite variability — each
bacterium is unique — has allowed them to survive. This process
is constantly repeated and new resistant forms of bacteria arise.
The original bacteria that lived in symbiosis with the organism
have largely lost this ability after acquiring resistance. Their
goal — to survive, to adapt to a new situation — has forced them to
show disrespect for their host. In this way, many microbes have
turned from helpers and allies into potential enemies.

The unlimited willingness of bacteria to accept foreign genetic
information is one of their most fundamental properties.
Accepting new genetic information gives bacteria a better
chance of survival, existence and advances their development.
On the one hand, this is a very positive property, because
without it there would be no evolution, without which there
would be no human population and no music. On the other
hand, prokaryotes also take in viral and other pathogens, thus
becoming carriers of genetic material that can harm humans and
cause health problems. In these cases, we must intervene and
eliminate pathogens.

We know very little about the contents of our intestinal tract.
Why has this important organ not been given due attention until
now? Only recently, under the pressure of new information,
has this organ begun to be monitored and analyzed more. After
all, our past is also stored in this organ, with a high probability
we will find microbes and parasites that we received in ancient
times. We don't know what else could be in it besides the
aforementioned bacteria, yeast, parasites, and other single-
celled and multi-celled organisms. No one has yet considered
the question of whether viruses could be there.

The detection of viruses — BLV, HIV, novel coronavirus —hidden
in carriers in the intestinal tract after overcoming infections has
opened a floodgate. (1-22). This is the first direct evidence of
the presence of pathogens hidden in carriers in our tracts. Viral

carriers are part of the microflora, which allows them to exist for
a long time, but they are under immune control.

However, if the immune system is weakened, virus carriers
multiply, penetrate immune barriers into the body, cause de
novo infection and can subsequently infect others. A virus, as a
pathogen, does not lose its power when it hides in a host. On the
contrary, its tentacles protruding from the host give it another
dimension and possibilities.

A clear example of immune failure is the course of influenza
virus infection. It attacks people in the fall and winter and then
disappears. Where will he disappear to for half a year, since
he will return in the fall? That's a very important question. Is
it traveling to China or Hong Kong? No, it does not spread
anywhere, the virus in carriers remains in the intestinal tract
of infected people until autumn and is under the control of the
immune system. If the immune system of an infected person is
weakened - very often due to greatly underestimated autumn
colds, infections, - the virus carrier multiplies, penetrates from
the intestinal tract into the body, infects it, and the infected
person can also infect others. This cycle repeats itself every year.

The presence of viruses hidden in carriers in the intestinal tract
answers the question of why new variants of the coronavirus
are constantly emerging. Carriers do not prevent the emergence
of new variants of the virus, they can mutate uncontrollably in
them. The high infectivity of coronavirus detected in wastewater
worldwide suggests that the coronavirus is localized in the
intestinal tract long after the epidemic has ended and is gradually
shed in carriers (25 - 34). The viral load in the intestinal tract
worldwide is growing rapidly, leading to constant stress and a
weakening of the immune system. This process will represent
a biological time bomb for humans in the future. Weakened
immunity also leads to pathogens penetrating the bloodstream
into the body's organs and settling in them. After interacting
with the cells of the organs, infectious agents begin to realize
their potential, invisibly damaging them 24 hours a day, for
months and years. The mechanism of this process is similar to
when drops fall on a stone and after a while a hole forms there.
This invisible process that is difficult to detect and stop, is very
likely to lead to the development of serious diseases, especially
degenerative ones, which manifest themselves only in later life.

Indications of a significant role of prokaryotic pathogens in
the development of diseases such as cancer, Alzheimer's and
Parkinson's diseases, diabetes, IBD, Crohn's syndrome and
others have been evident for a long time. Of the above diseases,
human papillomavirus has been accepted as the pathogen causing
cervical cancer, and appropriate vaccines are effective against
this infection. In the case of the other diseases mentioned, these
considerations have not yet been transferred to clinical practice
due to a lack of convincing evidence. Since these are specifically
human diseases that cannot be tested in animal models, it is very
difficult to obtain experimental evidence of their infectious
origin. We currently do not know by what mechanism infectious
agents can induce this disease. But what might happen if a viral
pathogen came into contact with or even penetrated a eukaryotic,
highly differentiated cell? Can it initiate them towards higher
differentiation? Very likely not.
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Based on this reasoning, we could conclude that a highly
differentiated eukaryotic cell attacked by a prokaryotic carrier
containing a viral or other pathogen can transform back to the
period when higher organisms gradually began to evolve from
prokaryotic cells. We also know nothing about whether the
viral pathogen participates in the invasion of eukaryotic cells
alone or in symbiosis with a vector, and we also do not know
the mechanism by which the pathogen changes the cells of the
attacked organ. These considerations point to the possibility that
highly differentiated cells are transformed by viral pathogens
into quasi-prokaryotic cells and revert back to the original
prokaryotic form from which they evolved. It is realistic to
assume that this could be the path of tumor cell development.
Given these new findings, we could conclude that the tumor cell
is functionally similar to a prokaryotic cell with a non functional
complete eukaryotic genetic equipment.

Current methods of eliminating viruses—antivirals, physiotherapy,
vaccines — cannot completely eliminate viruses in the body.
Their complete elimination will occur if we eliminate them in
the intestinal and respiratory tract. Vaccines are only effective in
the target cells that viruses attack. In the case of HIV, these are
cells of the hematopoietic system that have the CD4 receptor. In
the case of the new coronavirus, these are cells with the ACE2
receptor. Vaccines are ineffective in the above tracts.

The basis for further research should be the analysis of the
contents of the intestinal tract, the identification of all virus
carriers and their subsequent elimination. Viruses cannot exist
and multiply without carriers. After eliminating the identified
pathogens, it was revealed which diseases they caused. It
is assumed that in this way, several, if not all, degenerative
diseases will be gradually eliminated. And at the same time,
potential outbreaks of diseases will be stopped preventively.
This would bring a significant improvement in the health of the
human population.

It would be a fundamental change in the diagnosis and treatment
of diseases that humanity has not yet coped with. It would be —
New Medicine.
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