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Dr. McCullough is an internist, cardiologist, epidemiologist. He maintains ABIM certification in internal medicine and cardiovascular
diseases. He practices both internal medicine including the management of common infectious diseases as well as the cardiovascular
complications of both the viral infection and the injuries developing after the COVID-19 vaccine in Dallas TX, USA. Since the outset of the
pandemic, Dr. McCullough has been a leader in the medical responsetothe COVID-1 9 di saster and has pubBadiss t
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ambulatory patients infected with SARS-CoV-2 in the American Journal of Medicine and subsequently updated in Reviews in Cardiovascular
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1976 U.S. swine flu vaccination program may offer
lessons for COVID-19 pandemic

After months of negative media coverage, the Guilaarre reports brought an overdue end to the swine flu affair.

C2NRQAa LINPINIYYS 41 & &adzaLISYRSR Ay 5SOSYOSNI mpTtc gAGK 2yf e
leaving 550 cases of GuilleBarre and 25 deaths And since the US government had offered liability coverage to the
pharmaceutical manufacturers that summégyndreds of compensation clainfsom GuillainBarre claimants followed

for years afterward.

Before it was cut short, the program's goal was to vaccinate every American by the
end of 1976

g Mark Gollom - CBC News - Posted: Dec 03, 2020 4:00 AM ET | Last Updated: December 3, 2020
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Covid-19 Vaccine Pharmacovigilance Report

Reported Deaths for Major Drug/Vaccine Recalls
(Data Obtained from VAERS and FAERS)

Polio Vaccine "Cutter Incident of 1955" _ |
(<1yn)

Swine Flu Vaccine of 1976 (<1 yr) —
Meridia (13 yrs, recalled 1997) —

Posicor (1 yr, recalled 1998) —
Diethylstilbestrol (37 yrs, recalled 1975) —
Seldane (13 yrs, recalled 1997) —
Rezulin (1 yr. recalled 2000) —

Baycol (4 yrs, recalled 2001) —

Bextra (1 yr, recalled 2005) —

Vioxx (3 yrs, recalled 2004) —

Covid-19 Vaccines (1 yr, recalled 2022)* —
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(5) worldcouncilforhealth.org/resources/covid-19-vaccine-pharmacovigilance-report/
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Covid-19, Social Demand Safety, Safety, Safety

Standing, and the

New WOl'l(l Ol'der by.Dr. Peter McCu.IIough | JL‘Jn 5,2021| Healthcare, World.

This product of gain of function research in the Wuhan lab is what made SARS-CoV-
by Wallace Garneau | Sep 15, 2 super infectious and damaging to the body resulting in organ damage, respiratory
2021 failure, and blood clots. The CDC has verified a record 262,521 safety reports
| have not had a Covid-19 including 4,406 deaths, and 14,986 hospitalizations. These exceed the numbers for
vaccine. Let me open this article all previous vaccines in all years combined in history—making the COVID-19 the
up right out of the gate by saying most dangerous vaccine of all time...

that. That does not mean | am
anti-vaccine, or that | think the
Covid-19 vaccines are unsafe or
ineffective. | follow the science,
and by that, | mean that | follow
the...

COVID Q &A
with Dr. Peter
McCullough, #3

by Malcolm Out Loud | Sep 15,
2071

We, the general public are so
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The great gamble of COVID-19
vaccine development
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We are over six months into the consequences of the SARS-Co-V2
pandemic in the United States. Patients, families and doctors are
frightened, weary and frustrated by the lack of support from regulatory
agencies — the National Institutes of Health, Food and Drug
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Congress of the United States

BHashimglon, DL 203515

MEMORANDUM
TO: Select Subcommittee on the Coronavirus Pandemic Members
FROM: Select Subcommittee on the Coronavirus Pandemic Majority Staff
DATE: March 5, 2023
RE: New Evidence Resulting from the Select Subcommittee’s Investigation into the

Origins of COVID-19 — “The Proximal Origin of SARS-CoV-2”

On February 1, 2020, Dr. Anthony Fauci, Dr. Francis Collins, and at least eleven other
scientists convened a conference call to discuss COVID-19.! It was on this conference call that
Drs. Fauct and Collins were first warned that COVID-19 may have leaked from a lab in Wuhan,
China and, further, may have been intentionally genetically manipulated.?

Only three days later, on February 4, 2020, four participants of the conference call
authored a paper entitled “The Proximal Origin of SARS-CoV-2" (Proximal Origin) and sent a
draft to Drs. Fauci and Collins.? Prior to final publication in Nature Medicine, the paper was sent
to Dr. Fauci for editing and approval.*

On April 16, 2020, slightly more than two months after the original conference call, Dr.
Collins emailed Dr. Fauci expressing dismay that Proximal Origin—which they saw prior to
publication and were given the opportunity to edit—did not squash the lab leak hypothesis and
asks if the NIH can do more to “put down” the lab leak hypothesis.®> The next day—after Dr.
Collins explicitly asked for more public pressure—Dr. Fauci cited Proximal Origin from the
White House podium when asked if COVID-19 leaked from a lab.°
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A SARS-like cluster of circulating bat coronaviruses

shows potential for human emergence

Vineet D Menachery', Boyd L Yount Jr', Kari Debbink'~, Sudhakar Agnihothram®, Lisa E Gralinski',
Jessica A Plante!, Rachel L Graham!, Trevor Scobey', Xing-Yi Ge*, Eric F Donaldson', Scott H Randell*#,
Antonio Lanzavecchia’, Wayne A Marasco®™*, Zhengli-Li Shi* & Ralph S Baric' *

CoV, which is currently circulating in Chinese horseshoe bat
populations!. 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. The results indicate that group 2b
viruses encoding the SHC014 spike in a wild-type backbone
can efficiently use multiple orthologs of the SARS receptor
human angiotensin converting enzyme Il (ACE2), replicate
efficiently in primary human airway cells and achieve in vitro
titers equivalent to epidemic strains of SARS-CoV. 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

ScientificrEraud-to Covel

NATURE MEDICINE | VOL 26 | APRIL 2020 | 450-455 | www.nature.com/naturemedicine

correspondence

The proximal origin of SARS-CoV-2

To the Editor — Since the first reports of
novel pneumonia (COVID-19) in Wuhan,
Hubei province, China'?, there has been
considerable discussion on the origin of
the causative virus, SARS-CoV-2° (also
referred to as HCoV-19)". Infections with
SARS-CoV-2 are now widespread, and as
of 11 March 2020, 121,564 cases have been
confirmed in more than 110 countries, with
4,373 deaths’.

SARS-CoV-2 is the seventh coronavirus
known to infect humans; SARS-CoV, MERS-
CoV and SARS-CoV-2 can cause severe
disease, whereas HKU1, NL63, OC43 and
229E are associated with mild symptoms®.
Here we review what can be deduced about
the origin of SARS-CoV-2 from comparative
analysis of genomic data. We offer a
perspective on the notable features of the
SARS-CoV-2 genome and discuss scenarios
by which they could have arisen. Our
analyses clearly show that SARS-CoV-2 is
not a laboratory construct or a purposefully
manipulated virus.

M) Check for updates |

While the analyses above suggest that
SARS-CoV-2 may bind human ACE2 with
high affinity, computational analyses predict
that the interaction is not ideal” and that
the RBD sequence is different from those
shown in SARS-CoV to be optimal for
receptor binding™"". Thus, the high-affinity
binding of the SARS-CoV-2 spike protein
to human ACE2 is most likely the result of
natural selection on a human or human-like
ACE2 that permits another optimal binding
solution to arise. This is strong evidence
that SARS-CoV-2 is not the product of
purposeful manipulation.

2. Polybasic furin cleavage site and
O-linked glycans. The second notable
feature of SARS-CoV-2 is a polybasic
cleavage site (RRAR) at the junction of

S1 and $2, the two subunits of the spike®
(Fig. 1b). This allows effective cleavage by
furin and other proteases and has a role

in determining viral infectivity and host
range'”, In addition, a leading proline is also
inserted at this site in SARS-CoV-2; thus,

Kristian G. Andersen'’™,

Andrew Rambaut®?, W. Ian Lipkin',
Edward C. Holmes ®>and Robert F. Garry”
"Department of burinology ard Microbialogy.

The: Seripps Rescarch Tnstitule, 1 Jolla, CA, USA

low-pathogenicity avian influenza viruses
into highly pathogenic forms'®. The
acquisition of polybasic cleavage sites by
HA has also been observed after repeated
passage in cell culture or through animals'”.
The function of the predicted O-linked
glycans is unclear, but they could create a
‘mucin-like domain’ that shields epitopes
or key residues on the SARS-CoV-2 spike
protein'®. Several viruses utilize mucin-
like domains as glycan shields involved
immunoevasion . Although prediction
of O-linked glycosylation is robust,
experimental studies are needed
to determine if these sites are used in
SARS-CoV-2.

Theories of SARS-CoV-2 origins

Itis improbable that SARS-CoV-2 emerged
through laboratory manipulation of a
related SARS-CoV-like coronavirus. As
noted above, the RBD of SARS-CoV-2 is
optimized for binding to human ACE2 with
an efficient solution different from those
previously predicted”'’. Furthermore, if

Vineet D.
Rachel L. Graham®, Trevor Scobey”
Raymond ). Pickles“?, Davide Corti
and Ralph S. Baric*<'

[AS |
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Vi  Ginisration, Jefterson, AR 72079

SARS-like WIV1-CoV poised for human emergence
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Fig. 1. Full-length and chimeric WIV infectious clones produce viruses that
replicate in primary human airway epithelial cell cultures. (4) Spike amino
acid residues that interact directly with human ACE2 from SARS-CoV, SARS
MAI1S, and WIV1-CoV spike proteins. Residue changes are highlighted by
color. (8) Interaction between S1 domain of SARS-Urbani spike (black) and
WIV1 spike (blue) with human ACE2 (gray). Contact residues highlighted
with consensus amino acids (red) and differences (circled) between SARS and
WIV1 spike proteins; human ACE2 contact residues are also highlighted
(orange). (C) Viral replication of WIV1-CoV (blue), WIV1-MA15 (blue
hatched), and SARS-CoV Urbani (black) following infection of Vero cells at a
multiplicity of infection (MOI) of 0.01. (D) Well-differentiated air-liquid in:
terface primary human airway epithelial cell cultures were infected with
SARS-CoV Urbani (black), SARS-CoV MA1S (black hatched), WIVI-MA1S
(blue-white hatched), and WIV-CoV (blue) at (€) MOI of 0.01 in cells from the
same donor at an MOI of 0.01. Samples were collected at individual time
points with biological replicates (n = 3) for all experiments for both C and D.
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The origins of SARS-CoV-2: A critical review

Edward C. Holmes,''* Stephen A. Goldstein,” Angela L. Rasmussen,® David L. Robertson,* Alexander Crits-Christoph,*®
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'Marie Bashir Institute for Infectious Diseases and Biosecurity, School of Life and Environmental Sciences and School of Medical Sciences,
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sen et al., 2020). There is no rational experimental reason why
a new genetic system would be developed using an unknown
and unpublished virus, with no evidence nor mention of a
SARS-CoV-2-like virus in any prior publication or study from
the WIV (Ge et al., 2012; Hu et al., 2017; Menachery et al.,
2015), no evidence that the WIV sequenced a virus that is closer
to SARS-CoV-2 than RaTG13, and no reason to hide research on
a SARS-CoV-2-like virus prior to the COVID-19 pandemic. Under

CONCLUSIONS

As for the vast majority of human viruses, the most parsimonious
explanation for the orgin of SARS-CoV-2 is a zoonotic event.
The documented epidemiclogical history of the virus is compa-
rable to previous animal market-associated outbreaks of coro-
naviruses with a simple route for human exposure. The contact
tracing of SARS-CoV-2 to markets in Wuhan exhibits striking
similarities to the early spread of SARS-CoV to markats in
Guangdong, where humans infected early in the epicemic lived
near or worked in animal markets. Zoonotic spillover by defini-
tien selects for viruses able to infect humans. Although strong
should be to minimize the
likelihood of laboratory accidents in virological research, those
laboratory escapes documented to date have almost exclusively
involved viruses brought y f
their known human infectivity.
There is currently no evidence that SARS-CoV-2 has a labora:
tory origin. There is no evidence that any early cases had any
cennaction 1o the WIV, in contrast to the clear epidemiological
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Vaccines 2022, 10, 961

More than 100 vaccines have been developed against-8AR3, 26 of which nave peen
evaluated in phase Il clinical trials according to the World Health Organization (WHO) |

Compound . Doses Storage
(Trade Name) Manufacturer Mechanism Needed Interval ©C)
BNT162b2 Pfizer/BioNTech mRNA 2 21d 70
(Comirnaty)
mRNA-1273 (Spikevax) Moderna mRNA 2 28d —20
ChAdOx1 nCoV-19 (Vaxzevria) AstraZeneca/Oxford AdV-vectored 2 4-12 wk 2-8
Ad26.CoV2.S Johnson & Johnson AdV-vectored 1 - 2-8
Gam-COVID-Vac (Sputnik V) Gamaleya Research Institute AdV-vectored 2 21d —18
AdS_?CO.V CanSino AdV-vectored 1 - —20
(Convidecia)
NVX-CoV2373 Novavax Protein subunit 2 21d -20
(Covovax)
FpiVacCorona Vector Institute Protein subunit 2 21d 2-8
(Aurora-CoV)
BBIBP-CorV (Covilo) Sinopharm (Beijing) Inactivated virus 2 21-28d 2-8
WIBP-CorV Sinopharm (Wuhan) Inactivated virus 2 14-21d 2-8
Vero cell (CoronaVac) Sinovac Biotech Inactivated virus 2 28 d 2-8
BBV152 (Covaxin) Bharat Biotech Inactivated virus 2 28 d 2-8

AdV, adenovirus; d, days; n.a., not available; wk, weeks.
Fiolet, T.; Kherabi, Y.; MacDonald, C.]J.; Ghosn, J.; Peiffer-Smadja, N. Comparing COVID-19 vaccines for their characteristics,

efficacy and effectiveness against SARS-CoV-2 and variants of concern: A narrative review. Clin. Microbiol. Infect. 2022, 28,
202-221. [CrossRef] [PubMed]



Virus Vector DNA and mRNA Vaccines

Replication-Defective
Virus Vector DNA mMRNA Vaccine
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Clinical Concerns
-mRNA or adenoviral DNAduceproduction of the Spike protein
-Cell, tissue, organ endothelial damage
-Spike proteinn body fluids, donated blood
-No genotoxicityteratogenicity, or oncogenicistudies
-Concerning ovarian biodistribution study (Pfizer, Japan)
-Concerning reduced fertility study (Moderna, EMA)
-No EAC, DSMB, Human Ethics Committee
-No restriction of properly excluded groups from RCTs
-Pregnant women, women of childbearing potential
-COVID survivors, previously immune
-Norisk stratificationfor hospitalization and death
-No data transparency
-No mitigation of risks for public
-No assurances on logrm safety

T
ve wish tc 7confidence in science and public health.

EAC=events adjudication committee; DSMB=data safety monitoring board; EMA=European Medicines Agen:



Immune imprinting, breadth of variant
recognition, and germinal center response
in human SARS-CoV-2 infection and vaccination
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detected vaccine e GCs of LNs on days
7, 16, and 37 postvaccination, with lower but still appreciable
specific signal at day 60 (Figures 7A-7E). Only rare foci of vac-
cine mMRNA were seen outside of GCs. Axillary LN core needle bi-
opsies of nonvaccinees (n = 3) and COVID-19 patient specimens
were negative for vaccine probe hybridization. Immunohisto-
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LNs varied between individuals but showed abundant spike pro-

tein in GCs 16 days post-second dose, with spike antigen still

present as late as 60 days post-second dose. Splke antigen *Correspondence: publications_scott_boyd@stanford.edu

localized in a reticular pattern around the GC cells, similar to https://doi.org/10.1016/.cell.2022.01.018

staining for follicular dendritic cell processes (Figure 7B).
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Intracellular Reverse Transcription of Pfizer BioNTech
COVID-19 mRNA Vaccine BNT162b2 In Vitro in Human Liver

L
Cell Llne Citation: Aldén, M.; Olofsson Falla,
.1 ) 1 . 1 1 1 E; Yang, D.; Barghouth, M.; Luan, C.;
Markus Aldén Francisko Olofsson Falla -, Daowei Yang *, Mohammad Barghouth *, Cheng Luan i ‘ -
4 4 4 4 4 Rasmussen, M.; De Marinis, Y.

Magnus Rasmussen ? and Yang De Marinis 1*

Intracellular Reverse Transcription of
Pfizer BioNTech COVID-19 mRNA

Vaccine BNT162b2 In Vitro in Human
B N T 1 62 b2 Seq u e n Ce (42 84 baseS) Liver Cell Line. Curr. Issues Mol. Biol.

2022, 44, 1115-1126.
https:/ /doi.org/10.3390/
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Figure 1. PCR primer set used to detect mRNA level and reverse-transcription of BNT162b2. Illustra-
tion of BNT162b2 was adapted from previously described literature [34].
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SHORT COMMUNICATIONS

SARS-CoV-2 spike mRNA vaccine sequences circulate
in blood up to 28 days after COVID-19 vaccination

CirculatingnRNA In
blood 28 days after
Injection
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be transported to distant cells. Little has been reported on lipid
nanoparticle biodistribution and localization in human tis-
sues after COVID-19 mRNA vaccination. In rats, up to 3 days
following intramuscular administration, low vaccine mRNA
levels were detected in the heart, lung, testis, and brain tis-
sues, indicating tissue biodistribution.* We speculate that,
following the vaccine administration, lipid nanoparticles con-
taining the vaccine mRNA are carried to mammary glands via
hematogenous and/or lymphatic routes.>® Furthermore,
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