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The Covid-19 Scam & Vaccines.

A new section on the Covid-19 vaccines can be found below.

The latest VAERS (Vaccine Adverse Event Reporting System) data, repackaged to make it readable, can be found here. (WinZip
opens .gz files)

This file lists 77,827 Covid-19 sequences and their mutations.

The Covid-19 HOAX can be seen in the way Covid-19 spread.

It spread to the whole world but jumped over the major Chinese cities.

You know Shanghai, Beijing, Guangzhou, Hong Kong, etc. On March 16, about 2 months after the Wuhan lockdown,
Beijing Municipality had only 442 confirmed cases of Covid-19 (population 20 million),

Shanghai Municipality had only 353 confirmed cases of Covid-19 (population 23 million),

Guangdong Province had only 1,357 confirmed cases of Covid-19 (population 104 million),

Hong Kong Region had only 141 confirmed cases of Covid-19 (population 7 million).

Get that... it didn't appreciably spread (before or after the Wuhan lockdown) to any of the major Chinese cities.
But there was a tremendous spread of the disease (before the Wuhan lockdown) to Iran and Italy.

How's that?

The Washington Post reported that 5 million people left Wuhan between January 10 (the start of the Chinese New Year travel rush)
and the lockdown.[1]

Get that... at the height of the uncontrolled epidemic, five million leave Wuhan for elsewhere in China, but do not
appreciably spread the disease. They spread it to many other cities, but very few catch the disease.

But a very small number from Wuhan, somehow, massively spread the disease to Iran and Italy.
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How's that?

Already we have very strong evidence that Covid-19 was deliberately spread. The disease was observed to spread rapidly
throughout Wuhan indicating it was very contagious, yet millions left Wuhan for the new-year celebrations in their ancestral
towns, and barely spread the disease, indicating it is hardly contagious at all. Then it suddenly becomes very contagious in Iran,
and Italy.

And what about Africa?
As of April 16, there were only 16,500 confirmed cases of Covid-19 in all of Africa.

Get that... only 16,500 cases in all of Africa. Africa, which has seen massive Chinese investment accompanied by over a
million Chinese workers.

How's that?

And what about the spread of the Delta variant. What good are the lockdowns, travel restrictions, and isolation. The Delta variant
charges right past them all. Do they think we are stupid? This is further very strong evidence that Covid-19 is being deliberately
spread. (Actually, since the PCR tests do not differentiate the Delta variant, it is possible that a great many cases are simply being
labeled the Delta variant, whether they are or not. In this way the "breakthrough cases" can be blamed on a scary new variant,
rather than admit that the vaccines simply do not work as effectively as claimed against the original varieties.)

COVID deaths by region
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The above graphic from the Los Angeles Times shows the daily Covid-19 deaths (14 day average) per 100,000 people, for each

continent. Note that Covid-19 was never much of a problem in Africa and Asia, even though the RNA data showed that it had been

found right across Africa, and Asia, by March/April 2020. This is incredibly strong evidence that Covid-19 has been deliberately
spread (mainly to the rich countries).

Notes: Guangzhou is the capital of Guangdong Province.

See below for the March 16 record of the confirmed cases in each of the Chinese Provinces/Municipalities.

The Wuhan lockdown occurred on January 23. All flights from Wuhan stopped on January 23. Flights resumed on April 8§ when
the Wuhan lockdown was lifted. With the opening on April 8 you were free to visit China and see everything for yourself. Two
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weeks of isolation was required upon entry.

So the early evidence showed that Covid-19 is not particularly contagious.

However, the media pushed the story that Covid-19 was both very contagious, and very dangerous.
Since the beginning, there has been a coordinated effort to exaggerate the dangers of Covid-19.
This has been admitted by officials in Italy, and England.

"But Prof Ricciardi (Scientific Adviser to Italy's Minister of Health) added that Italy's death rate may appear higher because of
how doctors record fatalities. "The way in which we code deaths in our country is very generous in the sense that all the people
who die in hospitals with the coronavirus are deemed to be dying of the coronavirus." From here or here.

Prof Ricciardi also said: "On re-evaluation by the National Institute of Health, only 12 per cent of death certificates have shown a
direct causality from coronavirus (Covid-19), while 88% patients who have died have at least one pre-morbidity — many had two
or three."

The UK's Chief Scientific Officer, Sir Patrick Vallance, stated: "¢ is worth remembering again that the ONS (Office for National
Statistics) rates are people who've got Covid on their death certificates. It doesn't mean they were necessarily infected because
many of them haven't been tested. So we just need to understand the difference.”

Policies designed to spread Covid-19 to Care Homes.

On March 25th, 2020, New York Governor Cuomo issued an executive order forcing the transfer over 4,500 Covid-19 patients
from hospitals to their nursing homes (also called old-age or care homes). In the following weeks the nursing homes saw 6,000
deaths from Covid-19. The decision drew fire as soon as it was announced from medical experts, nursing home operators, and the
families of residents. However, it was forced through anyway. Similar orders were given in a number of other states. See here.

When the Justice Department requested data (26 August 2020) from governors Andrew Cuomo of New York, Phil Murphy of New
Jersey, Tom Wolf of Pennsylvania and Gretchen Whitmer of Michigan, on their orders requiring nursing homes to admit Covid-19
patients, Cuomo and Whitmer dismissing it as a political charade saying that "A¢ least 14 states - including Kentucky, Utah and
Arizona - have issued similar nursing guidance all based on federal guidelines...." See here.

Playing Russian roulette: Nursing homes told to take the infected. California, New Jersey and New York have made nursing homes
accept Covid-19 patients from hospitals. Residents and workers fear the policy is risking lives. See this New York Times article.

You could make a strong argument that the USA's deadly coronavirus problem is largely a nursing home problem, dangerous
everywhere but far more prevalent in a half-dozen or so of the country's more heavily and densely populated states. What's more,
many of these states enacted coronavirus response policies that likely put nursing home residents at higher risk for infection. See
here.

In mid-June 2020, Republican Whip Steve Scalise announced that he had sent letters to the governors of California, Michigan,
New Jersey, New York, and Pennsylvania, demanding they explain why they ignored protocols and forced Covid-19 patients into
nursing homes. Scalise noted, "While nursing home residents make up 0.6% of the U.S. population, they account for 42% of
nationwide Covid-19 deaths". That is, 70% of all U.S. Covid-19 deaths had (up till that time) been in care homes.

As of Nov. 24, 2020, it was claimed that 264,000 people in the United States had died from Covid-19. Of these deaths 100,033
occurred in nursing homes (long-term care facilities). That is, 38% of all U.S. Covid-19 deaths had (up till that time) been in care
homes. The rest of the U.S. was beginning to catch up.

The Amnesty International Reports: Covid-19 and Care Homes.
Policies designed to kill hundreds of thousands of the elderly.

The report on the United Kingdom. Some passages from the report:

Covid-19 has had a devastating impact on older persons living in care homes in England. 28,186 "excess deaths" were recorded in
care homes in England between 2 March and 12 June, with over 18,500 care home residents confirmed to have died with Covid-19
during this period. UK government decisions and failures resulted in violations of the human rights of people living in care homes,
notably the right to life, to health and to non-discrimination. From discharging 25,000 patients, including those infected, into care
homes; to denying care homes residents admission to hospital and imposing "do not attempt resuscitation" orders on them without
due process, to failing to provide PPE (personal protective equipment) and testing to care homes. Older persons living in care
homes were abandoned to die.

I guess; "people in care homes had their right to life violated", sounds better than; "people in care homes were murdered,” but it is
less accurate.
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The following was so deceptively worded that I have added explanation (in brackets).

The Department of Health and Social Care.... adopted a policy,... that led to 25,000 patients, including those (known to be) infected
(with Covid-19, and also those who were) possibly infected with Covid-19 (as they) had not been tested, being discharged from
hospital into care homes between 17 March and 15 April—exponentially increasing the risk of transmission to the very population
most at risk of severe illness and death from the disease. (This, while being denied) access to testing, (being denied) personal
protective equipment, (while having) insufficient staff, and limited (and confusing) guidance. (As expected) care homes were
overwhelmed.

Care home managers have reported to Amnesty International, as well as to the media, that they were pressured in different ways to
accept patients discharged from hospital who had not been tested or who were Covid-19 positive.

I was contacted by concerned residents, saying surely we wouldn't put Covid-19 patients in care homes where the most vulnerable
are? But commissioning [the council commissioning department] said, yes we are....

They endangered older people by discharging infected patients into care homes, without even providing tests and personal
protective equipment.

Baroness Ros Altmann said: "care homes were left behind in the scramble for PPE, for emergency admission, ventilation and for
testing... It's almost as if the system is stacked against them."

Care England has also reported incidents of supplies ordered by care homes being requisitioned for the NHS (National Health
Service).

Our local hospital always had over 500 empty beds and so staff were not under pressure and they had lots of PPE. (However) we
had 45 percent of the staff self-isolating and were scrambling to get PPE and even food.

By barring both oversight and family visits, the government increased the risk that care home residents would be exposed to
abuses that would not be identified, reported and investigated.

It was the same in Italy. Some passages from the Italian report:

We can distinguish the transfers of Covid-19 positive patients discharged from hospitals to care homes:
1) patients from hospitals who were no longer acute but still Covid-19 positive.
2) patients from hospitals who were assumed non-Covid-19 positive, but were not tested,...

Infected patients discharged from hospitals also arrived in the same facilities. Some had not been swabbed at all (i.e., were not
tested), but others had been determined positive for Covid-19 in hospital and had been sent to care homes without verifying the
homes ability to assist these people safely.

The transfers of patients from hospitals to nursing homes took place continuously, without warnings, instructions or discussions.

The sending of positive Covid-19 patients discharged from hospitals to care homes.... where there were inadequate supplies of
nasal swabs, and PPE, endangered the lives of residents and staff.

The managers of a care home reported that it has not been able to obtain any PPE from local health authorities for several weeks
and that the small quantity that they eventually managed to buy, independently, was requisitioned by the customs authorities and
redirected to hospitals.

Hundreds of patients had died, but in many homes, in Lombardy and elsewhere, swabs were rare, mostly not available at all. In
many facilities, the first swabs — both for residents and operators — arrived only in the month of April, when the peak of
infections and deaths had passed and thousands of residents had died. In other homes they arrived weeks later than this.

In Lombardy the situation was completely lost: we were abandoned like ships at sea without fuel, a total abandonment, they didn't
even answer the phone.

Nobody is going in [to care homes], so there are no witnesses to whatever is going on.

Amnesty International report: United Kingdom (English)
Amnesty International report: Italy (Italian)

Amnesty International report: Spain (Spanish)

Amnesty International report: Belgium (French)

It is interesting that the United States branch of Amnesty International did not see fit to publish anything on the situation there.

The Spanish Amnesty International report is to a large extent damage control. This report has been carefully written to avoid all
mention of hospitals sending Covid-19 positive patients to care homes. However, it has been widely reported that Covid-19 spread
to care homes more rapidly in Spain than in any other country. And, if the hospitals did not spread the disease to the Spanish care
homes, then how did it spread to them so quickly?
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That Spanish hospitals discharged positive Covid-19 patients can be seen from here, section 3.2.2, where it says: "The guide for
the prevention and control of COVID-19 in nursing homes and other residential centres indicates that if a resident has been
hospitalized they may be returned to their established care home, or newly admitted to a care home, even if their PCR is still
positive." The guide goes on to say that the patient should be isolated and monitored in the home for 14 days (but in many cases
this was made difficult, if not impossible).

The complete Spanish Amnesty International report includes 5 short videos and 3 PDFs. You can download them here.

The New York Governor, Cuomo, refuses to say who conceived of the order (to send Covid-19 positive patients to care homes).
But as you can see, the person/people who gave the order, gave it worldwide. Who has this sort of power? Perhaps Cuomo should
be charged with murder to loosen his tongue.

Recently, the media has been trying to impeach Cuomo over the massive under-counting of nursing home deaths, and numerous
accusations of sexual harassment. These are designed to throw the real issue into the background. However, Cuomo will eventually
have to be thrown under the bus to protect those who actually designed (and understood the implications of) the policy which
Cuomo carried out.

Unsurprisingly, those countries known to have adopted this policy (of sending Covid-19 positive patients to care homes) have
among the highest number of deaths (per unit of population). It would be interesting to know if the other countries with very high
death percentages, namely, Bulgaria, Portugal, Slovenia, and Czechia, also subscribed to this evil policy.

You may ask why the media has refused to tell you about the Amnesty International reports. You may ask why the media is
protecting these killers.

Proof that homes for the aged were targeted.

The province of Ontario, Canada, has two types of homes for the aged:

Long-term Care Homes, which are administered by the Ministry of Long-term Care, and
Retirement Homes, which are administered by the Retirement Homes Regulatory Authority.

Retirement Homes are not required to provide the same level of care as Long-term Care Homes, however, many Retirement
Homes are, in essence, Long-term Care Homes. Long-term Care Homes are largely government funded, whereas Retirement
Homes are not. Long-term Care Homes are 54% privately run, and 46% government run. Retirement Homes are 100% privately
run.

There are about 627 (licensed) Long-term Care Homes in Ontario.
There are about 770 (licensed) Retirement Homes in Ontario.

There were Covid-19 outbreaks in 272 (43.4%) of the 627 Long-term Care Homes, till Apr 7.[9]
There were Covid-19 outbreaks in 38 (4.9%) of the 770 Retirement Homes, till Apr 7.[10]

So, the Long-term Care Home outbreaks are 43.4/4.9 = 8.86 times more prevalent than Retirement Home outbreaks.

Because an outbreak is, by definition, the introduction of Covid-19 into an old-age home from the outside, the most important
factor influencing an outbreak is the number of people that the residents meet from outside the home. Long-term Care Home
residents would generally meet more staff (from outside the home), whereas Retirement Home residents would meet more
outsiders while they were away from the home, as they are free to wander wherever they choose. Which of the two groups would
meet more outsiders? One suspects that Retirement Home residents would come into contact with more outsiders than Long-term
Care Home residents.

Given this, one would expect that Retirement Homes would have had a few more outbreaks than Long-term Care Homes.
However, initially, Long-term Care Homes had nearly nine times the number of outbreaks. This is proof that Covid-19 was
deliberately spread to Ontario's Long-term Care Homes, but not to the Retirement Homes. It appears that the list of targeted places
included Long-term Care Homes, but not Retirement Homes. An administrative oversight by the spreaders?

[9] In the article: Risk Factors Associated With Mortality Among Residents With Coronavirus Disease 2019 (Covid-19) in Long-
term Care Facilities in Ontario, Canada, we read "In this analysis, we documented the rapid spread of Covid-19 through Ontario's
long-term care system, with a marked increase in risk of death among older residents with frailty during a brief period from late
March to early April 2020 (April 7)," and "A total of 627 long-term care facilities were included in the provincial data set,; of
these, 272 (43.4%) were identified as having either confirmed or suspected Covid-19 infection in residents or staff."

[10] Data for the number of Retirement Homes with Covid-19 outbreaks has been collected by the Retirement Homes Regulatory
Authority. It is displayed here. Click on "Timeline of Active & Resolved Outbreaks". Strictly, it should be "There were Covid-19
outbreaks in at most 38 of the 770 Retirement Homes." The data from March to July can be found here.

More evidence that homes for the aged were targeted.
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In Ontario, as of June 1, there were:

1,652 (89.2%) deaths in Long-term Care Homes.[11]
199 (10.8%) deaths in Retirement Homes.[12]

So, there were about nine times as many deaths in Long-term Care Homes.
About nine times as many outbreaks has led to about nine times as many deaths.

This indicates that the severity of the outbreaks in both classes of home were similar, which is not what we have been told.
Although, this is roughly what one should have expected as Long-term Care Homes, and Retirement Homes, are quite similar.[15]

Some amazing statistics.

As of 1 June, 92% of all Covid-19 deaths in Nova Scotia, occurred in Long-term Care Homes.[13]

As of 1 June, 88% of all Covid-19 deaths in Quebec, occurred in Long-term Care Homes.[13]

As of 1 June, 1,851/2,293 = 81% of all Covid-19 deaths in Ontario occurred in Long-term Care Homes.[13]

These percentages tell us that there were very few cases outside the Long-term Care Homes from which Covid-19 could naturally
spread into the Long-term Care Homes. This is more evidence that Covid-19 was deliberately spread to Ontario's Long-term Care
Homes. It also shows that in Ontario the disease was not actively spread to the general community. Someone got lazy?

By June 1, the Long-term Care Homes in the Canadian provinces/territories, Prince Edward Island, Yukon, Northwest Territories,
and Nunavut had no cases of Covid-19 at all, and those in Newfoundland and Labrador, New Brunswick, Manitoba, and
Saskatchewan had 12 cases between them (including 4 deaths).[14]

So, it seems that the spreaders lacked the manpower to tackle all the Care Homes in the more sparsely populated areas of Canada.
In fact, the lack of manpower was felt globally. Remember, that as of April 16, months after the beginning of the pandemic, there
were only 16,500 confirmed cases of Covid-19 in all of Africa.

[11] From here. The number of resident deaths in Long-term Care Homes, till June 1, is given to be 1,652. Note that the data
before April 25 (i.e., the data concerning the first 654 deaths) has been censored.

[12] Table 2, page 7, of the article, Understanding the impact of Covid-19 on residents of Canada's long-term care homes —
ongoing challenges and policy responses, states that the number of deaths in both Long-term Care Homes, and Retirement Homes,
as of June 1, is 1,851. From [11] we have that the number of deaths in Retirement Homes is 1,851 - 1,652 = 199.

[13] ibid, figure 2.

[14] ibid, table 1.

[15] "Most Ontarians can be excused for confusing retirement homes with long-term care homes, since they both house older
adults with care needs. The similarities are numerous: Both provide care to seniors, are regulated by government with regard to
care, and have roughly equivalent numbers of homes and residents across the province. While some retirement homes focus on
more independent seniors who require less care, others have stepped up their offerings in assisted living and dementia care — some
even in palliative care — to become direct substitutes for long-term care homes.” From here. The similarity of Retirement Homes
and Long-term Care Homes can also be seen from the information presented in the image which is from this web-page.

The notation describing mutations.

As most know, one's genetic code is made up of DNA, which is basically long sequences of the four chemicals (called nucleotide
bases) adenine, cytosine, guanine, and thymine. Such sequences are represented by strings of the four letters A, C, G, and T, where
A stands for adenine, C is for cytosine, G is for guanine, and T is for thymine. For example, the very short string CATG represents
the DNA sequence, cytosine joined to adenine, joined to thymine, joined to guanine.

The genetic code of most viruses, including the Covid-19 virus, is slightly different. It is made up of RNA which is basically long
sequences of the four chemicals, adenine, cytosine, guanine, and uracil. Uracil is an unmethylated form of thymine. So RNA is
quite similar to DNA. Because of this similarity, the notation for DNA is often used for RNA, with the understanding that every T
in the notation represents the base uracil. As an example, the string CATG represents the RNA sequence, cytosine joined to
adenine, joined to uracil, joined to guanine.

Mutations are changes in the DNA, or RNA, sequence. A mutation which involves a simple change of one of the bases for another,
is written as the original base, the position of that base in the sequence, and the new base at that position, all run together. For
example, the notation A25958G represents a mutation at position 25958 where an adenine base A has been replaced by a guanine
base G. Such a mutation is called a single-nucleotide polymorphism, or SNP, for short.

Another type of mutation, called a deletion, is when a number of bases are lost from a sequence. For example, if a sequence has

lost the four base string AGTT starting at position 669, then this is denoted AGTT669- where the dash at the right indicates the
bases on the left have been lost.
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Another type of mutation, called an insertion, is when a number of extra bases are added to a sequence. For example, if a sequence
has gained the three base string ATC starting before the position 1075, then this is denoted -1075ATC where the dash at the left
indicates the bases on the right have been added. (I am not sure if insertions are traditionally added before, or after, the position. I
chose before, as it simplified the writing of a couple of scripts.)

The various clans of the Covid family.

Early in the epidemic (March) it became clear that the Covid-19 family of viruses could be divided into various clans. One of the
earliest reports mentions three major clades (groups with a common ancestor) of the family, the G-clade, the V-clade, and the S-
clade.

The G-clade comprised viruses with a single amino-acid change D614G in the spike protein.
The S-clade comprised viruses with a single amino-acid change L84S in the protein ORFS.
The V-clade comprised viruses with a single amino-acid change G251V in the protein ORF3.

D614G represents a change of the amino-acid, at position 614, from aspartic acid to glycine.
L84S represents a change of the amino-acid, at position 84, from leucine to serine.
G251V represents a change of the amino-acid, at position 251, from glycine to valine.

The position is from the beginning of the protein mentioned.
In time some authors described the clans by the underlying RNA changes, thus:

The G-clade consisted of viruses with (at least) the mutation A23403G.
The S-clade consisted of viruses with (at least) the mutation T28144C.
The V-clade consisted of viruses with (at least) the mutation G26144T.

A23403G represents the change of a single base, at position 23403, from adenine to guanine.
T28144C represents the change of a single base, at position 28144, from thymine to cytosine.
(G26144T represents the change of a single base, at position 26144, from guanine to thymine.

The position is from the beginning of the standard Covid-19 genome.

A23403G is (almost) always found as part of the group of mutations C241T, C3037T, C14408T, and A23403G.
T28144C is (almost) always found as part of the group of mutations C8782T, and T28144C.
G26144T is (almost) always found as part of the group of mutations C14805T, and G26144T.

To put numbers to the last statements we have:

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] (10120)
C8782T [1835] T28144C [1816] (1807)
C14805T [999] G26144T [945] (848)

where the number of individual occurrences (of the mutations), in square brackets, are compared to the group occurrence (of the
mutations), in parentheses. These numbers are derived from the collection of 14,712 viral sequences that I acquired in May.

We will call G-clade viruses, the British-American strain, since their geographical distribution is;

3083 United States
3045 United Kingdom
452 Denmark
318 France
309 Iceland
295 Australia,...

We will call the four mutations C241T, C3037T, C14408T, and A23403G the Group of Four. This means that the British-American
strain is (essentially) the viruses that have (at minimum) the Group of Four mutations.

About 80% of all Covid-19 viruses carry the Group of Four mutations. This fact is very difficult to explain.

Another way of saying this is that 80% of all Covid-19 viruses carry the D614G variant. Since there is no good explanation of this
fact, the media has, as usual, resorted to lies. They claim that D614G makes the virus 7% more transmissible, and "therefore" the
D614G variant has displaced the parental Wuhan virus (to the point where there is almost no Wuhan virus left). Of course, this is
complete garbage. Except in the individual where D614G supposedly first appeared, the D614G and Wuhan variety will never
compete (until most of the population has been infected). They will infect different bodies, and follow separate paths through the
population. They do not compete. Contrary to what we are told, the parental Wuhan virus, and D614G, would both flourish.
D614G could not, and would not, displace the parental virus. That you have been told it did, just tells you that you have been lied
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to.

We will call S-clade viruses, the Asian-American strain, since their geographical distribution is;

1235 United States
134 China
110 Australia
81 Spain
40 Canada
38 United Kingdom,...

and most of the early sequences are Chinese. The S-clade is (essentially) the set of viruses containing the mutations C8782T and

T28144C. This has a large subgroup consisting of viruses carrying the five mutations C8782T C17747T A17858G C18060T and
T28144C. These five mutations will be called the Group of Five. We will call viruses with these mutations, the American strain,
as sequences which carry these five mutations (and no more) are entirely North American. We have:

C8782T [1835] C17747T [1158] A17858G [1177] C18060T [1188] T28144C [1816] (1146).

We will call V-clade viruses, the British strain, since their geographical distribution is;

458 United Kingdom
98 United States
70 Australia
69 Iceland
39 Netherlands
19 Greece,...

The V-clade is (essentially) the set of viruses containing the mutations C14805T and G26144T. This has a large subgroup
consisting of viruses carrying the three mutations G11083T C14805T and G26144T. These three mutations will be called the
Group of Three. We have:

G11083T [1477] C14805T [999] G26144T [946] (814).

I repeat a line from above as there is much to learn from it:

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] (10120)

This tells you that:

The mutation C241T occurs in 10258 sequences (out of the 14712),

C3037T occurs in 10283 sequences,

C14408T occurs in 10283 sequences,

A23403G occurs in 10328 sequences, and

the group [C241T C3037T C14408T A23403G] occurs in 10120 sequences.

Since the mutations C241T, C3037T, C14408T, and A23403G are widely distributed over the genome they could not have all been
added to the genome at the same time. However, since the number of individual occurrences of each mutation are almost the same,
all four mutations had to have been added at roughly the same time. This means that the Group of Four mutations did not occur
naturally.

This proves that the British-American viruses are not descendant from the Wuhan variety. Which means that the British-American
viruses are a separate occurrence of Covid-19. This means that both occurrences of the virus were deliberate releases, and that both

are, almost certainly, engineered. Interestingly, an effort was made to derive the Group of Four from the Wuhan sequence by
faking intermediate sequences. You can read about this below.

An impossibly high rate of evolution.

In early April the data from nextstrain.org showed some 4,000 varieties of Covid-19 worldwide.

That so many varieties developed in such a short time, is impossible.

In early May I acquired a collection of 14,712 complete sequences. These sequences contained 8,047 distinct mutations.

Using the evolutionary substitution rate of 24 nucleotide substitutions, per year (i.c., 8 x 10"-4 subs/site/year), and assuming an
exponential growth model, the time from the start of the epidemic can be estimated from the equation:
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(24)"x = 8,047.

Solving this one finds that it would take x = 2.83 years to accumulate 8,047 mutations, so it seems the epidemic actually started a
couple of years before Wuhan. How is that possible?

Was it possible that a strain of Covid-19 had been circulating for some time before Wuhan. If the disease of the strain was mild,
then it would pass as the flu, or a cold, and could become widespread without being noticed.

If a strain of Covid-19 did precede Wuhan, then its disease was necessarily mild, in which case there is the intriguing possibility
that exposure to it may endow resistance to the more dangerous Wuhan strain. If true, then the less virulent strain of Covid-19
could be a natural vaccine against the Wuhan strain, just like cowpox was a natural vaccine against smallpox. That this might be
the case is suggested by the large number of people that appear to be naturally resistant to the virus. These people being resistant
due to their previous exposure to the less virulent strain.

There was some indirect evidence that the British-American strain of Covid-19 may have predated Wuhan. However, its disease
was unlikely to be mild. Certain papers, see here, here, and here, suggested that the British-American strain was probably more
contagious, and more dangerous. This being because the British-American mutation A23403G produces a D614G change in the
Spike protein that facilitates viral entry into human cells (via the ACE2 receptors). Since there is no direct evidence that any strain
of Covid-19 preceded Wuhan, this possibility has to be discounted.

My latest Covid-19 collection has 77,827 sequences, and is from September, 2020. These sequences contain 23,693 distinct
mutations. Let's calculate the time to the beginning of the epidemic from the equation;

(24)"x = 23,693.

Solving this one finds that it would take x = 3.17 years to accumulate 23,693 mutations. This places the beginning of the epidemic
at about 3.17 years before September, 2020, which is 3.17 - 0.33 = 2.84 years before May 2020, which agrees with the previous
estimate, 2.83. [The 0.33 years is the 4 months between May and September. The estimates here are quite rough, and that they
agree so closely, is surprising.]

It should be noted that if a strain is not particularly contagious, then it is much, much easier to control.

In fact, it turns out that the Wuhan strain itself is not particularly contagious. But, if the Wuhan strain is not particularly
contagious, then how did it spread so rapidly in Wuhan? Simple, in Wuhan the virus was deliberately spread. It did not appreciably
spread to the rest of China simply because it was not particularly contagious. Remember, that at the height of the uncontrolled
epidemic (Jan. 10 to Jan. 23) five million people from Wuhan traveled to all parts of China (for the New Year celebrations on Jan.
24) but did not appreciably spread the virus. They did spread the virus, but not to any great extent.

Did Iceland have a strain of Covid-19 before Wuhan?

Between January 31 and April 1 the Icelandic company deCODE Genetics sequenced viral RNA taken from 643 Icelanders who
had tested positive for Covid-19. They presented 601 sequences to GISAID. By mid-April, 41 sequences had been removed,
leaving 560 sequences, 231 of these being distinct. These 231 sequences contain 326 distinct mutations, of which, 124 are unique
to Iceland. [Nextstrain.org originally displayed more than three hundred of these genomes from Iceland, but has since purged all
but twelve of them.]

The most commonly occurring of these native Icelandic mutations are: C5142T with 47 cases, A25958G with 29, A1321C 18,
T9445C 14, T17531C 10, A4140G 10, T3034C 9, T17859C 9, and G27430A with 8.

On Apr 15, 2020, Kari Stefansson, the CEO of deCODE Genetics, stated that "Currently 291 mutations have been found in the
country that have not been identified elsewhere."

That the 291 native mutations established themselves in the viral population in a few weeks is impossible to believe.
Mutations/errors may be common but those that establish themselves in the population are not.

291 mutations in Iceland in 2 months is about
=300 mutations/350,000 people/2 months

= 1,800 mutations/350,000 people/year

= 360,000 mutations/70,000,000 people/year

= 360,000 mutations in Great Britain in one year.

Does that sound likely to you?
This essentially proves that the Covid-19 virus already existed in Iceland prior to Wuhan. Or does it?
The existence of the Group of Four proves that Covid-19 is not of natural origin. After their production the viruses appear to have

been kept alive in cell cultures in vials or flasks. Thus the viruses would gather mutations as time passed. This means that the
epidemic would date to the production date, not the release date. This explains why the beginning of the epidemic seems to date a
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couple of years too early. This would also explain the explosion of variant genomes. What one was seeing was the uncovering in
weeks, of mutations that had occurred over years, while the viruses were being tampered with, while awaiting eventual release.

The main clades were not due to random mutations but resulted from differences in engineering the viruses. After the engineered
viruses were added to cell cultures natural random mutations would have accumulated. Thus when the disease was spread, it was
spread as a cocktail of different Covid-19 variants. Each vial would have had its own signature mutations.

French man had Covid-19 before the Chinese.

Amirouche Hammar, a resident of Bobigny, Paris, fell sick with an influenza-like illness. On 27 December 2019, after 4 days of
dry cough, fever, fatigue, and breathing difficulties, he drove himself to the emergency ward of the local hospital, where he was
administered antibiotics, and recovered sufficiently to be able to leave on December 29. Like all respiratory samples, that of
Hammar was frozen, and stored, for possible future analysis. Between 6-9 April 2020 fourteen of these stored samples were tested
for Covid-19. The sample of Hammar, taken on 27 December 2019, tested positive for Covid-19. This means that he caught the
disease sometime around 12 December 2019, right up there with the very first Chinese cases in Wuhan. The first Wuhan sample
was collected on 24 December 2019.

You can read more about it in the paper SARS-CoV-2 was already spreading in France in late December 2019, in the "International
Journal of Antimicrobial Agents," which can be downloaded from the internet or here.

The case of Hammar remains a mystery to the scientific community.

The Munich cluster. A complete fabrication.

The paper "Investigation of a Covid-19 outbreak in Germany resulting from a single travel-associated primary case: a case
series," from "The Lancet Infectious Diseases," has to be the worst "peer-reviewed" article I have come across. With 41 authors,
and at least 1 referee, you would assume that any obvious mistakes would have been weeded out, but this was not the case. It is so
obviously wrong that its intention may have been, not to inform, but to mislead.

The article claims to document a case where Covid-19 was spread from China to Europe.

The carrier of Covid-19 was Patient 0, a Chinese business woman who traveled from Shanghai to Munich on Jan 19, 2020, to
facilitate workshops, and attend meetings with her German colleagues. She showed no signs of illness during her stay in Germany,
although she mentions suffering from jet-lag. She returned to China on Jan 22 where she became ill, and on Jan 26 tested positive
for Covid-19. It is claimed that, although asymptomatic at the time, she passed the disease to a number of German associates, who
then passed it to others. Those who tested positive for Covid-19 (by qRT-PCR) had their virus sequenced. The sequences were
submitted to GenBank. Those infected were called the Munich, or Bavarian, cluster.

One of those infected, Patient 1, is claimed to have caught the disease from Patient 0. Patient 1 then passed the disease to Patient 3.
Since Patient 3's only contact was with Patient 1, this certainly appears plausible, however, this turns out to have been impossible.

Consider the mutations (changes from the standard Covid-19 sequence from Wuhan) of Patients 1 and 3.

Patient 1, MT270101.1, SARS-CoV-2/human/DEU/BavPat1-ChVir929/2020, complete genome.
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1- (deletion at beginning)

C241T (substitution at position 241)

C3037T (substitution at 3037)

A23403G (substitution at 23403)
CCATGTGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29837-
(deletion at end)

Patient 3, MT270103.1, SARS-CoV-2/human/DEU/BavPat3-ChVir1020/2020, complete genome.
ATTAAAGGTTTATACCTTCCCAGGTAACAI- (deletion at beginning)

C241T (substitution at 241)

C3037T (substitution at 3037)

A23403G (substitution at 23403)
TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29867- (deletion at end)

Given these, it is impossible that Patient 3 caught Covid-19 from Patient 1.

Relative to the standard Covid-19 sequence, the virus from Patient 1 has lost (from its beginning) the segment
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT

However, the virus from Patient 3 has lost (from its beginning) only the shorter segment
ATTAAAGGTTTATACCTTCCCAGGTAACA

Also, the virus from Patient 1 has lost (from its end) the segment
CCATGTGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
However, the virus from Patient 3 has lost (from its end) only the shorter segment
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TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
Therefore Patient 1 cannot have transmitted the virus to Patient 3, unless the virus from Patient 1 somehow found the missing
segment AACCAACCAACTTTCGATCTCTTGT, and attached it to its beginning, and also found the missing segment
CCATGTGATTTTAATAGCTTCTTAGGAGAA, and attached it to its end, with these attachments occurring sometime during the
transmission. But this is clearly impossible.
For the same reason, the claimed transmissions from Patient 4 to Patient 5, and from Patient 5 to Patient 7, are impossible.

So, what really did happen?

The standard Covid-19 sequence is called Wuhan-Hu-1/2019 or NC_045512.2 or MN908947.3 or EPI_ISL 402125.

The GenBank ids and mutations of the Munich cluster can be found here.

Most of the mutations from the Munich cluster occur in the data many times. The exceptions being G6446A and C22323T. These
being the two new mutations, one discovered in Patient 4, and the other in Patient 9. Not including those from the cluster, we have
the following numbers for the mutations of interest:

10247 C241T
10272 C3037T
1031700 A23403G

1 G6446A

6 C22323T

1279  ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1-
52 ATTAAAGGTTTATACCTTCCCAGGTAACAL-

409 TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29867-
159 AATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA2986S-
838 CCATGTGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29837-

A virus is considered a direct descendant of Patient 1 if it carries all the mutations of the virus of Patient 1, that is, its sequence
contains, at least, the five mutations ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTI1-
C241T C3037T A23403G and
CCATGTGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29837-.

I checked Patient 1 against a database (of 14,712 complete sequences), and found that Patient 1 has 1,050 direct descendants, with
728 of these being distinct, and these carried 958 different mutations.

The 1,050 direct descendants of Patient 1, and their mutations, are listed here.

Surprisingly, the article claims that the Munich cluster was contained, i.e., the virus was stopped from spreading further, it was
(locally) wiped out. If true, this would mean that at some other place another virus would have had to mutate (from the Wuhan
virus) in exactly the same way as the virus of Patient 1, that is, it would have to gain exactly the same five mutations of Patient 1,
in order to explain the 1,050 descendant sequences. That such an amazingly unlikely event has to occur, tells you that the official
story is, at least in part, wrong.

Except for seven sequences from the Munich cluster, and two from the USA, all the descendant sequences of Patient 1 are also
members of the much larger British-American grouping whose sequences contain the four mutations C241T, C3037T, C14408T
and A23403G. This group comprises 10,120 sequences of the 14,712 sequences for which I have data. This predominant group is
mainly found in Europe, and North America. It is particularly rare in Asia, with only nine such sequences from China. Explaining
how this grouping came about is so difficult that no one broaches the subject.

With nearly 70% of the Covid-19 sequences being of the British-American strain, the evolutionary tree should clearly be rooted at
one of the sequences which contain only the four mutations C241T C3037T C14408T and A23403G. Sequences with only these
four mutations are predominantly British, with 30 (of 72 in all) being from Britain.

Getting back to the Munich cluster, it seems probable that the Chinese woman, Patient 0, had the Wuhan strain, but did not spread
it while in Germany. The others in the cluster caught the British-American strain that was spreading across Europe and North
America. However, there is also the possibility that Patient 0 caught the disease on return to China, or even caught the British-
American strain of Covid-19 while in Germany, and took it back to China. [The British-American strain is very rare in China with
only 9 such sequences found. Descendant sequences of Patient 1 occurring in China are, of course, even rarer with only 3
sequences found.]

The unaligned viral RNA data (in fasta (fast A) format) for the patients of this case is here.
The aligned viral RNA data (in fasta format) for the patients of this case is here.

In the investigation above, I missed a rather important detail. Patient 4 was the source of a G6446A mutation which was passed to
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Patient 5, and from there to Patients 6, 7, 8, 9, 10, 11, 14, and 16. But, transmission of the virus from Patient 4 to Patient 5 has
been shown to have been impossible. So, the G6446A mutation was either made up, or Patient 5 spread (a British-American strain
of) the virus to Patient 4, and the others. However, we read that;

"The possibility that patient 4 could have been infected by patient 5 was excluded by detailed sequence analysis: patient 4 had the
novel G6446A virus detected in a throat swab and the original 6446G virus detected in her sputum, whereas patient 5 had a
homogeneous virus population containing the novel G6446A substitution in the throat swab."

Thus the G6446A mutation was made up. And, what then of the rest of the paper? It is unlikely that the entire paper was concocted
from thin air. It is more likely that the basic aspects of the case are correct, with a thin genetic fiction laid over them. It is very
unlikely that the sequences have been completely fabricated, otherwise they would not contain the heads, and tails, that they do.
Before, it was possible, though not likely, that the paper was an honest misreading of the facts, but the G6446A mutation shows
that it is a deliberate lie.

The G6446A mutation is extremely rare with only one other case known. There are also three G6446T mutations. All four of these
are from England. It is suspicious that the researchers found the virus in the process of mutating, not once, which in itself is
suspicious, but twice (the G6446A and C22323T mutations). Of course, this would be much more likely if the patients were
infected with a cocktail of viruses.

Another indication of fabrication is the C241T C3037T A23403G mutations carried by the viruses of all the patients. These being
the British-American mutations with C14408T missing. Such combinations are very rare with only 34 sequences (not counting the
14 of the cluster itself) among the 14,712. Twenty of these sequences are from Belgium, a country conveniently close to the
Munich cluster. However, in a more recent Covid-19 collection, 18 of the sequences from Belgium had mysteriously regrown a
C14408T mutation. I say regrown, because it is clear that these 18 originally had a C14408T mutation that was removed.

It seems that these Belgian sequences were being setup for a transition from the Munich type to the British-American type. Thus
we would have the Wuhan type transitioning to the Munich type transitioning to the British-American type. However, the
tampering of the Belgian sequences was all in vain, as for some reason the attempt was abandoned. Given the Belgian sequences,
and the absence of any further sequences of this type in Germany, it seems likely that the Munich sequences were also British-
American sequences with their C14408T mutation removed.

Anyway, adjusting for the tampering, the geographical distribution of sequences with, at least, the C241T C3037T A23403G
mutations, but without C14408T, is Belgium 20 - 18 = 2, Germany 14 - 14 = 0, Spain 3, China 3, USA 2, Taiwan 1, Sweden 1,
India 1, Greece 1, Denmark 1, and Bangladesh 1, a total of 16.

[The 18 Belgian sequences that were altered are: EPI_ISL 420345 EPI ISL 420346 EPI ISL 420347 EPI ISL 420348

EPI ISL 420349 EPI ISL 420350 EPI ISL 420351 EPI ISL 420352 EPI ISL 420353 EPI ISL 420354 EPI ISL 420355
EPI ISL 420358 EPI ISL 420359 EPI ISL 420360 EPI ISL 420361 EPI ISL 420362 EPI ISL 420363 EPI ISL 420364
EPI ISL 420365 EPI _ISL 420366]

The geographical distributions of other possible ancestor sequences are:

C241T C3037T C14408T without A23403G has the distribution, USA 7, Saudi Arabia 1, Netherlands 1, and Australia 1.

C241T C14408T A23403G without C3037T has the distribution, USA 30, Austria 10, Saudi Arabia 2, France 2, Wales 1, Sweden
1, Iceland 1, and England 1.

C3037T C14408T A23403G without C241T has the distribution, USA 27, Turkey 19, Jordan 13, Russia 12, Australia 5, Saudi
Arabia 3, Brazil 3, Israel 2, France 2, China 2, and Scotland 1.

None of these provide a believable path from the Wuhan strain to the British-American strain, which indicates that the British-
American strain was a separate release of the virus. Was it released before or after the Wuhan strain. Iceland seems to imply
before, but Iran, and Italy, suggest after.

This file lists all 14,712 sequences of the database, and their mutations. These 14,712 sequences contain 8,047 distinct mutations.
More tampering with the data?
It seems that the fabricators of the Lancet paper also planted the following three sequences in GISAID:

EPI ISL 416327 2020-01-28 hCoV-19/Shanghai/SH0014/2020
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1- C241T C3037T A23403G
TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA2986T-

EPI ISL 416386 2020-01-31 hCoV-19/Shanghai/SH0086/2020
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTI1- C241T T1216C C3037T C6091T
A16205G C17977A A23403G TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29867-

EPI ISL 416334 2020-02-06 hCoV-19/Shanghai/SH0025/2020
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1- C241T C1555A C3037T A9238G
A23403G TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29867T-

The first two sequences have the same internal mutations (C241T C3037T A23403G) and same tail mutation
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(TGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29867-) as Patient 1, and have that same head mutation
(ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1-) as Patient 3. The third sequence is the
same with a couple of extra internal mutations.

All three sequences are from Shanghai, where Patient 0 was diagnosed with Covid-19, and all have dates close to the collection
date of Patient 0's sample (which was supposedly Jan. 26).

These sequences were fabricated to help convince you that the completely false Lancet paper, is completely true.

Sequences containing C241T C3037T A23403G (but not C14408T) are rare everywhere, but extremely rare in China. The only
other such sequences found in, or fabricated for, China, are:

EPI_ISL 451345 2020-01-24 hCoV-19/China/SC-PHCC1-022/2020 C241T C3037T A23403G
EPI ISL 429080 2020-02-05 Guangzhouw/GZMU0019/2020 C241T C3037T A23403G AAAAAAAAAAAA29892-

The paper has other indications of being fabricated.

It claims that "No specimens were available for sequencing for patients 12, 13, and 15," and that "Sequencing of patient 15 was
not successful." These being contradictory claims. And since the sequence for patient 15 was submitted under the name SARS-
CoV-2/human/DEU/BavPat15-ChVir1484-ChVir1536/2020 [EPI_ISL 450211], both of these claims appear to be false.

Patient 12 was supposedly the first Covid-19 case to be diagnosed in Spain. It is surprising that his virus was not sequenced.
Perhaps the Spanish authorities believed this had already been done. It turns out that this was not the case as the Lancet paper
states "After Spanish authorities were informed, patient 12 was isolated in hospital on Jan 30 and diagnosed with Covid-19." So
the mystery remains. This may mean that the story of the Munich cluster was fabricated at a later date, and was retrospectively
"made true". However, this would involve creating false news reports, etc, and placing them with false dates. Not impossible if you
are a large well organized group, as the spreaders of the virus seem to be.

Of course, this completely false paper, and its spinoff, were among the main drivers for the belief in asymptomatic transmission.
Although many studies (regarding asymptomatic transmission) have been done, the CDC (Centers for Disease Control and
Prevention, July 10, 2020) could only say, "The relative infectiousness of asymptomatic cases to symptomatic cases remains highly
uncertain as asymptomatic cases are difficult to identify and transmission is difficult to observe and quantify. The estimates for
relative infectiousness are (only) assumptions based on studies of viral shedding dynamics."

Here are a couple of lines from two review articles on Asymptomatic Transmission.

"This review identified and summarised 18 case studies reporting pre-symptomatic or asymptomatic transmission. However, their
level of evidence is low and is subject to a number of potential sources of bias and therefore they should be interpreted with
caution.... Based on the totality of the evidence presented in this report,it seems likely that pre-symptomatic transmission is
occurring. Evidence of asymptomatic transmission from asymptomatic carriers, is more limited (perhaps due to difficulties in
identifying truly asymptomatic carriers), it appears plausible, but it may not be a driver of transmission."

https://www.hiqa.ie/sites/default/files ... VID-19.pdf

"Our study does not support claims that the majority of SARS-CoV-2 infections are asymptomatic. Questions remain as to the role
of asymptomatic carriers in the transmission of SARS-CoV-2."

https://www.medrxiv.org/content/10.1101 ... 1.full.pdf

On another reading of the paper I found the statement "The directly observed substitution rate was two substitutions per 29903
nucleotides per 11 days, equalling 2.2 x10"-3 substitutions per site, per year."

0.0022 =2.2x10"-3 = (2/29903)*(365/11) subs/site/year [or 66 subs/year]

The fact that the mutations were on different descendant viruses cleared up the question of which mutations are counted in the
calculation of the substitution rate. All mutations of descendant viruses are counted. I checked Patient 1 against a Covid-19
database (of 14,712 complete sequences), and found that Patient 1 has 1,050 direct descendants, with 728 of these being distinct,
and these carried 958 different mutations. We also have that these mutations occurred between Jan 24 and mid May, over a period
of say, 120 days. Thus a rough estimate of the evolutionary substitution rate for this branch can be calculated.

It is (958/29903)*(365/120) = 0.097 = 9.7x10"-2 subs/site/year [or 2,914 subs/year]

This is impossibly high. Not only is the substitution rate impossibly high, but the direct descendants spread around the world in an
impossibly short time (especially since at the beginning of the period airlines had considerably reduced their services). The
geographical distribution of the direct descendants is Australia 1, Belgium 36, Brazil 1, Canada 16, China 3, Colombia 54,
England 22, Scotland 165, Wales 2, Germany 7, Hungary 3, Ireland 7, Japan 14, Netherlands 209, Portugal 24, Serbia 2, Spain 39,
Sweden 1, Thailand 2, and USA 442.
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Another "peer-reviewed" paper designed to mislead.

The paper, Clinical and virological data of the first cases of Covid-19 in Europe: a case series, from "The Lancet Infectious
Diseases," also misleads the reader concerning RNA data. Similar to the last, it has a large number of authors. One guesses that the
twenty-three authors are to deflect blame, so that blame cannot be pinned on any one particular author, and thus ultimately, on
none of them. With the same style and intent, it appears that both of these papers were ghost written by the same people.

Among the more important pieces of data to be gathered about these first cases are the viral RNA sequences. They were indeed
gathered, and here is what the paper has to say about them:

"When available, the sequence analysis of the virus of these patients showed that patients 1 and 4 compared with patient 5
correspond to two distinct events of importation. For patients I and 4, the virus was clustering with viruses from cases in Wuhan,
Shenzhen (China), California (USA), Australia, and Taiwan, whereas for patient 5 the virus was clustering with those from
Chonggqing (China) and Singapore (the genetic epidemiology of SARS-CoV-2 is available online). Furthermore, the very high
degree of identity of the sequences from patients 1 and 4 supports the epidemiological link between these cases and the likelihood
of transmission."

From this it is clear that the data is not to their liking, so they tell you essentially nothing, give you no links to the data, and tell you
to go find it on the internet, if you can. Disgusting.

The deliberate spread of the virus to a New Zealand nursing home.

While looking for evidence that the British-American strain is not that dangerous, I came across the case of the Rosewood Rest
Home, located in Christchurch, New Zealand, from which 12 people died. [It turns out that the British-American strain is just as
dangerous as the other strains, if not more so.]

The relevant sequences and their mutations can be found here.

It appears that most of those who died carried the six mutations C241T, C3037T, C4683T, C14408T, A23403G, and G24077T.
That is, the British-American mutations plus C4683T, and G24077T. As a group C241T, C3037T, C4683T, C14408T, A23403G,
and G24077T are only found in 9 sequences from (Christchurch) New Zealand.

By itself, the mutation, C4683T, has the following geographical distribution:
New Zealand 9 sequences, United States 5, China 2, Singapore 1, and Australia 1.
By itself, G24077T, has the following distribution:

Portugal 65, United Kingdom 14, New Zealand 13, Netherlands 7, Iceland 3, United States 1, Switzerland 1, Italy 1, Georgia 1,
Estonia 1, and Austria 1.

There are no possible ancestor sequences containing C4683T. Well, none if you discount such unlikely possibilities as the two
Chinese viruses, just mentioned above, which would have to lose two specific mutations, and gain five extra, all at once. About the
same probability as being able to hold your breath free-diving to the bottom of the Mariana Trench.

All sequences containing G24077T also contain the British-American mutations, so C241T C3037T C14408T A23403G G24077T
has the same geographical distribution as G24077T. Apart from one sequence from the United States they are all European. How
an ancestral sequence got to New Zealand, and then immediately mutated to the Christchurch form, is a bit of a mystery.

Overall, it looks like a nasty strain of the disease was deliberately released in the nursing home to affect New Zealand Covid-19
policy. What is particularly suspect about all this, is that the New Zealand Health authorities felt that there was nothing to report
here. There were no questions as to where the virus came from. There were no questions as to whether these unusual mutations
could have made the virus more lethal. There was no mention of the fact that this deadly viral form was unique to New Zealand,
etc, etc. It's as if they went to the trouble of sequencing the virus, then threw away the results without looking at them.

Coverup down-under.

During April, and May, 2020, the Western Sydney nursing home, Newmarch House, suffered a deadly outbreak of Covid-19. The
Australian current affairs program, Four Corners, investigated the outbreak, and produced a documentary called Like the plague.

The documentary points out that Newmarch House patients were not transfered to hospitals. Why?
One reads that "NSW Health is running the testing at Newmarch House while the federal government has provided an infection

control specialist (Aspen Medical) who is monitoring and reviewing all current contamination and infection control procedures at
the home."

Hospitals were emptied to take the predicted hundreds of thousands of sick and dying. But when a few people from Newmarch
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House needed to be transfered to one of these hospitals, health officials (one guesses on the advice of Aspen Medical) refused to
allow this. This is truly incomprehensible.

On May 4, 2020, the Sydney Morning Herald carried this report;

New South Wales Health authorities are investigating whether multiple sources of infection caused the devastating outbreak of
Covid-19 at the Anglicare Newmarch aged care facility. The investigation comes as a 15th resident at (another) nursing home in
Caddens in western Sydney died from the virus on Monday, and amid growing concern among families of residents about the
facility's ability to contain the outbreak. New South Wales Chief Health Olfficer Dr Kerry Chant said a forensic investigation was
still ongoing into how coronavirus entered the nursing home, saying it was possible a previously identified employee was not the
initial source of the outbreak. "What we're trying to look at is were there any other introductions into the aged care facility at or
about that time," Dr Chant said. "Was she [the employee] the first case, or had she in fact acquired it from someone else?" "We
know that the [completed] genomic sequencing is showing that the virus that spread into the nursing home is a virus that was
circulating in the community, there's linkages between a number of other clusters," Dr Chant said. "This is forensic detective work.
We are just trying to look at whether there are missing links or missing chains."

The relevant viruses were sequenced, and detective work was conducted to map the spread of the virus. As far as [ am aware, the
results of this work were never made public. In fact, it appears that a great effort was made to hide away the data. The RNA
sequences were almost certainly submitted to GISAID. However, GISAID has not released any Covid-19 sequence submitted from
Sydney since April 19 2020. Not even one. You should contrast this with viral information from non-Sydney, New South Wales,
locations. GISAID has released every non-Sydney sequence that has been submitted to them, every single one, even the ones
submitted to them on July 29 2020.

With the first Covid-19 case identified at Newmarch House on 10 April, and given 4 or 5 days to get the sequencing, etc, done, the
timing of the GISAID black-out is rather suspicious. Chant mentions the investigation showed linkages between clusters. It seems
likely that the detective work did indeed provide a link between various disease clusters, a link that indicated that the virus was
being deliberately spread.

I have recently acquired a collection of 40,132 Covid-19 sequences (and now 77,827). In this file I list all the Covid-19 sequences
submitted to GISAID from New South Wales, that is, all the Covid-19 sequences from New South Wales in their database. For
sequences in the collection I have also added the mutations carried by the sequences. Sydney sequences are labeled
"Australia/NSW/Sydney". Sequences from outside Sydney are labeled simply "Australia/NSW". "No Data" indicates that the
sequence has been submitted, and thus in their database, but not in the collection.

In order to investigate this further I have acquired another collection. This one has 77,827 Covid-19 sequences.
This file lists the 77,827 sequences and their mutations in .cvs format.

This file lists the 77,827 sequences, as just above, but with more detailed information concerning the location.
These 77,827 sequences contain 23,692 distinct mutations.

Unfortunately, the new collection did not provide any of the missing NSW sequences, not even one.

And, just in case you think it is only GISAID, and Nextstrain, that are hiding/fudging the facts, I present the number of sequences
from Australia that are among the 15,217 currently (Aug. 9 2020) being distributed by NCBI;

Australia: Victoria 1379
Australia: Northern Territory 31
Australia: South Australia 4
Australia 4

Australia: Queensland 2

Note that the number of sequences from New South Wales, Australia, is zero (the 4 sequences labelled simply Australia are from
Queensland). Given Sydney is the most populous city, and has had significant Covid-19 outbreaks where we know viruses were
sequenced, there is a suspicious lack of New South Wales sequences. NCBI stands for the National Center for Biotechnology
Information, and is a United States company.

To further investigate this I downloaded the 23,529 sequences currently (Sep. 23 2020) available from NCBI. The number of
sequences from New South Wales, Australia, is still zero. Here are the current statistics for Australia:

Australia: Victoria 5317
Australia: Northern Territory 34
Australia: South Australia 4
Australia: Tasmania 200

This 8.8M gzipped file contains the 23,529 sequences in fasta format.
The uncompressed file from NCBI is 687M. It makes you wonder why they do not compress their files.

The details, including mutations, of this collection are listed here in .csv format.

One notes that Sydney has 27 sequences with the following unusual head and tail mutations:
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ATTAAAGGTTTATACCTTCC---226-bases-missing---GGTGTGACCGAAAGGTAAGAI-
CAATCTTTAATCAGTGTGTA---189-bases-missing---AAAAAAAAAAAAAAAAAAAA29675-

I will call them ATTAA*TAAGA1- and CAATC*AAAAA29675- for short.

Sequences carrying (at least) these two mutations are not found anywhere else in Australia. The geographical distribution of such
sequences is United States 780, Australia 27, Mexico 25, Jordan 23, Ecuador 5, Singapore 1, a total of 861. I hope I do not have to
point out that China is not on this list.

The 861 include whole groups of known sequences with their ends severely trimmed. Of course, this is all very, very strange. Such
a collection of sequences could not develop naturally. It is like someone took a pair of scissors to a large number of existing
sequences, and trimmed the ends of all of them at exactly the same two points. This was so unusual that I had to take a closer look.

I will call the 861 sequences having the CAATC*AAAAA29675- mutation, simply 29675-sequences.

I looked for ancestor sequences, and found that nearly all 29675-sequences have an ancestor sequence that was collected on the
same day, and at the same place, as the 29675-sequence. In total I found 745 [29675, ancestor] pairs, with both members of each
pair having the same collection date, and location. This is obviously not from a natural occurrence. So, which are fake, the 29675-
sequences, or the ancestor sequences associated to them?

Since 29675-sequences have been found by at least three different laboratories, it seemed likely that the 29675-sequences were not
simply the result of some strange glitch in the sequencing process. The three laboratories being Westmead Hospital, University of
Sydney, Australia [27 sequences], the Instituto Nacional de Investigacion en Salud Publica, Ecuador [5 sequences], and Duke-NUS
Medical School, USA [1 sequence]. I said "at least three" because the entry providing the originating lab has been deleted from
827 of the 861 records, so there may well have been many more than three.

Almost all the records with the originating lab entry deleted have "The Scripps Research Institute, USA" as the submitting lab.
And, what of the ancestor component of the [29675, ancestor] pairs? Well, 744 of the 745 ancestor sequences list "The Scripps
Research Institute, USA" as both the originating lab, and submitting lab. Maybe the Scripps Research Institute should be asked a
few questions.

Adding a near full length sequence extending each of the 29675-sequences is a way of hiding the 29675-sequences, whereas faking
the 29675-sequences gains nothing.

From all this it is clear that the ancestor component of each of the pairs is entirely fabricated.
You can view the 745 [29675, ancestor] pairs here. They have the four line format:

ID of 29675-genome; Collection date of sample; Length of genome; Name of genome; Location;
Mutations of 29675-genome (common mutations in red)

Mutations of associated ancestor genome (common mutations in red)

ID of ancestor genome; Collection date; Length of genome; Name of genome; Location;

An example being:

MT810526 2020-03-20 29409 SARS-CoV-2/human/USA/SEARCH-1660-SAN/2020 United States/San Diego/California

ATTAAAGGTT---265-bases-total--- C3037T C14408T A20268G A23403G CAATCTTTAA---229-bases-total---
GAAAGGTAAGI- AAAAAAAAAA29675-

ATTAAAGGTTTATACCT1- C241T C3037T C14408T A20268G A23403G
EPI ISL 494721 2020-03-20 29886 hCoV-19/USA/CA-ALSR-1660/2020 United States/California/San Diego

Note that both the 29675-sequence, here MT810526, and the ancestor sequence, here EPI_ISL 494721, invariably have the same
collection date, and location. Note also that the 29675-sequence location is invariably written country/city/state while the ancestor
sequence is written country/state/city, and that the same number, in this case 1660, is invariably used in both the 29675 and
ancestor sequence names.

So, how did the 29675-sequences originate? That is a hard one to answer. Over four hundred different existing viruses have had
their ends trimmed to give the 861 sequences of 29675-type. It seems that many different viruses must have been found together in
one place, when their ends were cut off at exactly the same two points (relative to the standard sequence). Perhaps an RNA
cutting/editing protein was added in order to change one or more of the viruses in some desired way, and this protein was
accidently left in a number of vials, each of which contained a cocktail of covid-19 viruses. Of course, such an editing protein
should have been thoroughly removed from the mixture. However, in some cases it appears that it was not successfully purged,
and in time, it amputated the ends of each covid-19 virus in the vial.

The 29675-sequences are closely related to outbreaks on cruise ships. Two cruise ships with 29675-sequences docked at San
Diego. One of these was the Disney Wonder. The Disney Wonder had previously stopped in at New Orleans, Louisiana. Both San
Diego and New Orleans had an outbreak of viruses of the 29675-type. Of course, Sydney Australia also had a 29675-type
outbreak. One assumes this was the type of the Newmarch House outbreak, and this led to the above mentioned cover-up.
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Newmarch House also had a connection to cruise ships, as Aspen Medical staff who had worked on the cruise ship Ruby Princess
later worked at Newmarch. The 25 sequences of 29675-type from Mexico are all from Tijuana which neighbors San Diego. The 23
sequences of 29675-type from Amman, Jordan, probably have a connection to the US military.

Since the latest collection (originally from GISAID) did not provide any of the missing NSW sequences, and some of the
collection's data appears to have been tampered with (e.g., the dates of certain Spanish sequences), I started looking for older
collections. And, the very first one, from June 27, provided 393 of the missing NSW sequences. I had guessed that what was being
hidden was a bunch of 29675-sequences, and 229 of them were, but there were also 164, 29677-sequences.

A 29677-sequence is what you would expect, i.e., a sequence with the tail deletion
ATCTTTAATCAGTGTGTAACATTAGGGAGGACTTGAAAGAGCCACCACAT
TTTCACCGAGGCCACGCGGAGTACGATCGAGTGTACAGTGAACAATGCTA
GGGAGAGCTGCCTATATGGAAGAGCCCTAATGTGTAAAATTAATTTTAGT
AGTGCTATCCCCATGTGATTTTAATAGCTTCTTAGGAGAATGACAAAAAA
AAAAAAAAAAAAAAAAAAAAAAAAAAA296TT-.

It is usually paired with the head deletion
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTC
TTGTAGATCTGTTCTCTAAACGAACTTTAAAATCTGTGTGGCTGTCACTC
GGCTGCATGCTTAGTGCACTCACGCAGTATAATTAATAACTAATTACTGT
CGTTGACAGGACACGAGTAACTCGTCTATCTTCTGCAGGCTGCTTACGGT
TTCGTCCGTGTTGCAGCCGATCATCAGCACATCTAGGTTTCGTCCGGGTG
TGACCGAAAGGTAAL-

I will call these two mutations ATCTT*AAAAA29677- and ATTAA*GGTAA1- for short.

The 393 new sequences, and their mutations, can be found here.
The old plus new sequences together are listed here.

The first 29675-sequence was collected on Feb. 3 in Singapore.

The second 29675-sequence was collected on Feb. 28 in Sydney.
The first 29677-sequence was collected on Feb. 28 in Sydney.

Following the natural order of things the 29677-sequences should have occurred first.

Everything is weird. One guesses that these Sydney sequences had to be part of the same Covid-19 cocktail.

All 29677-sequences are from Sydney, Australia, except one from Spain, and one from Portugal:

EPI_ISL_ 454103 2020-03-20 2020-05-28 hCoV-19/Portugal/PT0387/2020 Portugal
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACI- C241T C3037T C14408T A23403G C26408T
GGG28881AAC ATCTT*AAAAA29677-

EPI ISL 455336 2020-02-29 2020-05-29 hCoV-19/Spain/LaRi0ja201277/2020 Spain/LaRioja

C8782T T9477A C14805T G24040T G25979T T28144C C28657T C28863T ATCTT*AAAAA29677-

Such a distribution is hard to explain.

A strange feature is that three or four days after the number of 29677-viral-sequences peaked, they disappeared from the face of
the planet, never to be seen again. The 29677-sequences (just like the 29675-sequences) are actually amputated versions of many
different genomes. In fact, the 29677-sequences are amputated versions of 115 different preexisting genomes. So, how is it that all
115 different amputated genomes choose to disappear at exactly the same time, and just after their peak occurrence? The answer is

obvious. They all disappeared when the viral cocktails from particular vials were no longer spread.

Here is a graph recording the numbers of 29675- and 29677-sequences collected each day between Feb. 23 and May 20.

preearth.net/phpBB3/viewtopic.php?f=15&t=1184 17/46



02/09/2021, 13:03 preearth.net » View topic - The COVID-19 Scam. UPDATE: Vaccines.

Mumber of named viruses collected on day.
30 T T T

T T T
29675 m—
75 29677 ——

Viral sequences collected.

0 10 20 30 40 50 60 70 80 90
Days [23 Feb to 20 May]

Another tail mutation, CCATG*AAAAA29837- for short, is extremely common. A virus with the CCATG*AAAAA29837- tail
mutation will be called simply a 29837-virus, and a sequence with such will be called a 29837-sequence. There are 25,303 such
29837-sequences in the 77,827-collection. 24,711 of these are paired with the head mutation
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGT1-. The 29837-viruses (just like the
29675-viruses and 29677-viruses) are descendants of amputated versions of many different preexisting genomes. In fact, the
29837-viruses are descendants of the amputated versions of 672 different preexisting viruses/genomes.

It is notable that in the earlier 14,712-collection there are zero 29837-sequences, zero 29675-sequences, and zero 29677-sequences.

Overall, the main variants of the virus appear to be only mildly contagious, so to keep the pandemic going the virus has to be
actively spread.

It seems that initially aircraft and cruise ships were used to spread the virus. Old-age homes were also targeted.

This explains why China recovered so quickly from her dose of the virus. Although the virus had been actively spread in Wuhan,
leading to reports of the virus being very contagious, the lockdown, and the lack of old-age homes, kept the spreaders from
spreading it further. Thus they moved on to easier, or more hated, targets. Western countries proved particularly soft targets as the
disease could be spread to the numerous old-age homes. Such old-age homes are rare in Asia as the older population mostly lives
with their children. Since the virus is only mildly contagious, the lockdown soon killed off the little that had previously spread to
the rest of China. It seems the spreaders expected the virus to be much more contagious than it turned out to be, as they spread it
just before the biggest mass movement of people anywhere on the planet, Chinese new year.

Cruise ships used to spread the virus.

5 April 2020: New South Wales Police Commissioner Mick Fuller announces a criminal investigation into the operator of the
Ruby Princess cruise ship after the death of 10 passengers from coronavirus. This was to be conducted by the NSW Police
homicide squad.

15 April 2020: A Special Commission of Inquiry into the Ruby Princess was initiated to curtail the police investigation. Some
months later the Commissioner reported that everything was an unfortunate string of accidents and errors. The idea here is to use
the report of the special Commission as an excuse to wind down, and quietly drop, the police investigation. However, this will
probably not stop the group of 800 passengers who are pursuing a class action lawsuit. (Those pursuing this class action should be
very wary of their leaders, as it is unlikely these people are, in reality, on their side.)

22 April 2020: NZ Customs announced an investigation into Ruby Princess cruise-ship staff concerning Covid-19 clusters in New
Zealand. It seems that this "investigation" has also been quietly dropped.

Accidental, or not, the Ruby Princess certainly spread the virus far and wide:

preearth.net/phpBB3/viewtopic.php?f=15&t=1184 18/46



02/09/2021, 13:03 preearth.net » View topic - The COVID-19 Scam. UPDATE: Vaccines.

w RUBY PRINCESS CRUISE SHIP
UTAH, US ( COVID-19 CASES

Ship returned to Sydney on March 19.
2,700 passengers disembarked and travelled
interstate and internationally to

their homes.

AT LEAST 15
PASSENGERS
HAVE SINCE DIED

WA
>600 CASES
LINKED TO SHIP
SA ACROSS AUSTRALIA
+
= HAVKES DAY

linked cases

MOVEMENTS OF RUBY PRIMCESS
PASSENGERE WHO LATER
TESTED POSITIVE TO COVID-I%

sew
ErH

Here is a false declaration of health sent from the Ruby Princess to the Auckland District Health Board. It was obtained by
stuff.co.nz under the Official Information Act. The declaration is dated 16 March, and claims to have been submitted at the port of
Tauranga, however, the cruise of the Ruby Princess was cut short, and the ship never visited Tauranga.

On 15 March a declaration of health would have been sent from the Ruby Princess, then at the port of Napier, to the Bay of Plenty
District Health Board. This would have been needed to dock at the port of Tauranga, as planned for March 16. After changing one
word, Napier, to Tauranga, and the (first instance of the) date to the 16th, and presumably the registration number, the same
document was sent to the Auckland District Health Board. This would have been needed to dock at Auckland, as planned for
March 17. Doing this had the effect of hiding the true health situation on March 16. Why was it necessary to hide the true health
situation of the Ruby Princess? One has to assume that someone on board the ship was aware that it was carrying Covid-19.

And another paper designed to mislead.
While searching for a relation between mutations, and death rate, I came across this article.

The article reads very strangely, and it took some hours to decipher. First, they mention nine very important mutations, but never
tell you what they are. However, you can find them labeling diagrams at the end of the article. They are C8782T, C17747T,
A17858G, C18060T, T28144C, C241T, C3037T, C14408T, and A23403G. The last four you are already familiar with, they are the
four mutations of the British-American strain. They mention that C241T, C3037T, C14408T, and A23403G are mainly European,
and exist as a group, as you already know.

Then they mention that the mutations C17747T, A17858G, and C18060T are mainly American, and are nearly always found
together as a group. This was intriguing as I had entirely missed this grouping. I wondered about the other two mutations C8782T,
and T28144C. It didn't take long to find out that these two plus C17747T, A17858G, and C18060T form a tight group of five
mutations. So, why did the authors report only a group of three?

It eventually dawned on me that the reason for the overall obscurity of the article, and the misdirection, is to prevent the reader
discovering the group of five. This is because the group of five is impossible to explain as a natural consequence of the official
Covid-19 tale. So what do we know about the group of five?

The group of five [C8782T, C17747T, A17858G, C18060T, and T28144C] occur in 1146 sequences.
To gain some idea of just how tight this group of five is, consider the following:

Sequences containing C8782T, C17747T, A17858G, and C18060T, without T28144C = 3.
Sequences containing C8782T, C17747T, A17858G, and T28144C, without C18060T = 5.
Sequences containing C8782T, C17747T, C18060T, and T28144C, without A17858G = 0.

Sequences containing C8782T, A17858G, C18060T, and T28144C, without C17747T = 19.
Sequences containing A17858G, C17747T, A17858G, and C18060T, without C8782T = 3.

There are 164 sequences which carry only these five mutations (and no more). They are entirely from North America, with 160
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from the USA and 4 from Canada. Hence, the evolutionary tree of the American strain is clearly rooted in North America, that is,
this strain started in North America, and spread elsewhere.

Descendant sequences, that is, sequences containing at least the group of five mutations are predominantly American, with 1042
(of 1146 in all) from the USA. The distribution is: USA 1042, Australia 49, Canada 26, Costa Rica 1, England 2, Iceland 15,
Mexico 4, Puerto Rico 3, Taiwan 3, and Uruguay 1.

Explaining how the group of five developed from Wuhan is probably impossible, but anyway it is so hard to explain that
explanations are not offered, and the topic is hidden away.

As to the correlation of mutations to death rate, the authors state that they have removed from consideration all sequences which
are the same as the standard Wuhan genome. This invalidates their results. The 2nd edition says nothing of what the correlations
actually represent. In the 1st edition one has;

"The frequencies of specific sites for each country were calculated. The death rate was estimated with Total Deaths/Confirmed
Cases based on the data from Johns Hopkins resources on April 22th, 2020. The correlation coefficient between death rate and
frequencies of specific site or haplotype in different countries was calculated using Pearson method."

With this as a strategy, I can see why they deleted this sentence in the 2nd edition. Better to say nothing.

More viruses mysteriously regrow their tails.

For the period 2020-01-19 until 2020-02-20 (the first month of the America Covid-19 epidemic) every single American viral
sequence had lost AAAAAAAAAAAAAAAAAAAAA, or more, from it's tail. In particular, all potential ancestors of the group of
five had AAAAAAAAAAAAAAAAAAAAA, or more, missing from their tail. Here is a list of all the potential ancestors of the
group of five from that first month:

2020-01-19 MN985325 C8782T C18060T T28144C AAAAAAAAAAAAAAAAAAAAA298S3-

2020-01-19 MT233526 ATTAAAGGTTTATACCTTI1- C8782T C18060T T28144C
ATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29866-

2020-01-19 MT246667 ATTA1- C8782T C18060T T28144C AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAL98TIG
2020-01-22 MN997409 C8782T G11083T T28144C C29095T AAAAAAAAAAAAAAAAAAAAA29883-
2020-01-23 MN994467 G1548A C8782T C24034T T26729C G28077C T28144C A28792T
AAAAAAAAAAAAAAAAAAAAA29883-

2020-01-25 EPI_ISL 407214 C8782T C18060T T28144C AAAAAAAAAAAAAAAAAAAAA29883-
2020-01-25 EPI ISL 407215 C8782T C18060T T28144C AAAAAAAAAAAAAAAAAAAAA29883-
2020-01-28 EPI_ISL 410045 T490A C3177T C8782T C24034T T26729C G28077C T28144C
AAAAAAAAAAAAAAAAAAAAA29883-

2020-02-06 EPI_ISL 411954 C8782T T28144C G28878A G29742A AAAAAAAAAAAAAAAAAAAAA29883-
2020-02-11 EPI ISL 411956 C8782T T18603C T18975A A19175C C27925T T28144C C29095T
AAAAAAAAAAAAAAAAAAAAA298S3-

Then on 2020-02-20 something strange happened. A sequence turned up with a full tail. The first one. It's id was EPI ISL 413456.
It also carried the group of five mutations. Then a few more a couple of days later. Then there were 889 sequences carrying the
group of five mutations and having a full tail. How does a true believer explain this? I guess the only possible explanation is for
the group of five, plus full tail, to have been introduced to North America from outside, sometime around 2020-02-20, when the
first case magically appears. But it turns out that there is nowhere (from outside North America) it could have come from. Here is
a full list of possible ancestors countries and mutations:

111110 USA 510 Australia 9 Canada 9 England 2 Iceland 14 Taiwan 2 Uruguay 1

111100 USA 2

011110 USA 2

101110 USA 1 Australia 1 Canada 13

111010 Iceland 1

100110 USA 2

100010 USA 91 Australia 15 Canada 1 China 14 Denmark 1 England 4 France 1 Germany 1 Japan 1 Jordan 1 Kazakhstan 1 New
Zealand 2 Russia 2 Saudi Arabia 12 Scotland 15 Senegal 2 United Arab Emirates 1 Unknown 1
100000 Scotland 1 Wales 1

010000 Wales 1

000100 USA 1 England 1

000010 USA 1 South Korea 1

000000 All countries 6235

The mutations are represented by the initial binary number. For example, 100010 is shorthand for 1 mutation C8782T, 0 mutations
C17747T, 0 mutations A17858G, 0 mutations C18060T, 1 mutation T28144C, and 0 mutations at the end (i.e., a full tail). The
unlisted binary numbers. e.g., 110110, represent combinations of the mutations that have not been found anywhere in the world.
Clearly, all ancestor sequences must have a full tail, i.e., the last digit of the binary number must be zero.
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I guess, if one is really desperate, one has to look at the 14 Chinese sequences among those labeled 100010. This is a real, real long
shot, for such ancestor sequences need to gain the three missing mutations, C17747T, A17858G, and C18060T, and at essentially
the same time. To make matters even worse, 13 of the 14 sequences carry other mutations which make it impossible for them to be
ancestors. So, one is left with EPI_ISL_413858, from Guangdong province, which carries only the mutations C8782T, and
T28144C (and has a full tail). Even if you believe this extremely unlikely triple-jump happened, you are still left with a host of
problems, like; How did the virus EPI_ISL 413858 get to America? And if it did, why did it spread in America but not in China?
etc, etc.

When you are reduced to believing such incredibly unlikely events, the story you believe is probably wrong. Here, it is much,
much easier to believe the group of five is native to North America, and independent of Wuhan.

Tight groupings in the data.

I adjusted the script used in the last section in order to find all significant groupings among the twenty most common mutations.
This is what I found:

C1059T G25563T == First Group of Two (3624 of 14712 sequences carry these mutations)

C8782T T28144C == Second Group of Two (1807 sequences; includes the Group of Five)

G11083T C14805T G26144T == Group of Three (814)

C241T C3037T C14408T A23403G == Group of Four (10120)

C241T C3037T C14408T A23403G G25563T == Group of Four + G25563T (4329)

C241T C3037T C14408T A23403G C1059T == Group of Four + C1059T (3585)

C241T C3037T C14408T A23403G C1059T G25563T == Group of Four + First Group of Two (3564)
C241T C3037T C14408T A23403G GGG28881AAC == Group of Four + GGG28881AAC (2953)
C241T C3037T C14408T A23403G G25563T == Group of Four +
AATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTI- (790)
C241T C3037T C14408T A23403G A20268G == Group of Four + A20268G (732)

C241T C3037T C14408T A23403G C18877T == Group of Four + C18877T (439)

C241T C3037T C14408T A23403G C1059T G25563T C27964T == Group of Four + First Group of Two + C27964T (359)
C8782T C17747T A17858G C18060T T28144C == Group of Five (1146) < Second Group of Two

These are the major groupings. The Group of Four+Two is a group among the descendants of the Group of Four, and the Groups
Four+Two+X are groups among the descendants of the Group of Four+Two, etc. How these groupings developed is impossible to
explain without throwing away the official explanation.

So you can judge which are tight groupings, the number of individual occurrences, in square brackets, are compared to the group
occurrences, in parentheses.

C1059T [3654 sequences] G25563T [4426 sequences] (3624 sequences as a group)

C8782T [1835] T28144C [1816] (1807)

G11083T [1477] C14805T [999] G26144T [946] (814)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] (10120)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] G25563T [4426] (4329)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] C1059T [3654] (3585)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] C1059T [3654] G25563T [4426] (3564)
C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] GGG28881AAC [2994] (2953)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328]
AATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTI1- [1285] (790)
C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] A20268G [745] (732)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] C18877T [469] (439)

C241T [10258] C3037T [10283] C14408T [10283] A23403G [10328] C1059T [3654] G25563T [4426] C27964T [384] (359)
C8782T [1835] C17747T [1158] A17858G [1177] C18060T [1188] T28144C [1816] (1146)

That C3037T and C14408T were both in exactly 10,283 sequences was surprising. I checked in the 40,132 collection and found
C3037T was in 31,212 sequences and C14408T in 31,169. Together, they were in 31,040 sequences.

Yet another paper designed to mislead.

The preprint "Identification of novel missense mutations in a large number of recent SARS-CoV-2 genome sequences," is another
example of a paper that was deliberately designed to point researchers in the wrong direction. First, I wondered about this
statement:

"On April 11, 2020, there were 547 SARS-Cov-2 sequences deposited in GenBank, from which, we downloaded 474 complete or
near-complete genomes..."

So, I downloaded the Covid-19 sequences available from GenBank (over 8000), removed duplicates, animal sequences, and
sequences of length less than 29000. This left me with 7683 sequences. According to GenBank's own data, 1555 sequences had
been submitted to them by April 11. So why were only 547 sequences available for download?
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My guess is that GenBank deliberately held back the submitted data while giving certain people access to it so they could concoct
a story that hid their nefarious activities. Once they had established the narrative, the raw data (perhaps slightly adjusted) could be
released to the scientific public.

This process allows a certain degree of cherry-picking. If you cherry-pick 474 sequences from 1423, as they were likely able to do,
then people will ask questions, but if 474 have been chosen from 547, then that sounds reasonable.

The mutations of this GenBank collection are listed here.
So, if there was cherry-picking, what was its purpose? Consider this statement:

"Our analysis highlights 5 frequent new mutations that have emerged since late February 2020. These mutations are: one each
missense (non-synonymous) mutation in orflab (C10597T), orf3 (G255637T) and orf8 (C279647T), one in 5'UTR (C2417T), one in a
non-coding region (G295534). The final mutation (G295534) was found to be almost exclusive to the US isolates."”

Our authors report the following five new mutations: C1059T G25563T C27964T C241T G29553A.
From the 1423 sequences they (probably) had available to them, we have

308 C1059T mutations (22% of the 1423)
335 G25563T 24%

34 C27964T 2%

65 G29553A 5%

499 C241T 35%

We also have the following mutations that the authors managed net to find. Each of them more prevalent than those they did find.

519 C3037T 36%
506 C14408T 36%
517 A23403G 36%

The percentages for earlier dates decrease proportionally to zero. For later dates they increase proportionally until each of C241T,
C3037T, C14408T and A23403G is 65%.

As you know, from above, C241T, C3037T, C14408T and A23403G exist as a group. If you find the mutation C241T, as the
authors did, then you also find the mutations C3037T, C14408T and A23403G. They are tied together. It is impossible to find the
mutation C241T without finding the other three. Yet our authors managed to miss this very large elephant grazing in a very small
china shop. So, hiding the British-American strain seems to be one object of the paper.

In fact, it is even worse than just stated. As you can see four (C1059T G25563T C27964T C241T) of the five mutations found by
the authors are actually part of the Group of Four+Two+One (C241T C3037T C14408T A23403G C1059T G25563T C27964T).
That is, four of the five mutations found by the authors are part of this tight grouping of seven. That is, four of the five mutations
found by the authors are so closely tied to C3037T, C14408T and A23403G that it is literally impossible to miss them. Yet "miss"
them they did.

Another peer-reviewed, but mostly wrong, paper.

The peer-reviewed paper "Phylogenetic network analysis of SARS-CoV-2 genomes," states: "Finally, to ensure comparability, we
truncated the flanks of all (RNA viral) sequences to the consensus range 56 to 29,797, with nucleotide position numbering
according to the Wuhan 1 reference sequence."” Doing this invalidates their results.

So, the authors trimmed the RNA to some "consensus range" to ensure "comparability”. That is, they deleted the information that
was stopping them getting the results they wanted. The "consensus range" was the minimum trim necessary to be rid of all the
undesired mutations, so the authors understood what they were doing. Maybe they figured that future sequences would justify this
fudging of the facts.

To see if ignoring the lower and higher numbered mutations actually made any difference, I checked the twelve sequences
(EPI_ISL 406036 EPI ISL 410713 EPI ISL 411951 EPI ISL 412029 EPI ISL 411929 EPI ISL 406031 EPI ISL 412116

EPI ISL 410536 EPI ISL 406844 EPI ISL 406597 EPI ISL 410714 EPI _ISL 410546) claimed to be descendant from the
Sydney virus EPI_ISL _408977. None of these cases of paternity were supported by the facts (i.e., the full sequences). You can find
the results here. I didn't check any further.

Another complaint is that the supplement shows the bat coronavirus RaTG13, GenBank id MN996532.1, is linked to the standard
Covid-19 sequence by the mutations T28144C C8782T T29095C C18060A C3037T G4255T C6031T C7420T C10138T
A11707G C12115T T15597C C17373T C18828T C21859T T22303C C24034T C25587T, and T25645C. This is wrong. The
stated mutations are just a small sampling of the 1109 mutations by which the bat sequence and the standard sequence differ.
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Is it possible that the bat virus BatCoVRaTG13 jumped species directly to the Wuhan strain? In a word, no. The two only have
96.2% sequence similarity, that is, there are 1189 base differences. These 1189 base differences make up the 1109 mutations
mentioned above.

Note that the first two mutations mentioned in the paper are incorrectly named. T29095C should be C29095T, and T8782C should
be C8782T.

Covid-19 1s NOT from bats; at least not naturally.

It is claimed that SARS-CoV-2 came from bats, with pangolins acting as an intermediary host. However, this is impossible as the
spike proteins of all bat and pangolin coronaviruses have monobasic S1/S2 cleavage sites, whereas, that of SARS-CoV-2 has a
multibasic S1/S2 cleavage site. The spike proteins of the human coronaviruses OC43, and HKU1, both have a multibasic cleavage
site. This is strong evidence of genetic engineering.

Bat RaTG13 669 GICASYQTQTNS----RSVA 684
SARS-Cov-2 669 GICASYQTQTNSPRRARSVA 688

Above, we compare the S1/S2 cleavage sites of SARS-Cov-2 and the bat virus RaTG13. It has been found that coronavirus spike
proteins need to be cleaved/cut in two places in order for them to induce fusion (virus-cell, or cell-cell fusion). These two places
are called the S1/S2 and S2' cleavage sites. In the case of SARS-Cov-2 and RaTG13 the S1/S2 cleavage occurs after the bold R
and before the S. The bat S1/S2 cleavage motif R is not efficiently cleaved by common enzymes. However, if the arginine amino
acid R is replaced by the sequence RRAR then it is well-known, and has been well-known for decades, that the ubiquitously found
enzyme, furin, recognizes this sequence/motif and cuts the spike protein very efficiently during the virus' production (in the trans-
Golgi-network) by your cells. It has also been known for decades that this greatly increases the pathology of the virus.[22][40][41]

Now SARS-Cov-2 just happens to have the amino-acid sequence PRRA inserted just before the bat S1/S2 cleavage motif R. This
just happens to create the S1/S2 multibasic furin cleavage motif RRAR which just happens to dramatically increase the pathology
of the bat virus. No similar furin cleavage motif is found in any bat or pangolin virus.

The only other significant difference between the SARS-Cov-2 and RaTG13 spike proteins occurs in the receptor binding domain
(RBD). Here the RBD of RaTG13, which does not bind very efficiently to human ACE2-receptors, has been swapped for another
RBD, one that just happens to bind extremely well to human ACE2, one we are told is from a pangolin virus. It can be proved that
the swapping of the RBDs has been engineered by looking at the ratio of synonymous mutations to non-synonymous mutations
within the RBD, and comparing this to the ratio outside the RBD.

The following table compares the S1/S2 and S2' cleavage sites of the SARS-CoV-2 spike protein, with the S1/S2 and S2' cleavage

sites of bat viruses spike proteins. It has been copied from [23 Figure 1]. With its furin cleavage motif SARS-CoV-2 is clearly the
odd one out.
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S1/52 s2
SARS-CoV-2 669 - GICASYQTQTNSPRRARSVA - 6B8 808 - DPSKPSKRSFIED - 820
Bat SARSr-CoV RaTGl3 669 - GICASYQTQTNS----RSVA - 6B4 804 - DPSKPSKRSFIED - 816
Bat SARSr-CoV LYRall 659 - GICASYHTASLL=--=-=ENTD = 674 794 - DFSKPTKRESFIED - 806
Bat SARSr-CoV LYRa3 659 - GICASYHTASLL----ENTG - 674 784 - DFSEPTERSFIED - B06
Bat SARSr-CoV RsSHCO014 656 - GICASYHTVSSL----RSTS - 671 791 - DPLEPTERSFIED - 803
Bat SARSr-CoV Rsd4084 656 - GICASYHTVSSL----RSTS - 671 791 - DPLEPTKRSFIED - 803
Bat SARSr-CoV WIV1 656 - GICASYHTVSSL----RSTS - 671 791 - DPLEPTKRSFIED - B03
Bat SARSr-CoV Rs3367 656 - GICASYHTVSSL----RSTS - 671 791 - DPLEPTKRSFIED - 803
Bat SARSr-CoV Rs7327 656 - GICASYHTVSSL----RSTS - 671 791 - DPLKPTERSFIED - 803
Bat SARSr-CoV Rs9401 656 - GICASYHTVSSL----RSTS - 671 791 - DPLKPTEKRSFIED - BO3
Bat SARSr-CoV Rs4231 655 - GICASYHTVSSL----RSTS - 670 730 - DPLEPTERSFIED - B02
Bat SARSr-CoV WIV1é 655 - GICASYHTVSSL----RSTS - 670 790 - DPLKPTKRSFIED - 802
Bat SARSr-CoV Rsd8T74 655 - GICASYHTVSSL----RSTE - 670 790 - DPLEPTERSFIED - 802
Bat SARSr-CoV ZC45 646 - GICASYHTASIL----RSTS - 661 781 - DPSKPSKRSFIED - 793
Bat SARSr-CoV ZXC21 645 - GICASYHTASIL----RSTG - 660 780 - DPSKPSKRSFIED - 782
Bat SARSr-CoV Rf4002 634 - GICASYHTASTL----RGVG - 649 769 - DPSKPTKRSFIED - 781
Bat SARSr-CoV Rf/JL2012 636 - GICASYHTASLL----RSTG - 651 771 - DPLEPTKRSFIED - 783
Bat SARSr-CoV JTMC15 636 - GICASYHTASLL----RSTG - 651 771 - DPLEFTKRSFIED - 783
Bat SARSr-CoV 16B0133 636 - GICASYHTASLL----RSTG - 651 771 - DPLEPTERSFIED - 783
Bat SARSr-CoV B15-21 636 - GICASYHTASLL----RSTG - 651 771 - DPLEPTKRSFIED - 783
Bat SARSr-CoV YN2013 633 - GICASYHTASTL----RSIG - 648 768 - DPSKPTERSFIED - 780
Bat SARSr-CoV Anlong-103 633 - GICASYHTASTL----RSVG - 648 768 - DPSKPTKRSFIED - 780
Bat SARSr-CoV Rp/Shaanxi201l 640 - GICASYHTASVL----RSTG - 655 775 - DPSKPTERSFIED - 787
Bat SARSr-CoV Rs/HuB2013 641 - GICASYHTASVL----RSTG - 656 776 - DPSKPTERSFIED - 788
Bat SARSr-CoV YNLF/34C 641 - GICASYHTASVL----RSTG - 656 776 - DPLEPTERSFIED - 788
Bat SARSr-CoV YNLF/31C 641 - GICASYHTASVL----RSTG - 656 776 - DPLEPTKRSFIED - 788
Bat SARSr-CoV REf1l 641 - GICASYHTASHL----RSTG - 656 776 - DPFLEPTKRSFIED - 788
Bat SARSr-CoV 273 641 - GICASYHTASHL----RSTG - 656 776 - DPLEPTKREFIED - 788
Bat SARSr-CoV Rf/SX2013 639 - GICASYHTASLL----RSTG - 654 774 - DPLEPTERSFIED - 786
Bat SARSr-CoV Rf/HeB2013 641 - GICASYHTASLL----RSTG - 656 776 - DPLKPTKRSFIED - 788
Bat SARSr-CoV Cp/Yunnan2011 E41 - GICASYHTASLL----RNTG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV RsE72 641 - GICASYHTASTL----RSVG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV Rsd255 641 - GICASYHTASTL----RSVG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV Rs4081 641 - GICASYHTASTL----RSVG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV Eml 641 - GICASYHTASVL----RSTG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV 279 641 - GICASYHTASVL----RSTG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV Rs/GX2013 642 - GICASYHTASVL----RSTG - 657 777 - DPSKPTKRSFIED - 789
Bat SARSr-CoV Rs806 641 - GICASYHTASLL----RSTG - 656 776 - DPSKPTKRSFIED - 788
Bat SARSr-CoV HKU3-1 642 - GICASYHTASVL----RSTG - 657 777 - DPSKPTERSFIED - 789
Bat SARSr-CoV Longguan-140 642 - GICASYHTASVL----RSTG - &57 777 - DPSKPTERSFIED - 789
Bat SARSr-CoV Rp3 641 - GICASYHTASTL----RSVG - 656 776 - DPSKEPTEKRSFIED - 788
Bat SARSr-CoV Rsd247 642 - GICASYHTASTL---=-RSVG - 657 777 - DPSKPTKRSFIED - 789
Bat SARSr-CoV Rsd4237 641 - GICASYHTASTL----RSVG - 656 776 - DPSKEPTKREFIED - 788
Bat SARSr-CoV As6526 641 - GICASYHTASTL----RSVG - 656 777 - DPSEPTERSFIED - 789
Bat SARSr-CoV BtEY72/KEN 660 - GICAKFGS---D---KIRMG - 673 783 - DEERLSYRSFIED - BOS
Bat SARSr-CoV BM4B-31 658 - GICAKYTHNVSST---LVRESG - 674 794 - DPAKPSSRSFIED - B06

Further evidence that Covid-19 1s not natural.

If the amino-acid sequence PRRA was introduced by a recombination event, then the nucleotide sequence coding for it, that is

CCT CGG CGG GCA, must have come from some other related virus. However, the segment CGG CGG cannot be found in any
coronavirus spike cleavage sequence. In fact, the CGG CGG motif is not found among the spike cleavage sequences of any known
virus, strongly indicating that SARS-CoV-2 has been engineered. [42]

Covid-19 Cover-up in Rome.

The researchers, Bartolini, Bordi, Capobianchi, Carletti, Castilletti, Colavita, Ippolito, Lalle, Nicastri, Rueca, of the National
Institute for Infectious Diseases (INMI), in Rome, have put their names to the following three papers/preprints;

[1] Molecular characterization of SARS-CoV-2 from the first case of Covid-19 in Italy.
[2] Virological characterization of the first two Covid-19 patients diagnosed in Italy.
[3] SARS-CoV-2 Phylogenetic Analysis, Lazio Region, Italy, February-March 2020.

Here are some quotes from [1];

"On January 29, 2020, two Chinese spouses (patient 1, female; patient 2, male), coming to Italy as tourists from Hubei province,
were hospitalized at the National Institute for Infectious Diseases "L. Spallanzani", Rome, with fever and respiratory symptoms."

This couple were Italy's first Covid-19 cases.
"A virus isolate was obtained from the sputum of patient 1, with cytopathic effects evident 24 h post-inoculation. At the time of

writing, virus isolation from the nasopharyngeal swab sample collected from patient 2 was not successful, likely due to the lower
viral load, therefore no further analysis was performed on the virus detected in patient 2. Next-generation sequencing was
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performed on the respiratory samples from patient 1 and on the primary isolate, prior to any further passage, by using the lon
Torrent S5 platform."” [1; page 1]
We have the following quotes from [2];

"On January 29th, 2020, two spouses, a 66-year-old woman (Patient 1, Ptl) and a 67-year-old man (Patient 2, Pt2) visiting Rome
for vacation, were admitted at INMI, as possible Covid-19 cases. Both patients arrived in Italy on January 23rd from Wuhan,
Hubei Province, China, and since January 28th presented relevant respiratory symptoms." [2; page 6]

"First samples collected at diagnosis (nasopharyngeal swabs on both patients and sputum of Ptl) were immediately inoculated
into the cell culture for isolation purpose. The follow-up samples (were stored).... Next generation sequencing was performed using
Ion Torrent S5 platform as described in [9]." [2; page 5]

Here it is implicit that both the viruses of both Patient 1 and Patient 2 were sequenced. Further, we read;

"The partial Pt2 sequence was very similar to the sequence of Ptl, and consistent with the full genome sequence of the strain
isolated by the national reference center (EPI _ISL 412974) from Pt2 nasopharyngeal swab."

This completely contradicts what the INMI authors have previously said, above.

The important point here is that Patient 2's virus was isolated and sequenced. In fact, it was isolated from Patient 2's
nasopharyngeal swab. The partial sequences (MT008022 = EPI ISL 406959; MT008023 = EPI ISL 406960) of Pt1 and Pt2 are
tiny identical 322-base sequences (which were not worth submitting). Their mention is probably just to confuse the meaning of the
sentence. In [3] we read;

"We named the sequences INMI3-INMI10 for their detection at National Institute for Infectious Diseases and analyzed them
together with the previously published INMII and INMI2 [1], along with all the sequences from Italy posted to GISAID database
by April 11, 2020." [3; page 1]

INMI1 and INMI2 were the names given to the viruses of Patients 1 and 2. INMI3-INMI10 were the names for the next 8 Covid-
19 viruses sequenced by the group. We are told that the INMI group sequenced INMI1 and INMI3 to INMI10 using the Ton
Torrent S5 platform. However, instead of sequencing Patient 2's virus, INMI2, themselves, they had it sequenced by the "national
reference center," which, of course, may be another reference to themselves, but according to the GISAID database

(EPI_ISL 412974) it is the Virology Laboratory of the Army Medical Center. EPI_ISL 412974 is recorded as:

EPI ISL 412974 2020-01-29 2020-03-01 hCoV-19/Italy/SPL1/2020 Italy/Rome G11083T G26144T
where the format is: id, collection date, submission date, full name, location, and mutations.

So, what was it that caused patient 2's virus, INMI2, to be treated so differently?

One also finds the contradictory statements:

"Full genome sequences of Ptl were obtained by NGS from both virus isolate and clinical sample (nasopharyngeal swab)." [2;
page 7]

"The reads from the two respiratory samples of patient 1 were merged to obtain a better coverage along the virus genome, and in
this paper are referred to as data from the clinical sample." [1; page 1]

So what is going on here?
It seems the virus of Patient 1 must have been sufficiently different from that of Patient 2 to call for a cover-up.

After reading these papers it is clear that their purpose was to blame China for the spread of the virus to Italy, even if there was no
evidence for this. When the viral sequences of Patients 1 and 2 turned out to be different, this made it unlikely that one of the pair
had caught the virus from the other, and actually points to the couple being deliberately infected, which points away from China.
So, the differences in the sequences had to be covered up.

Reading further one finds;

"Considering the consensus sequences, two non-synonymous changes with respect to the Wuhan-Hu-1 NCBI Reference Genome
were observed in the sequence from the clinical sample from patient 1: G11083T, leading to L3606F change in Orfla, and
G26144T, leading to G251V change in Orf3a. One additional synonymous substitution in Orfla (A22697T) was detected in the
isolate but not in the corresponding clinical sample. All variants were confirmed by Sanger sequencing.” [1; page 1]

This is incorrect. This quote implies that the G11083T mutation was found in the isolate sequence of Patient 1. However, the
G11083T mutation is nowhere to be found in the isolate sequence.

The isolate sequence from patient 1 is MT066156 = EPI_ISL 410545 = Italy/INMI1-isl/2020.
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The clinical sequence from patient 1 is MT077125 = EPI_ISL 410546 = Italy/INMI1-cs/2020.

From the database we have;

EPI ISL 410545 2020-01-29 2020-02-17 Italy/INMI1-isl/2020 Italy/Rome [isl=isolate]
A2269T G26144T GACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29868-
MT066156 2020-01-30 2020-02-14 ITA/INMI1/2020 Italy

A2269T G26144T GACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29868-

EPI ISL 410546 2020-01-31 2020-02-17 Italy/INMI1-cs/2020 Italy/Rome [cs=clinical sample]
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTAGI- G11083T G26144T
TGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29842-
MTO077125 2020-01-31 2020-02-17 ITA/INMI1/2020 Italy
ATTAAAGGTTTATACCTTCCCAGGTAACAAACCAACCAACTTTCGATCTCTTGTAGI- G11083T G26144T
TGATTTTAATAGCTTCTTAGGAGAATGACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29842-

As you can see, the claimed G11083T mutation is not among the mutations of the isolate. On further investigation it turns out that
position 11083 is recorded as indeterminate, i.e., as the letter N. All the other 29,866 bases were successfully determined (as either
A,C,G or T). Only this one base, at the important (to this case) position, 11083, was not successfully determined. What are the
chances of that? Anyway, this means that certain software will display the (potential) MT066156 mutations as:

MT066156 2020-01-30 2020-02-14 ITA/INMI1/2020 Italy
A2269T G11083N G26144T GACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29868-

where the G11083N is a potential mutation, but, as yet, not determined to be such, and this looks a bit like a G11083T mutation. In
any case, a potential mutation seems good enough for these researchers. Of course, in reality, the G11083T mutation was never
part of the isolate sequence, and the N had to be added to the isolate sequence to even suggest that it might have been.

In fact, reading between the lines, it seems likely that patient 1's sequence was initially the isolate sequence, and patient 2's was
initially the clinical sequence. Something like this:

patient 1's sequence

== the wife's sequence

== isolate sequence/EPI ISL 410545

== A2269T G26144T GACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA29868-

patient 2's sequence

== the husband's sequence

==EPI_ISL_ 412974

== G11083T G26144T

== clinical sequence/EPI_ISL 410546 without end mutations

And when it was pointed out that the couple's viral sequences were different, the husband's viral sequence was called a variant of
the wife's, and the two were added together to form something new that was also called a clinical sequence, to further confuse the
issue. Whether patient 2's sequence was initially the clinical sequence, or not, makes no difference to what has been said above.
This is just my guess at what actually happened. In any case, things were done to hide the differences between the couple's viral
sequences.

The database shows that Patient 1 and Patient 2 were the only people in all of Italy with viruses belonging to the V clade (i.e., they
had at least the mutation G26144T). The nine sequences from Italy in the V clade are clearly just copies of the viral sequences of
Patient 1 and Patient 2. All other Italian sequences were clade G (i.e., they had at least the mutation A23403G). This has also been
noted here:

"The analysis of sequence data shown in GISAID indicates that the initial introduction of SARS-CoV-2 in Italy through 2 infected
tourists in January was effectively contained, and no further circulation of similar clade V strains has been so far detected.” [3;

page 1]
Note also that the mutation A2269T is only found in these sequences from Rome. It has not been found anywhere else in the
world. In particular, it has never been found in China. So when the INMI group claimed that everything was consistent with the

couple bringing the virus from China, they were lying.

The Italian sequences plus mutations are listed here. By the way, there is a suspiciously small number of Italian sequences in all
the collections.

Train travel tells a story about Covid-19.

It is obvious that the story we are being told about the Covid-19 epidemic is very wrong.

preearth.net/phpBB3/viewtopic.php?f=15&t=1184 26/46



02/09/2021, 13:03 preearth.net » View topic - The COVID-19 Scam. UPDATE: Vaccines.

Everyday 59 trains (32 bullet trains and 27 normal trains) leave Wuhan for Beijing.[2]

These trains carry between 600 and 1200 passengers.

Of course, for the period around Chinese New Year, every train would have been packed.

However, let us assume that only 50 passengers on each train from Wuhan end up in Beijing.

So every day 59 * 50 = 2,950 people from Wuhan go to Beijing.

The virus circulated in Wuhan for roughly 40 days before the authorities took action.

Therefore 59 * 50 * 40 = 118,000 people from Wuhan end up in Beijing.

These 118,000 + those arriving by plane + those arriving by automobile, result in 442 confirmed cases of Covid19.

Everyday 155 trains (103 bullet trains and 52 normal trains) leave Wuhan for Changsha (Hunan Province).
Similarly, we have 155 * 50 * 40 = 310,000 people from Wuhan ending up in Changsha.

These 310,000 + those arriving by plane + those arriving by automobile, result in 1,018 confirmed cases of Covid19.

Everyday 127 trains (85 bullet trains and 42 normal trains) leave Wuhan for Zhengzhou (Henan Province).
Similarly, we have 127 * 50 * 40 = 254,000 people from Wuhan ending up in Zhengzhou.

These 254,000 + those arriving by plane + those arriving by automobile, result in 1,273 confirmed cases of Covid19.

And, so on,....

Over the same time period, a few thousand Chinese from Wuhan arrive in Iran.
These are supposedly responsible for 12,729 confirmed cases by March 16.

Over the same time period, a few thousand Chinese from Wuhan arrive in Italy.
These are supposedly responsible for 21,157 confirmed cases by March 16.

Regarding the last two estimates: What I know is that the number of one-way tickets from Wuhan to Paris in the first quarter 2019
was 4,232. Using this 90 day period as a proxy, this is 4,232 * 4/9 = 1,880 passengers for the 40 day period of interest. The "few

thousand" passengers from Wuhan to Italy & Iran is a guess based on this. More accurate numbers would be welcome.

Summing up we have:

More than 4,000 Chinese from Wuhan visit Hong Kong resulting in 141 confirmed cases.
More than 082,000 Chinese from Wuhan visit Shanghai  resulting in 353 confirmed cases.
More than 118,000 Chinese from Wuhan visit Beijing resulting in 442 confirmed cases.
More than 090,000 Chinese from Wuhan visit Chongqing resulting in 576 confirmed cases.
More than 158,000 Chinese from Wuhan visit Nanjing resulting in 631 confirmed cases.
More than 310,000 Chinese from Wuhan visit Changsha  resulting in 01,018 confirmed cases.
More than0 254,000 Chinese from Wuhan visit ZhengzhouO resulting in 01,273 confirmed cases.
More than 234,000 Chinese from Wuhan visit Guangzhou resulting in 01,357 confirmed cases.
Less than 1,000 Chinese from Wuhan visit Iran resulting in 12,729 confirmed cases.
Less than 1,000 Chinese from Wuhan visit Italy resulting in0 21,157 confirmed cases.

The confirmed cases are those reported on March 16, 2020.

How is it visitors from Wuhan to major Chinese cities have an almost zero transmission rate?

Yet we are told that visitors from Wuhan to foreign countries have a very high transmission rate.

How can this be?

Wauhan is in the middle of China.

How could the disease bypass all the major Chinese cities and massively infect huge numbers in Iran and Italy?
Why didn't the disease infect large numbers in the major Chinese cities (before the lockdown)?

Conclusion: The story we are being told about Covid-19 = SARS-CoV-2 is a big lie.

Plane travel tells the same story as Train travel.

We use the one-way bookings from Wuhan to various countries in the first quarter of 2019 to estimate the number of airline

passengers.[4] The top ten destinations from Wuhan were:

Thailand 74,185

Japan 29,710

Taiwan 25,752
preearth.net/phpBB3/viewtopic.php?f=15&t=1184
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Hong Kong 0 21,852
Malaysia 19,105
Korea 18,623
Australia 15,020
Cambodia 13,456
USA 13,267
Singapore 12,959

Note that neither Iran or Italy are in the top ten destinations.

We are interested in 40 days from the 90 day period, so we multiply by 4/9. We have:

More than 32,971 Chinese from Wuhan visit Thailand resulting in 827 confirmed cases of Covid19.
More than 13,204 Chinese from Wuhan visit Japan resulting in 01,140 confirmed cases of Covid19.
More than 11,445 Chinese from Wuhan visit Taiwan resulting in 215 confirmed cases of Covid19.
More than 09,712 Chinese from Wuhan visit Hong Kong 0 resulting in 386 confirmed cases of Covid19.
More than 08,491 Chinese from Wuhan visit Malaysia resulting in 01,624 confirmed cases of Covid19.

More than 08,277 Chinese from Wuhan visit Korea resulting in 09,037 confirmed cases of Covid19.
More than 06,675 Chinese from Wuhan visit Australia resulting in 02,044 confirmed cases of Covid19.
More than 05,980 Chinese from Wuhan visit Cambodia  resulting in 87 confirmed cases of Covid19.
More than 05,896 Chinese from Wuhan visit USA resulting in0 46,450 confirmed cases of Covid19.
More than0 05,759 Chinese from Wuhan visit Singapore  resulting in 509 confirmed cases of Covid19.

The source of this information is the OAG (Air Travel Intelligence) Traffic Analyzer.

Conclusion: The virus was deliberately spread to certain areas. Other areas were forgotten about.

The Covid-19 antibody test.

The easiest to use Covid-19 test looks for antibodies that the body has used to fight the disease. It does not tell how long ago
the disease occurred. The assumption is that it MUST BE very recent. But that is only because "everyone" believes that
everything started with Wuhan, which it didn't.

Such a test is BioMedomics COVID-19 IgM/IgG Rapid Test: BioMedomics has developed and launched one of the world's first
rapid point-of-care lateral flow immunoassays for the diagnosis of coronavirus infection. The test has been used widely by the
Chinese CDC (Center for Disease Control and Prevention) to combat infections and is now available globally. This test detects
both early marker and late marker, IgM/IgG antibodies in human finger-prick (capillary) or venous whole blood, serum, and
plasma samples.... BioMedomics Rapid IgM-IgG Combined Antibody Test for COVID-19 is used to qualitatively detect IgG and
IgM antibodies of the novel coronavirus in human serum, plasma or whole blood in vitro. [The U.S. was slow on the uptake, and it
was only on March 16 that the FDA recommended this product for healthcare workers at the point-of-care. Previous to this qRT-
PCR (quantitative real-time polymerase chain reaction) was used.]

I also came across this pamphlet which states: "Results from the COVID-19 IgG/IgM Rapid Test Cassette (Whole
Blood/Serum/Plasma) should not be used as the sole basis to diagnose or exclude SARS-COV-2 infection or to inform infection
status."

The pamphlet also states: "The COVID-19 IgG/IgM Rapid Test Cassette.... shows some cross reactivity with samples positive for
SARS-CoV antibody and Rheumatoid Factor. It is possible to cross-react with samples positive for MERS-CoV antibody. Positive
results may be due to past or present infection with non-SARS-CoV-2 coronavirus strains, such as coronavirus HKUI, NL63,
0C43, or 229E."

So, if in the past you have had SARS-CoV-1, MERS-CoV (very unlikely) or one of the common cold corona-viruses HKU1,
NL63, OC43, or 229E, (more likely) then you just might test positive for Covid-19.

Corona-viruses have a worldwide distribution, and cause 10-15% of common cold cases. Covid-19 is a corona-virus.

Now, if you have had one of the common cold corona-viruses like HKU1, NL63, OC43, or 229E, and thus test positive for Covid-
19, and die of pneumonia, then you will probably be counted as one of those who died of Covid-19, even though you never had the
disease.

It is said of the corona-viruses OC43 and 229E: "They are among the viruses that cause the common cold. Both viruses can cause

severe lower respiratory tract infections, including pneumonia, in infants, and the elderly,” which sounds a lot like the corona-
virus Covid-19.
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The deliberate spreading of the virus was probably only to China, Iran, and Italy, where a more virulent strain was
released. Since the Chinese strain had almost zero transmission rate, it quickly died out. The initial high transmission rate
in Wuhan was due to the disease being deliberately spread. Spreading the virus before the Chinese New Year travel
extravaganza suggests that the plan was to infect all of China.

The article: "Rates of evolutionary change in viruses: patterns and determinants"” states:

For nearly all RNA viruses examined, overall rates of nucleotide substitution fall in the range of 10"-2 to 10"-5 nucleotide
substitutions per site, per year (subs/site/year), with most of the viruses exhibiting rates within one order of magnitude of 1 x
10"-3 subs/site/year. For an RNA virus with a genome of 10,000 bases, this is equivalent to the fixation of 10 substitutions per
genome, per year.

107-2=10.01, 10~-3 =0.001, 10"-4 = 0.0001 and 10"-5 = 0.00001.
The nucleotide substitution rate is also known as the evolutionary rate.

Nextstrain.org actually gives you a rate estimate of around 25 substitutions per year. The estimate is hidden under the Clock
option. Click the Clock option and it appears on the data graph. 25 substitutions per year seems incredibly wrong when you even
have individual genomes with that many substitutions, and that supposedly within a couple of months, not a full year.

25 substitutions per year corresponds to 25/30,000 = 0.0008 = 8 x 10"-4 substitutions per site per year.

Assuming an exponential growth model, this means that after one year, 25 mutations (per genome) will have become fixed in the
population. After two years, 625.

The mutation/error rate.

The mutation rate should really be called the error rate as the changes in the RNA sequence are caused by their "duplication"
protein not being very accurate. The error/mutation rate is (usually) defined as the average number of errors created in genomes of
viral progeny, per base, per replication cycle (mut/nuc/rep). Covid-19 actually has an error checking protein so should have a low
error/mutation rate compared to other RNA viruses.

The error/mutation rate can be high but the substitution/evolutionary rate low.

For an error/mutation to count in the evolutionary rate it has to become established in the population which rarely occurs.
Typically, a virus with a one nucleotide error/mutation will sit in a sea of billions of viruses without that particular error, and will
not become established in the population.

Nextstrain.org

There are a few reasons to worry about nextstrain.org's reporting of the Covid-19 epidemic. The main reason is their giant culls of
hundreds of sequences. For example, on April 07, 552 of 3087 genomes just disappeared. Similarly, on April 22, 1902 of 3170
genomes disappeared, while 329 were added. On May 19, 1340 of 5669 genomes disappeared.... So, why were they fudging the
data? Were they "cherry picking"?

To try and understand what was happening I listed those sequences kept, and those deleted (in the April 22 cull) in this file. Those
kept are in column one, those deleted are in column two. What is notable, is that 93% of the Welsh varieties, 87% of the Scotch
varieties, and 68% of the English varieties, just disappeared. What is it that makes the British varieties so unwanted? One thing, is
that the British varieties are very different to the standard Wuhan genome (i.e., their Divergence is large). This suggests that the
"cherry picking" is done to maintain the fiction that all varieties are from the Wuhan genome.

The Divergence provides a measure of the "closeness" between two genomes (of similar size). It is defined to be the difference in
the number of nucleotide mutations between the two. When comparing genomes of different sizes you need to divide the
Divergence by the genome length.

Here are a few genomes with large Divergence that appeared on nextstrain, only to soon disappear:

SouthAfrica/RO2606/2020 Divergence=35
Fujian/IM3520004T/2020 Divergence=35
England/20142083004/2020 Divergence=34
Wales/PHWC-24DF0/2020 Divergence=32
England/20144037404/2020 Divergence=30
Columbia/GVI-97181/2020 Divergence=30
DRC/KN-0051/2020 Divergence=30....

There are more here if anyone is interested. All but 5 of these have now been purged. Concerning those 5;

Senegal/640/2020 has had its Divergence changed from 25 to 20 then 19 then 18.
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Senegal/328/2020 has had its Divergence changed from 24 to 21 then 18 then 17.
India/nimh-0116/2020 has had its Divergence changed from 22 to 18 then 17.
Luxembourg/LNS0522318/2020 has had its Divergence changed from 21 to 17.
Norway/2093/2020 has had its Divergence changed from 24 to 11.

I would imagine by now that the last five have also disappeared, or been further trimmed.

Concerning nextstrain.org's presentation; I have been asked how a data point can differ from the standard Wuhan genome (that is,
have non-zero Divergence), yet report "No nucleotide mutations". The reason is that the missing mutations are reported on the
branches leading to the data point in question. If you add up the number of mutations reported on the branches, plus any reported
for the data point itself, you get the number of points of difference, that is, the Divergence. I have illustrated this for the data point
Senegal/640/2020. You can view the explanatory picture here. An active version can be found here (it seems that the sequence
Senegal/640/2020 has disappeared).

The Senegal/640/2020 sequence is defined by stating its differences to the standard Wuhan genome. The differing nucleotides are
[C3037T] [C241T A23403G] [C14408T] [G25563T] [C1059T] [G11083T] [A2825G A2826C T2827A A2831C G29372A
C29375G T29377C A29381C G29384T + 2 more]

Their total, that is, the Divergence, is=1+2+1+1+1+1+11+0=18.

The term "AA mutations" stands for amino acid mutations. Some nucleotide substitutions do not cause any change in the amino
acids produced. Thus, there is no change in the protein sequences, and usually no physical change in the organism. These
substitutions are called synonymous.

If you think that the above sequence Wales/PHWC-24DF0/2020 with Divergence of 32 is impressive, here is a Turkish genome
with Divergence 60. Comparing it to the standard Wuhan genome, as usual, it is:

C100A T580A G779C T946A T1100G C1101T A1106T A1119C A1134T G1156A G1210A C1225A T1359C G1397A C1420T
G1470A C1473T A1475C G2250A C2455T A2475T G2549C T2586A G2591A G2612C G2715T A2932G C3117T G3146C
C3787T C4084T C7392T T10532A C11232T G11234A C13476T C13492T C14286T G14310A T14394A C14407A G14430A
G14443T T14682G G14710A T14740C C14763A G14773T T14808A C15101A TI15119A G15958A C19763A T26396A
T26551C C26753T C27103T G28109T T28688C G29742T.

The virus is called hCoV-19/Turkey/6224-Ankaral034/2020 and has GISAID id EPI_ISL 417413.
And here is another monster. This Malaysian virus has Divergence 69.

It is called hCoV-19/Malaysia/186197/2020 and has id MT372483 and GISAID id EPI ISL 417919.
It is defined by its differences from the standard Wuhan genome, which are:

-320T T2628- G2632T -2633A C2636T A2679C T2737A A10215G A10225C T11104C T12113C A13409G C13424T G13469A
T15242A G15416A T15417A T15428A G15429A T15432A G15433A T15437A G15438A C15441A G15449A C15469T
G15475A A15478G T15969A -16267G A16270- C16271T T17549C A17553G T17582A G17601A T17618A T17643A
C17644A T17647A T17650A T17652A G17667A T17673A C17845T A17871G T17873C C17874T G17887A T22907A
A23122T A26945G G26946C C27106T A27107G T27108C -29699G A29700G T29709- T29710A A29812G T29817A A29819T
G29825T A29827G -29864AAAAA T29867A G29868A C29870A

Note that this Malaysian branch would have diverged from the Wuhan branch about 1.3 years ago.

There is a very interesting virus from the United States (Wisconsin) that has Divergence 50.

It is called hCoV-19/USA/WI-GMF-00928/2020 and has GISAID id EPI ISL 426161.

It is defined by its differences from the standard Wuhan genome, which are:

T78G C241T A739G C1059T C2933T C3037T C9866T C12400T C14408T A14747G A20755C A21536T T21537A T21539A
A21550T A21551C A23403G C25366T A25367C A25368G C25373G A25377T A25379T G25563T C26447T A26449C

G26452T T26453C C26455G C26456T T26457A T26462A C26464G G26466T G26467C G27364T A27365T G27366C
C27367G A27369T C27371T A27372C A27373T G27376T A27383T T28238A G28239T T28240C G28242C T28245G

It is mainly of interest because this virus also occurs on nextstrain.org where it has Divergence 12. The mutations presented by
nextstrain.org are C241T A739G C1059T C2933T C3037T C9866T C12400T C14408T A14747G A20755C A23403G G25563T
which form a subset of the mutations of EPI_ISL 426161 just listed above. They have been marked in red. You can find the
nextstrain.org version here.

It would be interesting to hear why the other 38 mutations were thrown away.

There is another very interesting virus from Wuhan China.
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It is called hCoV-19/Wuhan/HBCDC-HB-04/2019 and has GISAID id EPI_ISL 412900.
It is defined by its differences from the standard Wuhan genome, which are:

G765C A2215C T4608A T4747C C4763G T6006C T6820C A6837C T6976A T6978A T6980C G6986C T6988A C7006A
T9316A G9324A T9325A G9648C G9653C -9825T A9826C T9831C T9861G T21656G A24325G G28597C

It is interesting because it is from Wuhan, because it was acquired on the 30th December 2019, because its Divergence is 26,
and because nextstrain.org has not bothered to display it.

So, at the very beginning of the Covid-19 epidemic there was, at Wuhan, a strain of Covid-19 that differed from the
standard Wuhan genome by 26 mutations. Now that is super-super-fast evolution.

March 16; Confirmed Cases.

On March 16, the Johns Hopkins University website

https://www.gisaid.org/epiflu-applications/global-cases-covid-19/

reported the following numbers of cases of Covid-19 in each of the Chinese provinces:

67,794 confirmed cases Hubei China (this province includes Wuhan)
1,357 confirmed cases Guangdong China (this province includes Guangzhou)
1,273 confirmed cases Henan China

1,231 confirmed cases Zhejiang China

1,018 confirmed cases Hunan China

990 confirmed cases Anhui China

935 confirmed cases Jiangxi China

760 confirmed cases Shandong China

631 confirmed cases Jiangsu China

576 confirmed cases Chongqing China

539 confirmed cases Sichuan China

482 confirmed cases Heilongjiang China

442 confirmed cases Beijing China (this province includes Beijing)
353 confirmed cases Shanghai China (this province includes Shanghai)
318 confirmed cases Hebei China

296 confirmed cases Fujian China

252 confirmed cases Guangxi China

245 confirmed cases Shaanxi China

174 confirmed cases Yunnan China

168 confirmed cases Hainan China

146 confirmed cases Guizhou China

141 confirmed cases Hong Kong China

136 confirmed cases Tianjin China

133 confirmed cases Shanxi China

132 confirmed cases Gansu China

125 confirmed cases Liaoning China

93 confirmed cases Jilin China

76 confirmed cases Xinjiang China

75 confirmed cases Inner Mongolia China

75 confirmed cases Ningxia China

18 confirmed cases Qinghai China

10 confirmed cases Macau China

1 confirmed case Tibet China

It has been suggested that the Chinese have lied about the low numbers, but this is obviously false; Why would they give real

figures for Wuhan, but false figures for other cities? And, anyway, it would be impossible to keep an on-going epidemic secret,
especially in Hong Kong.

The complete Train Schedule for trains from Wuhan.

High Speed Train Schedule from Wuhan

Destination Trains Duration Ticket Fare
1st/2nd Class Seat
Beijing West 32 departures from 07:00 to 18:36 4h12m - 6h2m CNY 832.5/520.5
Shanghai 35 departures from 07:27 to 18:55 3h51m - 6h20m CNY 464.5/289

preearth.net/phpBB3/viewtopic.php?f=15&t=1184 31/46



02/09/2021, 13:03

Hong Kong
Xi'an North
Chengdu
Chongqing
Guangzhou
Shenzhen North
Futian
Hangzhou East
Nanjing
Shenyang
Zhengzhou
Harbin West
Changsha South
Nanning
Xianning
Shiyan

Destination

Beijing
Shanghai
Guangzhou
Xi'an
Chengdu
Hangzhou
Xiamen
Changsha
Zhengzhou
Nanchang
Yichang East
Chongqing North
Shenzhen
Tianjin
Guiyang
Shiyan
Kunming
Harbin West

The Last Update of the Schedule was on Jan 10, 2020.[3]
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2 departures at 14:20 and 16:00
14 departures from 09:17 to 18:05
16 departures from 06:25 to 14:06
38 departures from 06:25 to 16:12
66 departures from 06:45 to 19:41
26 departures from 07:25 to 17:49
26 departures from 07:25 to 17:49
12 departures from 06:45 to 18:00
59 departures from 06:45 to 20:04

4 departures from 07:21 to 09:05
85 departures from 07:00 to 21:05

1 departure at 07:55

103 departures from 06:45 to 21:19

7 departures from 07:06 to 14:49
58 departures from 06:53 to 21:19
13 departures from 07:30 to 20:00

4h38m - 5h2m
3h55m - 5h20m
8h00m - 9h57m
5h54m - 7h32m
3h45m - 4h51m
4h17m - 5h38m
4h17m - 5h38m
4h29m - 6h24m
2h30m - 3h56m
10h5Sm - 12h13m
1h44m - 4h1lm
12h33m

1h18m - 2h2m
6h23m - 7h39m
0h24m - 1h47m
1h57m - 2h56m

Normal Train Timetable from Wuhan

Trains

27 departures from 01:21 to 23:42
6 departures from 18:09 to 22:54
34 departures from 00:50 to 23:55
11 departures from 00:21 to 23:32
10 departures from 01:09 to 23:26
8 departures from 12:43 to 22:54
2 departures at 08:01 and 12:14
52 departures from 00:19 to 23:55
42 departures from 00:37 to 23:42
20 departures from 01:53 to 19:36
9 departures from 04:34 to 23:26
7 departures from 04:34 to 22:36
7 departures from 05:30 to 21:05
8 departures from 01:33 to 22:08
5 departures from 00:19 to 23:38
9 departures from 00:11 to 23:12
3 departures from 00:19 to 23:38
3 departures from 07:33 to 18:04

Interesting videos.

Here is an interesting video from two Californian doctors who recommend that the state's lockdown be lifted immediately. The
main speaker mixes up his statistics somewhat, and is inconsistent in his application of them. Also, he appears to be

Duration

10h33m - 18h38m
10h11m - 18h29m
10h36m - 18h26m
10h34m - 15h15m
10h36m - 22h11m
8h5m - 15h19m
9h27m - 14h50m
3h13m - 5h17m
4h24m - 9h8m
3h2m - 8h41m
2h8m - 6h23m
7h22m - 18h21m
12h42m - 18h00m
11h38m - 20h42m
15h26m - 17h19m
4h30m - 7h55m
22h53m - 28h43m
23h16m - 37h44m

CNY 1,082.5/678.5
CNY 727.5/454.5
CNY 601/375
CNY 419/261.5
CNY 708.5/443.5
CNY 838/538
CNY 838/538
CNY 454/283
CNY 245/153.5
CNY 1,238/767
CNY 294.5/184
CNY 1,630.5/1,012.5
CNY 264.5/164.5
CNY 753/470.5
CNY 62/37

CNY 225/140

Ticket Fare
Soft/Hard Sleeper

CNY 427.5/279.5
CNY 377.5/247.5
CNY 443.5/255.5
CNY 357/214

CNY 443.5/272.5
CNY 346/208

CNY 405.5/277.5
CNY 152.5/107.5
CNY 242/174

CNY 194.5/142.5
CNY 180.5/134.5
CNY 346/239

CNY 467.5/279.5
CNY 443.5/299.5
CNY 456.5/299.5
CNY 204/136

CNY 630/397

CNY 749.5/491.5

recommending exposure to dangerous pathogens as a way to built up one's immune system, however, he is actually recommending
exposure to less virulent strains (which he assumes exist) to do this. Well worth watching (even if they have been heavily pushed
by the false opposition (which usually pushes somewhat suspect material)).

https://www.youtube.com/watch?v=36Ayl7mwZdk (censored)

https://www.youtube.com/watch?v=xfl Vxx IBLU (censored)

https://www.youtube.com/watch?v=UaTY Yk3HxOc (censored)

https://www.youtube.com/watch?v=vIprwe rWeM (censored) and here 73M.

I recommend the following video by Dr Yeadon (former Pfizer Chief Science Officer). You can watch it here or download it here

(640x360 70M).

At one point Dr Yeadon states that the epidemic is over. Now, if the epidemic was a naturally occurring event, he would be correct.
However, who knows what evil those spreading the virus may yet have in store for the world.
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Here is a video concerning a father and son who both had major reactions to the covid vaccine. It is claimed that both had (the
disease) Covid-19 immediately before taking the vaccine. Both developed multiple blood clots. The son, mainly in his brain, and
the father, mainly in his lungs. The father permanently lost the use of a quarter of his left lung. The son may eventually recover.
More on this below.

Rand Paul has had enough of lockdowns, etc. Rand Paul chooses freedom. See this historic video 13M.

In this video Erin Marie Olszewski is interviewed regarding her time at Elmhurst Hospital in New York. From a review of her
book Undercover Epicenter Nurse we have, "Worse, people who had tested negative multiple times for Covid-19 were being
labeled as Covid-confirmed and put on Covid-only floors (where they caught the disease). Put on ventilators and drugged up with
sedatives, these patients quickly deteriorated; even though they did not have coronavirus when they checked in." Once on
ventilators, they invariably died. In the video she calls it murder. You can download the video from here 640x360 97M. The video
was made June last year (2020).

Erin records a conversation between nurses, and doctors, where the nurses refuse to kill a patient by letting him die when he could
have been saved. Apparently, the doctors had been instructed to treat patients as DNR (do not resuscitate) even though they were
not DNR. The nurses refused to go along with this. You may ask why the media has refused to investigate her claims. You may ask
why the media has refused to even report them.

"Do not attempt resuscitation" orders were also applied to care home patients throughout England, even though neither the patient,
nor their family, had signed a "do not resuscitate" document. Doctors who killed patients this way say they were just following
orders, and the pressure of the pandemic is used as an excuse for the policy. You may ask why the media has told you nothing
about this.

In this video Erin Olszewski is interviewed by thehighwire.com

An unexplained correlation between vaccinations and Covid-19 deaths.

This short video graphically shows the correlation. If anyone knows why the vaccinations appear to cause Covid-19 deaths, let me
know. I can guess, but I don't know.

References. Part 1.

[1] The Washington Post has said: "4/l domestic and international flights out of Wuhan were canceled since the city was placed
under lockdown last week to prevent the spread of the virus. But the city government says 5 million people left the city before the
quarantine came into effect, and some apparently want to return to their homes." and "The mayor of Wuhan said last weekend that
5 million people had left the city before a lockdown was imposed."

[2] https://www.travelchinaguide.com/china-trains/beijing-wuhan.htm "There are over 55 pairs of trains running between Beijing
West Railway Station and Wuhan/Hankou Railway Station. Among them, over 30 pairs are bullet trains with the journey time of
4.5-6 hours and another 25 or so pairs are normal ones which take 10-18 hours for the whole way."

[3] https://www.travelchinaguide.com/china-trains/wuhan-schedule.htm

[4] https://www.oag.com/blog/2019-ncov-tracking-down-the-bug

[5] 601 RNA sequences from Iceland have been submitted to GISAID, but nextstrain.org shows only 21 (they used to show more).
I looked at 560 of these Icelandic sequences and found 231 to be distinct.

[6] This article states; "Several studies already report that roughly 50% of the infections are asymptomatic (i.e, no symptoms at
all), which makes the early detection and isolation of the infected problematic."”

[7] This article states; "Notably, the 2019-nCoV strains were less genetically similar to SARS-CoV (about 79%) and MERS-CoV
(about 50%)."

[8] The rate is from this article. Note that the rate is not for the whole SARS virus but for just over two thirds of it (the ORF 1ab
segment which is about 20,000 bases long). I have since came across this article which gives estimates from 0.80 to 2.38 x 10"-3.
The upper estimate here translates to about 70 new varieties fixed in a year, rather than 12. Anyway, 12 or 70, makes little
difference to the thrust of the argument above. Nextstrain.org actually gives you a rate estimate of about 25 substitutions per year,
but never explains exactly what this means. For more on viral evolution click here.

Note: RNA is like DNA. It is the type of genetic code used by the virus.

Part 2. The Covid-19 Vaccines.
Pfizer-BioNTech and Moderna's Covid-19 mRNA Vaccines.

The general idea of these mRNA vaccines is to have your own cells produce the Covid spike protein. From the site of production
(the endoplasmic reticulum) the protein is transported to, and anchored in the cell wall (plasma membrane). There the protein is
exposed to the surrounding fluid where it can be investigated by your immune system. Once your immune system recognizes the
danger, your body will attempt to block, or kill, everything that expresses the spike protein. In particular, since the Covid virus
(SARS-CoV-2) expresses the spike protein, your immune system will attempt to block, or kill it, whenever it finds it.
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Obviously, there is much missing from this statement.

What triggers the immune system?

On the viral surface three spike proteins join together to form a single structure called a spike. There are about 26 of these spikes
scattered over the surface of the virus (where they are anchored in the viral membrane). Now the vaccine leads to such spikes on
the surface of your cells (where they are anchored in the plasma membrane). If these spikes just lay about on the cell surface, then
why would this trigger your immune system? If they do nothing, how will your immune system recognize them as dangerous?

Generally, cells have to die, and unexpectedly, before the their debris is sifted by the immune system to find what killed them. If
your body finds something unusual among the debris it invites further investigation by specialist cells that determine whether this
unusual thing is to be flagged as dangerous, and whether, in the future, anything expressing this unusual thing is to be killed on
sight. Thus, to trigger the immune system, the spikes on the cell surface would have to kill a few of your cells, and a few spikes, or
bits of them, would have to be found among the debris at the crime scene, so that "what did it" can be established.

Now these vaccine spikes are created alone. They have no help from the sibling proteins produced when the Covid virus infects a
cell. So can these spikes, completely separated from the rest of the virus, trigger your immune system? Can they kill anything? We
read;

Severe cases of Covid-19 are associated with extensive lung damage and the presence of infected multinucleated syncytial
pneumocytes. The viral and cellular mechanisms regulating the formation of these syncytia are not well understood. Here, we
show that SARS-CoV-2-infected cells express the Spike protein (S) at their surface and fuse with ACE2-positive neighboring cells.
Expression of S without any other viral proteins triggers syncytia formation. [1]

Like other fusion proteins that are active pH independently, S protein mediates not only fusion between the viral and the cellular
membranes during particle entry but also fusion of infected cells with uninfected cells. This process is mediated by newly
synthesized S protein accumulating at the cell surface. The resulting syncytia are giant cells containing at least three, often many
more nuclei. Cell-cell fusion is used by viruses such as human immunodeficiency virus (HIV), measles virus (MV), or herpes virus
to spread in a particle-independent way. The resulting syncytia are documented as pathological consequence detectable in various
tissues such as the lung (measles virus), skin (herpes virus), or lymphoid tissues (HIV). In the brain, cell-to-cell transmission via
hyperfusogenic F proteins (the measles spike protein) constitutes a hallmark of MV-caused encephalitis as a fatal consequence of
acute MV infections manifesting years later (from one day to 15 years). [2]

Note that the spike protein is often simply called the S protein. Syncytia are large multi-nucleate cells formed from the fusion of
many cells. That the spike proteins of many coronaviruses, by themselves, can induce syncytia, has been known for decades. We
have this from a 2003 review of the molecular biology of coronaviruses:

During infection by some corona-viruses a fraction of the S protein that has not been assembled into virions ultimately reaches the
plasma membrane. At the cell surface S protein can cause the fusion of an infected cell with adjacent, uninfected cells, leading to
the formation of large, multinucleate syncytia. This enables the spread of infection independent of the action of extracellular virus,
thereby providing some measure of escape from immune surveillance. Expression of S without any other viral proteins triggers
syncytia formation. [3]

Wild-type Covid spikes have the ability to reach out, grab a neighboring ACE2-positive cell, and cause both cells to merge. This
can happen multiple times so that one ends up with large non-functional cells (syncytia) which die. If this happens, then all the
individual cells are seen to die unexpectedly, and spikes, and bits of spike, end up among the debris. This shows that the expression
of wild-type Covid spikes, by themselves, should trigger an immune response. That is, if a vaccine induces wild-type Covid spikes
on your cell's surfaces, then this will trigger an immune response.

Even though the syncytia formed here are non-functional, there are fully-functional syncytia, e.g., in muscles, and the syncytium
layer surrounding the placenta.

In vaccine development, the antigen you are trying to invoke an immune response to, often does not have the innate killing power
of the spike protein. For example, you might try to invoke an immune response to a small piece of the spike protein known as the
Receptor Binding Domain (RBD), which by itself cannot kill cells. In this case you need to add another chemical, called an
adjuvant, to kill a few cells, and frame the antigen (the RBD) for the crime. If successful the immune system is triggered, and the
antigen targeted for destruction.

To see that the expression of the complete spike protein on the surface of the cell is the "Holy Grail" of Covid-19 vaccine design,
we have this:

Vaccine development against the SARS-CoV-2 virus focuses on the principal target of the neutralizing immune response, the spike
(S) glycoprotein. Adenovirus-vectored vaccines offer an effective platform for the delivery of viral antigen, but it is important for
the generation of neutralizing antibodies that they produce appropriately processed and assembled viral antigen that mimics that
observed on the SARS-CoV-2 virus. Here, we describe the structure, conformation and glycosylation of the S protein derived from
the adenovirus-vectored ChAdOx1 nCoV-19/AZD1222 vaccine. We demonstrate native-like post-translational processing and
assembly, and reveal the expression of S proteins on the surface of cells adopting the trimeric pre-fusion conformation. The data
presented here confirms the use of ChAdOx1 adenovirus vectors as a leading platform technology for SARS-CoV-2 vaccines. [4]
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It is alarming that the aim of mRNA vaccines is to have the spike protein expressed on the surface of your cells, as this is appears
quite dangerous.

How dangerous is the spike protein?

It has been realized that the coronavirus S protein is a type I viral fusion protein with functional similarities to the fusion proteins
of phylogenetically distant RNA viruses such as influenza virus, HIV, and Ebola virus. [3]

That the covid virus spike proteins are related to those of the influenza, HIV, Ebola, and SARS-CoV viruses, definitely suggests
that they could be quite dangerous. We have:

The data reveal a strong membrane fusion activity of S protein and demonstrate syncytia formation even at undetectable levels of
the S protein. [2]

The wild-type Covid spike protein is so strongly fusogenic, that it is capable of producing syncytia even when present in
undetectable quantities. These syncytia are strongly associated with severe cases of Covid-19.

Persistence of viral RNA, pneumocyte syncytia and thrombosis are hallmarks of advanced Covid-19 pathology. [5]

In summary, Covid-19 is a unique interstitial pneumonia with extensive lung thrombosis, long-term persistence of viral replication
in pneumocytes and endothelial cells, along with the presence of infected cellular syncytia in the lung. We propose that several of
the Covid-19 disease features are due to the persistence of virus-infected cells in the lungs of the infected individuals for the
duration of the disease. [5]

This pronounced ability to fuse cells is typical of coronaviruses in general. A particularly virulent coronavirus, the JHM strain of
mouse hepatitis virus, is associated with large syncytia in the brains of mice.

The S protein of the highly virulent coronavirus, mouse hepatitis virus (MHV) strain 4 (JHM), has been shown to exist in a
particularly metastable configuration. This results in a hair-trigger spike so highly fusogenic that it can mediate fusion between
infected cells and (neighboring) cells lacking receptors, thereby leading to more extensive neuropathogenesis than occurs with
other MHYV strains. [3]

Natural questions are: Can the Covid virus infect human brains? And, if so, can the spike protein alone do similar damage? The
answer to the first question is yes.

Together, these results are the first to show the direct impact that the SARS-CoV-2 spike protein could have on brain endothelial
cells; thereby offering a plausible explanation for the neurological consequences seen in Covid-19 patients. [6]

Is the spike protein always dangerous?

By itself, the Covid spike protein should be less dangerous than the virus. For many the Covid virus causes little harm, but for
others it is fatal. So for many, the Covid spike protein, by itself, will cause little harm, but for others it may prove fatal. So why not
cripple it in some way, while retaining its original conformation? This appears to be what Pfizer-BioNTech and Moderna have
done, although they do not claim this.

The Pfizer-BioNTech and Moderna mRNA vaccines produce a spike protein (denoted S-2P) with two amino acid changes from the
wild-type. The two changes, K986P and VI987P, are to stabilize the pre-fusion form of the protein. This stabilization is necessary to
make sure that antibodies are made against the pre-fusion, and not the post-fusion form. A 1967 trial of an RSV (Respiratory
Syncytial Virus) vaccine was a disaster as the vaccine induced antibodies that bound to the post-fusion form of the RSV-spike
protein, but did not prevent infection, which lead to inflammation, clogged airways, and more severe disease than with no vaccine
at all. [7][8]

The idea of stabilizing the pre-fusion form comes from previous work on HIV, RSV, SARS and MERS. The equivalent changes,
V1060P and L1061P, that stabilize the pre-fusion form of the MERS spike protein are claimed to significantly impair cell fusion.
So, it is probable that the changes, K986P and VI987P, do likewise for the Covid spike protein.

The phrase "stabilizing the pre-fusion form" implies that the pre-fusion form can still change to the post-fusion form, that is, that
the Covid spike-2P protein can still cause cell fusion, but probably not to the same extent. One guesses that syncytia are still
formed, but they are fewer and smaller. Still, it seems that enough cells die to trigger an immune response without an adjuvant.

We have this regarding the MERS S-2P protein:

The introduction of two consecutive proline substitutions at the beginning of the central helix (our 2P design) presents a general
approach to produce soluble prefusion coronavirus S ectodomains and overcomes the first hurdle in subunit vaccine development.
Due to restricted backbone torsion angles, proline substitution can disfavor the refolding of the linker between the central helix
and HR1, which for class I fusion proteins is a key step in the transition to the postfusion conformation. The rigidity of the helix-
loop-helix afforded by the prolines impairs or (perhaps) abolishes the membrane fusion activity of the S protein, as evidenced in
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Fig. 24. [9]

Actually, membrane fusion is not abolished by the 2P changes, but by this change, that was hiding in the small print:
The S1/S2 furin-recognition site 748-RSVR-751 was mutated to ASVG to produce a single-chain S0 protein. [9]

This mutates the MERS-spike multibasic cleavage site (furin-recognition site). Since it appears that the mutation of the multibasic
cleavage site, and the 2P changes, make the vaccine much less dangerous, it is a worry that many vaccines do not include these
changes. We have;

The ChAdOx-based vaccine candidate developed by AstraZeneca, as well as the CanSino- and Gamaleya-vectored candidates, use
a wild-type version of the spike protein. The same is of course true for the inactivated vaccines produced by Sinovac and
Sinopharm. Moderna's and Pfizer s mRNA vaccines are based on a spike construct that includes the PP mutations but features a
wild-type cleavage site. [21]

Why is Covid-19 more dangerous to some than others?

The present studies suggest that coinfection of SARS-CoV with some other non- or low-pathogenic respiratory agents, such as
Chlamydia, mycoplasma, or bacteria, results in severe lung disease, which is attributed to the proteases produced by the infection
with those non-SARS-CoV agents, as has been shown by the enhancement of respiratory diseases caused by influenza virus
coinfected with non-pathogenic bacteria. Studies are in progress to see whether coinfection exacerbates pneumonia in mice
infected with SARS-CoV. [10]

The above statement concerns SARS-CoV-1. This suggests it may be true for Covid-19. So, if you are unlucky enough to have one
of these respiratory infections, when struck by Covid-19, you might die. This would be because these other infections induce the
production of certain surface proteases which prime the Covid spike protein, and enable it to form syncytia, that is fuse cells, that
is, turn some part of your lungs to mush. This would also probably be true for vaccine spikes.

So, is this also true for covid-19? Little research seems to have been done. We do have:

As with some other RNA viruses, co-infection or activation of latent bacterial infections along with pre-existing health conditions
in Covid-19 disease may be important in determining a fatal disease course.... Although preliminary, Mycoplasma pneumoniae has
been identified in Covid-19 disease, and the severity of some signs and symptoms in progressive Covid-19 patients could be due, in
part, to Mycoplasma or other bacterial infections. [13]

Altogether, our analysis described the distribution of SARS-CoV-2-infected cells in patient’s BAL and revealed the presence of a
viral co-infection by the human metapneumovirus that dampens the immune activation of the monocyte compartment in the
infected patient. Further large-scale analyses of mild versus severe patients need to be conducted to better understand if the co-
infection is correlated or even causative in SARS-CoV-2 pathology. [14]

As noted above: Studies are in progress to see whether coinfection exacerbates pneumonia in mice infected with SARS-CoV. [10]

I have found one of these studies. In it the authors state that co-infection of mice with SARS-CoV, and Pasteurella pneumotropica
(a low-pathogenic bacterium) induces severe pneumonia resembling that found in human SARS cases (> 35% mortality rate). Mice
infected with either pathogen alone, do not develop severe disease. [16]

These studies were initiated due to the previous discovery that elastase, like TMPRSS2, enables SARS-CoV to enter directly from
the cell surface, and that this direct entry likely leads to serious disease.[17][10] Since a Pasteurella pneumotropica infection is
known to elicit elastase production in the lungs, it was predicted that co-infection with SARS-CoV would lead to severe
pneumonia, which it did. This is important, as neutrophils, a type of immune cell, secrete elastase into the lungs during infection.
This suggests that coinfection of SARS-CoV with any respiratory agent that causes inflammation is likely to lead to more serious
disease.

So, what about Covid-19? Astonishingly, the research into Covid-19, and elastase, seems not to have been done. We do have:
Neutrophil elastase was an independent predictor of Covid-19 lung damage. [18]

This says that the presence of elastase is highly correlated with severe lung damage. Given this, how is it possible that necessary
studies have not been done? The same article states;

Many arguments suggest that neutrophils could play a prominent role in Covid-19. However, the role of key components of
neutrophil innate immunity in severe forms of Covid-19 has (received) insufficient attention. [18]

And, what about vaccine spikes? The research has not been done. All one can say is, if you have any condition that leads to
inflammation of your lungs, you should probably not receive the vaccine, as it will likely lead to greater cell death, due to

increased formation of syncytia in your lungs.

Here is a video concerning a father and son who both had major reactions to the covid vaccine. It is claimed that both had (the
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disease) Covid-19 immediately before taking the vaccine. Both developed multiple blood clots. The son, mainly in his brain, and
the father, mainly in his lungs. The father permanently lost the use of a quarter of his left lung. The son may eventually recover.
The video can be found here or here.

Leaving aside the inexplicable lack of research, one wonders about the cytokine storm that is often blamed for the observed lung
damage. Does severe lung damage cause a heightened immune response that results in a cytokine storm, or does a faulty immune
response cause a cytokine storm that results in severe lung damage? Since it is obvious that severe lung damage will cause a
cytokine storm, it is amazing that so many claim, without much in the way of evidence, that the observed cytokine storm actually
causes the lung damage.

In order to proceed we need to develop a little background knowledge.

How does the Covid-19 virus get into your cells?

The Covid-19 virus can enter a cell in two different ways, by membrane fusion and endocytosis. The following diagrams illustrate
this.

(A) Endocytosis (B) Membrane fusion
ﬂgt}

Viral RNA replication

Cell membrane

Host cell
Cytoplasm

'Legend

P T

SARS-CoV-2 Viral RNA Vesicle Spike protein ACE2 TMPRSS2 Cathepsin L

In membrane fusion the Covid virus spike protein attaches to an ACE2 receptor of the target cell, then, if present on the target cell,
a TMPRSS?2 receptor cleaves the S2 fusion sub-protein. This primes the spike protein for fusion. On fusion, the viral membrane
and cell wall merge, which dumps the viral RNA into the cytoplasm. In the absence of TMPRSS?2 receptors, the virus travels by
the endocytosis pathway. That is, once the virus has attached to an ACE2 receptor, it is wrapped in a membrane and bought inside
the cell. The membrane plus engulfed material is called an endosome. Inside the endosome are various proteins that cutup other
proteins. One of these, cathepsin L, primes the spike protein for fusion. On fusion, the viral and endosome membranes merge.
Again, this results in the viral RNA being dumped into the cytoplasm.

It has been established that the Covid virus mainly uses membrane fusion to enter cells. As you can see from the diagram,

membrane fusion leaves copies of the spike protein on the cell surface, although this fact has been obscured by having the spikes
of the rightmost viral particle, drawn differently. Here is another diagram sketching Covid-19 virus replication:
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Again, the membrane fusion pathway has been obscured.

Why do the vaccines work at all?

I've come across a problem that I have not been able to resolve. Basically, the problem is;

It is believed that a Covid infection begins in the epithelial cells of the respiratory tract. Nasotracheal epithelial cells, and lung
alveolar epithelial cells are known to carry both ACE2 and TMPRSS?2 receptors. ACE2 has been found to colocalize with
TMPRSS2 in alveolar epithelial type II cells, so that after binding, the virus can immediately break into the cell. So, we expect to
see rapid expansion of infected sites due to cell-cell and virus-cell fusion.

We also know that the antibodies, etc, created by vaccination, are in the blood and interstitial fluid, which is separated from the
action. So, how do the antibodies, etc, stop the infection? It seems that by the time they find out about the infection it will be too

late.

So, why would the covid vaccines work, at all?
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In the diagram the gap between the alveolus and capillary (the interstitium) is wider than it should be.

It is believed that a measles infection begins in the epithelial cells of the respiratory tract, and can infect alveolar epithelial cells
resulting in pneumonia, as can Covid-19. We also know that there is an effective measles vaccine that produces antibodies, etc, in
the blood and interstitial fluid. This is separated from the scene of the action (within the alveoli) by the epithelial basement
membranes, yet this vaccine works. So, how does it work, and what might this tell us about Covid-19?

The paper "Cell-to-Cell Contact and Nectin-4 Govern Spread of Measles Virus from Primary Human Myeloid Cells to Primary
Human Airway Epithelial Cells,” may provide some answers. It says:

For many years, measles virus was thought to enter through the apical surface (the surface in contact with the air) of airway

epithelial cells, a misconception based on studies performed with polarized immortalized cell lines. Using well-differentiated
primary cultures of airway epithelial cells from human donors, we demonstrated that measles virus has a clear preference for
basolateral (the surface anchored to the body) entry. [15]

So, the measles virus may not infect the alveoli from the air, after all. We also have:

Measles is a highly contagious, acute viral illness. Immune cells within the airways are likely first targets of infection, and these
cells traffic measles virus to lymph nodes for amplification and subsequent systemic dissemination. Infected immune cells are
thought to return the virus to the airways. [15]

So, the measles virus first infects cells in the airways, including various immune cells. These infected immune cells spread the
virus throughout the body. In particular, they infect the alveolar epithelial cells of the lungs via their basolateral surfaces. So,
strange as it may seem, the infection spreads to the alveolar epithelial cells from within the body, not from the air, as one has been
told. This would certainly explain why the measles vaccine works.

Perhaps something like this happens with Covid-19. There is a lot of speculation here. The first thing that would need to be
checked, is; Can the Covid virus infect immune cells? The answer to this appears to be yes. I have found a paper that states;

SARS-CoV-2 exhibits a polarity of infection in airway epithelium only from the apical membrane, [19]
I am suspicious of this (and other similar reports). Why would the apical membrane (the surface of the cell exposed to the air) have
ACE2 receptors? Why would the apical membrane have any receptors at all? What use would they be? And, even if there were a

few, wouldn't the surfactant layer prevent them from working? If the world made any sense, then the receptors would be in the
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basolateral membrane where they would be used to communicate with cells in the rest of the body. The only point of having
receptors in the apical membrane would be to allow airborne viruses to break into your body.

Remember, a similar result was claimed for the measles virus.
These results also support the conclusion that measles virus entry occurs selectively at the apical plasma membrane. [20]

However, this has been shown to be false, as mentioned above.

Vesicular stomatitis virus vaccines.

The vesicular stomatitis virus (VSV) mainly infects animals, but can produce a flu-like illness in humans. VSV has become a
favorite for vaccine development as its genome is relatively simple, well understood, and easy to manipulate. Vaccines based on
VSV are being developed for influenza, HIV, SARS, MERS, Ebola, Marburg, and Lassa fever. The Ebola vaccine, Ervebo, has
been trialled and approved for humans. [32-39]

An important feature of the virus is that the native spike protein, called G, can be easily replaced by foreign spike proteins. Now, if
you wished to develop a vaccine against SARS-CoV-2 you would replace the RNA-code for G by the RNA-code for the SARS-
CoV-2 spike protein (in the vesicular stomatitis virus genome). Then, after a certain amount of routine tweaking you would bring
the lifeless RNA to life. The virus so formed will have a vesicular stomatitis virus body (called a backbone or shell) with SARS-
CoV-2 spikes protruding from it. This chimeric virus will be new to nature, and if well-designed will be able to reproduce itself
(replication-competent). Such viruses can also be engineered to undergo only one round of infection (replication-deficient).

As the only SARS-CoV-2 part of this new virus is the spike protein, it is likely safer than the SARS-CoV-2 virus itself. If this new
virus proves to be relatively safe, then it can be administered as a vaccine. In its action this virus is much like the vaccines of
Pfizer and Moderna, the main difference being that the delivery vehicle of one is a nanoparticle, and of the other is a hybrid virus.
Both methods deliver the genetic code into the cytoplasm where the cellular machinery will crank out SARS-CoV-2 spike protein.
Both allow the SARS-CoV-2 spike protein to leak to the cell surface where it invokes an immune reaction. Apparently, this leakage
is due to a sub-optimal endoplasmic reticulum retrieval signal (-KxHxx-COOH) in the spike protein's cytoplasmic tail.[27] The
hybrid virus will be much more selective in the type of cells it infects as infection is controlled by the SARS-CoV-2 spike protein.
Thus it will mainly infect cells expressing ACE2, whereas, nanoparticles will infect any cells they come across.

Of course, this vaccine production strategy has already been carried out for SARS-CoV-2, and a number of vaccine candidates
have been engineered. In 2020 Merck began clinical trials of two VSV-type vaccines targeting SARS-CoV-2, but abandoned them
in January 2021.

As the hybrid virus VSV-SARS-CoV-2 resulting from swapping-in the wild-type SARS-CoV-2 spike protein was found to
replicate poorly, and was pathogenic (significant syncytia formation) the virus had to be serially passaged (cultured in cells for a
number of generations) to look for mutations that replicated better, and were less dangerous.

In [31] the researchers passaged the VSV-SARS-CoV-2 virus until two mutations of the spike protein became dominant. One,
R685G, was a mutation of the multibasic S1/S2 cleavage site which left the site non-functional. As is always the case, the loss of
function of the multibasic S1/S2 cleavage site leads to a virus that out-competes, and in short time dominates, its parental variety.
(Incidently, this sort of thing is evidence that most of these multibasic cleavage sites have been genetically engineered.) The other
was a mutation introducing a stop codon at position 1250, leading to the truncation of 24 amino acids at the cytoplasmic tail. This
truncation removes most, if not all, of the trafficking signals for the spike protein. Thus more spike protein ends up on the plasma
membrane where it is incorporated into new virus particles (VSV-like particles are assembled at the plasma membrane) and if the
multibasic S1/S2 cleavage site is still functional, this will also significantly increase syncytia formation. New virus with the
R685G mutation, and 21-amino-acid deletion was chosen as their vaccine candidate.

Spike swapping in VSV has long been used to study viral spike proteins. It has become routine and in the paper "A Multibasic
Cleavage Site in the Spike Protein of SARS-CoV-2 Is Essential for Infection of Human Lung Cells," [23] they produce six spike
swapped viruses all of which could have become vaccine candidates.

In this paper the researchers create four mutant SARS-CoV-2 spike proteins. They are;

1) SARS-2-S(RaTG) which has the SARS-CoV-2 S1/S2 cleavage site replaced by the bat RaTG13 S1/S2 cleavage site;
2) SARS-2-S(SARS) which has the SARS-CoV-2 S1/S2 cleavage site replaced by the SARS-CoV S1/S2 cleavage site;
3) SARS-2-S(delta) has all the basic amino acids in the S1/S2 cleavage site removed or replaced; and

4) SARS-2-S(opt) which has extra basic amino acids (arginine and lysine) to make the cleavage site super-basic.

They also create two mutant SARS-CoV spike proteins. They are;
1) SARS-S(RaTG) which has the SARS-CoV S1/S2 cleavage site replaced by the bat RaTG13 S1/S2 cleavage site; and
2) SARS-S(SARS-2) which has the SARS-CoV S1/S2 cleavage site replaced by the SARS-CoV-2 S1/S2 cleavage site.

They then incorporate each of these foreign spike proteins into a VSV backbone, creating six different vaccine candidates/viruses.
They also introduce the three wild-type spike proteins of SARS-CoV, SARS-CoV-2, and MERS, into a VSV backbone, creating
three more vaccine candidates/viruses. Finally they simply produce spikeless VSV particles (i.e., the spike protein G is deleted
with no replacement). They do this to investigate the pathology of the nine different spike proteins once expressed in your cells.

preearth.net/phpBB3/viewtopic.php?f=15&t=1184 40/46



02/09/2021, 13:03 preearth.net » View topic - The COVID-19 Scam. UPDATE: Vaccines.

The spikeless VSV particles (empty vector) serve as a control. Having created these hybrid viruses they then infect cells with them
and record the results.

The researchers chose Vero E6 cells (ATCC Cat# CRL-1586) a cell line from monkeys that expresses ACE2 and is commonly used
to model human cells. Generally, ACE2 expression in human cells is low.[28][29] They prepared,;

1) Vero E6 cells without any added protease/enzymes,
2) Vero E6 cells with extra-cellular trypsin, and
3) Vero E6 cells expressing TMPRSS2.

Each of the nine VSV hybrids, as well as the spikeless particles, were used to infect each of the three cell cultures. This gave thirty
cultures to report on. The results are shown as a matrix of small photos (shown below) of the cultures 48 hours after infection.
These photos show the results of having the various spike proteins expressed on the surface of the Vero E6 cells. They indicate the
level of damage done by the various spike proteins to the ACE2 expressing cells in your body.

S1/52
b
SARS-58 (wt) 661 - HTVSLL----R ST3 - 670
SARS~-S (SARS-2) 663 - HTQTNSPRRAR STS - 674
SARS-5 (RaTG) 661 - HTQTNS----R STS = €70
SARS-2-5 (wt) 684 - QTQTNSPRRAR SVA - 697

SARS-2-5 (SARS) 675 - QTVSLL----R SVA - 684
SARS-2-S8 (RaTG) 684 - QTQTNS----R SVA - €93
SARS-2-S (delta) 684 - QTQTNSP---A SVA - 694

SARS-2-S (opt) 684 - QTQTNSRRRKR SVA - 697
Vero Vero
Untreated (+) Trypsin (TMPRSS2)

(wt)

SARS-S
(SARS-2)

iTG)
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For example, the photo in the (1,5) position shows the damage done to Vero E6 cells by being vaccinated with the VSV-SARS-
CoV-2 hybrid. It indicates the damage done to your ACE2 expressing cells by having your cells express wild-type SARS-CoV-2
spike protein. It also indicates the damage done by vaccination with any vaccine that uses wild-type SARS-CoV-2 spike protein to
invoke an immune reaction. This would include the current covid vaccines as they express wild-type, or almost wild-type, spike
protein. As syncytia formation is evident, there will be some tissue damage, but you should recover. The level of adverse side-
effects will be high.

The photo in the (3,5) position indicates the damage done to cells expressing both ACE2, and TMPRSS2 by wild-type SARS-CoV-
2 spike protein. ACE2 and TMPRSS2 are co-expressed in a small percentage of cells in your lungs, nose, cornea, esophagus,
ileum, colon, gallbladder and bile duct. Here, syncytia formation is widespread. This is indicative of significant tissue damage in
your lungs, etc. Fortunately, the percentage of nanoparticles reaching your lungs is low, however, it is much higher for your lymph
nodes, spleen and liver. [30 Table 1]

The photo in the (3,9) position indicates the damage done by the MERS spike protein to your cells expressing TMPRSS2. Note
that MERS uses DPP4, and not ACE2, for viral entry. This illustrates how dangerous MERS is. It can turn various organs, like
your lungs, to mush.

The SARS-2-S(opt) hybrid virus looks amazingly dangerous. The relevant photos are (1,1) (1,2) and (1,3). Here, syncytia
formation is extreme. Here the cleavage motif at the S1/S2 cleavage site has been destabilized by adding extra arginine (R) and
lysine (K) units. In other coronaviruses this causes the spike proteins to be so unstable that they are able to fuse neighboring cells
without the need of any receptor. In case you are wondering, this is an example of "gain of function" research.

Fortunately, such heavily multibasic motifs can never establish themselves naturally. Such motifs cause the spike protein to be
quite unstable, and thus very dangerous. However, being so unstable the spike fires prematurely, and participates in cell-cell
fusion, rather than being incorporated into new virus. This means that viruses with such motifs replicate poorly, and are no match
for the parental-type without such motifs. Viruses having such spikes are seen to be strongly selected against. Thus whenever a
mutation occurs that leads to a heavily multibasic cleavage site you have only one non-competitive virus in a sea of viruses that out
compete it. Thus it, and its meager offspring, die out by natural selection. This is illustrated by the experiments carried out by the
same researchers where they found a nine-fold reduction in the ability of the SARS-2-S(opt) virus to infect TMPRSS2- Vero cells
and a seven-fold reduction in its ability to infect human TMPRSS2+ Calu-3 cells. See [23 Figure 2E]. Many other papers have
noted similar reductions in fitness for viruses with heavily multibasic cleavage motifs. In fact, this is even true for SARS-CoV-2
with its sub-optimal furin multibasic cleavage site. See, for example, [31][25].
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How does the Covid-19 virus reproduce?

How is the vaccine mRNA delivered into your cells?

Are lipid nanoparticles safe?

How do your cells produce the spike protein?

How does the spike protein reach the cell surface?

The first dose primes your body to kill. The second dose labels cells to be killed. Is this good?

What is antibody-dependent enhancement?

Conclusions.

Expression of the spike protein (without any other viral proteins) triggers syncytia formation.

All the currently available Covid vaccines rely on expression of the spike protein to induce an immune response.
Therefore all the currently available Covid vaccines are potentially dangerous.

I would be very wary of all Covid vaccines, especially those where the spike protein retains the multibasic cleavage site, and does
not have the 2P changes. All vaccines that use the wild-type spike protein should look at incorporating the 2P changes (K986P and
V987P). Removal, or mutation, of the multibasic S1/S2 cleavage site is a must. [21][25] We have:

mutation of the multibasic site completely prevents syncytia formation. [22]

Moreover, deletion of the multibasic motif resulted in a spike protein that was no longer able to induce syncytium formation even in
the presence of trypsin or TMPRSS?2. [23]

Novavax has such a vaccine candidate. [24]

At this point I would decline the vaccine. I would take a "wait and see" approach. Experimental evidence suggests the vaccines
will kill a large number (billions) of your cells. Clinical evidence shows that most will recover from this without much difficulty.
However, we also know that the number of adverse events is much, much greater than for the flu-vaccines. Since Covid is not that
dangerous to most people, those not at risk should not be vaccinated until a truly safe vaccine is developed.

A number of medical experts say that the current crop of covid vaccines should not be on the market, at all.

A review article on ivermectin concludes that: Moderate-certainty evidence finds that large reductions in Covid-19 deaths are
possible using ivermectin. [43]

One of the benefits of "waiting and seeing", rather than being guinea-pigs in a massive experiment run by evil people, is that you
get to find out that the vaccine does not work all that well. It also causes many severe adverse events, and you really should not be
vaccinated until a truly safe vaccine is developed. That it isn't working well is shown by the talk of "breakthrough cases". For
example;

The Massachusetts Department of Public Health tracked a cumulative 9,969 confirmed Covid-19 infections among those fully
vaccinated in Massachusetts to date and 106 of those have died. From here.

(By the end of July, 2021) at least 125,000 fully vaccinated Americans have tested positive for Covid and 1,400 of those have died,
according to data collected by NBC News. The data is from 38 states; 12 states provided no, or incomplete information, and were
not included in the survey.

Of course, the liars spin the vaccines as a great success, despite the breakthrough case deaths.

This is just my two pennies worth. Make of it what you will.
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I will try to finish the vaccine article over the next few weeks. Suggestions for improvement can be made here.

Adverse Effects.

The U.S. Government collects reports of adverse health events that follow the administration of a vaccine. The database of
reported adverse events is called the VAERS (Vaccine Adverse Event Reporting System) database. The raw data can be
downloaded from two sites, both of which present the data in ways designed to restrict your access to meaningful information. You
can download the data from:

https://vaers.hhs.gov/data/datasets.html

Here the data has been split into three .csv files; 2021 VAERSDATA.csv 2021 VAERSSYMPTOMS.csv and 2021 VAERSVAX.csv
in a way that makes the data essentially useless, unless repackaged. This is deliberate.

The separate files make it very difficult to associate particular symptoms with particular vaccines. There are also problems where

one file contradicts another, but this is not obvious as the data has been split. An example is; person 1033762 has "Death" listed
among symptoms in 2021 VAERSSYMPTOMS.csv but she is not listed as having died in 2021 VAERSDATA..csv.
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You can also download the data from here as a 767MB Microsoft Access database file. Offering a .mdb file restricts access to
those having the necessary Microsoft software. The size of the file is also meant to put you off.

I have repackaged the three .csv files as a single text file. You can download it from here (data till 20 August 2021; WinZip opens
.gz files). I have only repackaged the data I thought important. I have not included the number of days from the vaccination date to
the onset date, which can be calculated from the other data, but will include it if I get time.

If you wish to browse the database go to https://medalerts.org/vaersdb/
You can also try https://wonder.cdc.gov/vaers.html

If you just wish a general summary of the data follow this link. N.B. This includes foreign cases.

As of 20 August 2021 there have been 6,112 deaths in the U.S. associated with the three vaccines given to Americans. As to deaths
we have:

09- 16- 23- 30- 07- 14- 21- 28- 04- 11- 18- 25- 02- 09- 16- 23- 30- 06- 13- 20-

04 04 04 04 05 05 05 05 06 06 06 06 07 07 07 07 07 08 08 08
PFIZER 1128 1338 1472 1577 1673 1731 1818 1881 1942 1998 2035 2134 2238 2305 2343 2405 2480 2534 2625 2682
MODERNA 1246 1537 1698 1835 1921 1979 2072 2145 2216 2253 2310 2398 2484 2539 2577 2635 2675 2721 2770 2808
JANSSEN 72 154 213 258 294 319 340 373 393 403 428 465 486 495 507 530 542 562 580 595
TOTAL 2462 3045 3402 3689 3908 4051 4252 4422 4574 4678 4797 5021 5232 5363 5452 5597 5724 5844 6002 6112

As to thrombocytopenia we have:

09- 16- 23- 30- 07- 14- 21- 28- 04- 11- 18- 25- 02- 09- 16- 23- 30- 06- 13- 20-
04 04 04 04 05 05 05 05 06 06 06 06 07 07 07 07 07 08 08 08

PFIZER 66 76 93 119 128 153 194 228 247 265 285 298 311 327 333 345 355 359 365 369
MODERNA 65 72 81 106 120 136 153 177 218 230 247 260 269 274 278 282 284 288 292 298
JANSSEN 9 16 43 75 92 100 107 117 122 129 132 135 137 138 140 142 147 146 148 147

The VAERS people delay all reports by one to two weeks (but some are delayed by months) so they can weed out those adverse
events they feel are not directly related to the vaccines. Yet we have report 1180840 where the person involved died due to a traffic
accident. How did this pass VAERS censorship? Clearly, the VAERS people have chosen to let the report stand. They may have
even submitted the report themselves. They have done this for propaganda purposes. It has been done to stress that not all adverse
events are actually caused by the vaccines, implying that you should heavily discount the numbers. However, they have already
removed reports they feel are not directly related to the vaccines, so the numbers have already been heavily discounted. They do

this to deceive you. That they delete hundreds of reports is clear from the numerous gaps in the VAERS ID. Actually, a lot of the
gaps are due to foreign reports.
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You can leave a note at the forum
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