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responsible institutions have lost all credibility 

 

E-mail correspondence published by Corona_Fakten, translated by Corona_fakta_DK 

 

Executive Summary 

The Corona_Fakten team has been challenging almost anybody scientifically about the 

key question if there actually is any proof for the SARS-CoV-2 virus. 

In their correspondence with the top Swiss virologists and scientists, it is confirmed 

that a scientific proof of the SARS-CoV-2 virus does not exist! 

- Not even one scientific study on virus isolation substantiated by control 

experiments could be provided 

- The final answer to the virus proof question is that “this is a well-known fact that 

is not disputed in science” (no study, reference or explanation given!) 

- The last resort referred to by the Ministry of Health (BAG), the prestigious 

national reference laboratory for new emerging viral diseases NAVI as part of 

The Geneva University Hospitals HUG (Hôpitaux universitaires de Genève, 

Laboratoire de virologie), refrains from their responsibility by stating it was “not 

their duty to answer” and there were “numerous reports and published studies on 

the subject available” (without naming just one specifically!). 

It is highly recommended to read the complete original e-mail correspondence, which 

reads like a crime story, and will be your best 90 minutes Corona reading time ever 

invested. All evidence for how our public institutions have failed us is inside this 

document! 

https://t.me/Corona_Fakten
https://www.hug.ch/en
https://www.hug.ch/laboratoire-virologie/centre-national-reference-pour-infections-virales


Background Story 

Following a video interview by the Corona_Fakten team with Prof. Tanner, the eminently 

respectable Swiss epidemiologist and president of the Swiss Academies of Arts and 

Sciences, as well as director emeritus of the Swiss Tropical and Public Health Institute 

and former head of the Corona Task Force… 

…the Corona_Fakten team had one goal, which was to get written answers to the 

following: 

 

…after the first answers were disappointing, the Corona_Fakten team persistently 

followed every instance of public authority, but no satisfying answers were given by any 

of the responsible experts in the extensive (since 2020!) correspondence with the 

following researchers and the entire Swiss Corona Task Force: 

 
    Prof. Marcel Tanner Prof. Martin Ackermann      Prof. Volker Thiel 

 
Prof. Matthias Schweizer   Prof. Laurent Kaiser Prof. Didier Trono 

Proof that: 

1. SARS-CoV-2 has been isolated, has a specific viral genome, and 

2. has a biologically reproducible existence, which enables it to multiply in a 

human organism and cause disease. 

Substantiated by scientific publications that adequately document the control 

experiments needed for the detection of these characteristics. 

 

https://t.me/corona_investigative/234
https://t.me/Corona_Fakten
https://t.me/Corona_Fakten
https://t.me/Corona_Fakten


  
Prof. Manuel Battegay Dr. Pascal Cherpillod       Dr. Manuel Schibler 

 
…therefore, the story devolved into a correspondence lead by lawyer Philipp Kruse 

(Zurich), which culminated in managing to get the two instances of last resort, the 

Federal Office of Public Health (BAG), including its Corona Task Force members, and 

Switzerland's last defense bastion, the NAVI (national reference laboratory for new 

emerging viral diseases) in Geneva, to make a binding statement. 

 

Conclusion 

The result: The responsible instances and authorities were bound to admit (by analogy): 

We have neither proof of the existence of a disease-causing SARS-CoV-2 virus, 

nor do we have documentation on control experiments. 

The revelation: In the final reply, not a professor, scientist or doctor, but a lawyer of the 

responsible reference laboratory NAVI in Geneva answered to the main questions: 

 



“[We cannot provide you 

with the desired proof 

because this is a well-known 

fact that is] most importantly 

undisputed by the authorities 

of our country and the 

scientific community” 

“As for the first point 

[regarding isolation and the 

specific viral genome of 

SARS-CoV-2], it is not our 

duty to answer it and we 

refer you to the numerous 

reports of national and 

international organisations as 

well as to the numerous 

published studies around the 

subject.” 

Source: Discover the faces of heroes at HUG, Radia Lac 

 

 

Source: The Emperor is Naked! Listen Notes 

THE EMPEROR IS NAKED (at least in 

Switzerland!) AND WE ALL KNOW IT! 

https://www.radiolac.ch/actualite/coronavirus/decouvrez-le-visage-des-heros-des-hug/
https://www.listennotes.com/es/podcasts/buck-and-chaco/ep-18-the-emperor-is-naked-m5xWZYEB1ko/


Here the English translation of the original German e-mail correspondence 

including screenshots (highlights in yellow, own notes in […]): 

 

Hello Professor Thiel, 

Prof. Marcel Tanner referred to you in a personal conversation regarding isolates of the Sars-

Cov2 virus and corresponding infection experiments. 

In all previous inquiries to the authors of published studies in which isolation was claimed, it had 

to be conceded in writing that the Coronavirus was NOT isolated in form of a pure culture. In 

this context, Prof. Tanner referred to your work and stated that you have such data at your 

disposal. 

Please allow us to ask the following questions, which we kindly ask you to answer: 

1. What do you mean by an isolate of SARS-CoV-2? 

2. Have you published anything about this and if not, which publications are you referring to? 

3. Where in the relevant publication(s) is it described that a viral structure or molecules 

attributed to the virus have been isolated in the sense of the word "isolation"? 

4. Where are the control experiments documented that prove that nucleic acids used for 

targeting/aligning the genome of the virus are in fact viral in nature and not tissue intrinsic? 

In the case that the control experiments mentioned in question 4 have not yet been carried out, 

please allow us the following additional question: 

5. If such a control experiment were carried out at our expense (isolation of RNA from 

uninfected cell cultures, sequencing and alignment to the SARS-CoV-2 genome), would you 

publish these data together with us? 

 

Hello Mr. [name blacked out], 



Since Prof. Thiel's e-mail account will probably be more than full after his return, I would like to 

take the liberty of sending you a short answer on his behalf. 

The question regarding an "isolate" or "isolation" is regularly raised by corona-critical circles. 

The virological term "virus isolation" must be clearly distinguished from the "normal" usage of 

the word isolation. I am attaching some links here, 

1) https://de.wikipedia.org/wiki/Virusisolierung 

2) https://www.labor-spiez.ch/pdf/de/dok/88_021_Plakate_Virusisolation_de.pdf (Download) 

3) Point 2 in https://www.virology.uzh.ch/de/services/virnachw.html#2_Virus-

Isolierung_auf_Zellkulturen_mit_anschliessender_Identifikation 

A complete purification of the viruses, i.e., the separation from all other substances, is not 

carried out routinely, since viruses can be damaged in the process and the complex method 

usually does not lead to any new knowledge. However, the virus was clearly detected using a 

wide variety of methods (compare, among other things, information in link 2) and 3) in patient 

material and cell culture after virus isolation). The argument that a virus that hasn't been 

"purified" doesn't exist is just nonsense. In addition, it was already possible to produce pure 

genomic RNA from SARS-CoV-2 using genetic engineering. When this RNA is brought into 

cells, the virus begins to replicate, creating SARS-CoV-2 virus particles that are 

indistinguishable from the virus from the patient. It doesn't get much cleaner. 

Regarding the last point: the techniques for sequencing RNA and DNA have improved 

massively over the last many years (keyword next generation sequencing). Since the first 

human genome was completely sequenced as part of the Human Genome Project in 2003, 

dozens / hundreds ... more complete human and animal genomes have been sequenced in the 

meantime, at the DNA (the actual genome) level as well as their RNA (transcriptome; 

https://flexikon.doccheck.com/de/Transkriptom). No sequences have ever been found that could 

be related to corona viruses. This has been done many times, even if of course only what was 

found was described (no one lists what has not been found ...). 

With kind regards 

M. Schweizer 

 

Hello Mr. [name blacked out], 

You now make it very easy for yourself to briefly claim that the questions have not been 

answered, without presenting any arguments. 

My remarks regarding the "isolate" should above all show that this is often confused with the 

normal meaning of its usage. Regarding your first questions, as an example, I can provide a 

study from Germany (https://pubmed.ncbi.nlm.nih.gov/32235945/) in which the virus was 

isolated from patient material and analyzed genetically. Another study from China also shows 

https://de.wikipedia.org/wiki/Virusisolierung
https://www.labor-spiez.ch/pdf/de/dok/88_021_Plakate_Virusisolation_de.pdf
https://www.spiezlab.admin.ch/content/spiezlab-internet/de/publikationen/factsheetsposters/_jcr_content/contentPar/accordion_1248197560/accordionItems/74_1597846081136/accordionPar/downloadlist_copy/downloadItems/159_1597907116819.download/Poster-Virusisolation_de.pdf
https://www.virology.uzh.ch/de/services/virnachw.html#2_Virus-Isolierung_auf_Zellkulturen_mit_anschliessender_Identifikation
https://www.virology.uzh.ch/de/services/virnachw.html#2_Virus-Isolierung_auf_Zellkulturen_mit_anschliessender_Identifikation
https://flexikon.doccheck.com/de/Transkriptom
https://pubmed.ncbi.nlm.nih.gov/32235945/


that sera from convalescent subjects, but not from control subjects, have antibodies against the 

virus (https://pubmed.ncbi.nlm.nih.gov/32413330/). There are many more similar studies, but I 

don't have the time to select them. But since you seem to know the processes, you should also 

be able to search for the relevant literature (e.g., via https://pubmed.ncbi.nlm.nih.gov/). 

I also answered question 4/5 by writing that the entire genome and transcriptome of humans 

and animals and their cell cultures have been sequenced hundreds of times and no 

coronavirus-like sequences have ever been found. Here, too, I don't have the time to search for 

the relevant literature, also because the keyword "Coronavirus" does not appear in these 

studies, since it was never found. However, I can cite a review article by Broecker and Moelling 

(https://pubmed.ncbi.nlm.nih.gov/31032941/) that describes which parts of endogenous viruses 

have been found in the mammalian genome, and corona viruses are definitely not in there. 

The topic is therefore closed for us and I remain, with kind regards 

M. Schweizer 

 

 

Dear Prof. Thiel, 

I ask you to answer our questions personally, as your colleague Marin Schweizer does not 

seem to be able or willing to do so (please note his previous email). 

We contacted you and not Mr. Schweizer on behalf of Prof. Tanner, with the clear objective of 

getting your answers to five specific questions that resulted from a conversation that took place 

with Prof. Tanner. 

https://pubmed.ncbi.nlm.nih.gov/32413330/
https://pubmed.ncbi.nlm.nih.gov/
https://pubmed.ncbi.nlm.nih.gov/31032941/


1. What do you mean by an isolate of SARS-CoV-2? 

2. Have you published anything about this and if not, which publications are you referring to? 

3. Where in the relevant publication(s) is it described that a viral structure or molecules 

attributed to the virus have been isolated in the sense of the word "isolation"? 

4. Where are the control experiments documented that prove that the nucleic acids used for 

targeting/aligning the genome of the virus are indeed viral in nature and not tissue intrinsic? 

5. In the event that the control experiments referred to in question 4 have not yet been 

performed, please allow us the following additional question: If such a control experiment would 

be performed at our expense (isolation of RNA from uninfected cell cultures, sequencing and 

alignment to the SARS-CoV-2 genome), would you publish this data together with us? 

Your colleague Mr. Schweizer claims in his second email of September 17, 2020, 3:22 p.m., see 

below, that he answered questions 1 to 3 by citing the work of Roman Wölfel et. al. dated April 

1, 2020 (https://pubmed.ncbi.nlm.nih.gov/32235945/). 

The first question is what you, Prof. Thiel and not your colleague - who does not work with 

SARS-CoV-2 - understand by an isolate when it comes to SARS-CoV-2. 

The second question is whether you, Prof. Thiel, have published on this and if yes or no, which 

publications you are referring to, which contain the scientific evidence for the existence of 

SARS-CoV-2. 

The third question must also be answered specifically, because the work by Roman Wölfel et. 

al. dated April 1, 2020 (https://pubmed.ncbi.nlm.nih.gov/32235945/), with which he thinks he has 

answered questions 1-3, Mr. Schweizer forgot to cite the passages in which the complete 

genome of the virus was isolated, presented and sequenced. 

We have worked through this publication and come to the following conclusion: 

Although the abstract of this study states "Infectious virus was readily isolated from samples 

derived from the throat or lung", no proof of the isolation of a virus and the representation of its 

genome appear in the entire text. 

If 7.11x10 to the power of 8 copies of the virus in a "throat swab" and 2.35x10 to the power of 9 

copies per ml of liquid are to be present, the direct representation of the entire viral genome is 

possible in gel electrophoresis or in Nanopore-sequencing or by means of the negative-staining-

technique in the electron microscope, using length markers, but nothing like that was done. 

It is crucial in this publication that the authors of this publication on page 466, right column, 5th 

line from the bottom, claim the sequencing of entire virus genomes from all patients, but do not 

prove this claim: neither in the text nor in the methods part in the supplement. 

[Note: You can find a more detailed analysis of the study at source [11] ] 

I would ask you to email me a publication by you or by another working group in which the 

isolation and sequencing of a genome of SARS-CoV-2 is described and not just claimed. 

Regarding question 4: 

In none of the publications available to us, in which the alignment of SARS-CoV-2 is described, 

do the control experiments that are mandatory in science appear, which prove that the short 

nucleotide sequences are actually viral and not cell-specific, are then in the alignment process 

added up to a complete and long viral genome. 

Please cite a publication by you or others that documents these pivotal control experiments. 

https://pubmed.ncbi.nlm.nih.gov/32235945/
https://pubmed.ncbi.nlm.nih.gov/32235945/
https://telegra.ph/Analyse-aller-Publikationen-auf-einem-Blick---Warum-diese-Arbeiten-kein-pathogenes-Virus-nachweisen-02-12


The relevance of this question arises from the following fact: 

In the publication by Fan Wu et al, in Nature, Vol 579 of February 3, 2020 

(https://pubmed.ncbi.nlm.nih.gov/32015508/), in which the genome of SARS-CoV-2 was 

described for the first time and then used as a template for all further alignments, the total RNA 

from one patient's bronchial lavage (BALF) was clearly used without any previously performed 

isolation or enrichment of viral structures or nucleic acids. 

This RNA was converted into cDNA and pieces of 150 nucleotides in length were sequenced in 

order to calculate the genome of approximately 30,000 nucleotides in length. No control 

experiments were carried out that had to prove that the same "viral" genome cannot be 

calculated by the alignment of BALF RNA from healthy people, people suffering from other 

diseases, RNA from stored samples from the time before SARS-CoV-2 existed and RNA from 

cell culture control experiments. 

The reference by your colleague Mr. Schweizer that question 4. had been indirectly answered 

by the fact that the genome calculated in the alignment is not found in the human genome is 

doubly untenable: 

a. If very short nucleotide sequences up to a length of 10 nucleotides are used to calculate a 

genome of 29,803 nucleotides, it goes without saying that the approximately 30,000 nucleotides 

of the viral genome in one piece or just one of its 10 genes each with an average length of 

3,000 Nucleotides can never be found in reality. 

b. RNA metabolism generates many more sequences than are present in human chromosomal 

DNA, due to several known mechanisms. Your Mr. Schweizer suppresses these well-known 

facts. However, these facts explain that a supposedly viral genome can be calculated from short 

pieces of RNA, which in reality does not exist. 

Since this possibility remains an unanswered question and we have not been able to find any 

control experiments for SARS-Cov-2 so far, we need to assume that they have not been carried 

out so far, and because doubt is the first and most important duty of every scientist, this results 

in the relevance of question 5. to you: 

If such a control experiment would be carried out at our expense (isolation of RNA from 

uninfected cell cultures, sequencing and alignment to the SARS-CoV-2 genome), would you 

publish these data together with us? 

Thank you for your personal answer. 

Kind regards, 

With best regards, 

 

Dear Mr. [name blacked out], 

I am quite frankly amazed by your request and can only confirm what my honored colleague, 

Professor Schweizer, replied. From your questions, I conclude that you are questioning the 

existence of SARS-CoV-2? 

https://pubmed.ncbi.nlm.nih.gov/32015508/


The "control experiments" you demand are described in publications, be it in transcriptome 

studies in which non-infected control samples are also analyzed or with the traditional PCR 

detection in which there are numerous negative controls. 

My colleague Marco Binder gave a good summary on the subject on Twitter (you will also find 

sources there that prove the existence of the virus): 

https://twitter.com/TheBinderLab/status/13062129421242124380161 

If you think the SARS-CoV-2 genome sequence is an artifact and does not code for a virus, 

would you then view an experiment in which the genome (as RNA with almost 30,000 

nucleotides) is artificially produced and the SARS-CoV-2 emerges from it, as evidence of the 

existence of the virus? 

With kind regards, 

 

Dear Prof. Thiel, 

I can understand your astonishment, especially when such a situation suddenly appears out of 

nowhere and calls your own actions into question. 

It honors you and proves your scientific seriousness that you still answer and offer me the 

prospect of proving the existence of the SARS-CoV-2 virus. 

Please also respect my astonishment when I read with my own eyes that Prof. Christian 

Drosten from the Charité in Berlin had the reagents (primers) for the SARS-CoV-2 virus PCR 

test synthesized by the company Tib Molbiol, before the Chinese scientists led by Fan Wu 

published their preliminary sequences for the virus online on January 10, 2020. 

I then looked at their publication and realized with horror that the Chinese virologists had only 

calculated the genome of the virus, which was later renamed SARS-CoV-2, by adding up very 

short sequence pieces. They have not found the entire genome or even larger pieces of it. 

What's more, they have no virus or viral structures from which they isolated the viral nucleic 

acids, only the entire RNA from a lung lavage. 

Crucial: The Chinese virologists have not carried out any control experiments to rule out that 

human/microbial RNA from a lung lavage of a healthy person, a person with another lung 

disease, a person who tested negative for SARS-CoV-2 or from such RNA from stored samples 

https://twitter.com/TheBinderLab/status/13062129421242124380161
https://www.nature.com/articles/s41586-020-2008-3


from the time when there was no SARS-CoV-2 virus, the same addition of a virus genome from 

short pieces of RNA is possible. 

Your indication that there are many transcription studies in which no SARS-CoV-2 genes are 

found cannot replace the logically necessary control experiments, because if something is 

artificially added up that cannot in reality be found, of course it cannot be found anywhere else 

and not found in any transcription study. 

For this reason, your reference to the work that your colleague Marco Binder gave on Twitter 

also goes into the scientific void. 

Since it could of course be that I am wrong, I would like to apologize in public if my position is 

disproved, I ask you - also in the sense of the scientific criteria of the DFG [German Research 

Foundation] - to get things straight here. To date, we have not received any publications of this 

type. 

Here is the most important question of all: 

Which of the first publications claiming the existence of the SARS-CoV-2 virus do you 

personally refer to when you assume the scientifically proven existence of the SARS-

CoV-2 virus? 

If the published SARS-CoV-2 genome or the short gene sequences that are added to its 

genome actually come from a virus, then of course I and everyone else also see your offered 

proof, "an experiment in which the genome (as RNA with 30,000 nucleotides) is artificially 

produced and the SARS-CoV-2 arises from it" as proof of the existence of the virus. 

If your offered evidence is ambiguous or unsuccessful, I am sure you would agree to conduct 

the control experiments to try to extract the SARS-CoV-2 virus genome from the RNA of healthy 

people, SARS-CoV-2 negative people and from the RNA of uninfected cell cultures in exactly 

the same way that you and your colleagues are doing it? 

The milestone has thus been set and the requirements for scientific work have been met, 

because I cannot find these required control experiments in the entire scientific literature on the 

SARS-CoV-2 virus. Again, I would be grateful for a link to your reference publication. 

I wish you a successful day and thank you very much for your time. 

Kind regards, 

 

Dear Mr. [name blacked out], 

I will report as soon as I have time. 

best regards, 

Volker Thiel 



 

Dear Mr. [name blacked out], 

I come back to your first question "what is a virus isolate". 

A virus isolate is obtained from samples taken from a patient, for example. Depending on the 

virus, virus isolates can be obtained from a variety of samples, such as nose/throat swabs, stool 

samples, or tissue from organs where the virus multiplies. The samples are then placed on cell 

lines in the laboratory and a so-called cytopathic effect can usually be observed if the virus 

culture has shown positive growth. This usually shows up after a few days and you can see that 

the cells are dying due to virus growth. Many viruses are shed from the infected cells into the 

culture medium and accumulate there. This medium (with the suspected viruses) is then applied 

to fresh cells and if a cytopathic effect is seen again, it can be assumed that a virus isolate has 

been obtained. In order to purify the isolate, a plaque purification is usually carried out. Further 

characterization can be, for example, complete sequencing, electron micrographs, detection of 

virus proteins in infected cells using antibodies (if any are present). All this has been done for 

SARS-CoV-2 (and documented in numerous publications) and corresponds to today's standard. 

Nowadays, the actual virus isolation is trivial and is often only briefly mentioned in the methods 

section (e.g., virus isolate was obtained from a ... patient ...; usually there are also details about 

the patient and an isolate name), the above-mentioned virus detection methods (sequencing, 

electron microscopy etc.) are sufficient proof of the identity of a virus, are recognized worldwide 

and correspond to scientific standards. I refer here again to the tweet by Marco Binder with the 

publications mentioned. 

At the IVI [The Institute of Virology and Immunology, Switzerland's reference laboratory] we 

work with an isolate that comes from a COVID19 patient in Munich, we got it from the Charité in 

Berlin (the specific isolate information can be found in the publication mentioned below). 

In addition, we have established a so-called reverse genetic system at the IVI. Here, I refer to 

your first answer. 

"If the published SARS-CoV-2 genome or the short gene sequences that are added to its 

genome actually come from a virus, then of course I and everyone else also see your offered 

proof, "an experiment in which the genome (as RNA with 30,000 nucleotides) is artificially 

produced and from which SARS-CoV-2 arises" as proof of the existence of the virus." 

This is exactly the proof we have provided at the IVI and now also by other groups in the USA. 

Based on the first published genome sequence of SARS-CoV-2 from Wuhan, we had DNA 

synthesized that corresponds to this sequence. This DNA was used to produce the virus. Of 

course, we have again sufficiently characterized the "synthetic" virus and were able to show, for 

example, that the synthetic SARS-CoV-2 has exactly the expected genome sequence. You can 

see the publication here: https://www.nature.com/articles/s41586-020-2294-9 

https://www.nature.com/articles/s41586-020-2294-9


I think that clears the ambiguity and you can now believe the virus exists. 

With kind regards, 

Volker Thiel 

 

 

 

 

Dear Prof. Thiel, 

thank you very much for the clarifying answer. 

I am now sure where your main mistake in assumption lies and can substantiate this rigorously. 

You write in your publication (https://www.nature.com/articles/s41586-020-2294-9): 

"The detection of a new coronavirus in China at the end of 2019 prompted us to test the 

applicability of our synthetic genomics platform to reconstruct the virus based on the genome 

sequences released on 10–11 January 2020 (Fig. 2)" 

https://www.nature.com/articles/s41586-020-2294-9


By doing so, you clearly identify the source that we have asked for, relied on and relied upon by 

the whole world in the belief that scientific proof of the existence of the new SARS-CoV-2 virus 

is contained herein. 

This is the publication by Prof. Yong-Zhen Zhang (Fan Wu et al.), to which Prof. Drosten also 

refers: 

• Prof. Zhang describes in detail that and how he calculated the genome of the virus, which is 

now referred to as the "SARS-CoV-2" virus, by stringing together very short gene 

sequences. 

• He describes clearly that he did not take the short gene sequences for this from a virus, but 

directly from the lung fluid of a lung lavage (= BALF) of a person with pneumonia. 

• He does not describe any control experiments that are a prerequisite in science in order to 

be able to call a statement scientific. These control experiments, which also result from the 

laws of thought and logic that are constitutive for science - to exclude the obvious, namely 

that the viral parts stem from the body's own short gene sequences and from those of the 

numerous known and above all unknown microbes that colonize humans - have not been 

carried out to this day. 

• A method such as the alignment here, to calculate a theoretically long gene sequence from 

very short ones that has not been backed up by control experiments, must not be called 

scientific. Here, a scientific approach is suggested, that is neither obvious, nor 

comprehensible, nor verifiable for everyone. 

• *The fact that you still refer to Marco Binder's Twitter entries with regard to these control 

experiments is unscientific and repulsive, because if something is constructed in the multi-

stage process of "alignment" that does not actually exist, then of course you can also not 

find it in any database in which human gene sequences are published. 

• With your argument that the control experiments result from the fact that the viral sequence 

cannot be found in the human gene databases, you refer to third-rate literature in the social 

media and have forgotten four things: 

o a. To date, no one in the alignment process has checked whether the gene 

sequences from which the SARS-CoV-2 virus genome was calculated do not 

originate from gene sequences as a result of the metabolism of microbes that 

colonize humans and cell cultures. 

o b. Only about 5% of the existing microbes are genetically mapped, which means that 

control experiments must be carried out immediately, because it is obvious that the 

genome of the virus was calculated entirely or partially from these unknown 

sequences in a multi-stage "alignment". 

o c. It has been known for a long time that the enzymes that produce gene sequences 

constantly produce new gene sequences not only through the well-known 

mechanism of "template switching" that cannot be recorded in any database, and 

that the enzymes that produce RNA gene sequences do so, even without gene 

templates. This means that new gene sequences are constantly being created that 

were not recorded using previous methods. This alone results in the obligation to 

carry out control experiments immediately, because it is obvious that the genome of 

SARS-CoV-2 was constructed entirely or partially from such unspecific sequences. 

o d. Given the circumstances, you cannot claim that the proof of the existence of the 

virus is given by the fact that you have synthetically produced and are experimenting 

with the genome of the virus from the sequence provided by Prof. Zhang it. This is 

scientifically unacceptable circular reasoning. 

• Prof. Zhang expressly mentions in his publication that he has not followed the rules for 

proving the existence of a virus, Koch's postulates. Not even the first postulate, the isolation 

of the virus. 



• Prof. Zang explicitly mentions that there is only a correlation between the computational 

"detection" of this virus and actual pneumonia, but no proof that its "detection" is causal for 

this disease. 

FYI in case you missed this: 

• Prof. Drosten demonstrably had the primer sequences for the "SARS-CoV-2" virus 

synthesized - even before the sequence from Prof. Zhang was available - and on the same 

day the data was published, on the night of "10- 11 January 2020", he had sent these to 

those places where returning travelers from Wuhan were tested for the "SARS-CoV-2" virus. 

This apparently proved that the suspected virus could now be transmitted from person to 

person. 

• As of January 20th, 2020, the Chinese health authorities and the government have shown 

that there is apparently no human-to-human transmission. All relatives and all hospital staff 

who were and are in contact with those suffering from atypical pneumonia - which was 

attributed to an unknown virus by the definition "atypical" - remained healthy. Honestly, that 

is why the government could refrain from lock-down measures. 

• On January 20, 2020, the famous 84-year-old "SARS" doctor Dr. Zhong Nanshan arrived in 

Wuhan, where he traveled from southern China by train at his own expense and initiative. In 

Wuhan, he spread the news of the "positive" result of the PCR test of the Drosten test, on 

the basis of which he believed he could and should claim that human-to-human 

transmission of the suspected new virus had now been proven. 

• First, only the public in Wuhan panicked, but then when he testified on the evening news 

that human-to-human transmission was now proven the whole of China [was in fear]. As is 

well known, the world public panicked about this a little later. 

In this matter, as a human being, especially as a scientist and in your central function as 

Director of the IVI, you have the responsibility for the Swiss people and for the world population, 

the duty and responsibility to communicate these open contradictions and refutations to the 

public IMMEDIATELY. 

So that mainly children, old people, the sick and the economy do not literally suffocate and 

perish through the scientifically unjustifiable, but refuted conclusions and resulting measures, I 

ask you to act immediately. 

Prof. Tanner has asked you to clarify through me whether a virus has actually been isolated in 

the sense of the word "isolation". 

With your central and exclusive reference to the publication by Prof. Zhang, you now admit that 

no virus has been isolated, but obviously and without a doubt very short gene sequences from 

humans, from known and unknown microbes and probably also from biochemically generated 

gene sequences, were assembled into a virus genome that does not actually exist, and was 

only calculated purely mentally. 

Going forward, you cannot refer to - in order to continue to evade your central and global 

responsibility - that the conceptual alignment of the short gene sequences to a "whole" virus 

genome based on a template from another corona virus genome happened. This alleged virus 

sequence template was also only created mathematically from very short sequences, which 

were certainly not isolated from a virus, but originate from short gene sequences from humans, 

animals, microbes and possibly biochemically synthesized gene sequences. 

Prof. Tanner commissioned you through me and is responsible for carrying out the control 

experiments that are a prerequisite for being able to claim a virus as scientifically proven. 



Your argument that these control experiments result indirectly from the fact that third parties and 

not you claim on Twitter that the calculated virus genome cannot be found in human gene 

databases is refuted by the fact that something (laboriously) calculated can logically neither be 

proven in a database, nor in nature, nor in a laboratory. 

I would therefore ask you once again to work with me to carry out and document those control 

experiments that prove or refute whether the very short gene sequences that were "aligned" 

mathematically, i.e., mentally, via various simulation programs to form a long genome, do not 

originate from the humans themselves or from the numerous microbes and phages that 

colonize humans, especially during disease and pneumonia. Or whether they originate in part 

from purely biochemical gene sequences or were invented in part by the alignment programs 

with which these programs fill the gaps in the genome that could not be closed with the short 

gene sequences available. These programs are mentioned in Prof. Zhang's methods part, but 

not which and how many parts of the entire "virus genome" were "filled in" by these gap-filling 

programs. 

We again offer to fund these control experiments and there are only scientific and human 

reasons for you to comply with Prof. Tanner's request to submit and document these control 

experiments and no reason not to do them or to delay them further. 

The hardship caused by the Corona crisis is tremendous and knows no commandment, e.g., to 

protect your profession and its reputation. The misery is increasing every day and there is the 

possibility that our society is harming itself more and more severely in the collective hysteria 

that has no scientific justification. I also asked other virologists to carry out the control 

experiments with me. All have so far remained guilty of an answer. 

You have the special opportunity to provide clarification here, since Prof. Tanner referred you to 

clarify this central question. 

Please make up your mind and act immediately, and don't let another two weeks pass by before 

you reply.  

Kind regards, 

 

Dear Mr. [name blacked out], 

I am actually shocked by your response and urge you to educate yourself. From your answers it 

is clear that you understand neither the biology nor the current methodology. 

I also urge you to remember that you have a responsibility. You are free to believe that the virus 

does not exist. But if you spread this, there will be people who will believe you, no longer protect 

themselves and, in the worst case, die of an infection. 

Volker Thiel 



 

Dear Prof. Thiel, 

thank you for the fast response. 

We were surprised that your answer is now based on claims and accusations instead of 

scientific evidence. 

I also ask you in relation to Prof. Tanner, who clearly recognized that if the short gene 

sequences for the computational creation of the SARS-CoV-2 genome do not clearly come from 

viruses AND no control experiments have taken place, "we have a problem", to reconsider your 

statement and, in accordance with your position, to take a scientific position. 

Please prove by naming verifiable and published facts that the findings and conclusions 

presented in my letter of October 10th, 2020, are based on: 

1. A lack of knowledge or misunderstanding of academic biology, and 

2. a lack of knowledge of today's methods or a misunderstanding of these methods. 

The common challenge, to be solved by scientific reasoning, by following the laws of thought 

and logic and not by insult, is: 

Did the corona crisis that was triggered by the hasty actions of Prof. Christian Drosten (see my 

letter of October 10, 2020) and the inexplicable actions of Prof. Yong-Zhen Zhang (no isolate, 

no culture, no isolation, no fulfillment of Koch's postulates and: Prof. Zhang claims to have 

calculated the genome of SARS-CoV-2 in an unprecedented and inexplicable record time of 40 

hours, including sequencing of the RNA from the bronchial lavage of a patient) have a scientific 

basis or was it based on an understandable, historically grown and thus excusable self-

deception of those involved? 

I do not assume that the actions of Prof. Drosten and Prof. Zhang happened with intent or even 

willful intend. 

Consequential erroneous beliefs and actions become grossly negligent and thus legally tangible 

when concrete, comprehensible, verifiable scientific information and requests for clarification 

and, if necessary, corrections are not answered, but instead are acknowledged with unjustifiable 

allegations and insults. 

I urge you once again to reconsider your statements and to respond in accordance with your 

honorable position as a professor. 

Our offer to carry out the control experiments jointly at our expense still stands. 

Kind regards, 



With best regards, 

[name blacked out] 

 

Dear Mr. [name blacked out], 

Thank you for these copies of your exchange with Professor Volker Thiel.....my remarks in our 

interview referred above all to the question of the isolates and therefore I referred you to 

Professor Thiel.... 

Best regards from Basel 

Marcel Tanner 

 

 

Dear Prof. Tanner, 

Thank you for your reply. 

Yes, it is specifically about the isolate of the virus and we contacted Prof. Thiel on your behalf to 

clarify this question. 

In his answer of October 9th, 2020, Prof. Thiel clearly referred to the work of Prof. Zhang in Fan 

Wu et al. 



With this publication, Prof. Zhang specified the alleged sequence of the SARS-CoV-2 virus, on 

which all subsequent sequence proposals of all virologists were based and still are based, 

which always differ only insignificantly from Zhang's sequence proposal. 

In this publication, Prof. Zhang expressly states that he did not isolate a virus, but used the 

entire RNA from the bronchial lavage of a person suffering from pneumonia (and some 

documented previous illnesses, including chronic liver disease) to calculate the suspected virus 

genome. In this publication, Prof. Zhang also expressly emphasizes that it has not been proven 

whether the calculated sequences only correlate with the patient's illnesses or whether there 

could be a causal relationship. It has remained so to this day! 

That is why Prof. Thiel, as a scientist and as an official who is committed to the people, their 

health, well-being and the economy, cannot and must not claim that he would work with the 

artificially produced sequence of a virus, and neither that a dangerous SARS-CoV-2 virus exists. 

Even more, it seems that Prof. Thiel also does not know the crucial details of how Prof. Zhang 

calculated the genome of the SARS-CoV-2 virus and after this became obvious, accuses us of a 

lack of knowledge in biology and the methods used: 

Prof. Zhang describes how he uses short genetic pieces of only 21 and 25 nucleotides in length 

(these are the default parameters in the alignment programs Megahit and Trinity used) to 

calculate a genome of 29,803 nucleotides with the help of a given genome sequence from a 

harmless bat corona virus. 

He assumes, without explicitly naming this, that the short sequences from which he adds the 

proposed sequence of the genome of the SARS-CoV-2 virus are of viral nature because he 

excludes the longer sequences, that result from the overlapping (= contigs) of the short 21- and 

25-pieces, and which are similar to human sequences, from later addition to the viral genome. 

In doing so, Prof. Zhang and Prof. Thiel embarrassingly and thus negligently overlooked the fact 

that the bronchial lavage is full of known and unknown microbes of all kinds and their RNA 

products. 

95% of the observed microbes are visible but cannot be cultivated, which is why their RNA and 

DNA sequences are not known. Because cell cultures are never free of microbes and countless 

contaminations of all kinds, there is an absolute obligation to isolate the suspected virus and to 

obtain its nucleic acid (in this case RNA) in pure form. 

It is very likely that the genome of the SARS-CoV-2 virus was partly added up from such short 

gene sequences, which is why it is possible to test people "positive" from time to time (if there is 

enough organic material and the sample is not taken at the -healthy- parotid gland), and why 

PCR experts say that if the number of PCR cycles is increased above 40, then everyone will 

test "positive". 

The dilemma that there is no analyzable virus isolate available is also reflected in the sentence 

"Since no quantified virus isolates of the 2019-nCoV are currently available, assays designed 

for detection of the 2019-nCoV RNA were tested with characterized stocks of in vitro transcribed 

full length RNA (N gene; GenBank accession: MN908947.2) of known titer (RNA copies/μL) 

spiked into a diluent consisting of a suspension of human A549 cells and viral transport medium 

(VTM) to mimic clinical specimen." 

on page 39, in the chapter "Performance Characteristics", Section 2, of the attached text from 

the CDC on the real-time RT-PCR test for SARS-CoV-2. [Link, page 40] 

We explain this astonishing fact, which completely calls the test into question, by the fact that 

Prof. Zhang was able to calculate the entire genome from purely human material, which has so 

https://www.fda.gov/media/134922/download


far not been possible for anyone who has obtained the required RNA sequences from cell 

cultures, because there is much more sequence diversity in humans and their microbes - 

especially in the case of disease - than in the relatively sterile cell cultures. 

At the same time, it shows that nobody has been able to repeat the result of Prof. Zhang's 

decisive "alignment" up to now, except purely synthetically and in circular reasoning Prof. Thiel, 

who synthetically converted Prof. Zhang's sequence proposal into DNA and therefore - 

negligently - believes that he is working with the genome of a virus. 

I would ask you, Prof. Tanner, to persuade Prof. Thiel that, instead of making assumptions about 

my biological knowledge, he should face up to science, whose supreme law is doubt and the 

attempt to refute in order to uncover existing and avoid future misinterpretations. 

Indeed, if he doesn't, we have two "problems." 

I am sure that, given the devastating effects of this situation on the entire world population, the 

effort [to perform the control experiments] is negligible. 

Thank you very much for your help and I hope that we can continue our discussion on a 

scientific level instead of relying on accusations and insinuations like Prof. Thiel. Gentlemen, 

this matter is far too serious for such statements. This is about human lives and the future of 

billions of people. 

Kind regards 

 

Dear Prof. Tanner, 

The momentum of the Corona crisis triggered by Prof. Christian Drosten and Prof. Zhang is 

endangering people's health and the economy with rising obviousness. 

By virtue of your office, responsibility for scientific work rests on your shoulders and thus the 

health and well-being of the Swiss people and the economy. 

I have now received inquiries from several lawyers regarding this situation. These relate 

specifically to the isolate and the resulting consequences according to Prof. Thiel's claim, and 

we are still waiting for proof of that often-mentioned isolate. In this respect, according to the 

situation, criminal consequences will become relevant. As you can see, the situation is tense. 

Due to the wide scope of this situation, time is of the essence. We assume that enough time has 

now passed to scientifically prove the IVI's isolate. So far this has not happened. 

Due to our personal situation after our conversation, I would like to ask you about how to 

proceed: 

1. How will you proceed in your office as President of the Academies? 



2. May we propose you, Prof. Tanner, as a witness for legal proceedings, who 

a. confirms the scientific nature of the SARS-CoV-2 existence claims or 

b. questions the scientific nature of the SARS-CoV-2 existence claims? 

I would appreciate if we could continue to work to clarify this matter. You could certainly see that 

the IVI did not comply with the relevant standards. In this respect, this process becomes legally 

relevant. 

I hope we continue our conversation as constructively as we have done so far. 

I wish you all the best and a pleasant evening. 

Kind regards 

 

[Response screenshot missing] 

 

Dear Mr. [name blacked out] 

Thank you very much and of course I take my responsibility seriously and, since I did not 

examine it myself, I immediately indicated Prof. Volker Thiel, IVI, and also Prof. Laurent Kaiser 

in Geneva, HUG, (Laurent.Kaiser@hcuge.ch)..... 

Like Volker Thiel, Laurent Kaiser created and sequenced isolates and carried out infection tests. 

- My further procedure is that I ask Volker Thiel and Laurent Kaiser again to answer you 

- I am no good as a witness because it's the teams from IVI and HUG who present the isolates 

to you 

BUT I, like all of you, are interested in these questions being clarified and so we remain in a 

constructive dialogue. 

See you soon and best regards 

 

Dear Prof. Kaiser, 

Prof. Tanner referred me to you to clarify the open and central question about the SARS-CoV-2 

virus. I would be very grateful for an answer. 

1. Which specific original publication or sequence of original publications are you referring 

to when you assume the scientifically proven existence of the SARS-CoV-2 virus? 



The background to this question is that after my evaluation, I came to the conclusion that in the 

publication by Fan Wu et al., in which the genome of SARS-CoV-2 was proposed, which was 

used as a model in the alignment of all other SARS-CoV-2 virus variants, instead of viral 

sequences, typically endogenous and very short sequences from the lungs of a human being 

were theoretically and mathematically aligned to form a long, "viral" genome (=alignment). 

Apparently, this genome consists of fragments of unknown microbial RNA and biochemically 

generated RNA. 

I draw this conclusion from the fact that it is clear in the scientific literature on corona viruses 

that nowhere have longer RNA sequences been isolated and sequenced, covering either large 

regions of the viral genome itself or even just larger regions of what is known as individual 

corona virus genes. On the contrary, it has been clearly proven that nowhere in the entire 

literature are viral structures isolated, biochemically characterized and RNA obtained from them. 

The RNA comes either directly from the fluid of a bronchial lavage (BALF) of a lung patient or 

from the supernatant of cell cultures, which when dying, are equated with the presence, 

isolation and multiplication of the suspected virus. 

Background to my second question: Statements may only be presented as "scientific" if all 

doubts about the statement have been ruled out and an attempt has been made to refute the 

statement (falsification). According to my research, this clearly did not happen. The control 

experiments to exclude cellular, microbial and biochemical artifacts have NEVER taken place 

with SARS-CoV-2 and all corona viruses. This leads to the following second question: 

2. In view of the damage caused by the Corona crisis, would it be possible for you, to carry 

out these logically and scientifically absolutely necessary control experiments as soon as 

possible? 

Prof. Zhang, who is responsible for the publication of Fan Wu et al. stated in an interview that he 

calculated the genome of SARS-CoV-2 within 40 hours of receiving the BALF. 

Based on this, it should be possible to carry out this control experiment, the alignment of SARS-

CoV-2 from the RNA from the BALF of healthy humans or mammals or lung diseased but 

SARS-CoV-2-negative humans or mammals, very promptly. 

I would finance these experiments and would like to document them on film. Unfortunately, the 

virologists who have been contacted so far have until now steadfastly refused to carry out these 

basic control experiments. 

Thank you for your timely reply. 

Kind regards, 

With best regards, 

https://www.nature.com/articles/s41586-020-2008-3


 

Dear Prof. Tanner, 

Thank you for your answer and for inviting Prof. Laurent Kaiser to clarify the open questions 

about the scientific nature of the claims about SARS-CoV-2. 

In doing so, three questions need to be clarified for you: 

1. Which scientific original publications on SARS-CoV-2 do you personally refer to in your 

responsibility for the Swiss people and their economy when you assume the scientifically 

proven existence of SARS-CoV-2? 

2. Are you convinced or not that the work of Prof. Zhang (in Fan Wu et al.) proved the 

existence of a virus? 

Please note that no isolate was used here and no isolation of a viral structure is claimed. 

3. Is it in your power to persuade the biologists, medicine and virologists responsible for the 

Corona crisis to carry out the control experiments that are constitutive in science? 

Please keep in mind that statements can only be called scientific if they can be refuted, i.e., 

falsified. 

Control experiments - to rule out or to prove whether those very short pieces of RNA (25 

nucleotides on average), which were added up mentally/mathematically to form a long viral 

gene strand of 29,803 nucleotides (=alignment), actually consist of short fragments of unknown 

microbial or biochemically produced RNA instead of a virus - have not yet been carried out for 

SARS-CoV-2 and neither for any other corona virus. 

Nonetheless, should this be the case [the control experiments have been performed], I kindly 

ask you again for the relevant publications. 

Thank you for your quick reply. 

Kind regards, 

With best regards, 

 

Dear Professor Tanner, 



May I ask if you have asked Prof. Thiel again? How would you proceed as president of the 

Academies in this matter? So far, we have not received any publications on the matter, neither 

are your colleagues obviously willing to engage in further scientific exchange. 

Would you be willing to be interviewed again if the scientific colleagues from the IVI or Mr. 

Ackermann should no longer get in touch? 

Thank you for your reply and have a great day." 

 

"Dear Mr. [name blacked out] 

thank you very much for all your lines and we have not remained idle and attached you will find 

a policy letter from the task force (TF) that addresses the question of the isolates and the PCR 

tests; it was mainly done, extensively reviewed and summarized citing key references by Volker 

Thiel, Didier Trono and Laurent Kaiser. On this basis, you can definitely continue the scientific 

dialogue by writing to the entire task force via Prof. Martin Ackermann, leader of the TF, and you 

are welcome to copy me in. That would be a step forward. Martin Ackermann will definitely get 

in touch and the virologists may conduct further interviews with you, because after my interview 

I immediately informed Volker Thiel et al and you had initial exchanges that did not go any 

further, but now you have a public brief from the TF that can lay a new basis for a scientific 

dialogue. 

With this in mind, see you soon and best regards 

Marcel Tanner 

PS: All Policy Briefs are on the TF website 

 

https://sciencetaskforce.ch/wp-content/uploads/2020/11/An_update_on_SARS-CoV-2_detection_tests29Oct20-EN.pdf


 

Dear Prof. Ackermann, 

Thank you for your efforts to clarify the central question regarding Corona of scientific evidence 

for the existence of the SARS-CoV-2 virus. 

However, the paper you commissioned from the Swiss "National COVID-19 Science Task Force 

(NCS-TF)" of October 29, 2020, entitled "An update on SARS-CoV-2 detection tests" proves 

and documents to our astonishment scientifically incomplete work by the authors, and refutes 

the existence claims of SARS-CoV-2. 

I ask you not to take these statements personally, but we will present and explain our point of 

view extensively: 

Reasoning: 

to A: 

To claim the identification and isolation of the virus. 

In the summary, the authors claim, "The paper describes how SARS-CoV-2 was identified and 

isolated." 

You claim in the "Main text" under "1. How was SARS-CoV-2 identified?": 

“SARS-CoV-2 was originally isolated by exposing cells in culture to samples harvested from the 

respiratory tract ....” 

This is demonstrably wrong. This statement has been refuted by the publication by Prof. Zhang 

(Fan Wu et al) and by the statement by Prof. Volker Thiel dated zz.2020. 

Prof. Zhang made the sequence of the SARS-CoV-2 virus he designed public on the Internet on 

January 10, 2020. 

Prof. Thiel refers to exactly this sequence, which was made public on January 10th, 2020, in his 

letter dated zz.2020. 

Only after this first publication of the genetic sequence of SARS-CoV-2 by Prof. Zhang did the 

authors around Prof. Wenjie Tan (Na Zhu et al), to which the authors of the "Policy Brief" refer, 

repeat exactly the same approach by Prof. Zhang and only later carry out cell culture 

experiments in order to publish their results on January 24th, 2020. The sedimented soap 

micelles, which are interpreted as viruses in supervisory electron microscopy (= negative stain), 

https://sciencetaskforce.ch/wp-content/uploads/2020/11/An_update_on_SARS-CoV-2_detection_tests29Oct20-EN.pdf


are explicitly not examined biochemically in order to identify them as viruses or to isolate the 

viral gene substance from them in order to determine the viral genome. 

Prof. Zhang describes in his publication that he did not isolate any virus, nor did he use cell 

cultures, but rather sequenced very short pieces of RNA from a patient's lung fluid (by means of 

previous transcription into cDNA). 

He aligns these very short pieces mentally/mathematically with a given gene sequence of an 

alleged bat corona virus and invents more than 10% new gene sequences ad hoc, because not 

all sequences in the pool of RNA pieces from the patient's lungs were present to form a 

complete genetic strand of a corona virus. This is extensively documented in his publication. 

• Prof. Zhang explicitly did not find and isolate a virus, isolated the viral genome from it 

and presented and sequenced it as a whole, but rather extremely short pieces of RNA 

from a human lung. 

• He decided to align these short snippets with a bat corona virus sequence. 

• He could have used a completely different type of virus as a target template, but for 

reasons that he and others have never stated before, he chose to use this type of 

corona virus genome as a guide. 

Prof. Wenjie Tan (Na Zhu et al) follows exactly Prof. Zhang's suggestion and repeats exactly the 

same alignment, against the same bat virus genome with the RNA from the lungs of patients. 

Only then do they attempt the same alignment with RNA from cell cultures, but here they require 

an extreme, additional biochemical effort to obtain the same result in the alignment as Prof. 

Zhang specified on January 10, 2020. 

Conclusion: 

As a consequence, it is obvious that exactly no viral gene sequence was found, but a variety of 

human and microbial RNA from a person's lungs, which are then arbitrarily and only 

mentally/mathematically put together to form a whole genome that does not actually exist. 

It is completely absurd to suggest that this random way of working (alignment=aligning 

extremely short sequences into a huge whole genome) should imply dealing with viral 

sequences in any way just because the target for alignment is a random viral genome. Those 

involved are either aware that the genome of the alleged bat corona virus is only a 

conceptual/calculated construct and was never isolated from a virus or found as a whole, or 

they are knowingly unscientific and grossly negligent from a legal point of view if this easily 

verifiable fact should have escaped them. In consideration of the situation this leaves us 

stunned. 

The authors argue demonstrably in circular fashion and on a clearly unscientific, even anti-

scientific, level. 

They claim in the "Main text": 

"Once this characterization was performed with samples from COVID-19 patients, it became 

clear that the virus had similarities with coronaviruses previously detected in bats." 

This statement is simply obviously untrue because no virus was found, but extremely short bits 

of RNA from a human that were aligned to a given bat virus genome. 

Mathematically/statistically, nothing else can come out of this than what was specified. This is 

circular and totally unscientific. If you have any publications on this that you have still not sent to 

us, please send them to us again. 

to B: 



To the SARS-CoV-2 tests 

The authors write under "3. SARS-CoV-2 detection tests" "a. Tests targeting the viral genome": 

"The SARS-CoV-2 RT-PCR assay was developed as soon as the first viral genome was 

sequenced". 

This statement is clearly wrong. The test was developed by Prof. Christian Drosten and the test 

reagents for the PCR test (the primers) were manufactured, as was clarified in the previous 

exchange of letters and is known to EVERYONE involved (but seems to have been concealed 

for obviously unfair reasons), even before Prof Zhang presented the genome of SARS-CoV-2 

on the Internet on January 10, 2020. When Prof. Zhang then made the genome of SARS-CoV-2 

public on January 10, 2020, Prof. Drosten sent the primer sets via airmail that "best matched 

the sequences of SARS-CoV-2". 

Thus, the statement of the authors of the "Policy Brief" is refuted and not tenable. It is 

completely incomprehensible to us why such blatant mistakes can be made by the highly 

decorated authors of this paper. 

For humanitarian reasons, Prof. Drosten, friend, colleague and co-author of Prof. Thiel, sent his 

test reagents (primers) free of charge to the places where "infections" were to be expected. 

In order to guarantee positive test reactions, he advises an extremely high number of cycles 

(>39), which not only makes the PCR completely meaningless (the experts say "dirty"), but also 

leads to "positive" results if there is no RNA present at all in the sample being tested. All the 

authors of the "Policy Brief" know this. 

The authors' subsequent claim that SARS-CoV-2 was never detected in stored samples before 

the "corona crisis" is in itself completely meaningless and unscientific if it is not specified exactly 

which PCR methods were used, with exactly which reagents and, above all, the number of 

cycles used. In addition, the authors suppress the well-known fact that RNA degrades very 

quickly and is therefore no longer detectable. According to the manufacturer's instructions, 

certain RNA corona vaccines must be stored at -80 degrees and only for a maximum of 5 days 

in order for them to be fully effective. However, these facts should be commonly known. 

Conclusion: 

The authors are extremely unscientific in their statements about the SARS-CoV-2 test 

procedures and suppress at least three known and relevant facts, each of which refutes the 

validity claim of the PCR tests. 

The same applies here: If data has not been transmitted or publications have not been 

submitted at this point, we ask that you send them over. 

Given the urgency and scope of this situation, we request a comprehensive, clarifying response 

at short notice. Otherwise, the pressure in society and the consequences for entrepreneurs and 

people will force us to take legal measures, which we absolutely want to avoid, since we have 

communicated constructively - albeit unsuccessfully - so far. 

Kind regards, 



 

Dear Professor Tanner, 

I am writing you these lines directly. The situation is causing me a lot of distress. We now have 

a team of doctors, lawyers, entrepreneurs, scientists and laboratories working with us on this 

matter. Since Prof. Thiel's explanation has so far been completely inadequate (you are aware of 

the mail correspondence) and there are no further findings even after the paper you sent us, we 

are in acute need of action due to the situation. 

I would like to continue our conversation, which has been constructive and pleasant so far, but I 

urge you once again before I have to go public and enter the legal system with this information 

for human, moral and legal reasons: 

Please use all your influence to ensure that those involved finally and at lightning speed carry 

out the control experiments (Prof. Zhang claims in an interview that he could have completed 

the RNA sequencing and alignment in 40 hours) that will almost certainly refute the virus 

hypothesis elegantly and unequivocally, and which I will gladly finance and document. 

This offer still stands, but has not yet been taken up by anybody. It should actually not be a 

problem when working scientifically and it should silence all critics once and for all. Why is this 

still refused at this point? Please be of assistance here. 

If this is not done, or if solid evidence is not presented, I will be forced to file criminal charges of 

fraud by abuse of position [Anstellungsbetrug] against the authors of the Task Force Policy 

Brief. These pretend to be scientific, but clearly violate scientific standards and the laws of 

thought and logic that precede any science. In doing so, they suppress health and life-related 

facts and, above all, the requirements for scientific work. In my opinion, the authors are jointly 

responsible for the corona hysteria and the direct and indirect damage to life and limb, as well 

as to the economy of the Swiss people. This situation leaves me no other choice, certainly 

understandable for you. 

The reality of the consequences of the Corona policies, for which the virologists are responsible, 

forces me to act in order to prevent damage, especially from the children. I assume that you, as 

one of the most decorated scientists in Switzerland, have the same interest in finding truth, 

stopping unscientific conduct and enabling the people of Switzerland to live in peace, freedom 

and truth. 

Please intercede for these people who are obviously wrong - and to err is human - to ensure 

that they can save face. For me as a Christian, the following applies: With people and not 

against them. I would like to emphasize once again that I see the legal process as the very last 

resort, but we must act as responsible people, despite all the suffering that is brought to us 

every day. 



Dear Prof. Tanner, I got to know you - and I am very pleased about that - as a person of integrity 

and critical thinking. I appreciate you very much. You are in a key position. People listen to you. 

You are a wise man. Should I be disproved, I will gladly bear all the consequences. However, if 

not - and based on what we know so far, one has to assume that is the case - I am sure that 

you will do the right thing. 

I wish you a good evening and look forward to a timely response. 

Kind regards, 

With best regards, 

 

Dear Professor Tanner, 

we still have no news on our last email. I need a final statement here. 

In addition, I would appreciate if you could provide me with a comment on the attached photo. 

 

Thank you and have a great day. 

the picture says: 

Reusable nose and mouth mask. 

Face mask for private use. 

Not a tested medical product. 

Face mask does not offer confirmed protection against contamination by viruses or 

bacteria. 

 

Based on the recommendations of the Swiss National COVID-19 Science Task 

Force. 

Tested by EMPA. 

 

Made in Switzerland 



 

REGISTERED MAIL 

Inquiry based on Art. 6 of the Federal Law on the Principle of Public Information in 

Administration (Public Information Law, BGÖ, SR 152.3) 

re PURE ISOLATE SARS-Cov-2 I until January 10, 2022 

“Dear Mrs. Levy, ladies and gentlemen 

Please allow the following request based on the Information Act, the answer to which plays a 

significant role in justifying all epidemiological measures to prevent and interrupt the 

transmission of SARS-Cov-2. 

Please provide proof that the SARS-Cov-2 virus was actually isolated in accordance with Koch's 

four postulates and that this virus is actually physically available in isolated form to the BAG 

(Federal Office of Public Health FOPH) or the Corona Task Force of the Bundesrat (Federal 

Council in Switzerland). 

To this day, the existence of this virus is purely assertive, which is astonishing. The alleged 

existence of SARS-Cov-2 is still the real linchpin for all corona measures of the Bundesrat and 

for all recommendations of the BAG in the last almost 2 years. The public can therefore assume 

that the BAG has had sufficient copies of the pure isolate in question since the beginning of the 

pandemic, and that it is easy for the BAG to actually prove the existence of the virus in isolated 

form. 

Against this background, I ask the BAG to finally remedy this and to submit the specified proof 

to the sender by January 10, 2022. 

If the existence of the SARS-Cov-2 virus can only be verified at its storage location in 

Switzerland, I will be happy to come to this location. In this case, however, I would have to be 

accompanied by a specialist who would have the expertise to be able to check the validity of the 

evidence offered. 



Thanking you for your efforts, I remain awaiting your reply by January 10, 2022 

  

Kind regards 

Phillip Kruse 

Advocate, LL.M. 

 

Subject: BGÖ 225-24/601 pure isolate SARS-Cov-2 - confirmation of receipt 

Dear Mr. Kruse 

We can confirm receipt of your access request. 

If we cannot answer your request within the statutory period, we will contact you. 

 

With kind regards 

Lorenz Overhage 

MLaw I Lawyer 

  

EDI Federal Department of Home Affairs FDHA 

BAG Federal Office of Public Health FOPH 

Legal Department 



 

 

Subject: BGÖ 225-24/601 pure isolate SARS-Cov-2 - confirmation of receipt 

Dear Mr. Kruse 

We refer to your access request of December 28, 2021 regarding virus evidence according to 

Koch's postulate. 

Neither the BAG nor the BAG Covid-19 task force have the task of isolating or physically storing 

such pathogens. A documentation as requested by you is therefore not available. 

The national reference laboratory for new emerging viral diseases (NAVI) at the University 

Hospital in Geneva is responsible for detecting SARS-CoV-2. 

This does not use Koch's postulates for the detection of viruses. The detection methods used by 

NAVI are scientifically recognized. More information about the NAVI can be found via this link: 

Centre national de référence pour les infections virales émergentes | HUG - Hôpitaux 

Universitaires de Genève. 

We hope to be of service to you with this information and consider the request closed. 

With kind regards 

Lorenz Overhage 

MLaw | Lawyer 

https://www.hug.ch/laboratoire-virologie/centre-national-reference-pour-infections-virales
https://www.hug.ch/laboratoire-virologie/centre-national-reference-pour-infections-virales


 

EDI Federal Department of Home Affairs FDHA 

BAG Federal Office of Public Health FOPH 

Legal Department 

 

REGISTERED MAIL 

Question based on Art. 6 of the Federal Law on the Principle of Public Information in 

Administration (Public Information Law, BGÖ, SR 152.3) 

re Proof of reproductive SARS-Cov-2; including control experiments 

Dear Dr. Cherpillod, 

In a registered letter dated December 28, 2021 to the BAG (Federal Office of Public Health), we 

made the following request based on Art. 6 of the Federal Law on the Principle of Public 

Information in Administration (Public Information Law, BGÖ, SR 152.3): 

 "[...] Please provide evidence that the SARS-Cov-2 virus was actually isolated in accordance 

with Koch's four postulates and that this virus was actually physically available in isolated form 

to the BAG or the Corona Task Force of the Bundesrat (Federal Council) in Switzerland. [...]" 

A copy of the complete request of November 28, 2021 is enclosed, as is the response from the 

BAG, which we received by email on January 18, 2022 and had the following content: 

[...] Neither the BAG nor the Taskforce BAG Covid-19 have the task of isolating or physically 

storing such pathogens. The documentation as requested by you is therefore not available. 



The national reference laboratory for emerging viral diseases (NAVI) at the University Hospital 

in Geneva is responsible for detecting SARS-CoV-2. This does not use Koch's postulates for the 

detection of viruses. [...] 

This means that the existence of SARS-CoV-2 is still an assertion without substance in 

February 2022. 

Against this background, we ask you, as head of NAVI, to finally remedy the situation and to 

present us with the necessary proof as soon as possible. 

Specifically, this is about the scientifically verifiable proof that: 

1. SARS-CoV-2 has been isolated, has a specific viral genome, and 

2. has a biologically reproducible existence, which enables it to multiply in a human 

organism and cause disease. 

Substantiated by scientific publications that adequately document the control experiments 

needed for the detection of these characteristics. 

In view of the fundamental importance of SARS-CoV-2 for the justification of far-reaching 

measures worldwide as well as in Switzerland, we assume that the proof formulated here is a 

mere routine job. 

Thank you for your efforts and I remain awaiting your reply 

Kind regards 

Phillip Kruse, 

Advocate, LL.M. 

 

Attachments: 

1.) Inquiry regarding virus isolate at the BAG according to registered letter of December 28th, 

2021; 

2.) Response from the BAG via email dated January 18, 2022. 

 



 

 

REMINDER 

Inquiry based on Art. 6 of the Federal Law on the Principle of Public Information in 

Administration (Public Information Law, BGÖ, SR 152.3) of February 24th, 2022 

=> Proof of reproducible SARS-Cov-2; including control experiments 

  

Dear Dr. Cherpillod, 

In a registered letter dated February 25, 2022, we asked you for proof: 

that: 

1. SARS-CoV-2 has been isolated, has a specific viral genome, and 

2. has a biologically reproducible existence, which enables it to multiply in a human 

organism and cause disease. 

Substantiated by scientific publications that adequately document the control experiments 

needed for the detection of these characteristics. 

We enclosed our previous correspondence with the BAG (Federal Office of Public Health) with 

our request of February 24, 2022 (request regarding virus isolate at the BAG according to 

registered letter of December 28, 2021 and reply of January 18, 2022) and explained to you 

why we were contacting your institute. 

In our phone call on March 7, 2022 (3:45 p.m.), you confirmed that you had forwarded our 

request to your experts in the responsible laboratory. 



Since the ordering authorities are under the burden of proof for the factual prerequisites of their 

epidemiologically motivated measures under the Epidemics Act (Article 36 of the Federal 

Constitution), and because this proof has not been provided by any Swiss authority to date (not 

even in court proceedings), there is a considerable objective public interest in clarifying the 

questions asked. 

In view of the fundamental importance of SARS-CoV-2 to justify unprecedented far-reaching 

measures against the population, it can also be assumed that the detection of the pathogen in 

the sense of our request is a mere routine job. 

Against this background, I politely ask you to answer our request of February 24, 2022 and to 

send us your thorough answer, including references, by Friday, March 25, 2022 at the latest. 

Thank you for your efforts, I remain 

Kind regards 

Phillip Kruse, 

Advocate, LL.M. 

 

Your letter of February 24, 2022 

Dear attorney [Kruse], 

I hereby confirm receipt of your letter dated February 24, 2022 to Dr. Manuel Schibler and Mr. 

Pascal Cherpillod, both biologists belonging to the Laboratory Medicine Service. Your letter has 

been forwarded to me as a matter of responsibility. Your content has got my full attention. 

You asked for proof of the existence of SARS-CoV-2 and your request also sought to answer 

some basic virological questions about the SARS-CoV-2 virus, in particular its ability to infect 



human cells. You refer to the laws of transparency of the state, i.e., the LIPAD (Loi sur 

l’information du public, l’accès aux documents et la protection = Law on Public Information, 

Access to Documents and Protection) in Geneva. 

With regard to the first point, it is not our task to answer it and we refer you to the numerous 

reports of national and international organizations and to the numerous studies of all kinds 

published on the subject. We note that although the elements listed below and the evidence 

presented are obviously public and known, and most importantly undisputed by the authorities 

of our country and the scientific community, we are ready to answer your other questions. For 

more information, we kindly ask you to refer to this extensive documentation. 

As for the scientific elements, Dr. Manuel Schibler and Pascal Cherpillod propose various 

elements that I hope will answer your doubts and questions, based in particular on three articles 

included in the appendix that summarize part of their activities related to SARS-CoV-2: 

• The SARS-CoV-2 virus was detected in Wuhan, China, at the end of 2019 after examining 

patients with atypical pneumonia who all returned negative routine screening tests for viruses or 

bacteria that could cause these symptoms. 

• The pathogen was discovered through the simultaneous analysis of cell cultures/electron 

microscopy and novel sequencing of nasal and throat swabs from symptomatic patients. It was 

a virus from the family Coronaviridae, a family with a very broad host range among vertebrates. 

It is an animal virus that has crossed the species barrier and is capable of infecting humans and 

spreading effectively. 

• In our laboratory we regularly propagate SARS-CoV-2 and all its variants including Omicron on 

cells of human origin. We observe cytopathogenic effects visible under the light microscope. 

The PCR (sensitive and specific detection technique) performed on these cultures shows a 

significant increase in the amount of virus as a function of incubation time, demonstrating an 

active replication of these viruses on this human substrate. 

• Symptomatic patients admitted to the hospital were regularly tested for PCR until recovery. 

The comparison of the viral load found in the nasopharyngeal swabs corresponded to the 

development of their state of health: many viruses on admission to the hospital, none or only a 

few on discharge. 

• For medical reasons, broad-spectrum PCR testing targeting most known respiratory viruses 

(cold, influenza, respiratory syncytial virus, paramyxovirus, etc.) was performed in some 

symptomatic patients. Only SARS-CoV-2 was detected in the majority of them. So, in these 

patients, we can clearly link the respiratory symptoms they were suffering from to the presence 

of the SARS-CoV-2 virus by PCR. 

• As part of screenings of health workers and the general population, some people who showed 

no or few symptoms tested positive for SARS-CoV-2 by PCR. Asymptomatic virus transfers 

have also been known for other viruses for a long time. 

• For your information, our patient records contain thousands of COVID-19 cases documented 

by positive laboratory results, numerous hospitalizations, including in intensive care units, and 

numerous deaths related to COVID-19 and its complications. 

As for Koch's postulates, which are scientifically robust and interesting, it is obviously not 

ethically possible to test them today. 

I wish you a good reception of this letter, and remain 

With best regards, 



Stephanie Studer Scherl, Attorney at Law 

Legal department of the HUG 

copy: Dr. Manuel Schibler; Mr. Pascal Cherpillod 

Attached articles: 

1. Culture-Competent SARS-CoV-2 in Nasopharynx of Symptomatic Neonates, 
Children, and Adolescents 
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7510703/ 

2. Viral RNA Load in Mildly Symptomatic and Asymptomatic Children with COVID-19, 
Seoul, South Korea 
https://pubmed.ncbi.nlm.nih.gov/32497001/ 

3. Estimating clinical SARS-CoV-2 infectiousness in Vero E6 and primary airway 
epithelial cells 
https://www.thelancet.com/journals/lanmic/article/PIIS2666-5247(21)00216-0/fulltext 

 

Final Point 

One can only wonder how this correspondance has influenced the actual policies in Switzerland. 

 

THANK YOU Corona_Fakten! 
Sources: 
https://telegra.ph/Schriftlich-Best%C3%A4tigt-Niemand-kennt-eine-Publikation-in-der-SARS-CoV-2-bewiesen-wurde-01-17 

https://telegra.ph/Schriftlich-best%C3%A4tigt---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-

Virus-erbringen---Teil-2-01-23 

https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-

krankmachendes-Virus-erbringen-02-13 

https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL-4---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-

krankmachendes-Virus-erbringen-04-05 

https://www.ncbi.nlm.nih.gov/pmc/articles/PMC7510703/
https://pubmed.ncbi.nlm.nih.gov/32497001/
https://www.thelancet.com/journals/lanmic/article/PIIS2666-5247(21)00216-0/fulltext
https://t.me/Corona_Fakten
https://telegra.ph/Schriftlich-Best%C3%A4tigt-Niemand-kennt-eine-Publikation-in-der-SARS-CoV-2-bewiesen-wurde-01-17
https://telegra.ph/Schriftlich-best%C3%A4tigt---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen---Teil-2-01-23
https://telegra.ph/Schriftlich-best%C3%A4tigt---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen---Teil-2-01-23
https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen-02-13
https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen-02-13
https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL-4---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen-04-05
https://telegra.ph/Schriftlich-best%C3%A4tigt---TEIL-4---Forscher-k%C3%B6nnen-keinen-Nachweis-f%C3%BCr-ein-krankmachendes-Virus-erbringen-04-05

