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Foreword
By 1999, US federal agencies began funding Gain-of-Function
research. In fact, the records reach back decades before. This
is research that, by its very nature, is designed to increase the
ability of pathogens to infect and harm people. In 2019, one of
those pathogens was intentionally released upon the world in a
Wuhan, China, wet market. The key to proving and
understanding this bioweapon is its spike protein, the very
same spike protein being made in millions of people after the
COVID-19 vaccines are injected into them. These vaccines are
nothing more than the genetic code of this bioweapon. This
publication and money trail reveals who is ultimately
criminally responsible for the design and development of this
weapon, a weapon that violates the Biological Weapons
Convention (BWC) treaty—exposing those who have
committed crimes against humanity!

For those of you reading this book, especially those of you
who don’t want to believe it, a quick search of the internet
might lead you to initially think you shouldn’t believe what I
say. But dig deeper, and you will discover the underlying
truths about my struggles with big pharma, the Food and Drug
Administration, and the Department of Health and Human
Services, the very same people who funded the development
of this Gain-of-Function bioweapon.

For those of you who have this feeling that something isn’t
quite right, I encourage you to read what they don’t want you
to read, and know what they don’t want you to know: what
they don’t want you to know is the truth!

* * *



Once you’ve read and listened to the truth, then you have to
make a decision. Do you take the blue pill so you can continue
to believe that everything is as it should be? That the courts,
attorneys, politicians, scientists, and doctors are all good and
just people truly looking out for you? Or do you decide to take
the red pill and discover the truth? Understand that once you
choose the red pill and read this book, there’s no going back.

Let me make one final statement before we delve into the
facts and evidence showing the Gain-of-Function research and
development of this spike protein and bioweapon: I want to
make it perfectly clear that, by myself, this information would
not have been possible. The cost of—at least some of—this
information has risked the safety, and possibly lives, of a
number of people. They know who they are, and rather than
expose them and place them at risk, I simply want to recognize
them here and now. To them, we owe a debt of gratitude we
cannot repay. There are yet others who stood firm against the
misinformation being promulgated—against me and against
you. These people took on the challenge of helping to bring
this information to light, and while I will not expose them for
the same reasons, we all owe them a debt of gratitude as well.

All truths are easy to understand once they are discovered;
the point is to discover them.

—Galileo Galilei

One Additional Thought
While the information in this book might seem a little
overwhelming at first glance, the purpose of this book is not to
turn you into an expert on viruses, research, or medicine. The
detail has been put here to lay to rest any questions about
where the virus came from or who was involved in making it
and violating the Biological Weapons Convention treaty, the



Nuremberg Code, or the International Covenant on Civil and
Political Rights (ICCPR) treaty.

This book is designed to expose once and for all those
criminally responsible for the bioweapon known as SARS-
CoV-2, the virus that causes COVID-19. This book is designed
for you. So when someone questions you or calls you a
conspiracy theorist, you can take this book, hand it to him or
her, and say, “Here’s your proof.”

THIS TIME THERE WILL BE NO
PULLING THE WOOL OVER THE
JURY’S EYES … THIS TIME THE
WORLD IS GOING TO SEE THE
REAL EVIDENCE—IT WILL NO

LONGER BE HIDDEN!!!



CHAPTER 1

What Is Gain-of-Function
Research?

Beginning in 2019, most of us became familiar with a novel
virus. This virus was called SARS-CoV-2 (which can cause
COVID-19). For most people, this virus infected either the
lungs or gastrointestinal (GI) track and resolved—or at least
we thought so—but as the virus spread around the world a new
sense of fear and panic engulfed the world. Amid the chaos,
hospital systems became overwhelmed, people began to die
from the associated InflammoThrombotic Response (ITR)
precipitated by this viral infection, people and societies shut
down and broke down, and economies went into a free fall.
People surrendered personal freedoms in exchange for
perceived security. Families and nations became sharply
divided, while governments implemented executive orders
replacing elected officials with administratively appointed
doctrine equivalent to the Enabling Act1 of 1933.

My involvement with SARS-CoV-2 began in January
2020. In reality, it began more than a quarter of a century
before when I introduced the Inflammation and Heart Disease
theory at the sixty-seventh American Heart Association
Scientific Sessions in November 1994. This theory was
reexplained the following year at a variety of scientific
conferences around the world, eventually being published in a
cardiology textbook in 1999.2 Also beginning in 1999,
following my discovery of misinformation promulgated by
nuclear imaging isotope companies, I began development of
the first quantitative method for imaging the body and



measuring regional blood flow and metabolism changes. This
test not only provided for reductions in the amount of nuclear
imaging isotopes given to patients but made it possible to
accurately, consistently, and reproducibly measure these
differences in the body, allowing for differentiation of changes
going on in the body—changes that would become necessary
to measure this virus and its response to treatments. By 2017, I
had fully developed and patented the Fleming Method for
Tissue and Vascular Differentiation and Metabolism
(FMTVDM).3

During January 2020, I began my work with SARS-CoV-2
by investigating what drugs—based upon published research
on other viruses—might have a beneficial treatment effect on
this virus, including attacking the ability of the virus to infect
cells and reproduce itself, as well as stopping or at least
reducing the inflammation and blood clotting
(InflammoThrombotic Response) caused by the immune
response to the virus in people with comorbidities.4

Like others, I soon realized we had entered a new era in
human history, when the healthy were being quarantined and
tested, medications were being denied to those who were
infected or hospitalized, ventilators were being used
incorrectly5 for the level of inflammation present in the lungs,
and vaccines were being touted as the only possible solution to
the virus.

Like many of you, I began to ask questions, and the
answers I found unmasked the motives of the people involved.
For patients becoming infected and those being hospitalized,
we had turned the practice of medicine and honest scientific
investigation over to the government and those funded by the
government, just as the German Medical Association and
scientists of the day had turned it over to Adolf Hitler.6



Germany would later apologize for the action, but it would be
too little, too late.7

Despite the Nuremberg Code of 1947 and the International
Covenant on Civil and Political Rights (ICCPR) treaty being
implemented in an effort to prevent such atrocities being
committed by people upon people ever again, we find
ourselves in the same situation today—unethical experiments8

conducted by those in power, upon those not in power. When
the government9 is this involved, a little hope can be effective
in controlling the people. As the founding fathers knew,
sometimes being a criminal is the only heroic thing you can
do. What follows is the information about those in power and
their experimentation using viruses to infect and harm people
using Gain-of-Function.

THE STORY OF GAIN-OF-FUNCTION
As mentioned in the foreword, around 1999, the US
Department of Health and Human Services (HHS) began
funding research looking at infectious diseases. This research
included looking at how such infections might become more
infective. One of the original proposed premises behind this
type of research, known as Gain-of-Function, was to better
understand how something like a coronavirus might mutate
over time. If such mutations were to occur, such investigation
might allow physicians and scientists an opportunity to stay
ahead of such infections. However, what began as observation
soon became something altogether different. Instead of asking
questions about what might happen naturally, this research
become one of intentionally making those changes occur, not
in small incremental steps as might occur naturally, but in
larger steps that would most likely take centuries to occur—if
at all.



In April 2000 while working at the Carolina Vaccine
Institute at the University of North Carolina, Ralph S. Baric
had already successfully used reverse genetics10 to generate a
chimeric11 (Gain-of-Function) coronavirus. He not only
published12 this research funded by the NIH (grant numbers
AI23946, GM63228, and AI26603) but also received a
patent13 for it in 2003:

This approach facilitates the reconstruction of genomes and
chromosomes in Vitro for reintroduction into a living host, and allows the
Selected mutagenesis and genetic manipulation of Sequences in Vitro
prior to reassembly into a full length genome molecule for reintroduction
into the same or different host. (United States Patent No.
US006593111B2)

In 2002 following the SARS-CoV-1 outbreak in China, Dr. Shi
Zhengli, a.k.a. Shi Zhengli-Li, and colleagues at the Wuhan
Institute of Virology (WIV) began investigating how SARS-
CoV-1 was transmitted.14 In particular, Zhengli was interested
in how SARS-CoV-1 could be transmitted from person to
person. To do this, she developed chimeric (Gain-of-Function)
coronaviruses using human immunodeficiency virus-based
pseudovirus15 systems with the cell lines of people, civet cats,
and horseshoe bats.

In March 2004, HHS announced that it was going to create
the National Science Advisory Board for Biosecurity
(NSABB) to be managed by the National Institutes of Health
(NIH). A press release16 issued by then Secretary of HHS
Thompson states the following:

Our nation has been a world leader in life sciences research because of
our emphasis on the importance of the free flow of scientific inquiry. Yet,
sadly, the very same tools developed to better the health and
condition of humankind can also be used for its destruction.
[Emphasis added.]

In 2005, Baric published a paper—omitting unpublished
research (p. 21 in Baric’s paper)—declaring he could alter the



genome of coronaviruses, noting the “alteration of any part of
the coronavirus genome.”17

In 2006, using chimeric (Gain-of-Function) research,
Chinese scientists reported their ability to combine parts of
four different viruses into a single viral genome.18 This report
raises a few serious questions in my mind.

First, why were these researchers combining parts of four
dangerous viruses—specifically, hepatitis C virus (HCV),
human immunodeficiency virus -1 (HIV-1), SARS-CoV-1
(identified as SARS-CoV-1 and not SARSCoV), and SARS-
CoV-2?

Second, if as we’ve been told, SARS-CoV-2 didn’t appear
until 2019 and there were no identified naturally occurring
SARS-CoV-2 reported between this 2006 publication and
2019, then doesn’t this at least in part suggest that SARS-CoV-
2 is not naturally occurring but man-made?

Third, if the answer to question number two is that the
virus is man-made, going as far back as 2006, then doesn’t this
add credence to those who have cautioned that SARS-CoV-1
was a bioweapon and SARS-CoV-2 is an upgraded version of
that bioweapon?

Finally, looking at the much-talked-about number of cycles
used for polymerase chain reaction (PCR) verification of the
presence of these viruses, and taking into consideration what
Kary Mullis recommended for cutoffs for PCR cycles when he
submitted and received his patent for PCR (see chapter 2),
why were the cycles used for detection of SARS-CoV-2 set so
high by the FDA?19



Fig. 1 Calibration of the real-time RT-PCR assay for HCV, HIV-1, SARS-
CoV1, and SARS-Cov2.

We diluted purified and calibrated armored RNA with pooled normal human
plasma supplemented with 1 g/L sodium azid and prepared 200-μL aliquots
by 10-fold serial dilution to obtain samples containing 1010 to 101 copies.
From these materials, we isolated templated RNA ranging from 1010 to 101

copies (from left to right) for RT-PCR assays. Water was used as a negative
control. All RNA templates were assayed in a single run using a diagnostic
reagent set (Intec) for each individual virus. Real-time RT-PCR was
conducted on an iCycler iQ thermal cycler (Bio-Rad).

By 2007, the US government must have had sufficient
questions about the potential for a pandemic—sufficient at
least for the government to fund research to address their
questions. In that year,research funded by a National Science
Foundation (NSF) award IIS-0513650 and the European
Commission (contract 001907) was published, addressing the
critical need to shut down international travel for containment
purposes should an emerging disease raise concerns about
global spread —that is, a pandemic.20

The questions are, why wasn’t this Dr. Anthony S. Fauci’s
recommendation to President Trump when pandemic concerns
were first raised, and why did it fall to a politician to make the
right decision when there was published scientific research
paid for by the US government to answer the question about
shutting down international travel?

Concerns from the scientific community about Gain-of-
Function research began to be front-page news around 2011
when Gain-of-Function H5N1 lethal Asian Influenza Virus
(a.k.a. bird flu) was released from labs in the Netherlands and



the University of Wisconsin.21 The National Institute of
Allergy and Infectious Diseases (NIAID) supported the H5N1
influenza transmissible studies conducted by Dr. Yoshihiro
Kawaoka at the University of Wisconsin and Dr. Ron Fouchier
at Erasmus Medical Center in the Netherlands.

The Centers for Disease Control and Prevention (CDC)
has admitted22 that the CDC also has been involved in Gain-
of-Function research with the “highly pathogenic avian
influenza A (H5N1) virus.”23 This H5N1 research included
reverse genetics and the Laboratory of Infectious Diseases,
NIAID.24 Genetic reassortment used in this research is the
mixing of genetic material of a species into new combinations.

On April 26, 2012, Dr. Fauci testified before the
Committee on Homeland Security and Governmental Affairs
of the United States Senate on “Dual Use Research of
Concern: Balancing Benefits and Risks” as the director for the
NIAID, National Institutes of Health, US Department of
Health and Human Services. He was called to address the
concerns regarding the NIAID-supported H5N1 influenza
transmissible studies conducted by Dr. Yoshihiro Kawaoka25

at the University of Wisconsin and Dr. Ron Fouchier at
Erasmus Medical Center in the Netherlands and the lethal
threat posed by this Gain-of-Function research.

Dr. Fauci established early in his presentation that NIAID
was involved in such Dual Use Research of Drs. Kawaoka and
Fouchier, stating the H5N1 influenza transmissibility studies
were “NIAID-supported.” Dual Use Research is the term used
when it is understood that such research might be intended for
benefit but might also be easily misapplied to do harm.

Regarding such research, there are very specific
questions26 researchers were asked, including the following:



1.

2.

3.

4.

5.

6.

7.

8.

•

Can the research be reasonably anticipated to produce one
or more of the seven experimental effects/categories listed
below?

Will an intermediate or final product of your
research make a vaccine less effective or
ineffective? Yes/No

Will the final or intermediate product of your
research confer resistance to antibiotics or
antivirals in ways that are inherently different than
those published previously? Yes/No

Will your work enhance the virulence of a
pathogen or render a nonpathogen virulent? Yes/No

Will the results of your work increase the
transmissibility of any pathogen? Yes/No

Will your research result in alteration of the host
range of a pathogen? Yes/No

Will your research result in a product or
intermediate that that may prevent or interfere with
diagnosis of infection or disease? Yes/No

Does your research enable “weaponization” of an
agent or toxin? Yes/No

Even though your research did not involve any of
the aforementioned seven criteria, and recognizing
that your work product or results of your research
could conceivably be misused, is there the potential
for your results/product to be readily utilized to
cause public harm? Yes/No

If the answer is no, no further action is required,
but the PI [principle investigator] should conduct
an ongoing assessment to be sure this continues



•

•

to be the case and must file an annual report of
that assessment.

If one or more of the seven experimental
effects/categories listed above can potentially
occur, the Institutional Biosafety Committee
(IBC) working with the Pl assesses if the criteria
defining DURC (Dual Use Research of Concern)
would potentially be met. Again if the answer is
no, no further action is required, but the PI
should conduct an ongoing assessment to be sure
this continues to be the case and must file an
annual report of that assessment.

If the criteria defining DURC would potentially
be met, the IBC working with the PI must
develop and implement a risk management plan
based on the risk assessment. The conduct
and/or communication of the research findings
must adhere to the risk management plan with
ongoing oversight by the IBC with respect to
DURC and in consultation with the Intramural
Research’s Dual Use Committee as appropriate.

Given the specificity of these questions and the admission by
Dr. Fauci acknowledging such NIAID funding—along with
other federal agencies— for such Gain-of-Function research, it
is hard to understand how such Dual Use Gain-of-Function
research could repeatedly receive funding.

Since the development of a Gain-of-Function bioweapon is
a direct violation of the Biological Weapons Convention
(BWC) treaty, it is easy to understand why Senator Dr. Rand
Paul and Senator John Kennedy have been so interested in
questioning Dr. Fauci about the Gain-of-Function research



money he has been responsible for providing to Peter Daszak.
Should it be determined that a criminal investigation is
required and a special prosecutor be needed, Professor David
A. Clements of the University of New Mexico School of Law
has offered to fill that role.

The result of this 2012 investigation into Gain-of-Function
research resulted in a voluntary moratorium that lasted almost
one year and ended in January 2013.27

In 2014, Baric and Chinese researchers published a paper
demonstrating differences between spike proteins that can
infect bats and those capable of infecting people.28 This
research was funded by NIH grants RO1AI089728 and
R21AI109094.

In October 2014, only a year after lifting the voluntary
moratorium, the Obama Administration placed a ban on Gain-
of-Function research29 after it was discovered that the CDC
had accidentally exposed workers to Anthrax and unwittingly
shipped out samples of influenza virus contaminated with the
deadly H5N1 virus. Meanwhile, the NIH found vials of
smallpox in a storeroom; for fifty years, they had been
unaccounted for.

Finally, in 2015, Zhengli and Baric both announced they
had “reengineered” (i.e., Gain-of-Function) the spike protein
of coronaviruses so they could infect human cells:

reengineered HKU4 spike, aiming to build its capacity to mediate viral
entry into human cells. To this end, we introduced two single
mutations. … Mutations in these motifs in coronavirus spikes have
demonstrated dramatic effects on viral entry into human cells.

[Emphasis added.]30

This research was paid for by NIH grants RO1AI089728 and
RO1AI110700. Following the publication, Shi Zhengli-Li and
Ralph S. Baric announced to the world, as reported by



scientific journalist Matt Ridley, that they were capable of
making more virulent, pathogenic viruses.

Recommendations for the oversight of Gain-of-Function
research were made on April 7, 2016, and approved on March
15, 2016, by the National Science Advisory Board for
Biosecurity (NSABB). Included in that report on the list of ex
officio members is Dr. Anthony S. Fauci (on page 102).31 Also
noted in that report was Speaker/Commenter Ralph Baric, PhD
(on page 68).

The Gain-of-Function ban was lifted in December 2017.32

By 2019, the November 14, 2018, research presentation
made by Zhengli at the Shanghai Jiao Tong University, entitled
“Studies on Bat Coronavirus and Its Cross-Specific Infection,”
was deleted from the university website.

During the summer of 2019, the Wuhan Institute of
Virology genetic databank records, including its viral genomes
and research, were wiped— months before the recognition of
the emergence of SARS-CoV-2. On December 31, 2019, the
Wuhan Municipal Health Commission report briefing on what
would later be identified as SARS-CoV-2 was also deleted.33

Final Thoughts on Gain-of-Function
Research scientists are a particular type of people; I know
because I am one. We are driven by an insatiable desire to
learn, understand, or find answers to questions we have.
Sometimes those questions appear to be of no interest to
others, but over the course of time, all knowledge adds
together. This addition of knowledge can either be used for
good purposes or for not-so-good purposes. Gain-of-Function
research is one such area of research where the outcomes can
be used for good or evil, depending upon the motives of those
involved.



While most people believe that SARS-CoV-2 first
appeared in 2019, evidence shows the virus responsible for the
InflammoThrombotic disease known as COVID-19 was being
manipulated two provinces from Wuhan in 2006, and the work
continued forward.34 Those initial genetic sequences are
shown in the appendix. But as you are about to see, the
research into Gain-of-Function of this and other biological
agents is occurring not merely in China but also around the
world—including, I would argue, unfortunately, in the United
States of America—and it is being funded by our federal
agencies from taxpayer dollars.

As President Eisenhower said in his farewell address (see
chapter 3), we need look no further than our own backyard.



CHAPTER 2

Peter Daszak of EcoHealth,
Ralph S. Baric, and Shi

Zhengli-Li
When research scientists receive grants—particularly from the
federal government—they are expected to demonstrate that the
money has been used for the purposes for which it was
intended. As a result, scientists and physicians are expected to
publish the results of that research. These publications leave
an indelible mark on history.

Research careers are built upon proving that the work a
scientist has completed has advanced the quest for knowledge,
and scientists share that information with colleagues—all to
advance the sciences.

The founding fathers recognized the importance of such
work and granted a US constitutional right to individuals who
advance science sufficiently as to produce a new invention
deemed useful to humanity. The power to grant patents to
inventors falls under the legislative branch of the federal
government, also known as Congress. These patents therefore
provide an indelible record of what has transpired and by
whom.

For these reasons, we will now look at just some of the
publication and patent record evidence that SARS-CoV-2, in
addition to other viruses, is the result of Gain-of-Function
research, with a record in published research, patents, and, as
we will see in this and the next chapter, funding.



To promote the Progress of Science and useful Arts, by
securing for limited Times to Authors and Inventors the
exclusive Right to their respective Writings and
Discoveries

—US Constitution, Article I, Section 8, § 8.

1974: The First Known Manmade Altered Virus
To the best of my knowledge, the first1 reported genetically
altered (Gain-of-Function) virus was the Qβ phage in 1974.2

This Gain-of-Function research—like many of the projects
that followed these investigators—was paid for by Federal
NIH Research Project (ROI) grants.

1985: Baric’s Early Work with Recombination
of Coronaviruses
To the best of my knowledge, Ralph Baric began working with
coronaviruses found in mice back in the mid-1980s. In 1985,
while at the University of California, Los Angeles (UCLA), he
and colleagues at the University of Texas Health Science
Center at Houston (UTHSCH) conducted research on
recombinant viruses, including coronaviruses.3 This research
was paid for by a variety of grants, including the National
Science Foundation (PCM-4507) and US Public Health
research grant (AI 19244). US Public Health is a division of
the US Department of Health and Human Services (HHS).

1987: Patent granted to Dr. Kary B. Mullis for
Polymerase Chain Reaction (PCR)
Patent number 4,683,195 was granted to Mullis and others for
“a process for detecting the presence or absence of at least one
specific nucleic acid sequence in a sample containing a nucleic
acid or mixture of nucleic acids.”



A clear review of this patent shows that Mullis did not
exceed fifteen to twenty cycles4 of PCR for the identification
of genetic material.

1994: Fleming Introduces the Inflammation and
Heart Disease Theory

In 1994 at the American Heart Association meetings, I first
presented my Theory on Inflammation and Heart Disease. I
would repeat my presentation in 1995, and, by 1999, my
theory would become part of a cardiology textbook.5 The
schematic of this theory is shown in the appendix. The theory,
which explains the inflammation and thrombotic chronic
diseases,6 would later go on to be discussed on 20/207 and
other programs. I published the role of many factors—
including bacteria and viruses—involved in producing both
inflammation and blood clotting, a process I have since
referred to as InflammoThrombotic Response (ITR). It is this
ITR that is responsible for COVID-19 and the deaths resulting
from individuals not treated for the ITR.8

2000: Making DNA from RNA—Reverse
Transcription: Lessons Learned from HIV

In early 2000, we know that researchers in Spain, whose
work was communicated by Paul Ahlquist from the University



of Wisconsin,showed how combining complementary DNA
(cDNA) with nuclear expression of RNA allowed the
researchers to develop a synthetic virus.9 Complementary
DNA is a single-stranded DNA molecule that is chemically
made from single- stranded RNA. To do this requires an
enzyme called reverse transcriptase (RT). RT makes it
possible for the cDNA to be made from the RNA. During the
engineering of this infectious cDNA virus, the spike protein of
the virus was replaced with the spike protein genes from
another virus. The result was a chimeric (Gain-of-Function)
virus that infected the gastrointestinal system of pigs. The
researchers concluded this could now be used for dogs, cats,
and people:

This cDNA may also be the basis for a tissue-specific expression system
that may be used in four species—human, porcine, canine, and feline—
by replacing the S gene included in the cDNA with that of the
coronavirus infecting the target species. It is anticipated that by this
procedure either fully infectious viruses or at least partially competent
isolates able to express foreign genes will be generated, both being of

practical interest.10

2000: Making an Infective Transmissible Virus
Following funding from NIH (Grant AI 239476), Baric and
others “enhanced” a transmissible gastroenteritis virus
(TGEV):

The availability of TGEV infectious constructs will obviously benefit
studies of all aspects of TGEV biology and pathogenesis, including
analysis of the coronavirus replicase and the somewhat controversial
transcription processes which govern expression of the subgenome-length

mRNAs (17, 40, 42, 43).11

The infection produced by the synthetically (human) made
cDNA was indistinguishable from the infectious wild-type
virus, as noted by Baric:

These data indicate that viruses derived from the infectious cDNA
construct had phenotypes indistinguishable from those of wild-type



TGEV in swine cells. [Emphasis added.]12

From this research it is clear that Baric and others foresaw the
potential to further manipulate/engineer DNA:

Our approach, however, may provide a means to address the function of
large blocks of DNA, like pathogenesis islands, or to directly engineer
chromosomes that contain large gene cassettes of interest (12).

2001: Others Demonstrate the Ability to
Generate Coronaviruses Using Recombinant
(Genetic) Engineering
In 2001, a group of German researchers showed that they too
could produce an infectious coronavirus using a vaccinia virus.
(Vaccina is a linear double-stranded DNA virus.13 It is the
source of the modern smallpox vaccine.) These researchers not
only showed that they could produce an infectious coronavirus
but also that they could recover it in MRC-5 cells (a type of
cells that allow researchers recovery).14

To make a recombinant organism, the gene of interest must
first be isolated and removed using restriction enzymes.15

These enzymes work like “molecular scissors” to cut the DNA
on both sides of the gene of interest. The DNA fragment is
then ligated (joined) into the DNA of a vector.

The researchers noted the benefit of this reverse-genetics
approach:

Classical approach can now be complemented by a reverse-genetic
approach. Moreover, the system we describe also facilitates, in principle,
the analysis of coronavirus replication, independent of the virus life-cycle
and without the requirement for receptor mediated infection. Thus, it
can be put to great advantage in the analysis of the virus-host cell
interaction in the context of virus replication, transcription, assembly and
release.

Secondly, the system we describe will complement
existing methods of producing recombinant



coronaviruses (Masters, 1999; Almazán et al., 2000;
Yount et al., 2000) and significantly advance the
analysis of coronavirus pathogenesis. With the
systems now available, it should be possible to
generate rapidly a large collection of genetically
modified coronaviruses; for example, intra- and
interspecific chimeric viruses, viruses with gene
inactivations or deletions and viruses with
attenuating modifications or supplementary
functions. The phenotypes associated with these
modifications, at least those that are not lethal, can
then be tested in animal models of infection. In
particular, this should provide important insights into
the relationship between coronavirus infection and
the immune response.

Finally, the results we present should also
encourage the development of coronavirus vectors for
the expression of heterologous proteins. In the long
term, we believe that the expression of multiple
subgenomic mRNAs in coronavirus infected cells
could form the basis of a vector system that allows
the expression of multiple transcriptional units,
each encoding a heterologous protein. These
features and the autonomy of coronavirus RNA
replication could then be exploited in the
development of a new class of RNA vaccine
vectors.16 [Emphasis added.]

As you read through the previous paragraphs, I would
recommend you pay particular attention to the words I have
emphasized. They provide an interesting insight to what we
have seen since 2019.



2001: Baric and Colleagues Apply for a Patent
to Manipulate Genes
By May 2001, Baric and Yount filed a patent designed to
allow them to control and profit from genetic manipulation of
plants, animals, bacteria, and viruses—including
coronaviruses. The patent was granted on July 15, 2003. This
patent included research supported by US taxpayer funding.17

2003: Making a Coronavirus
In 2003, Baric and others published research18 funded by NIH
grants AI23946, GM63228, and AI26603, showing they could
“rescue” SARS-CoV Urbani viruses by using reverse
genetics.19 By taking segments of cDNA and overlapping
them, they could fully clone SARS viruses. These clones were
then shown to be able to infect VeroE6 cells.20

When the N (the nucleocapsid) transcripts were included,
greater infection occurred. When cells were not infected by



this coronavirus (control cells)—no antibody staining to the
virus is seen.

This same research showed that cysteine proteinase
inhibitors could prevent cells from being infected. It also
indicated that researchers could manipulate the genes of the
virus, according to the researchers:

The current data indicate that the cysteine proteinase inhibitor E64-d may
inhibit SARS virus replication at any time during infection…. The
availability of a full-length cDNA of the SARS genome should allow for
genetic manipulation of the replicase gene providing new insights into the
role of specific proteolytic cleavages and replicase proteins during viral

replication.21

The first part of this conclusion to their research clearly
demonstrated an interest in further genetic manipulation of the
virus. The later part is critical to understanding the ability to
treat SARS-CoV-2. The targeting of this transmembrane
protease serine 2 by clindamycin is one of the reasons why I
chose to include this in the treatment of patients infected with
SARSCoV-2, and those experiencing the InflammoThrombotic
Response (ITR) known as COVID-19.22

Not only does the nucleocapsid (N) structural protein of
SARS viruses appear to play a significant role in increasing
infectivity, but also, for SARSCoV-2, it has been shown to
insert (reverse transcribe) its genetic sequence into the human
DNA—once again funded by NIH grants (1U19AI131135-01,
5R01MH104610-21).23

2006: Chimeric (Gain-of-Function) cDNA made
from HCV, HIV-1, SARS-CoV-1, and SARS-CoV-
2
In 2006,Chinese researchers spliced four target cDNA
segments together to form a single 1,200-nucleotide-long
RNA sequence.24 This chimeric (Gain-of-Function) sequence



included combining hepatitis C virus (HCV), human
immunodeficiency virus – 1 (HIV-1), SARS-CoV-1, and
SARS-CoV-2. This genetic sequence is shown in the appendix.
This research was funded by the Fujian25 government
(2003Y004).

2007: SARS-CoV (SARS-CoV-1) Genome26
Patent Assigned to US Department of Health &
Human Services
In May 2007, a patent was granted for isolation of human
SARS-CoV-1.27 The assignee—the party that would profit
financially from the patent—was the US Department of Health
and Human Services (HHS). This isolation not only
genetically identified the virus but also established the
polymerase chain reaction (PCR) test to find SARS-CoV-1. In
April 2020, the FDA issued an umbrella Emergency Use
Authorization (EUA) for PCR testing of SARS-CoV-2.28

2007: Research Shows Insertions Placed in
Spike Proteins Makes It Possible for SARS-
CoV to Infect Human Cells
Research published by Dr. Zhengli and researchers at the
Australian Animal Health Laboratory looked at SARS-like
coronaviruses (SL-CoVs) found in horseshoe bats and SARS-
associated coronavirus (SARS-CoV).29 While they found a
significant amount of similar genetic material, they also
discovered that SL-CoVs could not bind to human ACE2
receptors. Zhengli and the other scientists discovered that the
SL-CoV spike protein was unable to use ACE2 receptors to
infect human cells. However, if they inserted amino acids not
naturally found in these viruses, at the N-terminal domain
through Gain-of-Function (chimeric) manipulation, they could
produce viruses able to infect human cells.



2010: Shi Zhengli-Li Conducts Chimeric
Experiments Showing SARS-CoV Spike
Protein Unable to Bind to ACE2 Human Cell
Receptors
In 2010, Shi Zhengli conducted chimeric research on SARS-
CoV-1 (then called SARS-CoV), including combining HIV-
pseudovirus to look at the binding capacity of this virus with
human ACE2 receptors.30 Their work specifically included
altering (through mutagenesis) the spike proteins to determine
how to increase the spike protein binding to the ACE2
receptor.

The research showed no proline-arginine-arginine-alanine
(PRRA)31 insert critical to the binding of the SARS-CoV-2 to
ACE2 receptors on human cells. As noted in this published
research (jointly done by Dr. Zhengli at the Wuhan Institute of
Virology, researchers in Australia, and the University of
Minnesota Medical School), not only is the spike protein from
horseshoe bats unable to bind to ACE2 receptors, but also
these differences along with differences in civets32 highlight a
critical missing piece to the zoonotic theory of the original of
SARS-CoV-2:

However, although the genetically related SARS-like coronavirus (SL-
CoV) has been identified in horseshoe bats of the genus Rhinolophus [5,
8, 12, 18], its spike protein was not able to use the human ACE2
(hACE2) protein as a receptor. Close examination of the crystal
structure of human SARS-CoV RBD complexed with hACE2 suggests
that truncations in the receptor-binding motif (RBM) region of SL-CoV
spike protein abolish its hACE2-binding ability [7, 10], and hence the
SL-CoV found recently in horseshoe bats is unlikely to be the direct
ancestor of human SARS-CoV.

Also, it has been shown that the human SARS-CoV spike protein
and its closely related civet SARS-CoV spike protein were not able to
use a horseshoe bat (R. pearsoni) ACE2 as a receptor [13], highlighting
a critical missing link in the bat-to-civet/human transmission chain of
SARSCoV. [Emphasis added.]



2013: SARS-CoV Associated with Lethal Blood
Clotting in the Lungs
Baric and people working with him discovered in 2013 that
SARSCoV—in research funded by NIAID, NIH, the National
Center for Advancing Translational Sciences (NIH/NCATS),
and HHS (grants HHSN272200800060C; 5UL1RR024140)—
had four critical genes that were expressed following SARS-
CoV infections:

The results of these studies demonstrate that a fine balance exists between
host coagulation and fibrinolysin pathways regulating pathological
disease outcomes, including diffuse alveolar damage and acute lung
injury, following infection with highly pathogenic respiratory viruses,

such as SARS-CoV.33

They went on to show that this was critical to infection and
lung damage:

The urokinase pathway had a significant effect on both lung pathology
and overall SARS-CoV pathogenesis.

As the lung tissue slides show, the larger the viral load (greater
infection), the greater the damage to the lungs with fibrin
(blood clotting) shown as red (arrows point to fibrin) and red
blood cells shown as yellow. Mock represents no virus. The
middle image shows a lethal infection. The far right image
shows a sublethal infection.34

2014: Baric Applies for an International Patent
to Alter the Spike Protein of Coronaviruses
In March 2014, Professor Baric applied for an international
patent for the Methods and Compositions for Chimeric (Gain-
of-Function) Coronavirus Spike Proteins. As noted in the next
figure, this invention (patent) was made with the support of
NIH Grant U54AI057157, which further demonstrated that the
US federal government was funding Gain-of-Function
research of the coronavirus spike protein.



August 2014: Baric Uncovers TMPRSS235 Link
to Infectivity of MERS
In August 2014, while investigating Middle East Respiratory
Syndrome coronavirus (MERS-CoV or MERS), Baric and
other researchers from Shanghai University and the University
of Minnesota compared MERS with two closely related
coronaviruses known as HKU4 and HKU5. Despite some
similarities, Baric and others showed that the spike proteins of
HKU4 and HKU536 do not attach to and infect human cells.
However, MERS spike protein specifically attaches to a
cellular receptor found in humans known as dipeptidyl
peptidase 4 (DPP4).37

DPP4 is also known as adenosine deaminase complexing
protein 2 or cluster of differentiation 26 (CD26). Stimulating
DPP4 results in an immune response and the release of
inflammatory cytokines.38 Like the ACE2 receptor gene,
DPP4 is also found on the X-chromosome,further explaining
some of the differences between men and women in SARS-
CoV-2 infections.39

The failure of MERS to bind to ACE2 receptors was
confirmed by Chinese researchers in 2020.40 That leads us to
information provided by Dr. Li Meng Yan—SARS-CoV-141



was a genetically modified (Gain-of-Function) virus that was
also a bioweapon developed by the Chinese Communist Party
(CCP), with SARS-CoV-2 being the upgraded version of this
bioweapon.42

2015: Baric and Zhengli-Li Combine the
Backbone of One Virus and the Spike Protein
of Another
In June of 2015, both Shi Zhengli-Li and Ralph S. Baric—who
had received funding from Peter Daszak of EcoHealth
Alliance, along with NIH funding (reviewed and approved)—
announced they had used reverse genetics43 to generate a
chimeric (formed from parts of various animals) virus:

Using the SARS-CoV reverse genetics system, we generated and
characterized a chimeric virus expressing the spike of bat coronavirus

SHC014 in a mouse-adapted SARS-CoV backbone.44

And according to Baric:
This virus is highly pathogenic, and treatments developed against the
original SARS virus in 2002 and the ZMapp drugs used to fight Ebola

fail to neutralize and control this particular virus.45

While the original publication acknowledged funding for this
research from NIH, NIAID46 and the National Natural Science
Foundation of China, and researchers from the Wuhan
Institute of Virology, the University of North Carolina, and the
University of Texas Medical Branch, the original publication
by Baric and others failed to disclose the funding they
received from Peter Daszak’s EcoHealth Alliance, the United
States Agency for International Development (USAID), and
the US Central Intelligence Agency (CIA). On November 20,
2015, this omission was corrected and Nature Medicine posted
a corrigendum47 (correction with additional information)
showing that the funding for this research came from USAID
and the CIA:



In the version of this article initially published online, the authors omitted
to acknowledge a funding source, USAID-EPT-PREDICT funding from
EcoHealth Alliance, to Z.-L.S. The error has been corrected for the print,

PDF and HTML versions of this article.48

The supplementary49 material to this research published by
Zhengli-Li and Baric shows that the spike protein of the
SHC014-CoV (SL-COV)50 virus that infects horseshoe bats
was combined with the backbone of SARS-CoV mouse
adapted (MA15) backbone. In addition to combining the spike
protein from one virus with the backbone of another virus,
Baric and Zhengli-Li inserted (changed) four nucleotides in
Open Reading Frame 1a (ORD1a) and Open Reading Frame
1b (ORF1b) of the viral genome.

These nucleotide changes are shown by red stars, with the
changes noted.51 These insertions change the replication
proteins required to make this chimeric (Gain-of-Function)
virus. A fifth nucleotide change is found at position 26428 in
the Envelope Protein52—found to be important for the SARS-
CoV-2 virus to cross the blood-brain barrier, after which the
virus can infect and damage the brain.



The research—as noted in the next figure—was funded by
the NIAID, NIH, USAID, and EcoHealth Alliance. It
specifically states that this Gain-of-Function (GOF) research
was reviewed and approved by the NIH and shows funding for
both Baric (R.S.B.) and Zhengli-Li Shi (Z.-L.S.).



In the abstract of this published research, Zhengli-Li and
Baric specifically state they have produced a Gain-of-Function
(chimeric) virus:

Using the SARS-CoV reverse genetics system, we generated and
characterized a chimeric virus expressing the spike of bat coronavirus

SHC014 in a mouse-adapted SARS-CoV backbone.53

Zhengli and Baric then go on to state:
Additionally, in vivo experiments demonstrate replication of the chimeric
virus in mouse lung with notable pathogenesis. Evaluation of available
SARS-based immune-therapeutic and prophylactic modalities revealed
poor efficacy; both monoclonal antibody and vaccine approaches failed to
neutralize and protect from infection with CoVs using the novel spike
protein. On the basis of these findings, we synthetically re-derived an
infectious full-length SHC014 recombinant virus and demonstrate robust
viral replication both in vitro and in vivo.



In the end, the authors (Baric and Zhengli-Li) concluded they
had built a more pathogenic virus:

Thus, relative to the Urbani spike–MA15 CoV, SHC014-MA15 shows a
gain in pathogenesis (Fig. 1). On the basis of these findings, scientific
review panels may deem similar studies building chimeric viruses
based on circulating strains too risky to pursue, as increased
pathogenicity in mammalian models cannot be excluded. Coupled
with restrictions on mouse-adapted strains and the development of
monoclonal antibodies using escape mutants, research into CoV
emergence and therapeutic efficacy may be severely limited moving
forward. Together, these data and restrictions represent a crossroads of
GOF research concerns; the potential to prepare for and mitigate future
outbreaks must be weighed against the risk of creating more

dangerous pathogens.54 [Emphasis added.]

Their chimeric (Gain-of-Function) virus was able “to replicate
in human airway cultures, cause pathogenesis … and escape
current therapeutics.” In the end, the researchers appeared to
be more concerned about what limitations this might pose on
future research they wanted to do than the potential harm they
might do to mankind.

Many people over the years have decided they knew what
was best for humanity. Bill Gates has commented on more
than one occasion that the use of clustered regularly
interspaced short palindromic repeats (CRISPR) technology
would make it possible to “eliminate undesirable genes” and
“potentially swap in preferable alternatives”55—a concept held
by others in history, including Dr. Joseph Mengele:

Like all doctors in 1930s Germany, Mengele came under Hitler’s concept
of German medicine that departed from the traditional caregiving role,
Marwell explains. The physician’s first responsibility was to the nation,
not individual patients. As part of the Führer’s weltanschauung, doctors
were “biological soldiers,” committed to ensuring Germany’s glorious

destiny by “cleansing” the population of “inferior” genetic material.56

This perspective seems to permeate today’s society.



September 2015: Zhengli and Baric Reengineer
(Gain-of-Function) the HKU4 Spike Protein of
MERS to Increase Infectivity in Humans
While simultaneously introducing the spike protein of
SHC014 into the backbone of MA15 CoV and adding in five
nucleotide Gain-of-Function substitutions, Zhengli and Baric
were working to make Gain-of-Function changes in the spike
protein of HKU4, also known as Tylonycteris bat coronavirus
HKU4.57 As already discussed, HKU4 does not infect human
cells. By the end of this research, Baric and Zhengli had taken
a virus that could not infect human cells and turned it into a
virus that could and did:

To evaluate the potential genetic changes required for HKU4 to infect
human cells, we reengineered HKU4 spike, aiming to build its capacity
to mediate viral entry into human cells. To this end, we introduced two
single mutations, S746R and N762A, into HKU4 spike…. Moreover,
mutations in these motifs in coronavirus spikes have demonstrated
dramatic effects on viral entry into human cells.

Baric and Zhengli continued:
HKU4 pseudoviruses bearing either the reengineered hPPC motif or the
reengineered hECP motif were able to enter human cells, whereas
HKU4 pseudoviruses bearing both of the reengineered human protease
motifs entered human cells…. The two mutations adaptive to human
cellular proteases transformed MERS-CoV spike from completely
lacking to fully possessing the capacity to mediate viral entry into

human cells.58 [Emphasis added.]

This Gain-of-Function research turning a noninfectious
coronavirus into an infective one and was paid for by NIH
Grants RO1AI089728 and RO1AI110700.

Despite this evidence and the money funneled to Peter
Daszak at EcoHealth Alliance, Peter Daszak led an intentional
and knowing effort, along with other scientists, to divert
attention from the lab origins of SARSCoV-2 and Gain-of-
Function research. This effort went so far as to recruit other



scientists in the world to join with him in March 202059 to
denounce a laboratory origin—insisting that the scientific
community support Daszak and others in a zoonotic60 origin
of this bioweapon. Daszak concluded their “statement” by
stating, “We declare no competing interests.”

When the World Health Organization (WHO) sent a team
of “experts” to the Wuhan Institute of Virology (WIV) in
January 2021, Peter Daszak, who was the only American on
the team and headed it, convinced the remainder of the team
that the missing WIV data was “irrelevant.”61

In an effort to demonstrate my disapproval and to protest
the ever-deteriorating objectivity of our scientific journals, I
resigned from Lancet as an external clinical reviewer in 2020
after almost two decades.

One cannot help but be struck by the significant amount of
information in the published literature showing the source of
funding for these Gain-of-Function research projects and those
involved in conducting the experiments. One also cannot
remain incognizant of the Gain-of-Function research carried
out on the spike protein of coronaviruses and SARS-CoV-2
and the efforts to retroactively attempt to cover the source of
that funding.62





CHAPTER 3:

The Paper Trail of the US
Funding for Gain-of-
Function Research

In President Dwight D. Eisenhower’s farewell speech to the
nation, he warned of a great threat to the United States posed
by the military-industrial complex:

In the councils of government we must guard against the acquisition of
unwarranted influence … by the military-industrial complex. The
potential for the disastrous rise of misplaced power exists and will persist.

We must never let the weight of this combination endanger our
liberties or democratic processes. We should take nothing for granted.

We must be alert to the equal and opposite danger that public policy

could, itself, become the captive of a scientific-technological elite.1

If you do not think the United States federal government has a
track record of conducting unauthorized, nonconsenting
research upon its citizens and military, then you have not been
looking at the record. It has a record of atrocities2 (see
appendix) and of hiding the truth.3

By October 2014 the US government had issued a policy
statement regarding Gain-of-Function research, including the
following restrictions:

“New [US government] funding will not be released for gain-of-function
research projects that may be reasonably anticipated to confer attributes
to influenza, MERS, or SARS viruses such that the virus would have
enhanced pathogenicity and/or transmissibility in mammals via the
respiratory route. The research funding pause would not apply to
characterization or testing of naturally occurring influenza, MERS, and
SARS viruses, unless the tests are reasonably anticipated to increase

transmissibility and/or pathogenicity.4



However, in a footnote to the policy statement, the federal
government also decided that this moratorium on Gain-of-
Function did not apply if the federal government considered
the research was “urgent” for “public health or national
security.”5 That’s an interesting statement, given the
Department of Defense (DoD) was funding Gain-of-Funding
research—including providing funding and a policy advisor to
Peter Daszak at EcoHealth:

An exception from the research pause may be obtained if the head of the
USG [US government] funding agency determines that the research is
urgently necessary to protect the public health or national security.

In the previous chapter, we looked at some of the published
Gain-of-Function research carried out by Ralph S. Baric and
Shi Zhengli-Li. In those papers, we were able to put together
the publication paper trail showing how these and other
researchers affiliated with Baric, Zhengli, and Peter Daszak of
EcoHealth meticulously worked on changing coronaviruses to
make them more infective and harmful to humans.

These and other researchers received funding from a
variety of US federal agencies, including the Department of
Defense, Health and Human Services, National Science
Foundation, US Agency for International Development,
Homeland Security, Department of Commerce, Department of
Agriculture, and Department of the Interior, in addition to
receiving funding from the Helmsley, Rockefeller, and Gates
Foundations—all intertwined with Jeffrey Epstein, as seen in
the published papers and grants shown in this book.

In this chapter, we are going to lay to rest any question
regarding the funding of these individuals for Gain-of-
Function research by the US federal government. What
follows is some of that money trail beginning with a report
published on the UCLA Department of Epidemiology School



of Public Health website in February 2002, entitled War on
Health:

Diseases arising from camp life, social disruption and unhygienic field
hospitals have killed far more soldiers than has battle.

That is the cheerful implication of the otherwise ominous fact that
President Bush’s budget asks Congress to more than quadruple
spending—from $1.4 billion to $5.9 billion—on bioterrorism. Last week
Defense Secretary Donald Rumsfeld was unspecific in saying “it is
likely” terrorist attacks “will grow vastly more deadly” than those of
Sept. 11. But budgets often make government’s thinking clear, and the
bioterrorism money may imply Rumsfeld’s meaning.

Dr. Anthony Fauci, director of the National Institute of Allergy and
Infectious Diseases at the National Institutes of Health, says this infusion
of money will accelerate our understanding of the biology and
pathogenesis of microbes that can be used in attacks, and the biology of
the microbes’ hosts—human beings and their immune systems. One
result should be more effective vaccines with less toxicity. [Emphasis

added.]6

From this report, it is clear that the US federal government,
including Donald Rumsfeld and Anthony Fauci, have decided
to spend massive amounts of money on bioterrorism:

SOME OF THE MONEY FROM THE
DEPARTMENT OF DEFENSE (DOD)7



As you look through the following information you will notice
that EcoHealth received more than the $19.7 million shown in
the previous graphic. This represents only half of the
$38,949,941 it actually received from the Department of
Defense. The funding goes way beyond merely working on
Gain-of-Function for SARS-CoV-2. This funding pays for
work on a number of other viruses, raising serious concerns
about new pandemics resulting from Gain-of-Function
research.

As you look through most of these documents, the source
and purpose of the funding, the award identification number,
and the amount, you will notice a frequent recurring type of
program funding—weapons of mass destruction.



Nothing speaks more clearly about this research and
violation of the Biological Weapons Convention (BWC) treaty
than the use of terms like weapons of mass destruction, and
nothing says biological weapon more than funding from the
Department of Defense (DOD)—which doesn’t work with the
Girl Scouts.

You will also see that this funding is not just for
coronaviruses but also a number of viruses. As the track record
clearly demonstrates, the research and Gain-of-Function
manipulation have involved more than one type of virus.
Because of the harm caused by SARS-CoV-2, the release of
other virulent viruses like H5N1—the highly pathogenic Asian
avian influenza virus—the Gain-of-Function research
discussed in chapter 1, and the smallpox and anthrax fiascos,
we need to view the following Gain-of-Function research
funding with a new-found perspective.

What new pandemic now awaits humanity given this Gain-
of-Function funding by the US federal government—and
others—that included SARS-CoV-2?

Defense Threat Reduction Agency (DOD)
2015 Award ID HDTRA115C0041 for the amount of
$2,217,037.00 2016 Award ID HDTRA115C0041 for the
amount of $2,262,641.008



Defense Threat Reduction Agency (DOD)
2017 Award ID HDTRA11710037 for the amount of
$721,249.00

2018 Award ID HDTRA11710037 for the amount of
$883,274.009, 10, 11, 12



Defense Threat Reduction Agency (DOD)
2019 Award ID HDTRA11910033 for the amount of
$998,437.00

2020 Award ID HDTRA11910033 for the amount of
$3,990,550.0013, 14



Defense Threat Reduction Agency (DOD)
2013 Award ID HDTRA113C0029 for the amount of
$1,371,611.00

2014 Award ID HDTRA113C0029 for the amount of
$957,145.00

2015 Award ID HDTRA113C0029 for the amount of
$-103,622.0015, 16



Department of Defense (DOD)
2014 Award ID HDTRA11410029 (#1) for the amount of
$992,699.00

2015 Award ID HDTRA11410029 (#1) for the amount of
$978,784.00

2016 Award ID HDTRA11410029 (#1) for the amount of
$970,536.0017, 18



Defense Threat Reduction Agency (DOD)
2017 Award ID HDTRA11410029 (#2) for the amount of
$996,147.00

2018 Award ID HDTRA11410029 (#2) for the amount of
$998,193.0019, 20



Defense Threat Reduction Agency (DOD)
2020 Award ID HDTRA12010016 for the amount of
$4,912,818.0021, 22

Defense Threat Reduction Agency (DOD)
2017 Award ID HDTRA11710064 for the amount of
$782,330.00

2018 Award ID HDTRA11710064 for the amount of
$2,203,917.00

2019 Award ID HDTRA11710064 for the amount of
$1,995,247.00

2020 Award ID HDTRA11710064 for the amount of
$1,509,531.0023, 24, 25



Defense Threat Reduction Agency (DOD)
2020 Award ID HDTRA12010018 for the amount of
$4,995,106.0026, 27



Uniformed Services University of the Health
Sciences (DOD)
2020 Award ID HU00012010031 for the amount of
$1,360,002.0028, 29

Defense Threat Reduction Agency (DOD)
2020 Award ID HDTRA12010029 for the amount of
$2,956,309.0030, 31



Above and beyond money to pay for research, the
Department of Defense provided Peter Daszak of EcoHealth
one more important resource: a policy advisor by the name of
David Franz. Colonel Franz is a former deputy commander for
Fort Detrick.

Fort Detrick, once known as the US biological weapons
program center, is now known by the less threatening US
Army Medical Research and Development Command
(USAMRDC) and its biodefense agency, the US Army
Medical Research Institute for Infectious Diseases
(USAMRIID).32 Dr. Franz serves on the Boards of the
Federation of American Scientists and Integrated Nano-
Technologies, LLC. His bio on the Kansas State University
website states the following:

Dr. Franz was the chief inspector on three United Nations Special
Commission biological warfare inspection missions to Iraq and served as
technical advisor on long-term monitoring. He also served as a member
of the US-UK teams that visited Russia in support of the Trilateral Joint
Statement on Biological Weapons and as a member of the Trilateral
Experts’ Committee for biological weapons negotiations. He was
technical editor for the “Textbook of Military Medicine on Medical



Aspects of Chemical and Biological Warfare” released in 1997.
Current standing committee appointments include the National Academy
of Sciences Committee on International Security and Arms Control
where he chairs the “biological panel,” American Society for
Microbiology Committee on Biodefense of the Public and Scientific
Affairs Board, and the Senior Technical Advisory Committee of the
National Biodefense Countermeasures Analysis Center (DHS). He serves
as a senior mentor to the Program for Emerging Leaders at the National
Defense University. He also serves on the boards of the Elizabeth R.
Griffin Research Foundation and Integrated Nano-Technologies LLC. Dr.
Franz holds an adjunct appointment as professor for the Department of
Diagnostic Medicine and Pathobiology at the College of Veterinary
Medicine, Kansas State University. The current focus of his activities
relates to the role of international engagement in public health and the life
sciences as a component of global biosecurity policy. Domestically, he
continues to encourage thoughtfulness when regulating research in the
name of security, thereby minimizing negative impact on progress in the

life sciences. [Emphasis added.]33

SOME OF THE MONEY FROM THE HEALTH
AND HUMAN SERVICES (HHS)

National Institutes of Health—NIH (HHS)
2008 Award ID RO1TW005869 for the amount of
$697,356.00

2009 Award ID RO1TW005869 for the amount of
$1,001,985.00

2010 Award ID RO1TW005869 for the amount of
$763,008.00

2011 Award ID RO1TW005869 for the amount of
$761,374.00

2012 Award ID RO1TW005869 for the amount of
$501,437.0034, 35, 36



National Institutes of Health—NIH (HHS)
2007 Award ID K08AI067549 for the amount of $130,950.00

2009 Award ID K08AI067549 for the amount of $180,944.00

2010 Award ID K08AI067549 for the amount of
$130,950.0037, 38



National Institutes of Health—NIH (HHS)
2007 Award ID R56TW009502 for the amount of
$300,000.0039, 40

National Institute of Allergy and Infectious
Diseases (HHS-NIH)



2014 Award ID R01AI110964 for the amount of
$666,442.0041, 42, 43, 44

CDC Office of Acquisition Services (HHS)
2011 Award ID HHSD2002011M41641P for the amount of
$59,740.00



2013 Award ID HHSD2002011M41641P for the amount of
$45,000.00

2016 Award ID HHSD2002011M41641P for the amount of
$-5,446.0045, 46

Notice that the description of this award is for bushmeat.
Bushmeat comes from a variety of wild animals, including
bats,47 nonhuman primates (i.e., monkeys), rats, and antelope.
It is illegal to bring this into the United States. (See appendix.)

National Institutes of Health (HHS)
2008 Award ID R01AI079231 for the amount of $534,989.00

2009 Award ID R01AI079231 for the amount of $535,156.00

2010 Award ID R01AI079231 for the amount of $480,423.00

2011 Award ID R01AI079231 for the amount of $510,005.00

2012 Award ID R01AI079231 for the amount of
$518,980.0048, 49



NIH National Institute of Allergy and Infectious
Diseases (NIAID) (HHS)
2020 Award ID U01AI151797 for the amount of
$1,546,744.0050, 51, 52



Department of Health and Human Services
(HHS)
2020 Award ID U01AI153420 for the amount of
$580,858.0053, 54, 55, 56

SOME OF THE MONEY FROM THE NATIONAL
SCIENCE FOUNDATION (NSF)



National Science Foundation (NSF)
2016 Award ID 1618919 for the amount of $190,223.00

2017 Award ID 1618919 for the amount of $309,674.0057, 58,

59

National Science Foundation (NSF)
2017 Award ID 1714394 for the amount of $138,000.00

2020 Award ID 1714394 for the amount of $-40,250.0060



Note that information has been redacted on these
documents.61, 62, 63

Division of Environmental Biology (NSF)
2010 Award ID 1015791 for the amount of $29,109.00



2012 Award ID 1015791 for the amount of $13,948.00

2013 Award ID 1015791 for the amount of $14,293.00

2014 Award ID 1015791 for the amount of $14,652.0064, 65

National Science Foundation (NSF)
2012 Award ID 1257513 for the amount of $22,890.0066, 67



Division of Environmental Biology (NSF)
2010 Award ID 955897 for the amount of $99,611.00

2011 Award ID 955897 for the amount of $98,673.00

2012 Award ID 955897 for the amount of $99,919.00

2013 Award ID 955897 for the amount of $98,992.00

2014 Award ID 955897 for the amount of $99,926.0068, 69

National Science Foundation (NSF)
2006 Award ID 0622391 for the amount of $503,291.00

2008 Award ID 0622391 for the amount of $428,794.0070, 71



National Science Foundation (NSF)
2008 Award ID 0826779 for the amount of $468,673.0072, 73

SOME OF THE MONEY FROM THE UNITED
STATES AGENCY FOR INTERNATIONAL

DEVELOPMENT (USAID)
UNITED STATES AGENCY FOR
INTERNATIONAL DEVELOPMENT (USAID)



2013 Award ID AID486A1300005 for the amount of
$1,999,203.00

2016 Award ID AID486A1300005 for the amount of
$499,944.0074, 75

SOME OF THE MONEY FROM THE
DEPARTMENT OF HOMELAND SECURITY

(DHS)
Science and Technology Acquisition Division
(DHS)
2019 Award ID 70RSAT19CB0000013 for the amount of
$566,274.0076, 77, 78



Office of Health Affairs Acquisition Division
(DHS)
2016 Award ID HSHQDC16C00113 for the amount of
$271,272.00

2017 Award ID HSHQDC16C00113 for the amount of
$327,782.00

2018 Award ID HSHQDC16C00113 for the amount of
$406,902.0079, 80, 81



The National Biosurveillance Integration Center is involved in
addressing weapons of mass destruction and countering
weapons of mass destruction.82 (See appendix.)83



This same agency works closely with the National LGBT
Chamber of Commerce.84

Science and Technology Acquisition Division
(DHS)
2017 Award ID 70RSAT18CB0031001 for the amount of
$413,761.00

2018 Award ID 70RSAT18CB0031001 for the amount of
$246,770.00

2019 Award ID 70RSAT18CB0031001 for the amount of
$40,052.0085, 86, 87



SOME OF THE MONEY FROM THE
DEPARTMENT OF COMMERCE (DOC)

Eastern Acquisition Division Kansas City
(DOC)
2006 Award ID DOCWC133F06CN0251 for the amount of
$256,120.00

2007 Award ID DOCWC133F06CN0251 for the amount of
$263,228.00

2008 Award ID DOCWC133F06CN0251 for the amount of
$276,685.00

2009 Award ID DOCWC133F06CN0251 for the amount of
$220,700.00



2010 Award ID DOCWC133F06CN0251 for the amount of
$225,200.0088, 89

SOME OF THE MONEY FROM THE US
DEPARTMENT OF AGRICULTURE (USDA)

Department of Agriculture (USDA)
2008 Award ID 08-7100-0206-CA for the amount of
$143,000.0090, 91



Department of Agriculture (USDA)
2009 Award ID 09-7100-0206-CA for the amount of
$100,001.0092, 93

Animal and Plant Inspection Service (USDA)
2007 Award ID 07-7100-0237-CA for the amount of
$403,700.0094, 95



SOME OF THE MONEY FROM THE US
DEPARTMENT OF THE INTERIOR (DOI)

Department of the Interior (DOI)
2012 Award ID F12AP01208 for the amount of $154,087.0096,

97

U.S. Fish & Wildlife Services (DOI)



2012 Award ID F12AP01117 for the amount of $44,499.0098,

99

U.S. Fish & Wildlife Services (DOI)
2014 Award ID F14AP00269 for the amount of $29,988.00100,

101



Office of Acquisition and Grants—Reston
(DOI)
2004 Award ID ING04ERSA0526 for the amount of
$16,000.00

2005 Award ID ING04ERSA0526 for the amount of
$15,000.00

2006 Award ID ING04ERSA0526 for the amount of
$10,000.00

2007 Award ID ING04ERSA0526 for the amount of
$10,000.00

2008 Award ID ING04ERSA0526 for the amount of
$10,000.00102, 103

Department of the Interior (DOI)
2011 Award ID G05AC00002 for the amount of
$-22,512.00104, 105



The pattern of funding shows a flow from federal agencies
aided and abetted by Dr. Anthony S. Fauci (since all of the
grants were federal and Fauci was part of the group that
reviewed GoF grants and other grants). This money eventually
went to Peter Daszak of EcoHealth and then to Ralph Baric
and Shi Zhengli-Li at the University of North Carolina and the
Wuhan Institute of Virology, respectively.

Above and beyond the money trail leading to Peter
Daszak, Dr. Fauci’s NIAID has awarded 173 grants to Dr.
Ralph S. Baric for his research. According to Dr. Fauci, Dr.
Baric—despite what you read earlier in the book—is not doing
Gain-of-Function research:

Dr. Baric is not doing gain-of-function research, and if it is, it is
according to the guidelines and is being conducted in North Carolina. If
you look at the grant and if you look at the progress reports, it is not gain-

of-function, despite the fact that people tweet that, write about it.106

Given the published papers and patents, it is clear that Dr.
Fauci, the NIAID, and other federal agencies and their heads
have funded Gain-of-Function research, which has not only
been published but has resulted in patents being issued—



patents that produce financial benefit for these agencies and
personal, professional, and potentially financial benefits for
their department heads. In addition to the materials we have
already considered, there are clearly potential conflicts of
interest (COI) with the vaccines currently under EUA by the
FDA. For example, NIAID Ref. No. 2015-33448, page 105,
shows one such potential conflict of interest, where NIAID
and Moderna jointly own and developed an mRNA vaccine.
This material was being transferred to the University of North
Carolina at Chapel Hill, where Dr. Ralph S. Baric is
professor.107



CHAPTER 4

The SARS-CoV-2 Gain-of-
Function Smoking Gun Is

the Spike Protein
Coronaviruses are so named for the corona (Latin for crown)
that surrounds the outer surface of the virus. A transmission
electron microscope image of SARS-CoV-2 shows the virus
with the crown of spike proteins emanating from its
membrane.1 The following electron micrograph of
coronaviruses both attaching to and inside human lung cells
shows the typical spike protein crown appearance that gives
the virus the family name coronaviridae or coronavirus.2

Refer again to the first image of the color photo insert.
Enlargement of the spike protein, showing its molecular
structure and critical components following Gain-of-Function



changes discussed in previous chapters, is shown in that
figure.

In 2015, Dr. Fang Li wrote a mini review—funded by NIH
grant RO1AI089728—discussing the importance of
recognizing not only the C-terminal domain of the S1 part of
the spike protein but also the N-terminal domain (NTD).3

Included in this review was the importance of DPP4 and its
role in inflammation and the release of cytokines, as well as
the importance of Transmissible Gastroenteritis Virus (TGEV)
that Baric mutated to make the virus infectious in 2000 as
discussed earlier in this book. The NTD of TGEV is
particularly problematic because this region of the spike
protein recognizes N-glycolylneuraminic acid (Neu5Gc),
which we have previously raised as a concern, explaining the
“inflammation” associated with certain animal products.4

Others have echoed that concern.5

Before addressing the specific inserts and resulting
conformational change of the spike protein, it is important to
understand that the formation of antibodies is not always a
good thing. The process as I originally explained in
“Inflammation and Heart Disease Theory” can also be harmful
—particularly for an invading virus. However, sometimes
those antibodies, in the case of Streptococcus pneumoniae
(strep throat), can cause damage to the valves of your heart,
producing rheumatic heart disease. In other instances, as in the
formation of antibodies to the N-terminal of SARS-CoV-2, it
can enhance the infectivity of the virus by a factor of four to
tenfold,6 enhance disease,7 and decrease patient survival.8

Having discussed the importance of TMPRSS2 previously
and those involved in discovering this, it is important to know
that this enzyme, which is genetically coded for, plays an
important role in the susceptibility of people exposed to



SARS-CoV-2. Once the receptor-binding domain of the spike
protein attaches to the ACE2 receptor, the TMPRSS2 protease
cell receptor is brought into play. Both ACE2 and TMPRSS2
are key determinants for entry of the virus.9

Since all proteins and structures in our body are coded for
based upon our specific genetic makeup, the specificity of
SARS-CoV-2 and the series of receptors it uses to sequentially
enter our cells are critical to understanding differences in
susceptibility. We have already discussed the
genes/chromosomes involved with ACE2 and TMPRSS2.
However, further analysis into ACE2 and TMPRSS2 shows
considerable differences between races:

We found that ACE2 polymorphisms were more likely to be associated
with cardiovascular and pulmonary conditions by altering the
angiotensinogen-ACE2 interactions, such as p.Arg514-Gly in the
African/African-American population. Unique but prevalent
polymorphisms in TMPRSS2, including p.Val160Met (rs12329760),
may provide potential explanations for differential genetic susceptibility
to COVID-19 as well as for risk factors, including cancer and the high-

risk group of male patients.10 [Emphasis added.]

In fact, the expression of TMPRSS2 is significantly greater in
black individuals than any other race, as shown in the
following graphic.11



While we know there has been considerable effort by Peter
Daszak to downplay the Gain-of-Function origin of SARS-
CoV-2—given that he would undoubtedly lose his funding
from the US government if concerns were raised—his
communications12 with individuals, including Dr. Linfa Wang
from Duke-National University of Singapore (NUS) Medical
School and Dr. Ralph Baric of the University of North
Carolina, show Daszak’s efforts to distance himself from
Wang and Baric, who have collaborated with Dr. Shi Zhengli
of the Wuhan Institute of Virology for many years. The
following was obtained with a FOIA request by U.S. Right to
Know.13

As shown in the last two chapters, the United States
federal government paid for Gain-of-Function and gene
manipulation research and is included in the patents of this
work. Its role in the development of SARS-CoV-2
demonstrates its culpability—both criminally and civilly—for
the harm done not only in the United States but also around
the world, independent of the virus’s release from the Wuhan
Institute of Virology laboratory.



It is now time for us to take a look at two changes made to
the SARSCoV-2 spike protein and the consequential change at
the regional binding site (RBS), producing a prion-like domain
resulting from the PRRA and HIV insertions. We will look
both at the evidence of this Gain-of-Function change and the
harm caused to people as a result.

PROLINE-ARGININE-ARGININE-ALANINE
(PRRA) INSERT

Following the attachment of the SARS-CoV-2 spike protein to
the ACE2 receptor and then the TMPRSS2 site, the spike
protein undergoes a special type of protein cleavage. This step
is essential for SARS-CoV-2 to infect humans,14 and it is
related to the spread of the virus from cell to cell and the
virulence of the virus.

This furin (PRRA) cleavage site has been shown to be
critical for other viruses, including avian influenza virus and
Newcastle disease virus, but it has not been found in any other
influenza virus.15



In fact, as the figures found on pages XXX and XXX in
the photo insert demonstrate, the PRRA insert is not present in
any other corona-virus on the planet.16 The furin cleavage site
lies in the stable part of the spike protein—the S1 component.
All of the mutations being seen in SARSCoV-2 are occurring
in the S2 component.

A final point of interest lies in ownership and patent rights
for the patent for inserting furin protease cleavage sites in
membranes.17 The patent specifically states, “This protocol
can be used to produce virus membrane protein domains for
structural analysis and for trials as vaccines.”

We also know that the PRRA furin cleavage site is
involved in the conversion of the HIV envelope precursor
glycoprotein (gp) 160 cleavage18 to gp120 for HIV virus
assembly.19 That leads us to our next Gain-of-Function: HIV
gp120.

HIV GLYCOPROTEIN 120 (HIV GP 120)
The second Gain-of-Function insert20 we have evidence of
includes the HIV-gp 120. As shown in the first figure of the
color insert, the molecular structure of the spike protein, it is a
larger insertion than the PRRA insert.



We know that Shi Zhengli-Li admitted to working with the
spike protein of coronaviruses following the initial outbreak in
2002 with the specific intent of increasing the ability of
SARS-CoV to infect people.21

In 2010, Zhengli and colleagues began investigating ACE2
receptors. It had previously been shown that:22

the angiotensin converting enzyme 2 (ACE2) protein, a known SARS-
CoV receptor, from a horseshoe bat was unable to act as a functional

receptor for SARS-CoV.23

Using an HIV-based pseudovirus and live SARS-CoV-1
infection assays, Zhengli and others were able to prove that if
“several key residues” of the spike protein were “altered,” they
could increase infectivity.

In 2013, Zhengli-Li24 began working with Ralph Baric25

on the HKU4 spike protein of the MERS coronavirus, they
very type of research that led to the shutdown of Gain-of-
Function research in 2014:26

Reengineered HKU4 spike, aiming to build its capacity to mediate viral
entry into human cells.To this end, we introduced two single mutations….
Mutations in these motifs in coronavirus spikes have demonstrated
dramatic effects on viral entry into human cells. (Funded by NIH Grants
RO1AI089728 and RO1AI110700.)

The subsequent presentation made by Zhengli at the Shanghai
Jiao Tong University on November 14, 2018, titled “Studies
on Bat Coronavirus and Its Cross-Species Infection” has since
been deleted from the university’s website.

Following Zhengli’s 2002 work and prior to her work with
the HKU4 spike protein, Zhengli and others at the Wuhan
Institute of Virology used an HIV-based pseudovirus to prove
that SARS-like coronavirus (SL-CoV) was unable to infect
human cells or the cells of horseshoe bats:



In this study, a human immunodeficiency virus (HIV)-based pseudovirus
system was employed to address these issues. Our results indicated that
the SL-CoV S protein is unable to use ACE2 proteins of different species
for cell entry and that SARS-CoV S protein also failed to bind the ACE2

molecule of the horseshoe bat, Rhinolophus pearsonii.27

They went on to state the inability of these viruses to infect
cells using the ACE2 receptor regardless of its origin.

Our results indicated that the bat SL-CoV (Rp3) S protein is unable to use
ACE2 for cell entry regardless of the origin of the ACE2 molecule. We
also demonstrated that the human SARS-CoV S cannot use bat RpACE2
as a functional receptor.

Genetic manipulation (Gain-of-Function) made it possible for
the hybrid S (spike) protein to infect cells:

However, when the RBD of SL-CoV S was replaced with that from the
SARS-CoV S, the hybrid S protein was able to use the huACE2 for cell
entry.

In 2009, Chinese researchers showed that the SARS-CoV-1
spike protein included fusion glycoproteins28 found in class I
viral glycoproteins29 such as found in HIV.30 According to Dr.
Li Meng Yan, SARS-CoV-1 was also a bioweapon developed
by the Chinese Communist Party (CCP).31

As discussed previously, we know that furin (PRRA)
cleavage is responsible not only for increasing the infectivity
of SARS-CoV-2 but also for converting HIV gp160 to gp120
and gp41, demonstrating its role in HIV infections and any
potential inserts of HIV material (also discussed previously).
This raises additional concerns about the combination of the
PRRA insert and HIV gp120 inserts.

We know from the work of Pradhan and others—currently
under revision—that his research team found what they
considered to be four unique inserts into the SARS-CoV-2
spike protein.32



Dr. Zhang et al. analyzed these four inserts comparing
these genetic sequences to known sequences of other viruses
using Basic Local Alignment Search Tool (BLAST).33 The
figure found on page XXX in the color photo insert shows the
ACE2 receptor in yellow, with insertions 1 through 4
identified as shown.

The investigators concluded that three of the four inserts
are present in other coronaviruses:

Among the 4 “insertions” (ISs) of the 2019-nCoV, IS1 has only 1 residue
different from the bat coronavirus, and 3 out of 7 residues are identical
with MERS-CoV. IS2 and IS3 are all identical to the bat coronavirus. For
IS4, although the local sequence alignment by BLAST did not hit the
bat coronavirus in Table 4, it has a close evolutionary relation with the
bat coronavirus in the MSA. In particular, the first 6 residues in the IS4
fragment “QTQTNSPRRA” from 2019-nCoV are identical to the bat
CoV, while the last 4 residues, which were absent in the bat
coronavirus or SARS-CoV, have at least 50% identity to MERS-CoV

and HCoV-HKU1.34 [Emphasis added.]

Taken together, these statements from research paid for by
NIAID (AI134678) and the National Science Foundation
(DBI1564756, IIS1901191)—both agencies involved in the
funding of Daszak, Baric, and Zhengli Gain-of-Function
research—appear to confirm both Dr. Li-Meng Yan’s
assertion35 that SARS-CoV-1 was the first bioweapon and that
SARS-CoV-2 is the advanced version noting the PRRA
segment.

Finally, we turn our attention to Luc Montagnier—the
discoverer of the Human Immunodeficiency Virus (HIV).36

Montagnier has published one paper37 and has submitted
another for consideration.38 In both of these papers,
Montagnier utilizes the same BLAST technology for analysis
of the genetic code of SARS-CoV-2.



He notes eighteen RNA fragments similar to HIV or
simian (higher primates) that have the potential to change the
genetic expression of COVID-19:

18 RNA fragments of homology equal or more than 80% with human or
simian retroviruses have been found in the COVID_19 genome. These
fragments are 18 to 30 nucleotides long and therefore have the potential
to modify the gene expression of Covid19. We have named them external
Informative Elements or EIE. These EIE are not dispersed randomly, but

are concentrated in a small part of the genome.39

This is shown schematically in the figure found on page XXX
in the insert.40

As stated so eloquently by Montagnier, the spike protein
not only has the PRRA insertion (twelve nucleotide bases) but
also a 1770 nucleotide41 base (590 amino acid) insertion
matching HIV-1:

We have studied the most recent genetic evolution of the COVID_19
strains involved in the world epidemic. We found a significant occurrence
of mutations and deletions in the 225 bases area.

On sampling genomes, we show that this 225 bases key region of
each genome, rich in EIE, and the 1770 bases SPIKE region evolve much
faster than the corresponding whole genome (cases of 44 patients’
genomes from WA Seattle state, original epicenter in USA).

In the comparative analysis of both SPIKES genes of COVID_19
and Bat RaTG13 we note two abnormal facts:

1) the insertion of 4 contiguous PRRA amino acids in the middle of
SPIKE (we show that this site was already an optimal cleavage site
BEFORE this insertion).

2) an abnormal distribution of synonymous codons in the second half
of SPIKE.

Finally we show the insertion in this 1770 bases SPIKE region of a
significant pair of EIEs from Plasmodium Yoelii and of a possible HIV1

EIE with a crucial Spike mutation.42

As pointed out by Yan,this type of Gain-of-Function gene
editing has made it possible to create novel coronaviruses
possessing unique properties!43



PRION-LIKE DOMAIN (PLD) AT THE REGIONAL
BINDING SITE (RBS)

When a structure has pressure exerted upon it, that structure
will change its shape. For example, if you have a box and you
press in on the corner of the box, you will change the shape of
the box. With the insertion of nucleotides (pushing on the box)
into the spike protein (the box), the shape of the spike protein
(box) will change. The insertion of PRRA and HIV gp120
subsequently causes a conformation shape of the molecule
known as the SARS-CoV-2 spike protein. This conformational
change has resulted in the development of an area with prion-
like properties, that is, a prion-like domain (PLD).

The Vaccine Adverse Events Reporting System (VAERS)
cosponsored by the CDC, the Food and Drug Administration
(FDA), and the HHS has been inundated with adverse events
following the widespread vaccination of American citizens
under the Emergency Use Authorization (EUA)
implementation of the Pfizer, Moderna, and Johnson &
Johnson experimental drug vaccines. The implementation of
these EUA drugs are the direct result of the secretary of HHS
and FDA actions.44

The Harvard vaccine injury study45 submitted to the
Agency for Healthcare Research and Quality (AHRQ)
discovered that less than 0.3 percent of all adverse drug events
are reported, with 1 percent to 13 percent percent of all serious
events reported. The study concluded that less than 1 percent
of all vaccine adverse events are reported.

Despite this, when the Swine Flu vaccine46 of the mid-
1970s produced neurologic damage, including Guillain-Barré
syndrome47 and twenty-five deaths, the vaccine was stopped
by the US government.



Today the VAERS reporting system—despite people not
reporting and physicians reporting that efforts to submit
adverse events are being “kicked back” to them—is showing
thousands of deaths following SARS-CoV-2 vaccination, with
many more experiencing neurologic and InflammoThrombotic
Response (ITR)to the vaccinations.48 By contrast, twenty-five
deaths occurred following the swine flu vaccine of the mid-
1970s. This resulted in a cancellation of the swine flu vaccine
program.

While the explanation for these ITRs has been extensively
detailed49 and confirmed in patients dying from COVID-19,50

the reason for the neurologic damage can be seen in the animal
studies looking at the consequences of the SARS-CoV-2 spike
protein, which easily crosses the blood-brain barrier (BBB),51

as do the lipid nanoparticles52 used in the Pfizer and Moderna
vaccines.

These spike proteins—independent of whether they are the
result of person-to-person transfer or vaccination resulting in
billions of mRNA or dsDNA coding for the spike protein—
have prion-like domains (PLD) in the region of the Regional
Binding Domain (RBD). The RBD is that part of the spike
protein that attaches to the ACE2 receptor on human cells to
begin the infection and potential ITR with short- and long-
term sequelae. Evidence is mounting that the PLD is
associated with prion diseases of the body, including the heart
and brain.

Two published papers looking at the consequences of the
SARSCoV-2 spike protein penetrating the brain of humanized
mice53 and rhesus macaques54 show brain inflammation, mad
cow disease, and Alzheimer disease.



In the humanized mice (mice that are genetically altered to
provide a human ACE2 receptor to allow the researchers to
look at what the virus does once it infects cells), following
infection with the spike protein, 95 percent of the animals died
after two weeks. The remaining two animals were then
euthanized, and the brains of the animals were examined:

Despite infection and moderate inflammation in the lungs, lethality was
invariably associated with viral neuroinvasion and neuronal damage
(including spinal motor neurons). Neuroinvasion occurred following
virus transport through the olfactory neuroepithelium. [Emphasis added.]

In other words, even though all of the mice showed damaging
inflammation in their lungs, all the animals died due to brain
damage with the virus entering the brain through the olfactory
(sense of smell) system.

The images55 included in the color photo insert on page
XXX show the brains of rhesus macaque monkeys infected
with SARS-CoV-2 after the virus was introduced through the
olfactory system (nose). When examined under the
microscope, as you can see from the microscopic slides taken
from the mid part of the brains (hippocampus on left and
thalamus on right) of these animals, there is inflammation
shown by the black arrows.

As shown in the microscopic slide on page XXX in the
color insert, once infected the brain cells take on the
appearance of a sponge. When this happens, the resulting
disease is called Spongiform encephalopathy (sponge-like
brain), a.k.a. mad cow disease.

A group of research scientists in the Netherlands also
looked at the brains of Rhesus macaques56 following infection
with SARS-CoV-2 spike proteins; the scientists included the
use of Positron Emission Tomography (PET) nuclear imaging
following semi-quantitative57 methods. The brains of these



animals demonstrated increased metabolic activity five to six
weeks after being infected in the areas of the brain.

Microscopic examination of the brains of these animals
showed “infection” and “overactivation of the immune
system” as shown by the microglia and CD3 cells—both
inflammatory cells.

Also shown are reddish discolored areas. These are called
Lewy bodies and are seen in Alzheimer disease, Parkinson’s
disease, and a variety of other neuromuscular diseases.58

Recognition of these neurologic problems along with
concerns about the origins59 of SARS-CoV-2 have been raised
by many individuals, not the least of whom is neurobiologist
Kevin W. McCairn, PhD, who currently lives in Japan. Dr.
McCairn is one of the world’s preeminent experts in primate
behavior and neurologic diseases.

One final note of significance: it makes no difference
whether the spike protein60 is introduced to the body via
person-to-person transfer or via injection61 of biologicals.62

The only difference appears to be in the number of mRNA or
dsDNA molecules introduced, which can either be found by
reading through the EUA documents63 or actually calculating
these based upon well-established methods. For the mRNA
vaccines, this results in 13.1 billion64 mRNAs and, for the
dsDNA, 50 billion.



CHAPTER 5

An Intentionally Released
Bioweapon

All too often, people believe that weapons are designed to kill
people. I would argue quite the contrary. The best weapon
doesn’t kill people; it devastates them. It reduces their capacity
to wage war or to fight back. In battle, the best way to do that
is to maim the enemy so their friends will come to their aid
and leave the battlefield to shelter their friend.

The best weapon to devastate a country is one that
removes the will of the people to fight. It effectively
diminishes the lifestyles of the enemy, reducing the security of
life as the enemy knows it and replacing it with fear and
uncertainty. SARS-CoV-2 has done exactly that. It has
devastated economies, removed the personal freedoms people
were used to, reduced goods and services, and turned friends
against friends and family members against family members.
It has divided nations and people.

According to the Biological Weapons Convention (BWC)
treaty, it is a violation of the treaty—signed and ratified by the
United States—to develop, acquire, retain, or produce any
biological agent that has no justification for prevention or
peaceful purposes, and any use of such biological weapons or
toxins is to be “condemned.”1



United States Federal Code 12 U.S.C. Chapter 10 § 175
expressly prohibits such biological weapons and makes it a
criminal offense:2

§175. Prohibitions with respect to biological weapons

(a) In General.—Whoever knowingly develops, produces, stockpiles,
transfers, acquires, retains, or possesses any biological agent, toxin, or
delivery system for use as a weapon, or knowingly assists a foreign state
or any organization to do so, or attempts, threatens, or conspires to do the
same, shall be fined under this title or imprisoned for life or any term of
years, or both. There is extraterritorial Federal jurisdiction over an
offense under this section committed by or against a national of the
United States.

(b) Additional Offense.—Whoever knowingly possesses any biological
agent, toxin, or delivery system of a type or in a quantity that, under the
circumstances, is not reasonably justified by a prophylactic, protective,
bona fide research, or other peaceful purpose, shall be fined under this



title, imprisoned not more than 10 years, or both. In this subsection, the
terms “biological agent” and “toxin” do not encompass any biological
agent or toxin that is in its naturally occurring environment, if the
biological agent or toxin has not been cultivated, collected, or otherwise
extracted from its natural source.

(c) Definition.—For purposes of this section, the term “for use as a
weapon” includes the development, production, transfer, acquisition,
retention, or possession of any biological agent, toxin, or delivery system
for other than prophylactic, protective, bona fide research, or other
peaceful purposes.

(Added Pub. L. 101–298, §3(a), May 22, 1990, 104 Stat. 201; amended
Pub. L. 104–132, title V, §511(b)(1), Apr. 24, 1996, 110 Stat. 1284; Pub.
L. 107–56, title VIII, §817(1), Oct. 26, 2001, 115 Stat. 385; Pub. L. 107–
188, title II, §231(c)(1), June 12, 2002, 116 Stat. 661.)

On April 1, 2021, an article written by US Army Reserve
Colonel Lawrence Sellin (Ret.) discusses the connections3

between Drs. Ralph Baric, Shi Zhengli-Li, Fang Li, and
others, including Dr. Shibo Jiang. All are reportedly linked
through Gain-of-Function research, US universities, and NIH
and NIAID funding for millions of dollars.4

The previous chapters have provided detailed information
showing the paper and money trails of those involved. The
question now is, why would the US federal government,
including NIAID, NIH, and the Department of Defense,
become involved in the development of a bioweapon that
violates the Biological Weapons Convention treaty, the
Nuremberg Code, and the International Covenant on Civil and
Political Rights (ICCPR) treaty? Why would the Chinese
Communist Party (CCP) intentionally release SARS-CoV-2 in
the wet market of Wuhan?

To begin to answer these questions, I participated in an
interview per the request of Dr. Li Meng Yan and Dr.
Karladine Graves in April 2021.5 What follows is the
transcript of that meeting. As you read through this interview,
I would advise that you take Dr. Yan at her word. Based upon



the US Senate Permanent Subcommittee on Investigations
report by Chairman Rob Portman and Ranking Member Tom
Carper, the senators clearly believe there is a real intent for
China to develop biological weapons— weapons we have
helped pay for! Yet the follow-up report6 appears to have been
since removed. For what reasons, I wonder?!



The Interview
“Lethal Deception,” as published April 22,
2021 on Rumble “Torch of Freedom”1

Dr. Karladine Graves

Dr. Richard Fleming

Dr. Li Meng Yan

The following is a word-for-word transcription of the
conversation featured on “Touch of Freedom.”

Dr. Karladine Graves:

Welcome everyone—thank you very much for joining us.
Tonight, we have a very honored, aah, physician—I guess you
could say—Dr. Li Meng— from China, is here with us. And
then Dr. Richard Fleming. Both of them are fabulous
researchers—and they have the truth. And the truth is about
the COVID-19 va … er, the COVID virus. So we are here
tonight to help you to see what nefarious work has been done
across this globe. And so welcome. We just want to thank you
for joining us. So with that, I am going to ask Dr. Li Meng to
introduce herself and tell us where she is from and also to tell
us what type of work she has been doing.

Dr. Li Meng Yan:

Thank you, Dr. Karladine. Very happy to meet Dr. Richard too.
Thank you for having me tonight. I am a doctor, and also a
virologist, from China. And before I came to the US, I worked
in University of Hong Kong (HK)—the WHO H5 Reference
Lab—as a virologist working on the H1 universal vaccine
development. So I am the first one who revealed that WHO



has covered up the whole things—the COVID-19 things—the
Chinese Communist Party (CCP) in/and US, and
[indistinguishable]. I started to video these things from the
cover-up to the lab origin of the COVID-19 virus back to
month of January on Chinese YouTube—anonymous, of
course. My work is focusing, I mean, recently, it’s focusing on
how to help people understand the real origin of COVID-19.
And also, when people realize it, I am happy to help people to
figure out the possible solution and work with others— some
will be doctors—and other people together—to find out the
final solution. Thank you.

Dr. Karladine Graves:

Alright. Thank you. Dr. Fleming.

Dr. Richard Fleming:

Well, it’s my pleasure to be here. And Dr. Li Meng, thank you
for the invitation, and Karladine, for the invitation. This is an
important thing you are doing for humanity, Dr. Li Meng. I am
a physicist, nuclear cardiologist, with a law degree—attorney.
I have fifty-two years’ worth of research. A lot of that has
gone into inflammation and various diseases like heart disease
and cancer. I’ve also developed a method for measuring
tissues changes. FMTVDM is a method that we’ve used
during the last year in seven countries and twenty-three sites to
look at SARS-CoV-2 and COVID patients for treatments.
We’ve done a lot of work in the investigation on the origins of
this virus, as well as the funding of it. And much of the
information that I think Dr. Li Meng is going to tell you first
hand … we’ve looked at papers and documents and can
confirm what she’s going to be telling you.

Dr. Karladine Graves:



That’s wonderful. So in other words … actually, you two
could work together. It sounds like this would be very
advantageous for you both to continue on working together.
So, this is truly a blessing. Thank you for actually asking, Dr.
Li Meng, or Dr. Fleming. I think that you were right on. So I
have a quick question for you. Do you think that the vaccine
was actually being worked on even prior to COVID-19—
actually the COVID virus being released?

Dr. Li Meng Yan:

Sorry, I didn’t hear clearly.

Dr. Karladine Graves:

I’m sorry. Do you think that there was a vaccine that was
being worked on prior to COVID-19 being released?

Dr. Li Meng Yan:

Aah. For the vaccine, I think you mean [indistinguishable].
Vaccine effective before they release SARS-CoV-2, right?

Dr. Karladine Graves:

That’s what my question is. Were they already working on a
vaccine before they released the virus?

Dr. Li Meng Yan:

Aah! So first I want to say this virus is already done as a
known bioweapon. And according to the streakage—yes, they
want also to have drugs and also vaccines—but as my first
intelligence and my knowledge on CCP government, and their
spin piece—and also based on the drill of [indistinguishable].
If you want to have the COVID-19 vaccine, I can tell you,
they are trying to get the effective COVID-19 vaccine, but
they don’t have the effective vaccine. And especially when



they release the virus—at that time—they don’t have any
vaccines they can use immediately and now they also don’t
have that. So, my opinion is—don’t trust the vaccines
developed from CCP government because in the history this
government never have any vaccine successfully developed.
And also, we, Chinese, all know, if we can afford the imported
vaccine—I mean no matter what vaccines, we will choose the
imported one rather than the made in China, the done-in-China
vaccine. Because we also have many vaccine accidents before
in our history.

Dr. Karladine Graves:

Go ahead, Dr. Fleming.

Dr. Richard Fleming:

Dr. Li Meng—question for you. The information that we have
—the docs that show federal funding from the Department of
Defense, Health and Human Services, NIH, NIAID, and a
variety of US federal government sources—show that money
was going from our federal government to Peter Dazsak at
EcoHealth—who was then sending money then to Ralph Baric
at the University of North Carolina and Zhengli at the Wuhan
Institute of Virology (WIV). Do you have any info to confirm
that that was kinda the source of funding and that US funds—
federal funds—were being used to help fund the development
of this Gain of Function (GoF) bioweapon?

Dr. Li Meng Yan:

Aah, I think most people already have money evidence online,
that, yes, US taxpayer money going towards the government
funding and going to Mike Picacek [spelling unclear] and
other people to the Chinese [indistinguishable] expansion
[indistinguishable] like the WIV—and those funding was



given to do at least a partial office [indistinguishable] project,
and we cannot know that Dazsak is granted that this part is
being done for the S protein, and that part is being done, like,
for capture the virus. But we know that this is a—this is very
important grant for the WIV, and WIV is really a very
important lab in this Chinese unrestricted bioweapon project.
It’s not only one, but it is an important one. And also,
[indistinguishable] the professors who get this grant from the
US government, they were working for the GoF and also
working on the bioweapon projects under the military single
fusion project. So, what I can say is, follow this money, and
finally you will see that US money did get involved into this
project and later be used to hurt US, and also the world.

Dr. Richard Fleming:

Some other people have provided me information that says
that Paris and Israel, and possibly the UK, were also involved
in helping to fund and develop SARS-CoV-2. Do you know
anything about that?

Dr. Li Meng Yan:

Aah, what I want to say is, this is a very big international
network. And I can see not only one lab get involved. And you
know China government—also including the labs in HK—and
then you have a lot of international connections. Also, the
money go around from these other countries to work with
people in China or in Hong Kong. So in this huge network, I
don’t feel surprised if people can show that, yeah, maybe
Israel’s money, European money, goes into China. Because
you also can see China’s money goes to the European medical
journals or scientists. So this is a mutual things’
[indistinguishable]. Chinese government gets grants from
other governments via some scientist and other people. Then



they also gave the benefits back to them. So, if you say how
many people get involved in this misinformation campaign
[indistinguishable] from the beginning of the outbreak help
Communist Party to cover up all the things I don’t think that
people would be surprised that money out of US go to China
has supported such project.

Dr. Richard Fleming:

Right. Some of the information that we have shows that this
GoF research has been going on since right around 2002–
2003. Do you know how far this goes back that they have been
working on the GoF?

Dr. Li Meng Yan:

What I want to provide is … back to 2002, 2003—of course,
at that time, I was just a fresh undergraduate [laughs]. I was
not into that field. I was a clean-cut medical student the first
year, the second year, at that time. But I worked with many
people who were the top coronavirus expert. And, I think
when people talk about 2002 to 2003, they definitely include
information about at least one SARS outbreak. Because it
happened in early 2003, right? So what I will say is, according
to my knowledge, and also the evidence that I got from those
experts—who really had the firsthand experience in SARS 1.
Something that people can think about—it is no secret in the
coronavirus research field, that is really interesting, that is, in
SARS 1 outbreak, people are talking about the civet cat as the
host, wild animal. And now, during SARS 2, people are
looking for the wild host, and they didn’t find the real host.
But for civet cats in SARS 1. At that time, professor Guan
Yee, in the University of Hong Kong, professor Manick Perris,
and Dr. K. Y. Yin—these are all my ex-supervisors and the big
professors working with. They are the ones who discover



SARS 1 from civet cat. But civet cat carrying SARS 1 is only
found in some samples from a China market—a wet market in
Guangzhou. So Professor Guan Yee got some notion that there
may be the wild animal host samples in Guangzhou, and then
they went to Guangzhou and [indistinguishable] help him to
get some samples—like, ten to twenty—if I didn’t remember
wrong. And then he go back and found out, like half of them,
were positive. Later, he went back to Guangzhou and got a
second bunch of SARS 1 sample, and then they later
confirmed that civet cat is host. But after that—but no one
since—have found any civet cat with which carry the SARS 1
virus. And, also later, in 2015, there is a general who is a
bioweapons expert who has been to Iraq for the bioweapon
examination. His name is [indistinguishable], and he writes a
textbook in PLA military schools, which get full way support
from the PLA dogmatical staff and officers. SARS 1 is not
nature origin. And, also, the title is about how to use an
artificial virus to be the next generation of [indistinguishable]
weapons. I am not translating this book into English with my
team. I want to show it to people in the US. So in this book, he
actually writes the new strategy for the bioweapon. His idea is
that SARS 1 is not from nature, and he thinks that SARS 1
evolution, and the SARS 1 that is artificial, and that later,
somehow, disappeared. And, then his idea is to base on SARS
1—and the coronavirus—and people can or especially for the
Chinese government. Because he is a PLA expert, they can
have the new generation of the bioweapon using coronavirus
—which can be different as a traditional bioweapon, like
bacterias people know. So, they will have a different character.
The different character, including first looks like zoonotic,
looks like nature altering, as from animal. And also, the only
thing you can see is history, evolution history—actually
disobeys the nature of evolution history. But these things once



the things can be found out the government can deny and also,
the important thing they also mention that seafood market
would be a good place to release it. So, if we go back to check
the SARS 2, we will see SARS 2 actually perfectly matched
their idea. And there are also other things inside like the
bioweapon which can circulate [indistinguishable] while
masking among the population [indistinguishable] human
population and also the animal and environment
[indistinguishable]. And the important thing is that they don’t
care about mortality that much. Because mortality is not the
case. They are focusing on some bioweapon which is hidden,
easy to be transmitted. And also Et Can Zhoun
[indistinguishable] [the society?] economic, social disorder of
the enemy’s country. So, I think when people thing, see these
things come out of from PLA bioweapon’s expert’s mouth for
years, people will understand the nature of SARS 2 and can
also think of SARS 1 whether it’s from nature or not.

Dr. Karladine Graves:

I have a question. Some of the physicians I work with are
reporting more and more that their patients are coming up
positive for HIV. Some of them is after the vaccine. My
question is—and I have seen a study out of India— last year—
and it was probably last March—where supposedly four
scientists has sequenced the virus, and in the COVID-19
vaccine there appeared to be four glycoprotein 120s that had
actually came from the HIV virus. Do you know anything
about that at all?

Dr. Li Meng Yan:

I think I have read that paper as you mention. I see people
talking about this. For me, what I want to say about this, I am
not a virologist in HIV study, so I think this, I mean, of course



this virus has combined many things together. Except for the
things I revealed in my [indistinguishable] reports there should
be other characters or evidence left. So I think this should be
left for the HIV experts to discuss. My idea is according to that
analyze first the settlement the point is the shot. So it can be
something maybe from the HIV or maybe they designed
something else, and that its sequence is in common. But for
me, I don’t make such judgment, and also I think it is
important to say that is what has function because as we know,
especially the S protein has been modified like 30 to 40
percent according to the backbone [?] [indistinguishable],
there should be a lot of secrets hidden inside. Some maybe not
meaningful. Some meaningful significance. So these things are
important for people to discuss, and what I want emphasis is
from the beginning, I want to tell people is the lab origin and
also the evidence of the lab origin in this virus and also is not
from IPG 13 but from the [indistinguishable] bat coronavirus.

It’s because once people understand/realize the real
backbone they will go back to check how much difference
exactly from nature bat coronavirus to this SARS 2. And they
will focus on the difference between the backbone and SARS
2. The difference actually for the whole virus is over 10
percent, not just 4 percent as RAPG 13 mentioned. If you only
focus on 4 percent, it means at least 6 percent or more
difference will be ignored. Especially for this SARS 2, we see
the sig effect happen on the human ACE E2 receptor with the
RBD and also furin cleavage site where the virus enter to the
cell. But we should also know that when we see a lot of
communications [possibly said commutations] that cannot be
explained and is higher than SARS 1 and other coronavirus
and also we see the different character, unusual character are
all combined into SARS 2 to give the harmful effect to people.



We really need focus; there is a much/most secret that happen
in the next 6 percent of the difference. So whether they learn
from the HIV or they are from hantavirus, we can see
something in common from even YF virus and also Ebola and
something so that works the other scientists to dig, and they
prove their findings in their labs, so once people are allowed to
talking about lab origin encouraged to do this
[indistinguishable] can help them to support their work in lab
origin study. I am sure more and more doctors will have very
good outcomes to help us understand the virus.

Dr. Richard Fleming:

Yes, I think, and you mentioned, the PRRA or the furin
cleavage site that isn’t present in any other virus that exists on
the planet. But clearly the genetics show there is a PRRA
insert on the spike protein for SARS-CoV-2, which shows, I
believe, human intent and GoF.

Dr. Li Meng Yan:

Yes. PRRA [indistinguishable] cleavage site and, of course,
furin cleavage site—also happened in Ebola,
[indistinguishable] high passaging in Florida virus, even in
hantavirus, and also MERS. But first they are not a known
HIV B beta coronavirus—and also, in this site, we actually see
this is something artificial inserted. I provide the genome
sequence—that evidence— and who have died, people who
have such experience in reference in my first Yan report. I
think people can verify by themselves and this PRRA—we
have seen a lot papers have done before—to show like—if you
insert it into the low passaging influenza virus it will become a
high passaging one, and if you remove it from SARS it will
de-tenure it—make it become a life-attentive virus. So this is a
functional segment which is not confirmed by nature,



recombination, or evolution. But there is also here as in FAUL
—the site inside—which can help people to monitor whether
this furin cleavage site get lost during experiment. So, I really
think, first, this a smoking-gun-level evidence to show that this
is lab modification and GoF modification. And, also, they
have done it in a very deliberate way, which can have both
cleavage site function and also [indistinguishable] function.
So, they really care about this function. They don’t want to
lose it during [indistinguishable] A7 [indistinguishable]
experiment.

Dr. Richard Fleming:

I think it’s really interesting that the patent for furin cleavage
protease enzymes is owned by the US.

Dr. Li Meng Yan:

Pattern of what? Aah, I’m sorry?

Dr. Richard Fleming:

The pattern for the [furin cleavage protease enzymes] is owned
by the US, and the federal government has patent rights to it.

Dr. Li Meng Yan:

Patent belongs to whom it is important, but it is not the real
important thing when people use it. According to what
Chinese government thinks, whatever you have I can get it. I
can steal.

Dr. Richard Fleming:

Right.

Dr. Li Meng Yan:



I don’t want to humiliate the Chinese scientists—I am sure
many Chinese scientists—working with me—they are very
honest and don’t do such things. But there are always some
people. You know when they got … you know … Chinese
government uses money and big titles—and so these things to
attract them; they will do this, and this is something that kinda
an open secret in the Chinese scientific world. So these things
with the US, and then Chinese research, Chinese scientists
bring it back—even US scientists bring these other country
scientists, bring these techniques to China. This is common.
So pay attention to that some people may ask if this is
designed in the US. But what I want to emphasize is, the
backbone of this SARS 2, it comes from China PLA Chinese
army-owned, this owned unit, the unique bat coronavirus they
say Chinese government they say forty-five or accident
twenty-one, is China government is the one leading the cover-
up and spreading the misinformation—don’t allow people to
check or to do more investigation—and even cannot talk about
it—censor these things. So we can clearly see who is the one
making.

Dr. Richard Fleming:

Perfect.

Dr. Karladine Graves:

So the bottom line is this. I am just going to ask to make it
very clear for those that are going to be listening to this, then:
this virus, that we are dealing with right now, is not something
that happens in nature, and it appears that this is a bio-
engineered effort—and, that it was an international effort—
and not just necessarily one or two—but probably from this
country, and the UK, as Dr. Fleming was saying, and many
others. Am I correct in saying that?



Dr. Li Meng Yan:

I think from designing to equip—of course—this is a project,
directed plan, by the CCP government, and the biggest job
[indistinguishable] behind is Chinese military medical
academy. We can see their shadow behind those work. And,
also, there are a lot of civil labs got involved, like WIV, and
even there are many important experience come from my
previous lab—University of HK—a WHO lab—and, beside
these things, there are a lot of international scientists donated
inside, but these international scientists, they may not know
the real things that got involved, because the CCP won’t trust
anyone, especially when there is a foreigner from foreign
country which is not that easy to be controlled. But they know
how to use like, money, or scientific, or use paper, use
promotion opportunities—all these things to influence and
then cover it up. And also the money—as we discussed before
—from different countries has payers—goes into China
because they feel China is providing some environment to give
them good outcome. But actually, this money was secretly
being used for this kind of bad purpose, and also, somehow,
they managed to get rid of the international surveillance. And
meanwhile, those medical journals, The Cell, Nature,
[indistinguishable], Lancet, New England, they also got very
well collaboration with the CCP because Chinese government
gave a lot of money to help them develop—and, also, there are
a lot of people who can get a good exchange of maybe other
part-time accounts in China. So these journals also help the
CCP in covering up and also spreading misinformation and
doing the censorship.

So this is long term—after the case there came a long-term
streakage [strategy?] in CCP, and during this time, they did
make a big international—I mean, huge international network



involving the important scientists, the important journals,
important organization like WHO, [indistinguishable] NIH
[indistinguishable], and all this, even media, together. That’s
why, when it happened, most of people—even scientists —fall
into their pit—that this is from nature or this is something that
we cannot treat as how we call it a novel vaccine. All these
things actually are made up to help the Chinese government
achieve their evil goal.

Dr. Karladine Graves:

Well, I have been told that the editors of many of these
journals have received quite a bit of money, that there was
money exchanged for articles that—certainly not only China—
but big pharmaceuticals also—are trying to slant that info.
When I was—I’m older—so when I went to med school after I
got out, the New England Journal of Medicine, and so on, was
kind of the mainstay of us knowing what was up to date. So is
what you’re saying that these journals are not really reliable
for truth?

Dr. Li Meng Yan:

Yes, what I want to say is, first, the journal, actually—itself—
cannot distinguish the real information and the
misinformation, so they rely on the reviewer. And the
reviewer, if they have good, very good, connection with the
CCP, or if they are influenced by the top biologists or
scientists which is influenced by the CCP, this will make them
have the wrong decision and idea. What I can say is just
talking about [indistinguishable] 13. I have many examples
happen around me before that I know how involve even the
editor of Nature that showcased his attitude towards my ex-
boss—I don’t want to talk about that now, but I can show you
another example which is ITJ 13 [indistinguishable] virus



actually. Many scientists are questioning the existence of the
virus. Whether it is a real virus and because there are a lot of
problems. I also show in my secondary project, and
[indistinguishable] many other scientists think there are
problems and, at least, they need Dr. Zhingli or other people to
explain it. Or, maybe Nature journal can do an investigation as
to whether they should withdraw it. I am one of the people
who have helped people to write an email asked Nature to give
a response to this. I think this was last June or July. My name
was not on this, but I helped some other people also write such
letter. And I know there was, at least, several other letters sent
to Nature, but none of them as I know gathered response. And,
still now, you say also more and more people asked the
questions ITJ 13, but Nature still kept on publishing the papers
based it IRTJ 13 and don’t care about this paper’s evidence
and whether it is real well or not. So this is a very good
example for the world to see. And also, another thing is,
according to the exposed email between Pete Dazsak, and also
many, many top scientists in the world, we can see how they
work together to write that famous Lancet [indistinguishable]
statement from the end of last January and published last
February in Lancet to praise CCP in anti-COVID-19— and
also insist that nature origin of SARS-CoV-2, although they
don’t have any evidence. And, also, at the same time, this
meets the lab origins that this is definitely a conspiracy. I am
sure it makes me want to ask those people, “How are you so
confident to write such statements?” At least the
[indistinguishable] didn’t say their evidence. Until now we
only know that they tried—if it happened or if something
happened that may be or that can be. Right? We didn’t say
anything else. No solid evidence. And then there are the other
ones who are ignoring the evidence of lab origins and dismiss



people who are talking about lab origin GoF of COVID-19
virus.

Dr. Richard Fleming:

Yes. Conspiracy is the beautiful term they like to use in social
media—which is the idea that there must be some mistake
about that, forgetting the fact that conspiracy has a real
meaning. It means more than one person getting together to do
something nefarious that they shouldn’t be doing. So, if there
is a conspiracy, it is a real phenomenon of more than one
person getting together to do this harmful thing. And the
beauty of it is that they have so confused people on the idea
that this is somehow naturally occurring when there is no way
in the world it could be by looking at the genetic code. And
you have the general public around the world crying out for
the suppression of the truth and reinforcement of the
misinformation—which is probably exactly what the CCP is
looking for.

Dr. Li Meng Yan:

When we see the evidence, we can always see two arms of
possibility—one is from nature, one is from lab. And, then, we
can see the evidence to compare which possibility is more
reliable. And, then, we see until now we wait for one year we
only see that fabricated data or series come out from the nature
original series. They told us to span out one thousand years
waiting for maybe the real ancestor of SARS 2. Or maybe we
need to chase the bat, I mean, for our next life even to find out
some unknown bat coronavirus. On the other side, there are a
lot of smoking guns left in the SARS-CoV-2. And also, in my
series [indistinguishable] report, I provide who has done this,
who is good at it, and who enjoys doing that. So if you



compare the two sides, I think many people with common
sense and knowledge can get their own conclusion.

So, back to the conspiracy—it’s very funny. There are two
words I want to mention in the SARS-CoV-2 pandemic. One is
conspiracy. The other is politics. So once those scientists
working with China government—and they try to tell people it
comes from nature—they just charge anyone else not on their
side as someone has a political opinion which want to spread
the conspiracy. But what I want to say is, first, this is not
conspiracy because we already talk about the evidence. We see
the evidence is more solid in the lab-origin side. And we
encourage people to talk about it—and even nature-origin
people can come to debate with us. At least for me, I tell
people open debate is always welcome, and I list as a scientist
from CCP who have done such things, who are experts in
those fields, and even those people from HK and the US—all
these people, I welcome them to have open discussion with me
in the right style, influential media (they can choose the
media)—I don’t mind—we just present our evidence. Right? If
you have more evidence, I respect it, and I will welcome that
side to do more evidence to present people some “chunks” to
get understand of the virus.

And, the other one about politics—people started talking
about if you mention China government or CCP, that means it
is politics. No! It’s not politics. I mean, it doesn’t mean that
party or government is equal to politics. At least, for me, here,
for the lab origin—I will tell—Zhi Zhengli is the one claimed
to have ITJ 13. So I will also tell you that SARS-CoV-2 is
hidden and made by the CCP because this is the name of the
group of the people that have done that. This is just like I am
telling the officer. What else word I can use? Right? There is
always name it party or government [indistinguishable]



because of the present view of that organization?! I cannot just
say Chinese, because I am also Chinese. Not every Chinese
person will do such bad things. Right? And also everyone got
involved, and this is not politics; this a real thing happened to
us involved the global health, our [indistinguishable] and our
next generation—even animal health. Right? So don’t just
judge that as conspiracy or politics unless you are very politic
sensitive population or unless you think your life, your health,
is only something simple as the politics issue.

Dr. Richard Fleming:

Yes. That is perfectly said. I think reality is the science of
looking at this virus tells us where it came from, what we need
to be doing about it, and how we need to be addressing it
globally on the planet and to quit looking at people as Chinese
or American, given that we funded so much of this or anybody
else. It is to have an open, honest debate and discussion about
it. A failure to be able to do this is very telling that you don’t
have much evidence of your own to stand on.

Dr. Karladine Graves:

Can we talk just a little bit about—everyone wants to mask.
Any thoughts about how small this virus is and it goes through
masks? Do either of you have any comments on this?

Dr. Li Meng Yan:

Yes. OK. Thank you. I have some thoughts about masks. First
thing: Masks is not universal. I don’t think it is healthy to wear
masks all day long— especially when you are exercising. It is
not good for your breathing. Right? Also I don’t support that
kind of wearing masks for kids for years; some people try to
support mask policy. I don’t think it’s very useful for kids to
wear growing up masks all the time. It’s not good for some



development. There is some study that shows that kids need to
develop their face-recognizing function and also other social
schemes, and masks maybe can weaken this function
development. But the thing is, my idea is, in the SARS-2
pandemic, some masks can be helpful in certain situation. So
yes, the virus particle is very little. It—from the size—it can
go through even the N95 mask. But we know that this is the
virus which can be attached to the droplet—air drop—and the
droplet can go through the airborne way. The mask can stop
this kind of droplet on the surface. Surgical masks can do
some. And also N95 mask is a little better than surgical mask.

So once this air drop and droplet stop on the surface and if
you know how to wear the mask in the proper way, this does
give you some possibility that the virus will not go into your
mouth or touch you get infected. And this is something having
shown from some outcome. I think we still encourage more
studies because I see people questioning whether the data is
solid. But one paper is from my previous lab in HK; that group
people showed in some situations surgical masks and N95 can
prevent somewhere between 20 to 40 percent of the infection
in that situation. And also, another group from Professor Yugi
Kawaka—he is the big influenza virologist—and he also
issued the model to mimic if one person is coughing in front of
you and in a short distant 1 meter and if the viral concentration
is very high, then in his study, that cotton masks may prove 70
percent effective if I remember right, and also surgical masks
can be like 20 to 30 percent prevention, and N95 is higher. But
we know, these are all under the experimental environment, so
we still know there are limitations. I encourage more people to
do study of this. Before that, I think, maybe, for example, if
you know how to wear the mask in the proper way—so wear
the N95 in a very crowded setting—in a protest or other this



kind of situation—with people very close— it can maybe help
you to reduce the chance to get infection. But if you don’t
know how to wear a mask properly, like you touch the surface
and then touch your face, and then you wear it and remove it
and wear it again—in a random way—I don’t think that will
be helpful.

Dr. Karladine Graves:

Well, I’ve noticed when you go to restaurants, they usually
take it off and put it on the table. [Laughing]

Dr. Li Meng Yan:

That’s very interesting. You stand up, you wear it, and you sit
down, and you can take it off. And you eat in that way. I don’t
think in that way will be very helpful.

Dr. Richard Fleming:

Yeah. And I always tell people whether a mask is beneficial or
not depends on what type of mask you are wearing and where
you are at. If you are in a hospital setting or in an area where
there is a high concentration of people with SARS-CoV-2, and
there is a great chance of it being spread, wearing a mask
appropriately will reduce the potential transmission. But I
think if you are not around people that are coughing or
sneezing or around a lot of people that are infected, then I
think there is very little evidence to support the wearing of the
masks. This entire concept of sending elementary school and
secondary kids to school and wearing masks and claiming that
there is evidence that protects them. That evidence is not there.
There is a lot of misinformation out there, and none of it
supports the wearing of masks by kids in secondary school
systems. None of it supports, I think, from what I have seen,
the wearing of it in the general population because unless



people are contagious, and you are around them in close
proximity, the spread is so minimal that it is unconscionable to
be wearing the masks. And there are problems with social
barriers and a number of other problems coming from that. But
if you are in a hospital setting and you are around patients with
SARS-CoV-2 or COVID-19—if they develop the disease—
now it becomes an intelligent thing to actually do. So the mask
—like so many things— has become like so many other things
—an either/or debate—as opposed to instead of what’s the
science behind when is it right and when it’s not. And that’s
where we need to be focusing.

Another thing I want to discuss are the vaccines. Because
recognizing that the vaccines are nothing but the genetic codes
of the spike protein and recognizing that the spike protein is
manmade GoF. What the vaccines are, are an intro into the
human body of something that is not naturally occurring, that
are the very thing that people made that shouldn’t be going
into human bodies—and certainly, not being encoded for our
bodies to make massive quantities of. The vaccines, Pfizer and
Moderna, have 13.1 billion mRNAs per administration. The
Jansen (or J & J) has 50 billion. And, when you consider the
fact, from my perspective, as I am now looking at the data,
there are two things really going on in the world of vaccines.
One is a delivery mechanism, and one is, “Why would they
want to do that?” Well, inserting something that is man-made
into people instead of addressing the fact that it’s man-made
and treating it with appropriate medications (and doing the
right thing), is tantamount to chaos. And it’s running amuck.
So, then you have to ask why they would want to be able to do
these vaccines? And this provides you with the opportunity to
do things to people that they would not normally allow you to
do—which is to stick things into their bodies. And when you



consider the fact that the very people who have been doing the
funding on the US side—people like Bill Gates, the Leona
Helmsley Foundation, and a group of people, that to be very
blunt, are criminal pedophile organizations providing money,
and you notice they are also funding CRISPR tech, and then
you listen to their discussion of going in with CRISPR…. The
limitation of CRISPR tech was that it did not have a delivery-
mechanism. And what these vaccines have done is answered
the delivery mechanism problem. I think it’s very interesting
that this whole thing with GoF and producing something as a
bioweapon has not just produced a bioweapon to take down
countries and economies by putting everyone into this fear and
separation mode, but its provided the next opportunity for
these same people, funding all this, to develop a vaccine
mechanism now with CRIPSR tech to do … I don’t know
what they are planning to do with that. They are going to have
to answer for that, but none of it is a good scientific or positive
thing for human beings.

Dr. Karladine Graves:

Do you want to comment on that?

Dr. Li Meng Yan:

I do have my concern about the vaccine now. And the first
thing is, I keep telling people there are no real effective
vaccines against the pandemic. So there are some reasons,
very simple for people can understand. So first thing is—this
virus SARS-CoV-2 is basically the big version, the enhanced
version of SARS 1. And we never have SARS 1 vaccine. I am
not antivaccine. I work on universal influenza vaccine. I have
my patent on Pandy. I just know how to develop vaccines in
the proper way. Right?! Try in proper way. So this SARS-
CoV-2, like SARS 1—we don’t have vaccine because it side



effects and contains like other allergy or antibody dependent
enhancement (ADE). And also we don’t have a good universal
influenza vaccine [indistinguishable] it’s because of the quick
mutation. So now SARS comes, and the quick, and it also has
the mutation in the circulation, and it also has side effects of
SARS 1. So how can people quickly overcome these issues in
several months? And, also, we know that SARS 2 actually also
has a lot of modifications—as Dr. F also mentioned. It’s a
bioweapon. I already showed that it’s an unrestricted
bioweapon, so there are also many hidden functions
[indistinguishable] transmission issue.

So, at least now, you see we are using most appropriately,
we are using the S protein equipped as our adenovirus or MRA
factors and delivered to our body. I don’t judge the technique
because I didn’t see a lot of technique data released by these
MRA companies. So we need to examine this when it is
openly released—more released data—and we can know
more. But just talk about S protein. That whether there is
hidden function inside, we don’t know. But we do see that
people got infected and get more complications like we just
mentioned. So at this time it is just delivered as protein to our
body. We don’t know whether it will be some other worse
effect, which is even ignored or may not come out in the short
term, but in the chronic style later in our bodies. Or whether it
will induce some problem that can be treated by some other
factor when we get vulnerable. We don’t know that. We just
know that we still need more data, animal data, original data,
and also small human child data. This needs to be done under
very strict surveillance and also a lot of people—scientists—
should check the data carefully and open discuss it. We don’t
know that. We just see that the vaccine is given to people;
even when people have other baseline problems. Even when



they are old. I don’t know, for example, in China they give
some in HK for the inactive or other type of vaccine—the
single vaccine—from that company to the senior age group.
I’m not sure if it is inactive or recommended—anyway they
give some to a senior age group over sixty years. That is a
special group. In vaccine development, you know that senior
people have lower immunity—immune response—so whether
the vaccine will work for them has to be done in a specific this
age of population for small trial. And also, because in this age
group—they usually have diabetes or hypertension or other
problems. We have to think whether this combination will
affect this vaccine.

But now it seems it just come into human and then people
see the results. And we even didn’t see the very clear result
although the vaccine has been given for several months.
Right? So now, I really feel it is hurry to get the vaccine. And
we do encourage the pharmacy to generate more data to show
people—for the scientific world—to discuss whether we could
improve and do it better. If not, I feel we are some animal
model for the real animals’ vaccine. Maybe later mouse will
have some very safe COVID-19 vaccine because we gave
them enough data.

And also, meanwhile, we have to look into the prophylaxis
drugs or early treatment drugs—so cheap, long-term use, and
will prove to be safe like drugs hydroxycholorquine,
ivermectin, or other things—that are cocktail recipients—
cocktail protocols—and a lot based on previous treatment
using these drugs. And these drugs can do many things to stop
the spreading of the virus. It’s not magic, but it is worth it to
be applied.

Dr. Richard Fleming:



Right. You know we’ve published papers showing treatments
that actually work 99.83 percent of the time—as opposed to
everybody throwing their hands up and saying there is no
treatment. You know one of the other things about the spike
protein that we haven’t touched on yet is the fact that that there
is a prion-like domain at the receptor binding site of the spike
protein. And the animal models that I’ve seen—and the
humanized mice models—and the rhesus macaque models—
both show neurologic damage as a result of the spike protein
crossing the blood-brain barrier. And, so, in the humanized
mice models, they are actually showing spongiform
encephalopathy with 95 percent of the animals dying within
two weeks (which is mad cow disease for those of the
audience that don’t speak medicine). And then, in the rhesus
macaque models, they are showing lewy bodies and microglia
and other inflammatory cells in the brains of these rhesus
macaque—also in about five to six weeks. So, there is clear
data doing the scientific method with animal models in the
investigation of a virus—which is the way we should be
investigating this virus and the vaccines—that there neurologic
long-term sequelae that’s coming up as a result of these spike
proteins and there are some papers that are showing up now
that the vaccines themselves are promoting this same potential
for neurologic damage. Dr. Li Meng, I don’t know what is
going through most peoples’ minds scientifically or medically,
when everybody is ignoring the scientific model and method
that we have used for many, many decades on how to
appropriately do this sort of thing? But, you know, you make
all sorts of very good points for the importance about doing
this methodically and intelligently to get answers, so we are
doing the right thing for people responding to this bioweapon.

Dr. Karladine Graves:



I was just going to say that today I received a call, that in my
neighboring state over here in Kansas, that I had two patients
that I was taking care of that did get COVID-19, and I was
treating with hydroxychloroquine and so on. This was maybe
two months ago. And they did well and recovered quite nicely.
However, they went on and got the vaccine. And after they got
the vaccine, they became very ill. And then, I treated them
again, just as I would a COVID-19 patient. They went on to
report this to the Health Department that actually let them
know, from their tracing department (that they were referred
to), that 90 percent of those that they had vaccinated at the
Health Department, in that particular [indistinguishable], now
were coming down with COVID-19.

Dr. Li Meng Yan:

Ninety percent?

Dr. Karladine Graves:

Ninety percent is what they said. Yes, ma’am. I even called
back. Because I thought I don’t want to say this if this is not
what they said. But they said that 90 percent of those that they
had given the vaccine to that they had come down with
COVID.

Dr. Li Meng Yan:

After how long was it when they got vaccine?

Dr. Karladine Graves:

That was just within a few weeks. I also have a gentleman—I
am helping the family—he was just fine—he had no health
issues. And after he received his two injections then he began
hallucinating. And he would run out into the yard and think
there was the police taking his son away and trying to fight



these imaginary people that he was hallucinating about, and
the family took him to the hospital, and they said he has a very
rapid onset dementia. Well, I think it is just exactly what Dr. F
said. I think it was actually the frontal temporal lobe, the
problem that happens when the brain actually turns into like a
sponge. And I think he probably actually has something of that
nature.

Dr. Li Meng Yan:

May I ask something? They do have one COVID-19 before,
and get treated, and they recovered, right?

Dr. Karladine Graves:

That is correct.

Dr. Li Meng Yan:

So, they should have the antibodies, I mean, at least 80 percent
of the time they should have antibodies. They are lasting in
their bodies. And then they—first thing—why do they still
need to get a vaccine at this time if they still have the
antibodies? Nature offering antibody. The second thing is—
besides other possibilities, let me say, next time catch the
pathogen—at least part of the pathogen—from coronavirus
and get some of the worst effect which is not by the Health
Department as COVID-19 symptoms. And what I want to ask
is, is there anything related to the antibody have before—is
this kind of antibody intense dependence enhancement from
COVID-19?

Dr. Karladine Graves:

Um hmm. Exactly. Are both of you concerned about the
antibody dependent enhancement (ADE)?

Dr. Richard Fleming:



Absolutely! The Osaka, Japan, paper, that was published well
back in 2020, showed that this spike protein has antibodies
that form not only to the receptor binding domain but to the
end terminal. And when those antibodies form to the end
terminal, it causes a conformational change in the spike
protein, opening up the regional binding domain—increasing
the infectivity of the spike protein. This is not the type of ADE
we have seen before. This is a different type of ADE. And it
doesn’t matter—in fact, some of the patients in the hospital
that have not done well, even though they have antibodies,
when they look at them they have more antibodies to the end
terminal domain. If you throw a spike protein into somebody’s
body, they are going to make both types, and it’s just a matter
of which one they are making more of as to what the outcomes
are. And that end terminal domain is present in those spike
proteins, and that gene sequence that the spike protein are
being made. And this tells us also that we are dealing with
something that has not been seen before. Because we don’t
have that type of problem of another type of antibody forming
to an end terminal domain enhancing the infectivity of the
spike protein. This hasn’t been seen with other types of ADE
phenomenon. So yes. The fact that someone gets ill from
SARS-CoV-2 forms the antibodies, recovers. All of that plays
into the question as to whether there are end terminal domain
antibodies floating around and whether the vaccine is
introducing something to promote more of that problem. You
know just making antibodies is not always a good thing. Strep
pharyngitis or strep throat, the reason why we, as physicians—
particularly cardiologists—treat you, is because we don’t want
you making antibodies, because the antibodies to strep
pneumonia—the antigens to which—look an awful lot like
your mitral and aortic valve, which causes rheumatic heart
disease. So just because you can make an antibody doesn’t



necessarily mean it’s a good thing. Making the wrong type of
antibody can enhance in this type of infectious agent that’s
man-made. All of this just speaks to a lack of scientific,
fundamental knowledge in the people that are running the
paradigm on this socially.

Dr. Li Meng Yan:

I am not a neurologist; I just have the medical knowledge
about neurological disease, but what I have pondered in my
third report, and also in my first, and I kept using it as a
smoking gun—is the envelop protein or E protein. In SARS-
CoV-2 it is 100 percent identical [indistinguishable] as the
backbone of the Gaoshan bat coronavirus. First, this is
evidence that it comes from the Gaoshan bat coronavirus—
which is, somehow, conveniently capped into SARS-CoV-2.
Because if it is going rough, the species that kind of host
changing and jump from bat to animal to animal to human—
definitely we will see the change because we already observed
the change during the early pandemic in human. And second
thing is, why do they keep it? Because this is a smoking gun.
And I write this problem from last year 19th of January, with
YouTube. China government quickly get response and later
they even lock up because they know someone release the real
information about this bioweapon. But why until now? No
scientist there to touch this E protein issue to argue with me.
Even Zhengli, and their Chinese Military Academy, they have
developed a lot of novel, fabricated, zoonotic, virus—
including bats or from pangolins—which all have the identical
E protein in those fabricated sequence. What do they want to
hide? Then, let’s back to check E protein’s function. Yes. It’s
not clearly investigated. But we know it’s important for virus
and modification and for some other important parts in the
coronavirus. But it also have another function. What is



discovered actually in my ex-lab (University of HK), is the lab
that got involved to discover this, is E protein can help the
virus maintain the new toxicity. I don’t mean that this is some
maybe smoking gun. It still need people to do more study
transmission problem. But I also want to tell people, “Why do
they choose Gaoshan bat coronavirus—they say forty-five or
they accept twenty-one? I want to tell people some
information—back to 2009 to 2014, there is big national grant
conducted by the China cities that have Charles Bugal. He
encouraged the people in the multilab region to finish this
project by capturing and identifying the novel zoonotic virus
all over China. Including coronavirus, dengue, or Zika or
hantavirus—all this—and for this—all the virus. There is one
thing is interesting in this five year project—every year—he
wanted to have people find two to three types of the novel
virus with the capacity to impact the brain—neural toxicity.
Why? Every year, two to three if they can complete this goal.
That means ten to fifteen novel virus will be found during five
years. But later, when I checked the data, I didn’t see at least
so many coronavirus were found with neurotoxicity function.
But later, from 2015 to 2017, so Dr. Guan Chan Ching, from
the 3rd Military Medical University, conducted the project in
the Cape, capturing the zoonotic virus—and then, from the bat
virus, he found CC45 and X 21[indistinguishable], so he
published the paper showing something unusual. Because this
is a bat coronavirus, and then they just checked whether this
can infect the suckling bat, and then they found in the suckling
bat brain, information. Very significant information. So for
me, I am doing the research with this, and I am checking on
other things, but use suckling rat to do these thing and present
when you just identify a novel virus. And then later, there are
no other functioning downstream publications, this is
something very weird. Whether it is a one trip some standard



and then because E protein can maintain the neurotoxicity, so
they wanted the GoF enhancing the neurotoxicity, they want to
keep the E protein—at least—for safety. I think this is a
question worthy of the scientists for more investigation.
Especially when we see there are a third of people from the
report lately that have neurologic disorder—including the
information or maybe the emotional change. We do have to
focus on this thing and see if there is something that comes
back [indistinguishable].

Dr. Karladine Graves:

Do either of you see this as a national security issue? Because
we are giving this to our first responders, to our military, our
police. Do you see it as a national security issue?

Dr. Li Meng Yan:

I think we need more data to check it. Because, at least now,
we see the adverse effects resulting and they published the
data is not that high—but that is just in a short period for a
short distance first. Short period. Just after we start the
vaccination for two or three months, right? So we don’t know
where there will be something that comes out later. For
example, I see some reports online that say some women’s
cycles show changed, and then when they reported it clinical
—they get a response that this is not included as part of the
worst effects. So whether this kind of unusual adverse effect or
included in this kind of data is also very important. And also,
yes, I think people, I mean government, should treat this very
seriously. And we don’t say the vaccine should be 100 percent
safety. Of course, if the vaccine should be 100 percent safety
for individuals. But when we use the massive vaccination, we
should guarantee that most of the people will be in a healthy
condition. Especially now, with the doctors, nurses, and



soldiers, all the important people, they get vaccines. Imagine!
If something happened!?! How would they protect the country,
and how would they treat the patients? And you know when
we get into mess last year—it is not because of the mortality—
it is because of the disorder in hospitals or it is because of the
sudden pandemic. So we should get avoid all these things of
sudden mess-up, and all these things should be noted by the
government.

Dr. Richard Fleming:

I would echo that. I think that at this point in time, there is
absolutely no reason for this vaccine to be given to anybody—
any of these vaccines. I think that we don’t know what they
are doing to people. Their data —daily or weekly—from the
VAERS that’s reporting on it—only shows more and more
harm to people and more and more deaths. The EUA
documents show—if you actually run the numbers—show
nothing statistically significant about a reduction in the
numbers of COVID or reductions in the deaths. So we are
using experimental drugs—pan vaccinating the entire country
—when we have drugs that can actually treat the infection and
the disease when it’s there. And we have no idea what the
ramifications of these vaccines are. We are going to find out. I
mean everybody is either part of the experimental or the
control group at this point in time, like it or not.

Dr. Karladine Graves:

I’ll be part of the control group!

Dr. Richard Fleming:

Your best chance of not coming down with SARS-CoV-2 or
COVID is to do one of three things:



1.

2.

3.

Improve your overall health and reduce the
comorbidities that increase your risk for having a
bad outcome if you get infected.

Actually be treated by a physician with
medications that we know treat the infection or the
disease.

Join the control group in one of these vaccine
trials, because other than the people in South
Africa, people aren’t dying from COVID-19 in
these COVID trials—if they are on the No Vaccine,
in contrast to more than 2,600 who have now died
following one of these three vaccines.

The more this hits the healthy and the young, the worse it
is. It’s clearly not good to hit the older people and people with
disease. For the life of me, I cannot fathom why anyone would
be excited about vaccinating our children, particularly down to
age two or three, with a vaccine that’s an experimental drug.
And if it hits our military, and it hits our police, and it hits our
frontline people, if it hits the doctors and nurses, it becomes a
crisis for another means. If it hits the general population and
causes damage, it is a crisis for the reason of causing harm to
the general population. But there is nothing good that comes
out of the way that we are approaching this right now:
Ignoring the fact that this is a bioweapon and man-made.
Ignoring the fact that there are medications that treat it.
Ignoring the fact that we rushed to put together vaccines that
haven’t been proven to reduce the instance statistically of
either coming down with COVID-19 or dying. All of that just
raises a serious question of what happened to the human race
and the intelligence. And if the goal was to cause chaos and
panic, it’s been successful.



Dr. Karladine Graves:

Yes, it has. Do either of you think that those individuals who
received the vaccine—if they are actually shedding some
virus?

Dr. Richard Fleming:

My response to that is—I have reviewed papers that have not
been accepted for publication due to flaws or errors in
methodology, studies that looked at sputum, stool, blood, and
urine samples over a protracted period of time from people
that got infected. And fortunately, the methodology that was
done was done in such a poor manner that they couldn’t
guarantee the location of where the people were getting
infected. So the answer is, I don’t know how much shedding
there is—if there’s shedding going on. We don’t have the data.
I don’t know if people who have had the vaccination are
shedding and are infectious to others. We don’t have the data.
We do know— from Moderna—that when lipid nanoparticles
—injections—are made into muscle from the influenza studies
that were done with lipid nanoparticles that the vaccine does
not stay in the site of the muscle. In the animal models that
they actually published their data on a few years ago—back in
2017, I believe—the lipid nanoparticles, and the influenza
virus that was connected with it, showed up in the brain, the
bone marrow, the liver, the spleen, every organ in the animal.
So to think that we are injecting these vaccines into muscles
and they are staying there is ignoring the science that was
published by Moderna—one of the three companies!

Dr. Li Meng Yan:

The virus itself is very high contagious, and it can be easily
transmitted from person to person. And when person get



vaccination—it doesn’t mean he cannot get the virus at least
attached to himself. So he is still has a chance once the person
has contacted a high concentration of the virus. And I think—
imagine the person—any type of even the surface which when
the highest concentration of the virus is attached—and other
people attach this surface—will have the chance to get
infected. And their vaccination doesn’t mean that this surface
won’t have the highest concentration of virus attached. And,
so in this way, I cannot say when you get vaccinated and the
people can touch you very safely and even that vaccine can
protect you. For this character of SARS-CoV-2, I still think
this is a potential risk for healthy people to—to contact very
closely—unless, the people who get vaccinated also wash their
hands, take care of themselves, and I still think that practicing
the safety when people get infected [indistinguishable]
prophylaxis [indistinguishable] and that is the real way so that
drugs can protect the virus from various mechanisms.
Basically, it is like eliminating the pull of the virus. This is the
fundamental way to remove the virus from our life. If I get
vaccine, I do not see this as a cure from people’s contacting.

Dr. Karladine Graves:

Well, we have gone over an hour. [some small talk] Dr. Li
Meng, aren’t you taking a risk? You’re kind of in hiding aren’t
you?

Dr. Li Meng Yan:

Yes. Kind of hiding some, in the east of the US. As I said, I am
the one to do these things. Because I am one actually of the
first scientists who gets involved into the investigation of
SARS-CoV-2 back to December 31, 2019. And later, I
revealed the things because of the cover-up and the delay from
the CCP. So I revealed it anonymously through a Chinese



YouTube [indistinguishable] when I was in HK to give the
warning to the world. And the one thing I can tell you, there
are five parts which are all verified later—include at that time
it is nineteenth of January, 2020, and I tell people there are
rarely human-to-human transmission like this and the virus
can be highly mutant and if it’s not, the Chinese government,
and also the WHO, are covering up the situation in the Wuhan
outbreak. And, if the Chinese government doesn’t promote the
management to control it, this will become a terrible outbreak
or pandemic later. And also, I tell that there is no one animal
host—and also the Wuhan seafood market is a smoke screen.
And the last thing is, I tell that this is a bioweapon designed by
Chinese military lab which is using the backbone of Gaoshan
bat coronavirus CC45 and X21. And also, I released some
genomes comparation [meaning? comparison?] like the E
protein [indistinguishable] identical proofs through that media.
So that makes in China they are scared because they didn’t
know someone can help this outside.

My winning is to tell the international world because that
YouTube blogger based in US maybe there are some foreign
audience or young people. And I also maybe some other
pressure—at least from international sites—back to China
government and lead them to counter this outbreak as soon as
possible.

And my work did give the government big pressure, and
they respond quickly—just within four hours—to triple the
infection—to triple COVID-19 cases from 62 to 198—and
then they quickly admit the human-to-human transmission.
And also they—at this level of the infectious disease of
SARSCoV-2 [raise] from the nonimportant thing to the
SARS1 level—then three days later the government suddenly
gave the lockdown order—though this is not my idea. But



government thought that is the way to contradict that kind of
outbreak. But they still let the people who carry the virus
going out and all over the world and later becoming the
disaster. And those travelers are innocent—and also, people in
the other world are innocent. The thing is the China
government locked down Wuhan and locked down other cities
but deliberately released these people out. And later I have
found several research still in my lab and collaborated with
Chinese scientists and has done a lot of research, including
publish my Nature paper as Cooper’s Ulcer using a
[indistinguishable] hamster as a transmissional model for
COVID-19 animal model—which is a highly recommended
paper because for the first time gives the right transmissional
model. And the right transmissional model is also the reason
China government made a mistake and thought this virus was
under their control. So they dared to put it out of the bio safety
lab to do their community trial and later make it a disaster.
And also the China government because I kept hearing after
the news [indistinguishable], and also ITJ 13 is fake. All these
things made China government angry. And then they targeted
me. At the end of April, I was tranmissional issues— warned
by Mr. [indistinguishable] in US, and he said I am in danger.
And I have managed to get to US. Because at the same time I
noticed the English-speaking country and the Chinese-
speaking population are totally isolated. So I also want the
Western world to know what really happened. And then I fled
to the US. And my family, my friends, all the people who
know me, and immediately they become controlled by the
government. And, so, I am actually, the kind of enemy to CCP,
and they spread a lot of rumor using the media to attack me,
and I get a lot of threats. So that is the reason I have to stay in
something secret. And also, that is why I publish my three
reports in the non–peer reviewed way, because I don’t want to



delay the time. I don’t know want them that they will make me
be scared. So at least I can show people the evidence. People
like you, and Dr. Fleming, you can read the report, see the
evidence, and verify the information for yourselves—even
when I am silent or disappeared. So, that is basically the story
in short.

Dr. Karladine Graves:

Thank you. We do really appreciate that you have done what
you are doing—as well as Dr. Fleming. You are both taking a
risk. I think that you know that. I think we all take a risk—all
of us who are standing up for the truth and getting it out to the
world.



CONCLUSION

A Gain-of-Function
Bioweapon

In 2019, the world was reintroduced to a type of warfare that
had been made illegal internationally following World War I,
when chemical weapons were used to physically maim and
destroy soldiers on the battle front. At that time, this type of
weapon was thought to be so incomprehensible and appalling
that humanity called for its cessation.

History has shown us that evil will raise its ugly head
when given the opportunity, and the United States has
repeatedly demonstrated that even where there is a symbol of
the best of humanity, the worst of humanity still dwells.

Evil always believes what it is doing is right. Dr. Joseph
Mengele thought he was right to conduct research on those he
deemed inferior, and these types of research projects were
carried out long before Mengele, and they have continued long
since.

It is said that good men need do nothing for evil to prosper,
and history has shown this once again to be the case. The
chapters in this book outlined what could have been a positive
chapter in human history—a better understanding of these
infectious diseases so as to reduce their threat to humanity
through research, including how they infect and harm us, as
well as how to stop them. Unfortunately, that is not the path
many took. Instead, they chose to expose and increase the
threat to humanity and in some instances to do so for financial
gain.



In the end, the US government funded and developed a
bioweapon that was built by the Chinese Communist Party
(CCP). It appears that the American government, along with
private funders, was playing the Chinese government, and the
Chinese government was playing the American government,
with the rest of us caught in the crossfire. For this, those who
participated in the funding, development, implementation, and
firing of this weapon should and must be held accountable for
their crimes against humanity.

We have looked at the publication pathway paid for by US
federal agencies, including the Department of Defense, Health
and Human Services, National Science Foundation, US
Agency for International Development, Department of
Commerce, Department of Agriculture, Department of the
Interior, the National Institutes of Health, and the National
Institute of Allergy and Infectious Diseases.

We have seen the patents issued following this research
and an accelerated, dangerous release of biologics containing
what the evidence shows to be Gain-of-Function sequences
assembled by scientists and physicians. The opening of
Pandora’s box—actually a jar—released “exhausting labor,
sickness, disease, pain, and death.”

In the words of Theognis of Megara1 from the sixth
century BC,

Hope is the only good god remaining among mankind; the others have
left and gone to Olympus.

Trust, a mighty god has gone, Restraint has gone from men, and the
Graces, my friend, have abandoned the earth.

Men’s judicial oaths are no longer to be trusted, nor does anyone revere
the immortal gods; the race of pious men has perished and men no longer
recognize the rules of conduct or acts of piety.



This book opens Pandora’s box one last time. This time, as
with Pandora’s final opening of the box, it’s to release hope—
hope treatments and hope to control and remove those from
power who have released this pandemic upon humanity. They
are truly responsible for crimes against humanity!

Despite the power of these people committing crimes
against humanity, there are still those among us choosing to
expose, sometimes at great cost, what these people have done
and continue to do. People like Dr. Li-Meng Yan, who bravely
stepped forward to tell the world what she knows. People like
Dr. Karladine Graves, who embraced Dr. Yan’s and my
discussion as we exposed the truth about this Gain-of-Function
bioweapon. People like Professor David W. Clements, Del
Bigtree, Alex Newman, Dr. Kevin W. McCairn, Luc
Montagnier, Pastor Stephen Broden, and a host of other
people, who have repeatedly reported on this Gain-of-Function
bioweapon and provided a voice for those of us trying to get
this important information out to all of you and to call for the
criminal accountability of those responsible for violating the
Biological Weapons Convention treaty and causing this
devastation, destruction, and death across the planet. For my
small role in exposing the truth and providing evidence of
treatments that work, I am grateful to be associated with these
brave, outstanding people. Finally, I would like to thank a
special group of people in Dallas, Texas, who embraced the
truth and stepped forward when others retreated!



Appendix
Fleming Inflammation and Heart Disease Theory

Packaged spliced sequences of hepatitis C virus, human
inmmunodeficeincy virus-1, SARS-CoV-1, and SARS-CoV-
2.1

Federal Grant monies paid to Peter Daszak of EcoHealth





CHAR500 government grants paid to EcoHealth in 2017:
$15,085,333

Bushmeat document from the Centers for Disease Control
(CDC)



Homeland Security Office of Health Affairs—National
Biosurveillance Integration Center



Source: www.dhs.gov/sites/default/files/publications/2015-Fac
tsheet-NBIC_0.pdf.

http://www.dhs.gov/sites/default/files/publications/2015-Factsheet-NBIC_0.pdf
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