
 

 

 

 

 

 

 

 

Exhibit 43 
Dr. Kevin Stillwagon: Public Health Lessons at the Orange County Commissioners Meeting 

Meeting held September 14, 2021. 

See https://www.extremelyamerican.com/post/dr-kevin-stillwagon-public-health-lessons-at-the-
orange-county-commissioners-meeting 

 

DR. KEVIN STILLWAGON OBLITERATES THE MINDLESS MASK AND VACCINE MANDATE NARRATIVE 

See https://www.bitchute.com/video/G80o7GhOZAFi/ 
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“My name is Dr. Kevin Stillwagon. I am a property owner and a taxpayer in Orange County. You're 
making some really bad decisions based on fear of a virus it has about a 99% survival rate for most of us. 
That is unsubstantiated fear. So let me give you a couple of things to truly be fearful about. That mask 
that you keep insisting that people wear decreases the amount of oxygen in your lung tissue. We now 
know that this virus uses something called a ‘furin cleavage site’ to merge with your lung tissue to infect 
you. And it works better with decreased oxygen. and peer reviewed research clearly shows that wearing 
a mask increases your chances of developing an upper respiratory infection 13 times more than a person 
not wearing a mask. So, I would stop wearing a mask immediately if I were you. secondly this shot that 
you insist on people getting gives you absolutely no protection against infection. It is the innate immune 
system that protects you from infection by using dendritic cells, T cells and natural killer cells without 
antibodies ever becoming involved. This shot has one goal and that goal is to make antibodies. These 
antibodies circulate inside of you and cannot prevent an infection. They can only react to something that 
has already gotten inside of you. They cannot keep something out. the shot decreases the ability of your 
innate immune system to keep viruses out by 60% and a booster shot will reduce it even more. even 
worse the antibodies that are created by this shot can no longer neutralize variants and actually 
enhance the virus ability to infect you. It should be painfully obvious to you by now that fully vaccinated 
people are getting sick. and this will continue to get worse if you keep trying to jab people while a virus 
is trying to spread. the variants are emerging from the vaccinated population. This so called vaccine is 
still being administered on what's called an emergency use authorization. It is not FDA approved. The 
FDA approved a biological licensing application for a product called community. The application was 
approved, not the product.” 

 

See https://www.ncbi.nlm.nih.gov/pmc/articles/PMC8346238/  

SARS-CoV-2 spike and its adaptable furin cleavage site 
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Much attention has been drawn to the origin of SARS-CoV-2, the causative agent of COVID-19. One
notable feature of SARS-CoV-2 is a four-amino acid insert starting with proline (SPRRAR|S) at the
junction of the receptor-binding (S1) and fusion (S2) domains of the spike protein. Following the
release of the SARS-CoV-2 genome, several groups identified this insert as a potential cleavage site for
the protease furin—the insert has also been referred to as a polybasic site and proposed to be part of the
proximal origin of the ongoing pandemic.  Proteolytic cleavage is widely used to activate the fusion
machinery of viral glycoproteins. However, studies on coronaviruses—including SARS-CoV-2—have
shown that activation of the spike proteins of these particular viruses is not straightforward, and is often
a complex process involving more than one cleavage event at distinct sites and with the involvement of
several host proteases.  As such, any consideration of spike protein origin and function need to be
considered along with the natural history of coronaviruses and how the spike protein adapts to a milieu
of different species, tissue types, and cell types.

Furin is ubiquitously expressed in the Golgi apparatus of all cells,  but generally only at low levels.
Furin has a well known role in viral pathogenesis and efficiently cleaves polybasic or multi-basic sites
such as those found in influenza virus subtypes H5 and H7. These highly pathogenic avian influenza
viruses have therefore served as a model for the role of furin cleavage as a viral virulence factor.
Mechanistically, this furin site is created through polymerase slippage during replication and occurs at
the interface of the HA1 and HA2 subdomains. Such polybasic sites typically exist as a stretch of 6–7
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arginine and lysine residues (eg, RKKRKR|G) that can be efficiently cleaved by furin, thereby allowing
systemic spread based on the ubiquitous expression of the protease.  Without the polybasic cleavage
site, infection is restricted on the basis of the localised presence of the trypsin-like proteases activating
low pathogenicity influenza viruses. Other influenza viruses (such as H9) modulate the cleavage site
sequence through mutation and recombination.

For coronaviruses, furin cleavage sites at the interface of the S1 and S2 domain are not unusual, being
found widely in betacoronaviruses in the embeco lineage (which are considered to be of rodent origin)
as well as in avian-origin gammacoronaviruses and certain feline and canine alphacoronaviruses (with
an unknown origin). Furin cleavage sites are also found in certain bat-origin MERS-like
merbecovirises, but not—with the exception of SARS-CoV-2—in the sarbecovirus lineage. The
presence of a furin cleavage motif at the SARS-CoV-2 S1–S2 interface is therefore highly unusual,
leading to the smoking gun hypothesis of manipulation that has recently gained considerable attention
as a possible origin of SARS-CoV-2. However, with analogy to influenza, it was shown many years
ago that the simple insertion of a polybasic site into an H3 virus does not result in a high pathogenicity
phenotype  and is likely to only function in the context of a series of other genomic changes provided
by a process of natural selection.

So far, a viable natural origin for the SARS-CoV-2 S1–S2 site through recombination or mutation of a
bat-origin virus has proved to be elusive. Of note, the S1–S2 cleavage site of SARS-CoV-2 S does not
comprise the pattern found in prototypical furin cleavage sites (it is RRxR and not RxK/RR),  making
its origin enigmatic. One feature of the S1–S2 junction for the SARS-CoV-2 spike from the original
outbreak is the presence of a leading proline residue, which might have promoted furin cleavage. As
new variants emerged, the leading proline was first replaced by a histidine in B.1.1.7 and now with an
arginine in variants such as B.1.617  to turn the tri-basic PRRAR|S sequence to RRRAR|S, with
these cleavage site changes occurring on the background of other genomic adaptations. However, such
variant cleavage sites are still not ideal for furin—as would be found in the prototype embecovirus
mouse hepatitis virus (RRARR|S)—but do appear to be making S1–S2 more polybasic as the pandemic
continues and transmissibility increases. We always need to remember not to oversimplify the complex
process of spike protein activation; however, it will be interesting to see whether this progression of
basic residue addition continues with new variants, towards that seen in established community-
acquired respiratory coronaviruses such as HCoV-HKU-1 or HCoV-OC43—both embecoviruses with
S1–S2 sequences of RRKRR|S and RRSRR|A, respectively.
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