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  Change 

Making a difference together 

 

-------------- NEXT LEVEL TEAM 

 

Project NEXT LEVEL – Wissen neu gedacht  

 

A team consisting of a wide variety of 

experts, such as scientists, physicians, 

alternative practitioners, journalists, teachers 

and many other professional groups. 

 

This platform is a central point of contact 

when it comes to professional educational 

work, reporting, as well as advanced 

coaching in various areas.  

 

It was the community that expressed the 

need for this project to help set the next 

milestone. 

 

NEXT LEVEL stands for this next milestone, 

which must be reached in order to 

overcome the stagnation of the current 

educational work of small lone fighters on 

apps such as Telegram and others, and to 

create an outstanding resource and a 

central point of contact through a merger 

of serious educational channels.  

 

NEXT LEVEL combines the strengths of all 

individuals and creates a higher quality of 

information through the concept of team 

work.  

 

 

 

 

 

NEXT LEVEL Products:  

NEXT LEVEL MAGAZINE 

NEXT LEVEL VIDEOS 

NEXT LEVEL PODCASTS 

NEXT LEVEL PLATFORM 

NEXT LEVEL COACHING   

NEXT LEVEL PUBLICATIONS 

 

 
 

           www.wissen-neu-gedacht.de  

  

NEXT LEVEL 

Wissen neu gedacht  

What is the project all about? 

-------------- EDITORIAL TEAM Especially the last 3 years have 

shown how important it is to 

establish a voice of dissent against 

mainstream science.  

 

This is exactly where "NEXT LEVEL – 

Wissen neu gedacht" comes in. With 

a professionally designed website, a 

magazine, videos, podcasts and an 

individual coaching offer, we would 

like to offer all interested parties a 

platform where one can be sure 

that the presented information 

offers added value and a clear basis 

for argumentation through 

independent research, many years 

of advice and experience, careful 

research and quality control. 

In short, NEXT LEVEL is the new, more 

professional and more high-quality 

presentation of the two educational 

channels Corona_Fakten (Corona Facts) 

and Verborgene Wahrheit (Hidden Truth), 

which together established this magazine 

through a comprehensive merger. The 

published content of both channels will 

be released exclusively in a very high 

quality under the new label. 

 

This project combines the knowledge of 

outstanding people who are committed 

to exposing the misconceptions in 

science, medicine and personal 

development..  
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We look at topics through a different lens, we question 

common but never scientifically proven theses, as well as 

entrenched thought structures and procedures. We focus 

primarily on topics from virological and medical science. 

 

If we find contradictions, mistakes or false claims, we expose 

them and demand scientificity and honesty from those 

responsible. We always back up our research and results 

with verifiable sources and are committed to an open, 

serious and constructive scientific discussion. 

 

This is not an easy task and consistently creates a challenge, 

because experience has shown that our results are not 

welcomed by the "experts". That is understandable on the 

one hand, because nobody likes to see his world view 

topple or even collapse. 

 

On the other hand, it is the duty of each and every scientist 

to be open to new perspectives in his field and to always 

question oneself and one’s results. 

 

We also provide information on the topics of illness/health, 

personality/psychology, and we report on manipulation 

techniques and show ways in which people can free 

themselves from false influence and indoctrination and lead 

an autonomous life again. We are also planning to release 

publications by guest authors.  

 

We make the results of our work available to all interested 

parties via our platform "NEXT LEVEL – Wissen neu 

gedacht". Because it is not only the strict observance of 

clearly defined scientific rules and the necessity of open 

communication about errors regarding detection procedures 

and therapy procedures that are important to us. It is also 

very important to us to show people possible ways how to 

become free of fear and to help people rediscover 

themselves and their own inner strength. 

 

Knowledge is not only a so-called "obligation to collect", 

but knowledge is also power. In this case, the power over 

one's own thinking, one's own decisions, and one's own life. 

Therefore, we are excited that you are also willing to give 

your knowledge an update. With "NEXT LEVEL – Wissen neu 

gedacht" you have many new scientific facts, publications, 

videos and individual coaching offers at your disposal. 

 

 

 

Social Media 
 

NEXT LEVEL will be available on various social media 

platforms, including Telegram, Youtube, Odysee, Twitter and 

Facebook. 

 

On these channels, we will publish intros, teasers, flyers, 

postcards and announcements of all projects. In addition, 

NEXT LEVEL will establish a solid alternative to mainstream 

channels on social media platforms. 

 

On our new website www.wissen-neu-gedacht.de, starting in 

2023 there will be an annual subscription that comes with 

various advantages. These include the monthly edition of 

our NEXT LEVEL magazine and our NEXT LEVEL video series 

with a professional design and presentation.  

 

In addition, each subscriber receives access to all previously 

published articles and videos, as well as a contact person 

who addresses questions and provides answers in a timely 

manner. 

 

This is a big project. And it will only continue to grow. We 

have already developed concepts that will offer all 

interested parties even more information on other exciting 

topics in the future. 

 

NEXT LEVEL – Wissen neu gedacht 

 

 

 

 l 
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https://t.me/NextLevelOriginal
https://www.youtube.com/channel/UCEX28z-nbXtSf-VTd7kRnQg
https://odysee.com/@NextLevel:a
https://twitter.com/NL_Magazin
https://www.facebook.com/Next.Level.Magazin/
http://www.wissen-neu-gedacht.de/


 

 

It does not work 

without support 
 

Every large project, such as NEXT LEVEL, is capable of 

causing far-reaching changes. Our goal is to get off to a full 

start with the NEXT LEVEL project in 2023. If you are just as 

excited about this project and the years of educational 

efforts of the entire team behind NEXT LEVEL, if you have 

gotten to know us through our numerous publications on 

various platforms (such as Telegram, YouTube, Odysee, 

Telegraph) in recent years and thus appreciate our quality 

and commitment, you can donate an amount that seems 

appropriate to you, and invest in the people who are 

putting all of this together.  

As a thank you, each supporter   

(https://www.paypal.com/donate/?hosted_button_id=GSUP

V8Q32PN2A) will receive the first issue (special edition 2022) 

of the NEXT LEVEL magazine and our new video "Gefühle & 

Emotionen" (“Feelings & Emotions”) free of charge in full 

length. In addition, each supported will have access to a 

contact person who can be contacted via Telegram 

(https://t.me/WissenNeuGedacht). This results in true added 

value for each supporter, which can be utilized to fill any 

potential knowledge gaps. 

This way you get an impression of the quality of the 

magazine and know what kind of people you are investing 

in. 

We have created a unique structure in which a central table 

of contents can be searched to find the required 

information in a quick and easy manner. This includes 

professional educational videos, well-researched articles and 

publications, podcasts, and court submissions that can be 

used for objections and submissions of evidence.  

Currently, we see one of the biggest problems in the way in 

which individual alternative media as well as educational 

channels disseminate their information. For most, the motto 

seems to be quantity rather than quality, which leads to the 

consumer being utterly confused and irritated. 

There is a clutter of publications that contradict each other 

and thus produce hardly any added value. The constant 

dissemination of contradictory statements irritates the 

reader and stabilizes the currently leading construct. 

Obviously, attempts are being made to compensate for the 

lack of quality and lack of strategy of the movement 

through an abundance of information. 

 

  

 

This is where NEXT LEVEL differs significantly. The team 

around NEXT LEVEL relies on careful research, which creates 

a logical connection that eliminates contradictions and 

which the reader can understand easily, safely, and logically. 

In order to provide the people who are looking for 

thoroughly researched information with a solid base, we 

launched the NEXT LEVEL project together as a team. 
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https://www.paypal.com/donate/?hosted_button_id=GSUPV8Q32PN2A
https://www.paypal.com/donate/?hosted_button_id=GSUPV8Q32PN2A
https://t.me/WissenNeuGedacht


 

 

Frontbild aus dem Video IQ-Puzzler PRO   

IQ Puzzler PRO 

Construction of a viral genome - When virologists 

rediscovered „puzzles“   
-------------- CORONA_FAKTEN (CORONA FACTS) & VERBORGENE WAHRHEIT (HIDDEN TRUTH)  

In recent years, a serious grievance has become particularly 

clear: the main criticism of the claim of "pathogenic viruses" 

was not recognized and not perceived by most critics. 99% 

of corona critics and almost 100% of mainstream virologists 

base their argument on a supposedly correct viral genome. 

All their efforts and analyses are founded on the basis that 

the published genome of an allegedly new and disease-

causing virus would be correct. But it is precisely this part 

that represents the strongest refutation of claimed 

pathogenic viruses. 

 

Anyone who has analyzed and understood the process of 

constructing a viral genome immediately realizes that this 

confirms the proven anti-scientific methods and the self-

refutation by means of the mathematical construction that 

virologists utilize.  

 

Virologists mentally and mathematically assemble the 

shortest pieces of so-called genetic information of dying 

cells into a very long genome strand, which they pass off as 

the genetic strand of a virus. This mental/mathematical 

process is called alignment. However, they did not perform 

the crucial control experiments: specifically, the attempt to 

also construct the desired genetic strand 

mentally/mathematically from short pieces of so-called 

genetic information from non-infected sources. 

 

In the following sections, we will describe in detail the steps 

that led to the result of an allegedly new viral genome. 

Before we dive into that, we will explain some important 

terms that are necessary to understand the topic.  
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Fig. 1 Definition of terms related to virology & bioinformatics

What is a genetic sequence? 

RNA (ribonucleic acid) consists of a phosphate, the sugar 

ribose, and the four bases adenine (A), cytosine (C), guanine 

(G) and uracil (U).  

DNA (deoxyribonucleic acid) also consists of a phosphate, 

the sugar deoxyribose and also of four bases, whereby 

instead of uracil (U), the base thymine (T) occurs. Such a 

molecule is referred to as a nucleotide and is also referred 

to by the letters A, C, G, T and U. 

A DNA sequence is a sequence of nucleotides and is stored 

in the computer in the form of sequences of letters. The 

first eight nucleotides of the "spike protein" are: ATGTTTGT. 

[1] 

The result of determining the sequence of the building 

blocks of a genetic material is called a sequence or a 

genetic sequence. 

 

What does sequencing mean? 

The process of determining the specific sequence of the 

four building blocks of a genetic material is called 

sequencing. 

Reading process of the nucleic acid of a given sample. 

What is meant by contig (Overlaps)? 

From previously sequenced gene sequences of a sample, 

an attempt is made to determine longer contiguous 

nucleotide sequences. For this purpose, overlaps between 

the short sequences are searched for. Due to the large 

number of short readings, bioinformatics programs and 

powerful computers are required for this step.  

These longer nucleotide sequences calculated by using 

overlap are called contig. The word contig is an 

abbreviation of the English word contiguous. 
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Prof. Zhang et. al. – Decisive „viral“ genome 

construction of SARS-CoV-2 

In the first and thus decisive publication from China "A new 

coronavirus associated with human respiratory disease in 

China", [2] the genome of SARS-CoV-2 was presented to the 

public for the first time.  

This genome became the template for all further 

publications and is thus the decisive factor which all 

subsequent products, publications and family trees are 

based on.  

There are over 300,000 "Covid-19" publications, but by 

dismantling just this one, the entire house of cards of 

virology collapses and with it all the measures, including the 

so-called vaccines that accompany it.  

The patient sample 

A 41-year-old patient who was admitted to Wuhan Central 

Hospital on December 26, 2019, was examined. He was a 

worker at the local fish market, which, according to 

epidemiological research, has been linked to the original 

outbreak site of the "novel" virus. 

The current state of knowledge that the origin comes from 

a bat has already been rejected by the Federal Government 

of Germany and others, or it could not be proven [3], since 

there is no evidence for this thesis. 

The patient was admitted with a temperature above 37.5 °C, 

tightness in the chest, cough, pain and general fatigue. 

Preliminary etiological studies ruled out, among other 

things, the presence of influenza viruses. Other common 

respiratory pathogens, such as human adenoviruses, were 

also ruled out. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

After the patient's condition did not improve even after the 

administration of antibiotics and antiviral medication, he was 

transferred to the intensive care unit and later to another 

hospital in Wuhan for further treatment. In order to identify 

possible pathogens associated with the disease at hand, 

bronchoalveolar lavage fluid (BALF) was sampled from the 

patient and then sequenced meta-transcriptomically. 

As mentioned earlier, exactly one person was examined. 

The experiments and the evaluation of the results were not 

conducted blindly. All scientists involved had complete 

information, in particular they knew the clinical picture of 

the patient. 

The patient sample and the RNA sequencing 

First, all RNA (ribonucleic acid) was extracted from the BALF. 

Commercial extraction kits were used for this purpose. The 

use of these kits is usually carried out according to the 

specifications of the respective manufacturer. After 

extraction, the quantity and quality of the RNA solution was 

evaluated before subsequent sequencing. However, before 

the RNA could be sequenced, a so-called RNA library had to 

be built. In doing so, the existing RNA was technically 

processed for the sequencing step. (for example, the RNA 

must be transcribed into cDNA by reverse transcription and 

divided into short fragments.) In this case, the ribosomal 

RNA was removed during the building of the RNA library 

according to the manufacturer's instructions.  

Ribosomal ribonucleic acid (rRNA) is found in human 

ribosomes, the site protein biosynthesis takes place. 
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Prior to the actual sequencing, the short fragments were 

multiplied using polymerase chain reaction (PCR) so that the 

sequencing machine used could detect them and determine 

the nucleotide sequence. Sequencing of the RNA library was 

performed on Illumina's MiniSeq platform in Shanghai. 

In summary 

There was no isolated structure, but a BALF. Contained in 

this is a hodgepodge of tissue material of all kinds. Since 

there is no purified isolate, the origin of the gene sequences 

sequenced from it cannot be associated with anything. 

An RNA depletion was performed with the intention of 

rendering known human gene sequences within the sample 

(BALF) unreadable so that they were not mistakenly 

sequenced and integrated. RNA depletion kits reliably 

remove only >97% of all unwanted ribosomal RNAs (rRNA). 

[4] 

An RNA library was built to store the data sequenced from 

the BALF. 

 

 

 

 

 

  

 

 

The sequencing according to the protocol described above 

and subsequent adaptation and quality control with the 

software Trimmomatic resulted in a total of 56,565,928 short 

sequences (readings) with a length of about 150 

nucleotides. As explained earlier, the short sequences can be 

described with letter sequences consisting of A, T, C, G 

representing the four nucleotides. The letter sequences are 

stored in ordinary text files. 

Possible sequences of human origin were removed using 

the human reference genome (human release 32, 

GRCh38.p13) [5]. After this step, 23,712,657 non-human 

short sequences remained. 
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Table 1 Results of the assemblers Megahit & Trinity 

 

 

The construction of the contig (Assembly) 

An attempt was then made to determine longer contiguous 

nucleotide sequences from the short sequence readings. For 

this purpose, overlaps between the short sequences were 

searched for. Due to the large number of short readings, in 

this case about 56 million pieces (150 length), bioinformatics 

software and powerful computers were required for this 

step.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

In the publication at hand (Prof. Zhang et. al.) [2] the 

complex construction of the contig was performed with the 

two so-called assembly programs Megahit v.1.1.3 and Trinity 

v.2.5.1. Before calculating the contigs, the gene sequences 

stored in 150 lengths were broken down into even smaller 

units (21 / 25 nucleotides). 

In order to obtain longer contigs from the millions of short 

sequence readings, the default settings were used.  

 

 

 

 

 

 

 

 

 

 

These longer nucleotide sequences calculated by using 

overlap are called contig. The word contig is an abbreviation 

of the English word contiguous. The following figure 

illustrates this process. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Prior to that, however, possible sequences of human origin 

were removed using the human reference genome (human 

release 32, GRCh38.p13) [5]. After this step, 23,712,657 non-

human short sequences remained.  

The following table provides an overview of the two 

assemblies. 
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The comparison of the contigs with the known sequences in 

the relevant nucleotide and protein databases showed a 

great similarity to the SARS-like bat virus SL-CoVZC45, 

MG772933, for the longest contigs (Megahit: 30,474 nt and 

Trinity 11,760 nt). According to the authors, the longer of 

the two contigs, with a length of 30,474 nucleotides, 

covered almost the entire viral genome and was used  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

The alignment, the optional step after the assembly 

The following optional step, which was carried out by the 

Chinese, is the alignment, the aligning of a result, in this 

case the results of the contig construction performed by the 

assembly programs Megahit and Trinitiy to a template taken 

from the BLAST database (nucleotide/protein database).  

The longest contig from Megahit (30,474 nucleotides (nt)) 

showed a match (89.1%) with a bat-SARS-like coronavirus – 

bat SL-CoVZC45 (gene bank access number MG772933) and 

was closely related according to the virologists. 

What at first glance looks like a high level of correlation, 

however, is in actuality rather poor when considering some 

comparisons.  

First example: According to geneticists, the human genome 

is up to 97% identical to that of an orangutan [6]. This 

represents a much higher hit ratio than that of virologists. 

But a human is far from being an orangutan.  

 

 

 

for the primer design for the so-called subsequent PCR 

confirmation and determination of the genome terms. The 

viral genome was organized by alignment using two 

representative beta corona viruses, namely SARS-CoV Tor2, 

AY274119 and bat SL-CoVZC45, MG772933. The former is 

associated with humans and the latter with bats. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Another example: According to geneticists, even the 

genome of a banana is half the same as that of the human 

genome [7]. But it is clear that we are not half like a 

banana.   

One last example: To top it all off, geneticists claimed as 

early as 2002 that the genome of mice matches 99% of the 

genes of humans. [8]  

But it is precisely examples like these that show that the 

claimed 89.1% have no meaning whatsoever. It is 

particularly controversial in this context that, as previously 

mentioned, the different programs Megahit and Trinitiy 

delivered completely different results. Which result would 

have been correct and where the sequenced gene 

sequences from the sample (BALF) really come from cannot 

be conclusively clarified. It is completely impossible to trace 

the origin of the read gene sequences without associating 

an isolated structure. But these are only a few of the 

massive criticisms that are completely ignored by all sides. 
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The Chinese virologists decided that the 89.1% match with 

a bat-SARS-like coronavirus was sufficient to continue 

working with the result (longest contig of 30,474 

nucleotides) of the assembly program Megahit.  

Hint: 

The template of the SARS-like coronavirus – bat SL-

CoVZC45, which was used as a reference within the 

alignment, is based on the same fictitious and purely 

theoretical assembly and alignment process and was never 

discovered in its entirety in reality. It is also just one 

construct of many mathematical and purely computer-aided 

processes. This applies to all existing "viral" genomes.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Summary of the construction process: 

By means of RNA depletion from the BALF, the human RNA 

was rendered largely unreadable.  

The remainder of the readable content of the patient 

sample (a hodgepodge of different tissue material of all 

kinds) was then sequenced. The result was a data pool of 

over 56,565,928 sequences of 150 nucleotides each. 

Comparison with the database of known human sequences 

to remove the ones that are known. This resulted in a new 

data pool of 23,712,657 sequences of 150 nucleotides each. 

 

 

As part of the process step, the program attempted to align 

and adapt the existing contig to the template. While this 

work is nowadays performed automatically with powerful 

computers, this tedious procedure was previously carried 

out manually for decades, after which a consensus was then 

agreed upon, i.e. a majority opinion.  

The final result of these many mathematical and algorithmic 

computations resulted in a genome of 29,903 nucleotides 

(SARS-CoV-2).  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

The available 23,712,657 sequences of 150 nt each were 

then divided into smaller sequences (25 / 21 nt) in the 

assembler and then used to search for overlaps (contig). 

The result of the assembler Megahit was a total of 384,096 

different contigs, with the shortest contig (overlap) being 

200 nt long and the longest contig 30,474 nt. The result of 

the assembler Trinity was a total of 1,329,960 contigs, with 

the shortest contig being a length of 201 nt and the longest 

11,760 nt. 
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These results were compared with the BLAST database and 

one of the contigs of the assembler Megahit (30,474 nt) 

found an 89.1% match with a SARS-like coronavirus bat SL-

CoVZC45 (gene bank access number MG772933), which has 

a genome length of 29,802 nt. This is what led the Chinese 

virologists to believe it could be a SARS virus. 

 

As a result, the SARS-like coronavirus became the reference 

genome for the alignment, in which the software then tried 

to utilize programmed algorithms to match the contig of 

Megahit with its 30,474 nt to the template, which is 29,802 

nt long. 

 

 

 

 

During the alignment process, the software was not able to 

generate a result that would meet the quality criteria. This 

process creates so-called gaps. Such gaps can and are filled 

differently. 

• Gap-Filler Programs  

• Specific Primers (PCR) 

• Manual Adjustments 

The publication does not indicate how the gaps were filled, 

nor with what frequency, whether 1% or even 90% of the 

constructed genome. 

 

After about 48 hours of computing, a new virus genome 

was created through uncontrolled work steps. SARS-CoV-2 

with a length of 29,903 nucleotides. 

 

 

 

 

 

 

 

 

 

 

 

 

  

 

 

 

 

 

Control experiments 

No control experiments are documented in this 

publication [2], which represents one of the authoritative 

studies on the suspicion of a new and pathogenic virus 

called SARS-CoV-2 and so presented the assumed 

genome of SARS-CoV-2 to the public for the first time, 

which subsequently became the template for all further 

work worldwide. We also received no responses when we 

inquired with the authors of this publication directly.  

 

Critical view of the methods and conclusions, as 

well as sources of error & weaknesses 

After close examination of the procedure for determining 

the viral genome of the alleged "novel" and "pathogenic" 

virus SARS-CoV-2, this section presents a critical 

examination of the individual work steps. Questioning 

scientific findings is one of the most important tasks of all 

in science.  
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Notes: Data Reporting 

The scientists involved were not blind and therefore had 

knowledge of the medical history and symptoms of the 

patient. This likely influenced the authors to search for 

possible respiratory pathogens. At this point, there would 

already be a simple control opportunity. 

 

 
 
 
 
 
 
 
 

First control opportunity: A second team of researchers examines the same patient sample without any information about the 

patient, such as his origin and medical history or his clinical picture. 

Goal: Can two independent research groups obtain and confirm the identical claimed viral genome without knowing the 

patient's clinical picture? 

 

Notes:  

The patient sample and the RNA sequencing 

 

As previously explained in detail, some technical 

procedures are necessary before the actual sequencing, 

i.e. the determination of the nucleotide sequence of short 

fragments, can be performed. 

For example, commercial kits are used, 

- to extract all RNA from the sample, 

- to remove ribosomal RNA from the sample, 

- to convert RNA into cDNA, 

- for fragmentation of RNA or cDNA into short pieces or 

- for the multiplication (PCR) of the cDNA in order to 

determine the nucleotide sequence. 

 

Commercial grade technical equipment is used to analyze 

the quantity and quality of RNA. These are complex 

processes that the scientists have only minimal control 

over. This leads to another control opportunity, which is 

not documented in the scientific literature. 

 

 

 

 

 

 

 

 

 

 

 

Second control opportunity: The initial sample is prepared for the actual sequencing step using a different protocol.  

Goal: Different protocols for the processing of the patient sample lead to short sequence readings from which identical or 

sufficiently similar contigs can be generated using the same assemblers. 

 

 

It is therefore stated that the sequencing of RNA from the 

existing bronchoalveolar lavage fluid requires a highly 

complex protocol. The performed work steps are difficult 

to control. It is therefore questionable to what extent the 

reproducibility is guaranteed that is necessary for scientific 

work, without knowledge of a reference genome. 

 

Notes: Bioinformatic processing of sequence 

readings and virus identification 

 

First of all, the obvious difference between the results of 

the two assemblers Megahit and Trinity can be observed. 

The discrepancy between the two results is enormous. The 

longest contiguous sequence found by overlap with 

Megahit was 30,474 nucleotides, while Trinity produced a 

longest contig of only 11,760 nucleotides from the same 

data set. Conversely, Trinity resulted in significantly more 

continuous sequence pieces, that is to say 1,329,960  

 

pieces, compared to Megahit (384,096). This immediately 

raises the following question: 

 

What would have been the suggested sequence for the 

claimed SARS-CoV-2 virus if the Megahit software and 

the corresponding reference genomes (bat-like SARS 

viruses and hitherto known human-associated SARS 

viruses) had not existed? 
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Analysis 1: Coverage of the nucleotides of SARS-CoV-2 with short readings, distribution of the 52 primers for total genome amplification 
and 99% interval. The coverage of the nucleotides was determined with Bowtie2 [10] and Samtools [11]. 

 

 

Another important question: 

 

Why is the length of the claimed coronavirus SARS-

CoV-2 only 29,903 nucleotides, thus 571 nucleotides 

less than the longest contig, which contains 30,474 

nucleotides? 

 

The big difference between the two software programs in 

terms of maximum contig length is very remarkable. There 

does not seem to be any recognized and observable 

regularity criteria for the algorithms used to find overlaps. 

Especially in terms of reproducibility this should be 

viewed very critically from a scientific perspective. 

 

Furthermore, the analysis so far shows that, for 

fundamentally logical reasons, the calculated sequences or 

alleged virus genomes can only be models, especially with 

regard to the possible random errors during the 

sequencing step or the detection of nucleotide sequences 

that may not exist in reality. It is therefore not acceptable 

to speak of a true virus genome or a true virus sequence. 

This important fact and possible methods for model 

validation are either not mentioned in the scientific 

literature at all or only casually. 

 

In „Choice of assemblers has a critical impact on de novo 

assembly of SARS-CoV-2 genome and characterizing 

variants“ [9], the authors show that the choice of 

assembler plays a significant role in the reconstruction of 

the SARS-CoV-2 genome from several hundred samples. 

Furthermore, they showed that at least 9% of the variants 

between Megahit and metaSPAdes (another assembler) 

are unique to the assembly methods. 

The scientists conclude that their analyses show the 

crucial influence of the assembly methods used for the 

construction of SARS-CoV-2 genomes from short readings 

on the characterization of so-called variants. 

 

This observation therefore leads to the following question: 

 

What are virus variants or virus mutations? Biological 

reality or a bioinformatic artefact? 

 

In summary, assembly results vary greatly.  

 

The present publication [2] mentions that the longest 

calculated contiguous sequence with Megahit (30,474 nt) 

covers almost the entire viral genome. Based on this 

sequence, PCR primers were designed. Table 8, "PCR 

primers used in this study", lists 52 primers for genome 

amplification. These primers cover the entire claimed viral 

genome evenly, as the following graphic shows. 
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It is not clear from the present publication how exactly 

the PCR confirmation or the determination of the genome 

terms was carried out. However, analysis 1 shows a 

particularly high coverage of the nucleotides of the 

claimed viral genome in the vicinity of the specified 

primers. 

 

Striking is also the widely varying depth of coverage of 

the individual nucleotide positions. Assuming that all 

29,903 nucleotide positions in SARS-CoV-2 associated 

readings occur with equal probability, the coverage for 

each nucleotide position should be located between the 

two lines with a 99% probability.  

 

This is not the case for about 90% of nucleotide positions, 

which is quite remarkable. A priori, one would expect that 

if sufficient viral RNA is present in the sample and a 

sufficient number of sequence fragments are read, a 

homogeneous coverage of the nucleotides within the viral 

genome should be achieved. Furthermore, the question 

arises why a second, specific primer-based step of 

confirmation and determination is necessary to clarify the 

genome terms. This leads to the assumption that it is this 

step that leads to the distortion that is clearly 

recognizable in the graph. Furthermore, one may think 

that the use of the many PCR primers specific to the 

alleged viral genome and the amplification based on an 

unscientifically high number of 35 cycles create 

"connection sequences" that do not exist in reality.  

 

This assumption is supported by the sequencing of the 

entire RNA of a commercial and not "infected" culture of 

human cells. In doing so, the necessary amplification of 

the cDNA fragments was carried out by polymerase chain 

reaction (PCR) with 14 cycles and exclusively using 

random hexamers. In essence, short primers with 6 

random and non-specific nucleotides, which should lead 

to a relatively homogeneous coverage of the calculated 

contigs by means of the associated sequence readings. 

 
 
 
 
 
 
 
 
 

 

Analysis 2: Coverage of a contig (21,814 nt) by means of its associated sequence readings from human RNA and 99% interval. The coverage of 
the nucleotides was determined with Bowtie2 [10] and Samtools [11]. 

In contrast to analysis 1, analysis 2 shows a much more 

homogeneous coverage of the 21,814 nucleotide 

positions, although even here the coverage for many 

nucleotide positions is outside the 99% interval. However, 

the deviations are rather undistorted below and above the 

99% interval. 
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Important notice: 

The contig with a length of 21,814 nt, which was considered in analysis 2, was calculated from the RNA of a commercial human 

and not "infected" cell culture using the assembler Megahit. A comparison using Blastn and the entire nucleotide database 

showed a high correlation (99.91%), along nearly the entire length of the contig, with the mRNA sequence: Homo sapiens 

spectrin repeat containing nuclear envelope protein 2 (SYNE2), transcript variant 5, mRNA, Accession: NM_182914.  

It is stated in the results of the accompanying publication titled „A novel SYNE2 mutation identified by whole exome 

sequencing in a Korean family with Emery-Dreifuss muscular dystrophy“ [12] that [… novel de novo pathogenic heterozygous 

missense mutation (NM_182914.2: c.4858G > A; p.Ala1620Thr) of the SYNE2 gene, which had not been previously reported was 

identified by whole exome sequencing in the proband and by Sanger sequencing in his son. …].  

An interesting observation in itself! 

 

Regardless of this observation, it can be stated that the 

mentioned mRNA sequence with the identifier 

NM_182914.2 could be assembled with readings of the 

RNA fragments of a non-"infected" cell culture of human 

origin, which were amplified using random and thus non-

specific hexamers with only 14 cycles prior to the actual 

sequencing. A PCR confirmation or determination using 

specific primers, or the utilization of any reference 

sequences was not necessary. Therefore, the following 

questions naturally arise. 

 

Why doesn't the longest contig already contain the 

entire sought-after SARS-CoV-2 viral genome 

sequence? Why are a large number of specific primer 

and reference sequences required for the final 

sequence determination? 

 

Why is the longest contig (30,474 nt) longer than the 

claimed SARS-CoV-2 viral sequence (29,903 nt)? 

 

First of all, this contradicts naive logic. If 30,474 

contiguous nucleotides are found, then the "true" genome 

sequence should include at least 30,474 nucleotides. 

Because otherwise some of the overlaps identified by 

Megahit would be declared incorrect. There are no 

standards documented in the scientific literature for this. 

 

The missing isolate 

Due to the lack of a "virus" isolate, i.e. a structure which 

has been separated from all other components by clean 

density gradient centrifugation, for example, it is 

impossible to associate the read sequences during the 

sequencing process. 

 

It is simply not possible to ensure that overlaps are not 

found that do not belong to the same organism or have 

arisen as a result of the process itself, which were not 

previously in the sample. It is also possible that nucleic 

acids are used which are not of a viral nature. 

The comparison of the assemblers Megahit and Trinity 

also shows that it is by no means easy to recognize 

overlaps as such, otherwise the software Megahit would 

not recognize longer contigs than Trinity does. In this 

respect, the problem lies in the basic theory that 

microorganisms can be clearly identified. This doesn't 

seem to be true. 

 

It is also noticeable that the virologists themselves are not 

satisfied with the contigs, because often, as in the 

publication, the contig does not represent the end result 

of the genome, when the genome should actually come 

out of it. 

 

For logical reasons, isolating a structure is extremely 

important to substantiate the hypothesis that if a 

structure is to be unequivocally associated with a genome 

sequence, there's really no choice but to truly isolate that 

particle and only sequence the nucleic acids of this 

isolated structure. 

 

And if the theoretical assumptions were correct, each 

sequencing would always have to result in a unique 

contig and not a million different ones. 

 

Only then would it make sense to consider adopting this 

model and doing further research, but even that is not 

the case. 

 

The RNA depletion  

The RNA depletion entails another high source of error, 

especially because this process only “reliably” renders > 

97% [4] of the human gene sequences classified to date 

unreadable. This source of error can unintentionally lead 

to the inclusion of human gene sequences within the 

genome construction process.  
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Error source: sequencing 

Within the sequencing, there are always faulty reading 

processes (reads). The set parameter size, which specifies 

the length of the individual reads being sequenced, plays 

an important role. The higher the set value (in this 

publication this value was 150nt), the greater the potential 

error of the data records read, and at the same time the 

quality of the gene sequences read decreases.  

 

Template-Switching 

It has been known for a long time that the enzymes that 

produce gene sequences not only through the known 

mechanism of “Template-Switching” [13], constantly 

generate new gene sequences (which cannot be recorded 

in any database because of their diversity and 

abundance), and that the enzymes, which produce RNA 

gene sequences, can also do so without gene templates. 

In other words: new gene sequences are constantly being 

created that have remained undetected with the current 

methods. This also results in the absolute obligation to 

carry out control experiments, because the genome of 

SARS-CoV-2 was constructed entirely or partially from 

such unspecific sequences in a purely computational way. 

 

Contigs – the parameter determines the result 

For one thing, different assemblers create completely 

different contigs, both in total number and in length. 

Other parameters, such as those of the K-mer, influence 

the result within an independent assembler. In this way, it 

is possible to achieve any number of results by just using 

different settings in the software. In the absence of a pure 

isolate, it is impossible to see what parts really overlap. 

Similar gene sequences from completely different origins 

can thus be viewed as an overlap, which is another source 

of error. 

 

The alignment  

Within the alignment, a comparison is carried out 

between the derived contigs and a database, which even 

includes such constructs that have never been found in 

reality. It is indirectly an alignment of an alignment. We 

call it jigsaw puzzles without a meaningful template.  

 

Which contig is ultimately used for the alignment process 

is and remains a purely subjective decision by the 

virologist or the computer scientist. 

Even here it cannot be guaranteed whether this decision 

was made for comprehensible reasons and whether it 

makes sense at all.  

 

The missing control experiments  

Documented steps of the control experiments are missing 

in all virological publications. 

These mandatory control experiments, which result from 

the laws of thought and the logic of virology - in order to 

consistently control one's own results - are not even 

mentioned. The moment this experiment is carried out 

and published, not only would this end the corona crisis 

in an instant, but all of virology and the science based on 

it.  

 

Within the sequencing, at least three such elementary 

control experiments would have to be carried out.  

 

1. Control experiments to rule out that exactly the 

same addition of a virus genome from short RNA 

fragments is possible with 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 reserve samples from the time 

before the SARS-CoV-2 virus was known!  

2. Control experiments regarding genome sequencing 

from the "infected cell culture" to rule out that other 

virus genomes can also be assembled "de novo" or by 

alignment with other reference genomes 

3. Control experiments to rule out that the genome of 

the target virus was assembled "de novo" or by 

alignment from the negative control culture. 

 

The constant changes in the human reference 

genome lead viral genome sequencing to 

absurdity 

In "viral" genome sequencing - reading many short gene 

sequences from a sample - virologists filter out the known 

gene sequences that have been declared human. Due to 

the fact that the human reference genome is constantly 

changing/expanding, it would be essential to 

retrospectively "update" all previously claimed genomes 

that are interpreted as viral once again through an 

assembly/alignment process, because these new updates 

within the human reference genome would produce 

completely new results within the construction through 

alignment. 

 

At this point, the contig with the identification 

k141_27232 should be discussed in detail, which is 

associated with 1,407,705 sequences and thus about 5% 

of the remaining 26,108,482 sequences. A comparison 

with the nucleotide database on December 5th, 2021, 

showed a high degree of agreement (98.85%) with 

"Homo sapiens RNA, 45S pre-ribosomal N4 

(RNA45SN4), ribosomal RNA" (GenBank: NR_146117.1, 

from July 4th, 2020). This observation contradicts the 

assertion in [2] that ribosomal RNA depletion was 

performed and human sequence reads were filtered 

using the human reference genome (human release 32, 

GRCh38.p13).  
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What is remarkable here is the fact that the sequence 

NR_146117.1 was only published after the publication of 

the sequence library SRR10971381 considered here. 

 

This observation underscores the difficulty of determining 

a priori the exact origin of the individual nucleic acid  

 

 

 

 

 

 

 

 

fragments, which are used to construct the claimed viral 

genome sequences. 

 

Such incidents in particular underline the need for various 

controls. However, to this day such control measures are 

not carried out, and this alone means that the probability 

is almost 100% that the constructed "viral" genomes 

contain gene sequences that are actually of human origin.  
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Professional journals have to withdraw many 

articles again. Fraud is consistently a relevant 

topic in science - recently the Open-Access 

publisher Hindawi, which belongs to Wiley, 

announced that it would withdraw 511 articles 

that have been published in 16 scientific 

journals since August 2020.  

 

"Unethical practices" have been found that 

undermine "established norms of scientific 

integrity" - Hindawi speaks of "irregularities in 

the peer-review process“. 

 

The online magazine "Retraction Watch" first 

reported on the occurrence and on 

considerable manipulation of the reports.  

 

Knowledge of censorship and manipulation 

within the peer-review process enforces 

independent control of each scientist. 
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Summary 
 

De novo meta-transcriptomic 

sequencing or whole genome 

sequencing are accepted methods in 

virology for the detection of claimed 

pathogenic viruses. No virus particles 

(virions) are detected and, in the true 

sense of the word isolation, isolated and 

biochemically characterized. In the case 

of SARS-CoV-2, total RNA is often 

extracted from patient samples (e.g.: 

bronchoalveolar lavage fluid (BALF) or 

pharyngeal-nasal swabs) and 

sequenced. In particular, no evidence is 

provided that the RNA fragments used 

to calculate the viral genome sequences 

are of viral origin. 

 

We therefore examined the publication 

"A new coronavirus associated with 

human respiratory disease in China" [1] 

and the associated published sequence 

data with the bioproject ID 

PRJNA603194 from January 27, 2020 on 

the original gene sequence proposal for 

SARS-CoV-2 (GenBank: MN908947.3). 

 

A repeat of the de novo assembly with 

Megahit (v.1.2.9) showed that the 

published results could not be 

reproduced. 

Contrary to what was stated in [1], we 

detected (ribosomal) ribonucleic acids 

of human origin. 

Further analysis provided evidence for 

possible non-specific amplification of 

reads during PCR confirmation and 

determination of genomic termini that 

are not associated with SARS-CoV-2 

(MN908947.3). 

 

Finally, we performed some reference-

based assemblies with other genome 

sequences such as SARS-CoV, human 

immunodeficiency virus, hepatitis delta, 

measles, Zika, Ebola or Marburg in 

order to study the structural similarity of 

the available sequence data with the 

respective sequences. We received the 

first indications that some of the viral 

genome sequences considered in the 

present work can be obtained from the 

RNA of unsuspicious human samples. 
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Introduction 

To construct viral genome sequences, nucleic acids (RNA or 

DNA) were isolated from various nucleic acid sources such 

as bronchoalveolar lavage fluid (BALF) [1, 2], swabs from the 

nose and throat [3, 4, 5, 6, 12, 13], cell culture components 

or cell culture supernatants [2, 11, 12 , 13, 14, 16] as well as 

human [8, 9, 10, 16] and animal samples [7, 15], and 

analyzed by sequencing. The nucleic acids obtained do not 

come exclusively from previously isolated (virus) particles, 

i.e. separated from everything else, but often from the entire 

sample. The origin of the nucleic acid fragments used to 

calculate the genome sequences is therefore unclear a 

priori.  

In the case of ribonucleic acid (RNA), it is first transcribed 

into cDNA with the aid of RNA-dependent DNA polymerase. 

The DNA or cDNA is then fragmented with the help of 

enzymes and multiplied by polymerase chain reaction (PCR) 

before the actual sequencing, i.e. the determination of the 

nucleotide sequence of the short DNA or cDNA fragments, 

takes place. In addition to random primer sequences 

(random hexamers), highly specific primer sequences [e.g.: 

1, 3, 4, 5, 6, 7, 8, 17, 18] depending on the reference or 

target genome under consideration are also used in the 

amplification process. The sequence data obtained in this 

manner is finally processed with bioinformatic algorithms. 

Two common methods for determining viral genome 

sequences are de novo meta-transcriptomic assembly [1, 12] 

and whole genome sequencing [3, 4, 5, 6, 17, 18]. While de 

novo meta-transcriptomic assembly often does not use any 

reference sequences, or only downstream reference 

sequences are used, a large number of specific primer 

sequences are used in complete genome sequencing, some 

of which combined already cover 4% to 17% of the target 

genome [1, 17]. 35 to 45 cycles [1, 6, 17] are often used 

to amplify the cDNA. 

In the case of SARS-CoV-2 (GenBank: MN908947.3) [1], the 

proposed viral genome sequence was calculated by de novo 

meta-transcriptomic assembly of the RNA from a patient's 

BALF in Wuhan, China. The assemblers Megahit (v.1.1.3) and 

Trinity (v.2.5.1) were used to assemble the contigs. Megahit 

generated a total of 384,096 (200 nt - 30,474 nt) and Trinity 

calculated 1,329,960 (201 nt - 11,760 nt) contigs. 

The big differences between the two assemblers are 

remarkable. The longest contig assembled with Megahit 

showed according to [1] a high agreement (89.1%) with the 

genome bat SL-CoVZC45 (Genbank: MG772933) and was 

used to design the primers for PCR confirmation and to 

determine the genome termini used. 

The viral genome arrangement was determined by sequence 

alignment to two representative species of the class 

Betacoronavirus, a human-associated coronavirus (SARS-CoV 

Tor 2, GenBank: AY274119) and a bat-associated coronavirus 

(bat SL-CoVZC45, GenBank: MG772933). 

No pathogenic virus particle was identified and 

characterized biochemically from the patient sample, 

which is clearly associated with the sequence 

MN908947.3. Rather, the complete RNA was extracted from 

a patient's BALF and processed. There is no evidence that 

only viral nucleic acids were used to construct the alleged 

virus genome for SARS-CoV-2. Furthermore, no results of 

potential control experiments were published with regard 

to the construction of the alleged viral genome strand 

[Despite our request in writing, Prof. Zhang did not 

forward any control experiments]. This also applies to all 

other reference sequences considered in the publication. In 

the case of SARS-CoV-2, an obvious control would be that 

the alleged virus genome cannot be assembled from 

unsuspicious RNA sources of human or other origin. 

In the present publication, we examined the reproducibility 

of de novo assemblies using the original published 

sequence data from the original work on the coronavirus 

SARS-CoV-2 [1]. We also examined the structural similarity 

of the available sequence data with other publicly available 

viral reference sequences for (bat) SARS-CoV [1, 7, 13, 14], 

human immunodeficiency virus [8], hepatitis delta [9], 

measles [11, 12], Zika [10], Ebola [15], Marburg [16] (tables 

and figures: Table 3). For this purpose, we present a simple 

bioinformatics protocol. To validate our results, we also 

considered randomly generated and fictitious genome 

sequences to rule out pure randomness in our results. 

Main section 

Reassembly of the published sequence data de novo 

To repeat the de novo assembly, we downloaded the 

original sequence data (SRR10971381) dated January 27, 

2020, from the internet on November 30, 2021, using the 

SRA tools [19]. To prepare the paired sequence readings for 

the actual assembly step with Megahit (v.1.2.9) [20] we used 

the FASTQ preprocessor fastp (v.0.23.1) [21]. After filtering 

the paired-end reads, 26,108,482 remained of the original 

total of 56,565,928 reads with a length of about 150 bp. A 

large part of the sequences, probably mostly those of 

human origin, were overwritten by the authors noting "N" 

for unknown and therefore filtered out by fastp. 

From a scientific point of view, this is problematic, since 

not all steps can be traced or reproduced afterwards. We 

used Megahit (v.1.2.9) with its standard setting for the 

complex contig creation from the remaining short sequence 

readings. 
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With 28,459 (200 nt – 29,802 nt) contigs, we obtained 

significantly fewer contigs than described in [1]. Deviating 

from the representations in [1], our longest composite 

contig comprised only 29,802 nt and thus 672 nt less than 

the longest contig with 30,474 nt, which according to [1] 

comprised almost the entire viral genome. Our longest 

contig showed a perfect match with the sequence 

MN908947.3 at a length of 29,801 nt (Tables and Figures, 

Tables 1, 2). 

Hence, we could not reproduce the longest contig with 

30,474 nt, which is so important for the scientific 

examination. Consequently, the published sequence data 

cannot be the original readings used for assembly. 

After assembling the contigs, we determined the respective 

coverage abundance with Bowtie2 (v.2.4.4) [22] by mapping 

the short sequences to the 28,459 determined contigs. We 

then matched the 50 contigs with the greatest abundance 

of coverage and the 50 longest contigs on December 5, 

2021, and December 20, 2021, to the nucleotide database 

(Blastn). The detailed results of the query can be found in 

the Tables and Figures: Tables 1, 2. 

A comparison of our results (tables and figures: Table 1) 

with those from [1, supplementary Table 1] shows 

remarkable differences. In the following, the contig IDs 

from [1] are prefixed with "1_" to better distinguish them 

from our contig IDs. In general, it can be stated that our 

query hits regarding the accession numbers do not exactly 

match those from [1]. With respect to the subject 

descriptions, we were mostly able to observe good 

conformity. Further, we observed that our contigs, with the 

exception of the longest contig (1_k141_275316), have a 

greater length and tend to have a greater abundance of 

coverage. It becomes very obvious when comparing contig 

1_k141_179411 to contig k141_12253. The former has a 

length of 2,733 nt while the latter is 5,414 nt long. This 

provides a first potential indication that non-specific 

amplification of sequence readings not associated with 

SARS-CoV-2 occurred during PCR confirmation with the 

primers designed for MN908947.3 from 1_k141_275316. 

At this point, the contig with the ID k141_27232 should be 

discussed in detail, with which 1,407,705 sequences are 

associated, and thus about 5% of the remaining 26,108,482 

sequences. A comparison with the nucleotide database on 

December 5, 2021, showed a high level of conformance 

(98.85%) with "Homo sapiens RNA, 45S pre-ribosomal 

N4 (RNA45SN4), ribosomal RNA" (GenBank: 

NR_146117.1, from July 4, 2020). This observation 

contradicts the assertion in [1] that ribosomal RNA 

depletion was performed, and human sequence reads 

were filtered using the human reference genome (human 

release 32, GRCh38.p13). What is remarkable here is the 

fact that the sequence NR_146117.1 was only published 

after the publication of the sequence library 

SRR10971381 considered here. 

This observation underscores the difficulty of determining a 

priori the exact origin of the individual nucleic acid 

fragments used to construct the claimed viral genome 

sequences. 

Reference-based sequence structure analysis 

Basically, we mapped the paired-end readings (2x151 bp) 

with BBMap [23] to the reference sequences we considered 

(Tables and Figures: Table 3) using relatively unspecific 

settings. We then varied the minimum length (M1) and the 

minimum (nucleotide) identity (M2) with reformat.sh in 

order to obtain corresponding subsets of the previously 

mapped sequences with the appropriate quality. Increasing 

the minimum length M1 or the minimum nucleotide identity 

M2 increases the significance of the respective mapping. We 

then formed consensus sequences with the respective 

subsets of selected quality with regard to the reference 

considered in each case. We set all bases with a quality 

below 20 to "N" (unknown). A quality of 20 represents an 

error rate of 1% per nucleotide, which can be considered 

sufficient for our analysis. Finally, the conformity between 

the reference and the consensus sequences was assessed 

using BWA [24], Samtools [25] and Tablet [26]. The sorted 

pair (M1; M2) = (37; 0.6) was chosen in such a way that 

error rates F1 and F2 of less than 10% resulted for the 

reference LC312715.1. The results of all calculations 

performed are presented in Tables and Figures: Table 4. 
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The calculations show the highest significance for the choice 

of the sorted pair (37; 0.6), which can be seen from the 

highest error rates in each case. The sorted pairs (47, 0.50) 

and (25, 0.62) provide comparable significance. While the 

genome sequences associated with coronaviruses show 

error rates of more than 10% for all considered sorted 

pairs (M1; M2), the error rates of the two sequences 

LC312715.1 (HIV) and NC_001653.2 (hepatitis delta) are 

below 10% and are further decreasing for the sorted 

pairs (32, 0.60) and (30, 0.60). The sequence 

MG772933_short essentially consists of the part that cannot 

be covered with the readings associated with SARS-CoV-2 

(see Tables and Figures: Figure 3). Even in this case, no 

improvement could be achieved by reducing the values for 

M1 and M2. The error rates for the sequences 

NC_039345.1 (Ebola), NC_024781.1 (Marburg), 

AF266291.1 and KJ410048.1 (measles) are significantly 

higher than those of LC312715.1 and NC_001653.2. 

While the nucleic acid sequences for calculating the first-

mentioned genomes were propagated in Vero cells, the 

nucleic acid sequences used for LC312715.1 and 

NC_001653.2 originate directly from samples of human 

origin (Tables and Figures: Table 3). 

The question therefore arises as to whether this result is due 

to structural differences in the respective nucleic acid 

sources or to the sequencing protocols used in each case. 

The reverse transcriptase used to convert the RNA into 

cDNA, or the primer sequences used for amplification and 

the amplification cycles could possibly lead to differences in 

the sequence libraries obtained. 

The highest error rates F1 and F2 show the randomly 

generated fictitious genome sequences rnd_uniform, 

rnd_wuhan, rnd_wh_mk_1 and rnd_wh_mk_2, so the results 

found here are not purely random.  
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Graphical analysis of coverage distributions and read 

lengths 

After observing the possibility of forming high quality 

consensus sequences with respect to some reference 

sequences, we analyzed the coverage distribution of the 

associated short sequence reads (Tables and Figures: Figures 

1-22) as well as the distribution of read lengths (Tables and 

Figures: Figures 23-25). For this, we first attached the short 

sequence readings with BBMap to the respective reference 

sequences 

((M1, M2) = (37, 0.60)). In addition to the short sequences, 

we also mapped the 26 primer pairs [1, Supplementary 

Table 8. PCR primers used in this study.] for the whole 

genome sequencing of SARS-CoV-2 (GenBank: MN908947.3) 

to the reference genomes considered. The subsequent 

analysis was carried out using Tablet and the spreadsheet 

program Excel.  

First, let's look at the randomly generated reference 

rnd_uniform 

 

Figure 13: Reference rnd_uniform.  

 

a) rnd_uniform_reads mapped with BBMap (M1; M2) = (37; 0,60).  

b) rnd_uniform_primer mapped with BBMap.  

c) Exponential distributed coverage was generated by stochastic simulation using the inversion method.  

d) The 26 primer pairs ([1, Supplementary Table 8. PCR primers used in this study.]) are unevenly distributed throughout the reference genome. The primer 

positions correlate only slightly with regions of high nucleotide coverage, each of which comprises only a few nucleotides.  

e) The distribution of rnd_uniform_reads appears largely random. The variance of the considered exponential distribution conforms well with the trimmed 

empirical variance.
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The coverage (rnd_uniform_reads) varies randomly 

and relatively homogeneously across all nucleotide 

positions. The structure is comparable to the 

randomly generated coverage (exponential distributed 

coverage), with the variance appearing to be 

somewhat smaller. At a few isolated nucleotide 

positions, the coverage shows high coverage 

compared to the average, which, however, only 

extends over a few contiguous nucleotide regions. A 

relationship with the primer positions is only slightly 

evident. The coverage with the short sequence 

readings, which appears to be purely coincidental, 

correlates with a consensus sequence that cannot be 

consistently mapped and a high error rate F1 of 

38.60%. The random (inner) nucleotide structure of 

the stochastically simulated reference sequence 

"rnd_uniform" is therefore not included in the 

sequence data examined here. 

In contrast, we will now consider the reference 

genome for SARS-CoV-2 (GenBank: MN908947.3) 

 

 

Figure 1: Referenz MN908947.3. 

 

a) MN908947.3_reads mapped with Bowtie2 using standard settings. 

b) MN908947.3_primer mapped with BBMap. 

c) Quantiles were determined from EN and VARN under the distribution hypothesis of a binomial distribution.  

d) The 26 primer pairs ([1], Supplementary Table 8. PCR primers used in this study.) are evenly distributed over the entire reference genome. The primer 

positions correlate with areas of high nucleotide coverage 
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In contrast to Figure 13, the coverage distribution 

shows more of a wave pattern with regular, 

significantly increased nucleotide coverage. The 26 

primer pairs are evenly distributed over all nucleotide 

positions of the reference sequence. Primer positions 

are often located near nucleotide positions with a 

high nucleotide coverage compared to the average. 

This indicates that not all parts of the reference 

genome were amplified equally. Assuming that all 

29,903 nucleotide positions occur with equal 

probability in SARS-CoV-2 associated readings, the 

coverage for each nucleotide position should fall 

between the two lines with a 99.5% probability. This 

is not the case for about 90% of the nucleotide 

positions. A priori one would expect that if 

sufficient virus RNA is present in the sample and a 

sufficient number of sequence fragments are read, 

a homogeneous coverage of the nucleotides within 

the virus genome would be achieved.  

The graphs below show the distributions of the 

read lengths of the considered references 

(rnd_uniform and MN908947.3). 

 

 

 

 

  

1Figure 23: (a-f) Mapping with BBMap (M1; M2) = (37; 0,60). Analysis in Excel. 

26 / 58



 

 

Figure 23e) shows the distribution of read lengths for the 

reference "rnd_uniform". The average read length of 41.96 

nt falls just slightly to the right of the maximum of the 

distribution. In comparison, the distribution for the reference 

MN908947.3, Figure 23a) shows a prominent (random) 

region similar to Figure 23e) and a distinct region with 

readings around 150 nt in length. The average read length 

is over 110 nt. All reference sequences with a comparable 

and therefore rather random distribution of the read lengths 

as in the 

stochastically simulated reference "rnd_uniform" (Tables and 

Figures: Figure 23d), f); Figure 24d), e), f); Figure 25 a)-c)) 

also show high error rates for F1 and F2 (Tables and Figures: 

Table 4). 

This finding is emphasized by the following analysis. In 

order to better understand the internal structure of the 

published approx. 56 million sequences, we considered the 

additional condition maxlength=100 for the sequence 

MN908947.3 in addition to M1 and M2 when creating the 

subset following the mapping with BBMap. 

 

Figure 2: Reference MN908947.3. 

a) MN908947.3_reads mapped with Bowtie2 using standard settings.  

b) MN908947.3_short_reads mapped with BBMap (M1; M2) = (37 (max. 100); 0,60).  

c) Exponential distributed coverage was generated by stochastic simulation using the inversion method. The coverage distribution MN908947.3_short_reads 

shows a rather random pattern, but has a higher variance (after capping the 0.5% highest nucleotide coverage). This can essentially be explained by the few 

spikes in the coverage distribution. 
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By excluding all mappable sequences that are longer than 

100 nucleotides, approximately 120,000 reads associated 

with SARS-CoV-2 were removed. Analogous to Figure 13, 

the coverage distribution of the remaining short sequences 

now appears rather random. Again, this correlates with high 

error rates R1 (29.90%) and R2 (29.96%). This shows that 

no noteworthy structure of the reference MN908947.3 is 

included in the published sequences, except for the  

approximately 120,000 (Tables and Figures, Table 1) 

associated short readings. 

Before going into more detail about some of the reference 

genomes we examined, let's first look at the coverage of 

two more contigs (k141_12253 and k141_20796). While the 

contig with the identification k141_12253 is characterized by 

a relatively high coverage, k141_20796 is one of the three 

longest calculated contigs. 

 

Figure 18: Reference k141_12253. 

a) k141_12253_reads mapped with Bowtie2 using standard settings. 

b) k141_12253_primer mapped with BBMap. 

 

The contig k141_12253 shows a high similarity to the 

bacterium Leptotrichia (GenBank: CP012410.1). Of the 52 

published primer sequences, 38 could be mapped to the 

reference k141_12253 with a relatively high error rate of 

37.30%. The coverage distribution is extremely 

inhomogeneous and shows an extremely high nucleotide 

coverage compared to the average, especially within the 

first 500 nucleotides.  
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The areas with a high coverage correlate with the 

determined primer positions. This could indicate that not 

only SARS-CoV-2 associated readings were amplified in 

large quantity. Considering the relatively high error rate of 

37.30%, this would mean a relatively non-specific 

amplification. This raises the question of whether readings 

obtained by amplifying the cDNA with the specific primer 

sequences were already contained in the original sample or 

whether they arose from the process itself. 

 

Figure 21: Reference k141_20796. 

a) k141_20796_reads mapped with Bowtie2 using standard settings. 

b) k141_20796_primer mapped with BBMap. 

 

The contig k141_20796, which shows a high conformance 

with the bacterium veillonella parvula (GenBank: 

LR778174.1), shows a lower coverage with associated reads 

compared to the contig with the ID k141_12253. The 

structure of the nucleotide coverage is similar to that of 

SARS-CoV-2 (GenBank: MN908947.3). In particular, the 

coverage is once again inhomogeneous, indicating uneven 

amplification. 
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Due to the higher nucleotide length, 47 of the 52 published 

primer sequences could now be mapped to the reference 

contig with an average error rate of 35.8%. Again, the 

primer positions correlate well with regions of high 

nucleotide coverage. This could also indicate a non-specific 

amplification of sequences that are not associated with 

SARS-CoV-2 (GenBank: MN908947.3). 

In this section we want to go into more detail on the 

reference sequences “Human immunodeficiency virus 1” 

(GenBank: LC312715.1) and “Measles virus genotype D8 

strain MVi/Mu enchen” (GenBank: KJ410048.1). All other 

figures can be found in the supplementary materials (Tables 

and Figures: Figures 1-22 and Figures 23-25). 

 

Figure 6: Reference LC312715.1. 

a) LC312715.1_short_reads mapped with BBMap (M1; M2) = (37; 0,60). 

b) LC312715.1_primer mapped with BBMap 

In the previous section, there was already a high level of 

structural agreement between the published sequences and 

the reference sequence LC312715.1. The calculated 

consensus sequence showed relatively lower error rates R1 

= 8.60% and R2 = 8.83% compared to the SARS associated 

references, for example. 

Figure 6 shows clear differences when compared to Figure 

13. The coverage distribution also shows more of a wave 

pattern with relatively regular areas of particularly high 

coverage and therefore differs significantly from the 

coverage distribution of the random reference 

"rnd_uniform". The distribution of the read lengths (Figure 

23b), also compare c)) also differs significantly from the 

more random distributions and shows a significant number 

of mappable reads with a length of up to about 110 nt. The 

average read length of 51.84 nt is also higher than that of 

the reference "rnd_uniform", for example.  
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The position of the primer sequences in relation to areas with high nucleotide coverage compared to the medium coverage 

should also be noted. A total of 46 of the 52 primer sequences could be assigned to the considered reference with an error 

rate of 38.00%. Figure 6 suggests that short sequence readings associated with the reference LC312715.1 were also amplified as 

part of the PCR confirmation, even though the primer sequences can only be assigned to the reference with a relatively high 

error rate. 

Finally, let’s consider the reference KJ410048.1 (measles virus). Figure 10: Reference KJ410048.1. 

 

Figure 10: Reference KJ410048.1. 

a) KJ410048.1_short_reads mapped with BBMap (M1; M2) = (37; 0,60). 

b) KJ410048.1_primer mapped with BBMap 

 

The coverage distribution differs significantly from that in 

Figure 6 and shows certain similarities with the distribution 

of the associated sequence readings regarding 

"rnd_uniform", with the fluctuations being less pronounced 

in areas of lower coverage. The distribution of read lengths 

(Tables and Figures: Figure 24d)) and the average read 

length of 42.38 are comparable to the data from 

"rnd_unifom" and also correlate with relatively high error 

rates F1=28.70% and F2=28.79% . 
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Discussion and Outlook 

We examined the published sequence data (BioProject 

access number PRJNA603194 in the NCBI Sequence Read 

Archive (SRA) database) of the genome sequence for SARS-

CoV-2 (GenBank: MN908947.3) using a simple 

bioinformatics protocol. The methods we used are not 

specific to SARS-CoV-2 and can also be applied to other 

sequence data without the need for special modifications. 

First, we repeated the contig generation with Megahit 

(v.1.2.9) with the available sequence data and obtained 

significantly different results compared to the 

representations in [1]. In particular, we could not 

reproduce the longest contig with a length of 30,474 nt, 

which according to [1] covered almost the entire viral 

genome and served as the basis for the primer design. 

Rather, the longest contig we generated (29,802 nt) showed 

almost complete agreement with reference MN908947.3. 

Consequently, the published sequence data cannot be 

the original short reads used to create the contig. This 

must be regarded as extremely problematic in the context 

of scientific publications because it is no longer possible to 

verify the published results. The ability to verify published 

scientific hypotheses is the essence of living science. 

Contrary to the statements in [1], we found contigs with a 

high depth of coverage, which are probably associated 

with (ribosomal) ribonucleic acids of human origin. Thus, 

not all human-related nucleic acids were eliminated during 

the construction of SARS-CoV-2. Furthermore, no evidence 

was provided of the existence of viral nucleic acids in the 

patient sample and consequently there is a possibility that 

human nucleic acid fragments were unnoticeably used to a 

significant extent in the construction of the alleged viral 

sequence MN908947.3. This possibility could be ruled out 

with control experiments. 

In all publications on the reference genomes that were 

analyzed in this study, the required proof of the exact origin 

of the sequence fragments used for construction was 

also not provided and the required control experiments 

were not published. 

At this point we would like to mention that many control 

experiments may have already been carried out 

unnoticed, which show the possibility of constructing 

SARS-CoV-2 genomes from non-infectious human 

samples. For example, [5] and [17] report whole genome 

sequencing from samples with an initial Ct value of over 35. 

This could be a refutation of the viral model for SARS-

CoV-2. 

The analysis of the nucleotide coverage distributions and 

the length distributions of the mappable sequence reads for 

the respective reference sequences leads to the hypothesis 

of a possible unintentional amplification of sequence 

reads not associated with SARS-CoV-2. Furthermore, the 

possibility must be considered that there may be an 

unintentional generation of sequences that were not 

contained in the original sample but only arose due to the 

amplification conditions, such as the primer sequences used, 

and the cycles carried out. This possibility therefore 

requires the implementation of suitable control 

experiments. 

Besides attempting to replicate the assembly published in 

[1] with the published sequence readings, we considered a 

simple protocol for analyzing the internal structure of large 

data sets of short sequence readings. With the available 

sequence data, we were able to calculate consensus 

sequences for the reference genomes LC312715.1 (HIV) 

and NC_001653.2 (hepatitis delta) with a higher quality 

than the reference sequences we considered associated 

with coronaviruses. This also applies in particular to bat-SL-

CoVZC45 (GenBank: MG772933.1), which led to the original 

hypothesis of SARS-CoV-2. 

We were thus able to substantiate our hypothesis that 

the alleged viral genome sequences are 

misinterpretations in the sense that they were or are being 

constructed unnoticed from non-viral nucleic acid 

fragments. In particular, our results underline the urgent 

need to carry out appropriate control experiments. For 

each suspected pathogenic viral genome sequence, an 

obvious protocol would be to attempt an assembly of the 

genome sequences from corresponding non-suspect 

samples using identical protocols. 

We observed high error rates, R1 and R2, in the reference 

genomes for Measles, Ebola or Marburg where the nucleic 

acid fragments used for construction were propagated in 

Vero cells. The question remains whether this is due to 

the nucleic acid sources themselves or to the 

amplification conditions used (e.g. primer sequences and 

number of cycles), or to the sequencing protocols (e.g. 

the polymerase and reverse transcriptase protocols used). 

With regard to our results, in addition to the publication of 

the final sequence data used, we also recommend the 

publication of those that were only created through  
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amplification with random hexamers and moderate number 

of cycles in order to provide data for structural analysis that 

is as undistorted as possible.  

Materials and methods 

Depth of coverage of a reference sequence with short 

sequence readings 

If G denotes the length of the reference sequence, ØL the 

average read length, n the number of short sequence reads 

and N the random, average coverage depth of the reference 

sequence with the short sequence reads, then 

 

The expression can be viewed as the probability of covering 

a nucleotide within the reference sequence with a short 

sequence read. 

Generation of random reference sequences 

The following theorem enables the simulation of a random 

variable X with a cumulative distribution function F. 

Theorem (inversion principle) [28]. 

Let U be a random variable uniformly distributed on the 

interval (0,1). Furthermore, let X be a random variable with a 

cumulative distribution function F, as well as 

F-1 (y) := inf {x ∈ ℝ|F(x)≥y}. 

Then 

F-1 (U) ~ X. 

Let Ui ,i=1,…,29,903 be independently identical uniformly 

distributed random variables on the interval (0,1). Let pnt,nt 

∈{A,T,C,G} denote the probability for the nucleotide nt. 

Then the nucleotide Ni ,i=1,…,29,903 of the randomly 

generated reference sequence is derived via 

 

The uniform distribution on the set {A,T,C,G} was used for 

the reference sequence "rnd_unifom". To simulate the 

random reference sequence "rnd_wuhan", the relative 

occurrence of the nucleotides A, T, C and G in the genome 

sequence for SARS-CoV-2 (GenBank: MN908947.3) was 

chosen as the nucleotide distribution. When constructing 

the randomized reference sequences "rnd_wh_mk_1" and 

"rnd_wh_mk_2", the conditional probability was chosen 

based on the last or the last two nucleotides according to 

the corresponding empirical frequencies in the sequence for 

SARS-CoV-2 (GenBank: MN908947.3). 

Stochastic simulation of random coverages of a reference 

sequence 

The cumulative distribution function of the exponential 

distribution with parameter λ is [28], 

 

Let X be a random variable with distribution function F. 

Then 

 

 

1. Mapping with BBMap 

bbmap.sh ref=$reference.fasta 

mapPacBio.sh in=SRR10971381_1.fastq 

in2=SRR10971381_2.fastq outm=mapped.sam 

vslow k=8 maxindel=0 minratio=0.1 

2. Selection of the mapped sequences depending on M1 

and M2 with BBMap (reformat.sh) 

reformat.sh in=mapped.sam out=sample_selection. sam 

minlength=$M1 (maxlength=100) idfilter=$M2 ow=t 

3. Calculation of the consensus sequence 

3.1. Preparation with Samtools 

samtools view -b sample_selection.sam > sample.bam 

samtools sort sample.bam -o sample_sort_reads.bam 

samtools index sample_sort_reads.bam 

3.2 Raw consensus sequence 

samtools mpileup -uf mapping/$reference.fasta 

sample_sort_reads.bam | bcftools call -c | vcfutils. pl vcf2fq > 

SAMPLE_cns.fastq 

3.3 Final consensus sequence (min. Q20) 

seqtk seq -aQ64 -q20 -n N sample_cns.fastq > 

sample_cns.fasta 

4. Mapping of the consensus sequence to the reference 

sequence with BWA 

bwa index $reference.fasta bwa mem $reference.fasta 

sample_cns.fasta > sample_cns.sam 

5. Assessment with Tablet 

The assessment was carried out with the visualization 

software Tablet for the visualization of sequence data.  
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Most people have a kind of basic trust – they wouldn't 

even think of questioning "science". One simply assumes 

the serious - scientific - principles and considers 

"science" to be completely of integrity. 

One of the best-known examples of this trust is Dr. Mike 

Yeadon, former chief scientist and vice president of 

allergy and respiratory research at pharmaceutical 

company Pfizer and co-founder and former CEO of 

biotechnology company Ziaco.  

 In a statement he said:  

 

"I’m a signatory [to the No "Virus" Challenge] because, 

having given a lot of thought to the entire proposition, I 

now believe it’s yet another of the lies to which we’ve been 

subject. In the case of scientists, even those in commercial 

drug discovery, have taken as fact that viruses exist without 

ever reviewing the original papers ...." [1] 

 

We believe that when someone like Dr. Mike Yeadon can 

overturn his entire worldview on viruses with the latest 

valid information, anyone can! But even he needed the 

necessary impetus - here in the form of our 

correspondence and control experiments - as well as the 

explanations and text passages of the virological 

publications in order to be able to verify the theory of 

pathogenic viruses. 

But we wanted to know exactly, true to the motto: trust 

is good, control (experiments) is (are) better! 

What was initially limited to the German-speaking area in 

a very small format, we from “NEXT LEVEL – Wissen neu 

gedacht” [2] later expanded to the international level. In 

cooperation with the "No-Virus-Team" we contacted 

renowned scientists and institutions directly and asked 

them to share their scientific evidence of the new and 

dangerous SARS-CoV-2 virus. 

However, what none of us was able to foresee - the 

abysses we were confronted with on this path, which we 

had already trodden for the past 2.5 years. 

Not only that not a single one of the virologists 

addressed or their institutions worldwide were able to 

provide rock-solid facts to back up their claims –   

over time, it even became clear that those who 

previously trumpeted the loudest trumpet about having 

discovered something new, secretly (and only after direct 

inquiries) admitted that they had neither isolated the 

virus nor carried out the necessary control experiments. 

So, there is no trace of science in virology! 

But read for yourself based on the more than 250 

correspondences! [3] 

 Our correspondence related to two main aspects:  

1. Has the "virus" been "isolated" in the true sense 

of the word, i.e. separated from all foreign 

substances? 

2. Were the scientifically prescribed control 

experiments carried out to eliminate 

misinterpretations and doubts? 

Why is an isolated structure of such enormous 

importance? 

Modern virology uses special software to identify so-

called "pathogenic viruses". In this way, a new, 

contiguous sequence is constructed from many short 

gene sequences whose source is unknown and cannot be 

associated. [4] 

In order not to bother you with the complicated 

technical details, I will only use two simple examples to 

explain why the identification of a new, specific and 

pathogenic virus is completely impossible without an 

isolate. 
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Fig. 2. Shortest summary of the steps for the purely fictitious construction of the 

SARS-CoV-2 virus [7]S 

 

 

1. Prof. Zhang (author of the authoritative study on 

SARS-CoV-2) and everyone else simply overlooked the 

fact that the initially obtained bronchial lavage (BALF) 

also included known and unknown microbes of all 

kinds as well as their RNA remnants. 

95% of the observed microbes are visible but cannot 

be cultured, which is why their RNA and DNA sequences 

are not known. However, because cell cultures (e.g. Vero 

E6 cells) are never free of microbes and countless 

impurities of any kind, there is an absolute obligation to 

isolate the suspected virus and from it its very own 

nucleic acid (in this case RNA) in pure form! [5] 

2. It has been known for a long time that the enzymes 

that produce gene sequences not only constantly 

generate new gene sequences through the well-known 

mechanism of "template switching" [6] (which cannot be 

recorded in any database because of their diversity and 

abundance) and that the enzymes, which produce RNA 

gene sequences, can also do this without gene 

templates. In other words: new gene sequences are 

constantly being created that have remained undetected 

with methods up to this point. This also results in the 

absolute obligation to carry out control experiments 

immediately, because the genome of SARS-CoV-2 was in 

fact constructed entirely or partially from such unspecific 

sequences in a purely mathematical way! 

It is impossible to calculate a meaningful 

construct from a series of read gene sequences, 

including overlaps, of a non-isolated structure, which 

could then also be found in reality.  

It is the parameter settings of the software that 

ultimately decide what the end result will be! 

Not only did the Chinese generate two completely 

different end results using two different programs 

(assembler), [8] 

 

Abb. 1 Image from source [8] 

but if enough raw data is available, it is possible to 

construct any possible genome – regardless of whether it is 

measles, HIV, SARS-CoV or SARS-CoV-2. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Why are control experiments important – and 

which ones were we looking for exactly? 

At no point in their publications do Prof. Zhang and all 

the others describe control experiments, which are a 

prerequisite [9] in order to be able to describe a study as 

“scientific”. These control experiments, which also result 

from the laws of thought and logic that are constitutive 

for science - to exclude the obvious, namely the body's 

own short gene sequences and those of the numerous 

known and above all unknown microbes that colonize 

humans - have not been carried out to this day. 
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Five examples of absolutely necessary control 

experiments that virologists have not carried out to 

this day: 

1.) Control experiments, which rule out that the 

cytopathic effect, which virologists claim as virus 

detection, does not result from the experimental 

setup itself. Some studies claim that a control was 

performed, but lack of documentation renders it 

impervious to verification and therefore unprovable.  

2.) A control experiment resulting from purely 

scientific logic is one that uses the developed PCR 

method (real-time RT-PCR) with clinical samples from 

people with diseases other than those attributed to 

the virus - and also using samples from healthy 

people, animals and plants - to verify whether their 

material also turns out to be "positive" when tested.  

3.) Control experiments to rule out that even with 

human/microbial RNA from a lung lavage 

- from a healthy person, 

- from a person with another lung disease, 

- from a person who tested negative for SARS-CoV-2, 

or from such RNA from reserve samples from the 

time when the SARS-CoV-2 virus was still unknown, 

exactly the same generating of a virus genome from 

short RNA fragments is possible! 

4.) Control experiments regarding the genome 

sequencing from the "infected cell culture" to rule out 

that other virus genomes can also be assembled "de 

novo" or by alignment with other reference genomes. 

5.) Control experiments to rule out that the genome 

of the target virus was assembled "de novo" or by 

alignment from the negative control culture.  

 

Correspondence with the leading virologists 

worldwide confirms our statements 

Not everyone who is interested has the time or the 

professional skills to independently compile the results of 

all virological publications.  

For this reason, we chose this path for you - to ask the 

authors of the publications personally and directly!  

Their documented answers should appease any 

remaining skeptics! 

As an appetizer, here are a few excerpts from these 

correspondences – in reference [3] you will find more 

than 250 of them. 

Correspondence Switzerland [10] 

 

Right at the beginning, shortly after the alleged 

discovery of an allegedly novel and dangerous SARS-

CoV-2 virus, we confronted the institutions and 

virologists of Switzerland. 

Direct contact was established with the Swiss virologists 

through the President of the Swiss Academies of 

Sciences and Director Emeritus of the Swiss Tropical and 

Public Health Institute, Prof. Marcel Tanner, who at the 

time also held the position of Head of the Corona Task 

Force.  

In an interview with Corona_Fakten, Samuel Eckert and 

Prof. Tanner himself, which was recorded and can be 

viewed on the Corona_Fakten backup channel [11], Prof. 

Tanner himself confirmed (minute mark 53:15) that it is 

not enough to only perform an alignment in order to 

detect a pathogenic virus. 

Prior to that, he also stated that Prof. Drosten's test did 

not meet the necessary scientific standards and 

generated a large number of false positive results, which 

is the reason we got into this corona panic in the first 

place. However, Prof. Tanner explained reassuringly that 

one should let the past – in this case the trigger – rest 

because one cannot turn back the wheel. (Minute mark 

21:05 to minute mark 23:00) 

The conversation revolved around the question whether 

a publication had now been published that contained an 

isolation of the SARS-CoV-2 virus. Prof. Tanner referred 

us to Prof. Volker Thiel from the Institute for Virology 

and Immunology at the University of Bern. We learned 

by email that no proof of any isolate could be provided 

either - we can substantiate this final statement based on 

the records of the correspondence by email. 
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And this is exactly the situation that Prof. Tanner 

articulated surprisingly honestly in the conversation: "And 

if you then come to the conclusion that there really is no 

isolate ... Then we have a problem!" (Minute mark 56:14 

to minute mark 56:27) 

However, we didn't want to leave it at that, that is to say 

that the Institute for Virology and Immunology (IVI) had 

to admit that it had neither a pure virus isolate nor could 

it present the control experiments we mentioned, but we 

worked together with attorney Philipp Kruse up to the 

Federal Office of Public Health (BAG) and the highest 

authority in Switzerland, the National Center for 

Emerging Viral Diseases at the University Hospitals of 

Geneva (NAVI). 

Here is a summary of the correspondence, which you can 

find in its entirety, including documents, in reference 

[12]: 

The proof that we requested with sufficient 

precision was not provided, namely that 

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

viral genome strand, and that 

2.    a biological capability of reproduction exists, which 

enables it to multiply in a human organism and cause 

disease activity, 

together with references to scientific publications that 

adequately document the corresponding control 

experiments to demonstrate these character traits. 

 

Correspondence France [13] 

 

The French seem to be some of the most honest and 

forthright in the world when it comes to answering 

uncomfortable questions. We not only interviewed the 

Université Côte d'Azur – Faculty of Medicine, but also 

Prof. Olivier Schwartz himself, head of the Virus & 

Immunity department and scientific director of the 

Pasteur Institute (Paris).  

For those who are not aware of who or what the Pasteur 

Institute is and what global position it holds, I would like 

to provide a brief insight: 

The Institut Pasteur is one of the world's leading research 

centers for biology and medicine. In addition to its 

research activities, it advises the French government and 

the World Health Organization (WHO) on medical issues. 

Researchers at the institute have been awarded the 

Nobel Prize in Medicine seven times to date. 

The rules for isolating a retrovirus were discussed in 

detail at the Institut Pasteur in Paris in 1973 and are the 

minimum logical requirements for demonstrating the 

independent existence of HIV. 

Prof. Marius Ilie et. al. from the "Université Côte 

d'Azur - Faculty of Medicine" 

confirmed to us upon written request that although they 

did not perform any controls in their study, they made 

up for it and confirmed the results, which we had 

published as our own control experiments.  

The authors of the publication "Setting-Up a Rapid 

SARS-CoV-2 Genome Assessment by Next-Generation 

Sequencing in an Academic Hospital Center (LPCE, Louis 

Pasteur Hospital, Nice, France)", which involved over 20 

scientists, replied: 

"[...] Since then, however, we have also sequenced 
negative samples in routine practice and, 
interestingly, the NGS (Next-Generation 
Sequencing) finds some slightly positive samples.“ 

 

This statement contains incredible and explosive 

information, which is hardly recognizable for the layman 

at first glance, because this statement means that SARS-

CoV-2 could be found in the sample material, which is 

considered "healthy" and not "infected" – which should 

not have been the case if the alleged gene sequences, 

which are assigned to SARS-CoV-2 and declared viral, 

should only be found in so-called infected material! 
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The authors Guillaume Croville et. al. of ENVT and 

the Hôpital Purpan, Laboratory of Virology 

Toulouse 

Guillaume Croville et. al. – Control experiments are 

necessary, unfortunately we have not performed any. 

Upon written request, the scientists of the publication 

"First French draft genome sequence of Monkeypox 

virus, may 2022" confirmed to us that they unfortunately 

did not perform any control experiments in order to rule 

out any doubts.  

This applies to all publications worldwide, these are by 

no means isolated cases. 

Guillaume Croville et. al.: 

"Unfortunately, we did not perform any controls for several 

reasons" [...] "I fully accept that all these reasons are not 

good" [...] "You are absolutely right about the controls that 

we must perform for the sequencing, but also for the 

bioinformatics process, and that's something I'm thinking 

about in order to be able to do robust analysis in the near 

future." 

 

Prof. Olivier Schwartz, Head of the Virus & 

Immunity Unit and Scientific Director of the 

Pasteur Institute (Paris) 

 

 

Last but not least, the head of virus and immunity at the 

institute, which is probably the most respected in the 

world, confirmed to us that they too did not perform the 

control experiments that we mentioned.  

When we asked about the necessary and mandatory 

control experiments, Prof. Olivier Schwartz answered 

personally: 

 „We did not perform the control experiment you 

mentioned (negative control for the CPE & the sequencing 

of the SARS-CoV-2 genome)“ 
 

Our statements regarding the control experiments are 

thus also confirmed in writing by the highest authority in 

France. 

 

 

 

 

Correspondence Australia [14] 

 

Australia, a country that had overwhelmed its fellow 

citizens with unparalleled brutal measures. One would 

think these would be based on particularly carefully 

vetted evidence about this new and supposedly 

dangerous "virus." But the brutal reality confronted us 

with the exact opposite:  

We interviewed the two authors, Prof. Jason A. Roberts 

and Prof. Julian Druce, of the relevant study from 

Australia:  

"Isolation and rapid sharing of the 2019 novel 

coronavirus (SARS-CoV-2) from the first patient 

diagnosed with COVID-19 in Australia"  

They were asked the following questions: 

1.    Your paper states that you "extracted RNA for whole 

genome sequencing of the virus isolate". Was the RNA 

derived from the density at which CoV particles 

bandage? 

2.    What is this density and did you get an EM image 

showing the degree of purification?  

3.    Do the EM images show ultracentrifuged, 

sedimented virus particles? And do the pictures show the 

purified virus? 

The answer of the two authors leaves us quite 

disenchanted and confirms, once again, the problem we 

have pointed out that, again, neither a virus was isolated 

nor was it photographed in an isolated structure. 
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Answer from the authors Prof. Jason A. Roberts 

and Prof. Julian Druce: 

"Nucleic acid extraction was performed on isolate material 

obtained from infected cells. This material was not 

centrifuged, i.e. not purified through a sucrose gradient, to 

obtain a density band as such. The EM images were 

obtained directly from cell culture material." 

 

The authors confirm that no isolate is available, but a 

mixture of "infected" cells. And as we already know, this 

is not an isolated structure in the sense of the term 

isolate (i.e. separate from all other components).  

We understand that this material has not been 

centrifuged and therefore no electron micrograph of an 

isolated structure is available. 

Have the authors at least performed the scientifically 

mandatory control experiments, so that their 

observations can refute any hint of speculation? 

Here are our questions to those responsible in 

Australia: 

1.     Can you confirm, that the negative control culture 

was grown in the same conditions (37°C, 5% CO2) and 

maintenance media (consisting of 10mL EMEM, 7% FBS, 

2mM L‐glutamine, 1 mM sodium pyruvate, 1500mg/L 

sodium bicarbonate, 15 mM HEPES and 0.4mg/ml 

geneticin) to 95% confluency in 25cm2 flasks, and that, 

for the negative control, maintenance media was 

removed and 10 mL viral culture media (EMEM as above 

but FBS reduced to 2%) was added? 

2.     Could you please provide me with the exact 

documentation of the negative control experiment. 

3.    Regarding genome sequencing from the infected 

cell culture, did you perform control experiments to 

exclude that also other virus genomes could have been 

assembled de novo or via alignment using other 

reference genomes? 

4.    Did you perform control experiments to exclude that 

the target virus genome could have been assembled de 

novo or via alignment from the negative control culture? 

5.    If the answer for 3. and 4. is yes, could you please 

provide to me the documented negative control 

procedure forthe genome sequencing? 

 

 

 

 

 

 The authors' answer to question 1: 

"As background, Doherty researchers define a control to be 

a component of an experiment intended to eliminate 

alternative explanations for experimental results, due to 

‘confounding variables’. It does this by as closely as is 

feasible replicating all components of the experiment other 

than the variable being measured. In this case, it means our 

negative controls have been treated in the same media 

conditions and changes as our positives.” 

 

Remark: To this day, we are unable to comprehend 

this statement since we did not receive any 

documentation of these allegedly carefully carried out 

controls despite our requests. These are not 

documented in the publication mentioned.  

 The authors‘ answer to question 2: 

“There is no specific documentation for this experiment. 

Assuming your question relates to the methodology used 

tocreate this control, these are not documented or included 

in publications. As mentioned above, they are presumed to 

follow as much as it is feasible the original experiment, 

replicating all components of the experiment other than the 

variable being measured.” 

 

Remark: No control experiments have been documented 

at all. Again, this is a mere claim that no scientist or 

interested layperson is able to verify! 

The authors‘ answer to question 3: 

"We did not look for other viral genomes.  Our assembly 

was performed against the released Wuhan‐1 reference 

sequence as we were looking for SARS‐CoV‐2.” 

 

 The authors‘ answer to question 4: 

"Sequencing and denovo assembly was only performed 

on positive, infected material.” 

Remark: Again, no control experiments were performed. 

 The authors‘ answer to question 5: 

"N/A – see responses to 3 and 4.”  

 

In summary, it can be said that this study by the 

Australians, like all other studies worldwide, is not worth 

the paper on which it was published! 
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Because after more than 250 correspondences with 

leading virologists and their institutions, one thing has 

become clear:  

Not a single one was able to present both, the proof of 

the isolation of an alleged disease-causing pathogen and 

the prescribed and mandatory control experiments. 

This confirmation, which we have received in writing 

from all countries worldwide, should also be an 

enlightenment for those who have been reluctant to 

understand scientific publications for fear of being 

ridiculed or for ignorance and lack of know-how.  

With the knowledge of the refutation of all claims of 

the existence of pathogenic viruses, by means of the 

written confirmations from the virologists themselves, 

based on the results of the control experiments 

commissioned by Dr. Stefan Lanka, through our 

careful analyzes and the consistent lack of 

scientifically prescribed control experiments, it is 

possible for everyone to understand the unscientific 

nature of virology! 
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The existence of DNA, its structure and its role are taught 

to us as facts; recognized and approved by all scientific 

establishments. But what if I told you that DNA started as 

a concept. Not DNA itself, but scientists’ need to find the 

secret of life within our tissue, within the cells, and that 

the first DNA extraction became the perfect basis for the 

development of all sorts of theories, concepts, models 

and tools e.g. chromosomes, genes, RNA, PCR, GMO, 

epigenetics, CRISPR etc. 

 

Currently DNA is presented to us as a double helix chain 

structure which carries our genetic code and instructions 

for the development, functioning and growth of all living 

organisms. But how exactly was all this established? This 

article will cover the history of DNA, which will include 

DNA isolation, isolation of its components, structure and 

many critical thoughts and questions that occurred during 

the literature review. 

 

While going through this article, it’s good to have at the 

back of your mind how delicate and sensitive DNA’s 

physical and molecular structure is as postulated by the 

science, a structure that can be easily damaged by heat, 

chemicals and radiation. 

 

Content: 

• DNA-EXTRACTION 

• DNA-COMPONENTS 

• DNA-STRUCTURE 

• FINAL THOUGHTS AND CONCLUSION 

 

 

 

DNA EXTRACTION 

                            In 1869 Johannes Friedrich      

Miescher, physician and biologist, 

was the first scientist to “isolate” 

nucleic acid which he, then, 

named nuclein.  

 

 

Miescher was attracted to the new, evolving science of 

biochemistry, a science where chemical substances were 

applied on biological matter. Per biochemistry, the 

reaction of the biological matter to chemicals, procedures 

and the generated byproducts were giving clues of the 

composition and structure of cells and their content. 

Miescher believed that cells contained something vital 

within them which also was involved in the heredity 

process. Hoppe-Seyler, a biochemist and laboratory 

owner, suggested Miescher to concentrate on leukocytes 

(white blood cells) for his experiments.  

 

Miescher followed Hoppe-Seyler suggestion and collected 

leukocytes from the pus on fresh surgical bandages 

obtained from a nearby clinic. 

 

Miescher isolated the leucocytes by soaking and washing 

the bandages in a sodium sulfate solution and filtering 

them through a sheet. To remove the wall of the cells and 

the cytoplasm he washed the leucocytes several times 

using a hydrochloric acid solution. 
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The nuclei collected from the previous steps were 

vigorously shaken in a solution of ether to remove any 

leftovers of the cytoplasm. Sodium carbonate (an 

alkalizer) was added to the nuclei obtained from the 

previous stage and then an acidic solution. The nuclein, 

the DNA, was the solid part of the content in the tube, 

the “precipitate” in the solution. The precipitate was 

forming when acid was part of the solution but dissolved 

when alkali was added. This reaction, the solidification of 

a substance upon acidification and dissolution upon 

alkalization, had never been observed before. 

 

To examine the composition of the precipitate, Miescher 

burned it. Based on the byproducts generated from the 

burning process he concluded that nuclein contained a 

large amount of phosphorus (in the form of phosphoric 

acid) and nitrogen, but not sulfur (sulfur is mainly found 

and linked to protein). Based on these findings but also 

on the precipitate’s reaction to acid and alkali chemicals, 

he declared that he has discovered a novel substance and 

stated that “according to known histochemical facts, I had 

to ascribe such material to the nuclei”. 

Miescher’s research paper describing his experiments, 

“Ueber die chemische Zusammensetzung der Eiterzellen”, 

[1]  got published 2 years later in Medizinisch-Chemische 

Untersuchungen (Medical-Chemical Examinations) journal. 

The publisher of the journal, Hoppe-Seyler, repeated 

Miescher’s experiments and confirmed his findings. 

 

Hoppe-Seyler obtained leucocytes from dogs’ abdomen 

for his experiments. The dogs were cut in the abdominal 

area and lenses were inserted into these cuts. All dogs 

were killed within 14 days. Hoppe-Seyler examined the 

lenses and the surrounding area. A sample of substances 

obtained was studied under microscope, where he 

observed protoplasmic movements and constant changes 

in shape (“pleomorphism”). The rest of the collected 

matter was chopped, boiled (in water and in alcohol), 

acidified, alkalized, treated with artificial gastric fluid, ether 

and hot alcohol, and later burned to examine and 

document the byproducts. Per Hoppe-Seyler, yeast cells 

have similar structure to pus cells. He subjected yeast cells 

to similar experiments as with dog’s leucocytes with the 

ending solution being burned and the leftovers were 

boiled and simmered in alcohol. 

 

 

 

CRITICAL CHECKPOINTS: 

1. What made Miescher and Hoppe-Seyler believe that 

acid wash destroys and eliminates only cell walls and 

cytoplasm, and leaves the nucleus and its content 

intact and perfectly preserved? Many chemicals have 

the ability to shrink cells, they dehydrate the cells, 

was this taken into consideration when observing 

the chemically treated leukocytes or nuclei? 

2. Something very important to have in mind is that 

the content of cells is rarely visible under the 

microscope, especially back in 1860; and if visible 

only some components are, e.g. nucleus, 

mitochondria. Miescher’s observation after the 

chemical treatment might be actually shrunken 

leukocytes. 

3. If you check videos of leukocytes under microscope 

[2] you will notice that the active and moving part of 

these cells is the cytoplasm. Leukocytes movement is 

performed by the substances within the cytoplasm; 

the nucleus stays inactive, simply changing shape 

based on the activity of the cytoplasm. I wonder 

what make a scientist believe that the key to life 

and heredity is held in something inactive, 

something so passive. 

4. The definition of actual Extraction or Isolation is 

“removing the particle of interest from the rest of 

the matter”. In Miescher’s and Hoppe-Seyler’s 

experiments there was no isolation at any point of 

the process, the best description of their 

experiments would be a chemical wash of human 

and dog excretions. 

5. Miescher’s and Hoppe-Seyler’s research papers 

unfortunately do not contain any drawings of 

isolated cells, specifically the content they’ve 

observed under the microscope before and after 

each step. They also don’t mention the microscopes 

and magnification used for their observations. 
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6. Miescher determined that he obtained a novel 

substance, that might be nuclein through the 

following observations: 

• The addition of an acid in the solution was 

forming a precipitate and an alkali was 

dissolving it. 

• The “isolation” procedures produced almost 

zero amount of sulfur, a byproduct linked to 

protein, but a high amount of phosphoric acid. 

• Basically, he concluded that he has discovered a 

novel substance based on the reaction of the 

obtained solution to the chemicals used and 

procedures employed, and not based on actual 

isolation and observation under the microscope 

of the content of the nucleus. 

7. Phosphoric acid is a colourless liquid and nitrogen is 

a gas; both are quite hazardous. Finding these 

substances after chemical alkalization, acidification, 

boiling and burning of whatever is left says very little 

about the molecular structure of tissue, cells, nucleus 

and nuclein especially in their living state. Generally 

finding anything after the mentioned chemicals 

and steps says very little other than that spinning, 

boiling, heating, and burning chemically treated 

tissue produces hazardous substances. 

8. Repeating the procedures and reaching the same 

results, i.e. Hoppe-Seyler’s experiments, doesn’t 

establish that a novel substance is found. The 

repetition establishes that treating similar matter 

with similar chemicals and employing similar 

procedures will produce the same byproducts. 

9. While Miescher obtained leukocytes from pus on 

bandages, Hoppe-Seyler for some unknown reason 

decided to obtain leukocytes from dogs by placing 

lenses in their abdomen and later killing these dogs 

for extraction and examination. Since there is non-

invasive and life destructive way to obtain 

leukocytes, what is the reason to perform such harsh 

experiments? The extraction of different substances 

was performed through boiling dogs’ body parts in 

alcohol, and/or caustic soda and then acidifying the 

mixture with acetic acid. Vitriol, soda solution and 

bismuth oxide were also added to test for any 

reaction. Hoppe-Seyler’s experiment on dogs 

reminded me of Louis Pasteur experiments, where 

he also tortured dogs to develop the rabies 

vaccine in 1885. 

 

 

 

 

 

 

 

 

 

10. Prior to DNA isolation, scientists were concentrated 

on the isolation of protein, which back then was 

believed to play a primary role in the formation of 

tissue. What Miescher and later Hoppe-Seyler 

actually did is changing the procedures of “isolation” 

by performing additional steps, adding chemicals 

and protein eating enzymes; in other words more 

chemicals and more steps produced different 

byproducts and as a result different conclusions. 

11. What exactly made Miescher and Hoppe-Seyler 

believe that the participate was a nuclein and not a 

byproduct from the use of the hydrochloric acid or 

protein eating enzymes? Or that it was not 

chemically, heat treated debris of cells and/or 

nucleuses? 

12. Per my understanding, studying either alive or dead 

matter, is to observe it under microscope, 

name/label each particle or substance in it and try to 

identify its role by removing it from the matter for 

further observation, how it acts on its own and also 

observe what happens to the rest of the matter 

without it. I also would expect whatever is isolated 

to be compared to particles and substances isolated 

from other matter. In biochemistry what we actually 

see and what biochemists call “isolation” is the 

treatment of dead or living biological matter with 

chemicals and heat, observation of the chemical 

reaction and documentation of the byproducts 

generated from these procedures e.g. phosphoric 

acid, sulfur, nitrogen etc. “Isolation” of a novel 

substance will be declared if a substance in the test 

tube doesn’t react and doesn’t produce the same 

byproducts in the same quantity with previously 

“identified” substances, basically a byproducts 

comparison. Personally, I would accept the chemical 

way to study matter if there were no microscopes 

available, and taking into account that during those 

times microscopes weren’t that powerful as today. 

But with today’s technology and the existence of 

electron microscope that can observe atoms, [3] I 

don’t understand why scientist still keep doing these 

chemical “isolation/extraction” experiments. 
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DANN COMPONENTS: 

 

 

 

 

Between 1885 and 1901 German chemist Albrecht Kossel, 

determined that nucleic acid comprised of five compounds: [4] 

adenine (A), cytosine (C), guanine (G), thymine (T) and Uracil (U) 

which are now considered to be the basic building blocks of DNA 

and RNA. Kossel was awarded with Nobel Prize in Physiology or 

Medicine [5] in 1910 [6] for his contributions in cell chemistry 

including for isolation of proteins and nucleic components. 

 

CRITICAL CHECKPOINTS: 

 

1. None of Kossel’s research papers on isolating the 

mentioned compounds is freely available, nor could  

I find some kind of a summary and/or translation in 

other languages. Why discoveries that are taught as 

established facts and for which a person earned a 

Nobel Prize are not widely and freely shared? This 

makes me wonder how many scientists have ever 

read these research papers. 

2. Have Kossel’s findings ever been confirmed by 

others? Were his experiments ever re-performed? Did 

he perform control experiments to examine the 

effects of the procedures and chemicals used on the 

studied matter? 

3. As per the short article “From poop to pus – the 
discovery of DNA”,[7] Kossel obtained these 
compounds through “chemical extraction” (similar 
processes to DNA extraction) using organs and 

body parts donated from a local slaughterhouse:  

• Kossel supposedly isolated Guanine but from 

which body part it is not mentioned. Guanine was 

originally isolated from excrement of seabirds 

known as guano by a German chemist Julius Bodo 

Unger,[8] in 1844 (I couldn’t find any information 

about the methodology of isolation). 

• Adenine was isolated from an ox’s pancreas gland. 

• Thymine was isolated from the thymus of a calf. 

• Cytosine was isolated by hydrolysis of the calf 

thymus. 

4. Based on the previous point, the assumption that 

cells and nuclei content and molecular structure are 

alike across species and other living matter has no 

actual basis other than being a theoretical 

assumption based on the Cell theory. Cell theory has 

several assumptions and issues on its own (I will 

analyze cell theory and tissue formation and 

degeneration in another article). Extracting 

substances from different body parts from different 

species using different methodologies and chemicals, 

is one of the major flaws in this whole concept of 

molecular composition and structure of nucleic acid. 

Lately scientists are discovering that the molecular 

composition of DNA in one body part/tissue is not 

the same with another body part/tissue e.g.  “DNA 

Not The Same In Every Cell Of Body” [9] and 

“Surprising science: Not all our cells have the same 

DNA”. [10] 

5. Kossel used hydrolysis and decarboxylation in his 

experiments (basically heating the substances in 

various ways) and also chemicals like 

phosphotungstic acid, mercuric chloride and silver 

nitrate. [11] We know that heat destroys and changes 

the composition and the structure of any matter (e.g. 

raw Vs cooked food, limestone Vs lime). In addition 

the chemicals used are quite harsh and hazardous to 

work with and their effect on the matter under study 

can only have destructive effects (e.g. Mercury 

chloride).[12] 
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So let’s sum up Kossel’s discoveries in order to move on: 

Kossel isolated the component of protein and DNA by 

applying heat and using harsh chemicals on different 

organs of animals. His findings are not confirmed by 

repetition of his experiments, by different 

isolation/extraction methodology, or by using other body 

parts and species; his methodology and research papers 

are not freely available to the public regardless that his 

findings are taught as facts and he has received a Nobel 

Prize for them. 

 

Something interesting: Phoebus Levene [13] is another 

chemist that is claimed to be the discoverer of DNA 

components. Levene worked briefly in Kossle laboratory, 

he was appointed a member of the Rockefeller Institute 

for Medical Research, and later the Head of “the center of 

bioorganic chemistry in America” department. Levene is 

claimed to be the discoverer of deoxyribose,[14] the 

carbohydrate component of the backbone in DNA. He 

was the first one who tried to develop a chemical 

structure of DNA. [15]

DNA STRUCTURE: 

 

In May 1952 the famous X-ray diffraction image, Photo 

51, of “Signer DNA” [16] was produced using X-ray 

crystallography. [17] The picture became the basis for 

modeling, the currently acceptable DNA structure. The 

picture was taken by Raymond Gosling [18] under the 

supervision of Rosalind Franklin [19] a chemist and X-ray 

crystallographer. The photographed DNA was a salt of a 

calf thymus (aka NaDNA) provided by a Swiss 

chemist Rudolf Signer. [20] 

The NaDNA was saturated with water to form a gel. 

Franklin and Gosling managed to extract a single DNA 

fiber which was exposed to x-rays for sixty-two hours and 

hydrogen gas was pumped through a salt solution to 

maintain the desired hydration of the fiber.  Franklin 

labeled the obtained image “photo 51” which was a 

diffraction pattern of the hydrated form of NaDNA. 

Franklin and Gosling published five research papers based 

on the two x-ray photos (a hydrated and a non-hydrated 

form of NaDNA) and used mathematical models to 

explain their findings: 

 

• “The Structure of Sodium Thymonucleate Fibres. I. 

The Influence of Water Content”, [21] March 6 

1953. This paper described the methodology used 

to photograph the NaDNA and the importance of 

humidity for high quality diffraction of NaDNA. In 

addition, they attempt to figure out the 

positioning of the molecules based on the 

humidity uptake and water content. 

• “The Structure of Sodium Thymonucleate Fibres. II. 

The Cylindrically Symmetrical Patterson Function, 

[22] March 6 1953. The article applies Patterson 

function on the diffraction pattern generated by 

the non-hydrated NaDNA (aka A-DNA) in order to 

establish the structure and content of the NaDNA”. 

• “Molecular Configuration in Sodium 

Thymonucleate”, [23] April 25 1953. In this article 

the authors describe how humidly affects the 

diffraction of NaDNA and characterize the general 

features of the diffraction pattern. By taking into 

account the DNA molecules and  by applying 

Patterson Function they suggest the form of DNA 

to be helical.  This article was part of a 

combination of articles postulating the helical 

shape and molecular structure of DNA. 

• “Evidence or 2-chain helix in crystalline structure of 

sodium deoxyribonucleate”,[24] July 25 1953. 

Another article discussing the x-ray diffraction and 

the effects of water and humidity; the Patterson 

function is used in order to support the 2-chain 

helical structure of NaDNA. 

• “The Structure of Sodium Thymonucleate Fibres. III. 

The Three-Dimensional Patterson Function”. [25] 

October 29 1954. One more article on x-ray 

diffraction, effects of water and humidity and again 

the use of Patterson function to support, further, 

the helical structure of NaDNA. 
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CRITICAL CHECKPOINTS: 

1. In X-ray crystallography a beam of x-rays is shot at a 

crystal, the x-rays scatter based on the three-

dimensional form of the crystal, and it provides a 

photo of a two-dimensional diffraction pattern.  The 

interpretation of the diffracted photo is highly 

dependable on the observer’s knowledge and 

experience. The observer will use mathematical 

model/s he/she thinks suits best in modeling the 

three-dimensional structure of the crystal. Before 

computers, it was up to the scientist to map the 

spots, determine their strength and density, basically 

to determine the essentials on which mathematical 

models [26] will be applied to yield a three-

dimensional structural of the crystal. 

2. I’ve watched and read several articles on X-ray 

crystallography and found this video [27] being an 

excellent explanation of how it works. At the same 

time this video was quite disturbing because: 

• The diffraction pattern of a single spiral form is 

almost identical to the diffraction pattern of DNA. 

The two-chain helix form is suggested based on 

missing points in the photo 51. Basically, without 

those missing points the diffracted pattern of DNA 

would be identical to a single spiral form. 

• The base pairs are not diffracted as they are 

claimed to be “transparent”, their existence is 

assumed on the (also assumed) molecular 

structure of DNA. Basically, there are no evidence 

supporting the existence of base pairs other than 

the theoretical molecular structure of DNA. 

3. From another experiment, “optical experiments using 

ballpoint pen spring” [28] we also get a helical 

structure, but: 

• The experiment, again, uses one spiral form to 

confirm a double spiral form; why doesn’t anyone 

use double strand form to confirm double strand 

form? 

• A structure with transparent matter within or a 

structure without matter within, will produce the 

same diffraction pattern. 

4. Here is another confirmation of the assumed 

existence of paired bases in DNA 

structure:[29] “Franklin and Gosling account for the 

presence of the DNA bases in the molecule affect the 

X-ray diffraction pattern. They assume that the bases 

are evenly spaced apart. Using their equation and 

that assumption, Franklin and Gosling account for 

features they observe in Photo 51.” Basically, the 

interpretation of the diffraction pattern and the 

suggestion of the helical structure takes into account 

the invisible (actually assumed) base pairs. It should 

be stressed that the components of the base pairs 

have been isolated by Kossel, I’m not sure how 

someone can extract and isolate something. 

 

 

 

5. Franklin et al. research papers concluded [30] that 

NaDNA structure was crystalline, at least one of its 

forms took the shape of a helix, and many water 

molecules could cling to it. In addition, the structure 

depends on the state of hydration. Basically, from all 

the pictures taken, mathematical models used, 

observations and assumptions they’ve concluded that 

the structure might be helical (i.e. sometimes) and it 

tends to attract water to it. I’m not sure how this 

conclusion can be considered as evidence of double 

chain helical form of all DNA (in all living organisms) 

since Franklin’s x-rays were derived from NaDNA 

only. DNA from other sources and matter weren’t 

examined by Franklin. 

6. We should be aware that there is no perfect 

symmetry in nature, so trying to predict a shape of 

an object as tiny as DNA using mathematical 

models might not be the most appropriate way in 

doing so. 

7. Although “Molecular Configuration in Sodium 

Thymonucleate” was part of a combination of 

articles establishing DNA’s 2-chain helical structure, 

in this paper Franklins and Gosling stated that 

their X-ray data alone cannot prove that DNA is 

helical. But it’s on their x-ray images Wilkin, Crick 

and Watson postulated that the DNA is a 2-chain 

helical structure. 

8. The NaDNA was exposed to hydrogen gas and x-

rays for 62 hours in order to generate picture 51. It 

is interesting that a fragile and sensitive structure 

like DNA withstands such a treatment. I’m not sure 

if and how hydrogen gas can affect the DNA 

structure but we know that x-ray is considered an 

invasive and distractive method of studying matter, 

especially living matter. X-ray has a damaging 

effect on the tissue and its content, including DNA. 

How do we know that the x-ray images obtained 

are not images of the damaged and distorted 

DNA? Maybe the missing spots that suggest the 

existence of 2-chain, are the consequence of the 

damaging effect of x-ray? Below are some articles 

on the distractive effect of x-rays: 

• Types of DNA Damage [31] 

• Radioprotective agents to prevent cellular damage 

due to ionizing radiation [32] 

• X-ray radiation-induced damage in DNA 

monitored by online Raman [33] 

• X-ray radiation damage to biological samples: 

recent progress [34] 
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9. The same single fiber of NaDNA was actually 

exposed to x-ray for more than 62 hours as the same 

fiber was hydrated, dehydrated and re-hydrated 

again to obtain different diffraction photos: “It seems, 

therefore, that drying does not break the phosphate-

phosphate links but, if anything, cements them more 

strongly. The removal of water stresses and distorts 

the structure, destroying its regularity, while leaving 

the basic three-dimension skeleton intact. The effect 

on the X-ray diagrams maybe compared with that of 

strong thermal agitation”. 

10. The research paper “Evidence of 2-chain helix in 

crystalline structure of sodium deoxyribonucleate” is 

a very technical article which tries, once again, to 

prove the 2-chain helical structure of NaDNA by 

using cylindrical Paterson fraction and also tries to 

approximate the number of nucleotides by 

estimating the density and water absorption-content. 

Additionally, the paper assumes the positioning of 

nucleotides without any reference for this 

assumption. 

11. I’m kind of puzzled on why Signer’s research paper 

on isolation of NaDNA [35] is not translated, freely 

available, not taught and not used as the basis for 

DNA extraction since Signer was praised for 

obtaining high quality and quantity of DNA. Per 

Signer’s research paper “DNA is known to exist in the 

form of long-chain molecules of very high molecular 

weight; when sufficient precautions to avoid 

degradation are taken, values up to 8 million are 

obtained”. So here we have Franklin et al. preparing, 

photographing and expecting results that will show 

some kind of long chain form based on extraction 

methodology never re-performed by anyone else 

12. Signer’s DNA was received in a dry form [36] while 

we know that Miescher and Hoppe-Seyler’s DNA 

extraction experiments and even the current DNA 

extraction protocols require the DNA to be 

resuspended in a chemical solution to prevent DNA’s 

degradation. Generally, the DNA pallet (dry form) is 

acceptable to be stored for short periods in a 

refrigerator or in a freezer. How exactly Signer’s DNA 

stayed in perfect shape without this last step is 

unknown. This puzzles me even more, since Signer’s 

method of extraction is one step less i.e. saves time, 

yields high quality and quantity of DNA and does not 

require special storage conditions. Why then aren’t 

the modern extraction protocols based on Signer’s 

methodology? 

13. Gosling and Franklin prepared the DNA fibers for 

photography by saturating NaDNA with water to 

form a gel, a method which is described in “Physical 

studies of nucleic acid, Wilkins & Gosling, 1951”. [37] 

This is another paper not available for free and 

seems to be a method specific to NaDNA and not to 

other DNA samples. I wonder what made NaDNA to 

form a gel when saturated with water? This doesn’t 

happen with the DNA that gets resuspended in water 

nowadays, this indicates that either the NaDNA 

contained additional molecular/chemical component 

which was forming into gel when hydrated or Wilkins 

and Gosling accept water added some kind of gel 

forming compound. 

14. Here is a quick summary of all the mentioned points: 

• All observations, assumptions and conclusions 

were derived from examining NaDNA, a sample 

of dry form of DNA from one source. Franklin 

didn’t compare her finding to DNA obtained from 

other sources which means we cannot be sure 

that DNA from other sources looks like NaDNA. 

• The 2-chain helical structure is suggested and 

assumed based on missing spots in the x-ray 

diffraction pattern of the hydrated form of 

NaDNA (B-DNA), mathematical models and 

invisible base pairs. These suggestions were not 

confirmed by examining DNA extracted from 

other sources. 

• Existence of base pairs and their composition are 

assumed based on presumed molecular structure 

of DNA (molecular structure will be discussed in 

the next timeline event). 

• The use of X-ray damages the structure of any 

tissue and its content, the diffraction pattern of 

NaDNA might be a diffraction of a damaged 

NaDNA. 

50 / 58

https://onlinelibrary.wiley.com/doi/epdf/10.1002/hlca.19490320328
https://onlinelibrary.wiley.com/doi/epdf/10.1002/hlca.19490320328
https://kingscollections.org/exhibitions/archives/dna/early-work/signer-dna
https://www.nature.com/articles/167759a0
https://www.nature.com/articles/167759a0


 

On April 25 1953, the journal “Nature” published three 

articles [38] about DNA two-chain helical structure under 

the heading “Molecular Structure of Nucleic Acids”: 

 

• „A Structure of Deoxyribose Nucleic Acid” [39] by 

Francis Crick and James D. Watson pg737-738. Crick 

and Watson were suggesting a two-chain helical and 

molecular structure of DNA based on Frankin’s et al. 

x-ray diffraction pictures of NaDNA and research 

performed by others. This article was characterized 

as “a turning point in science” as it became widely 

accepted as the accurate description and function of 

DNA. Since then, RNA, genetics, molecular biology in 

general, are based on Crick and Watson’s 

suggestions. 

• „Molecular structure of Dexyonpentose Nuclaid Acid” 

[40] by Wilkins et al. pg 738-740. A paper proposing 

the helical structed of DNA based on unpublished x-

ray diffraction pictures and on Bessel Function, a 

mathematical model. 

• „Molecular Configuration in Sodium Thymonucleate” 

[41] by Franklin et al. pg 740-741. Already discussed 

in pervious timeline event. 

CRITICAL CHECKPOINTS: 

1. It is interesting that these three articles are not 

available for free by nature.com; why research 

suggesting the currently widely accepted structure of 

DNA isn’t available freely to the public? Many bodily 

fluid tests, medical drugs, medical procedures, 

modern research are all based on DNA discovery and 

its structure. Shouldn’t people have free access to the 

foundation on which molecular biology is based and 

medical procedures we are sometimes subjected to?  

2. Watson and Crick never conducted x-ray 

crystallography themselves, nor any other type of 

photography of any matter or actual lab work on 

DNA. The helical structure of DNA was assumed 

based on theoretical, molecular structure of DNA and 

derived from the speculation of research and work 

performed by others. They theorized a structural 

model of DNA and then were searching for evidence 

to support this theoretical model. 

3. Watson and Crick start their article by stating: “…The 

purpose of this communication is to describe, in a 

preliminary way, some of the experimental evidence 

for the polynucleotide chain configuration being 

helical, and existing in this form when in the 

natural state”. There is absolutely no evidence that 

the natural form and state of DNA is helical. 

Unprocessed, unheated and untreated with chemicals 

DNA was never, ever observed under any 

microscope. 

4. The article is clearly a “suggestion” of helical 

structure based on many, too many assumptions. The 

lack of scientific evidence and research and the 

number of words like “suggestion”, “assumption” etc. 

would place the article under the science fiction 

genre rather that scientific article: 

• “We wish to suggest a structure for the salt of 

deoxyribose nucleic acid.” The salt of a DNA, the 

highly chemically treated and processed dry form 

of DNA obtained from the thymus of a calf. 

• “We believe that the material which gives the X-

ray diagrams is the salt, not the free acid”. 

Science is based on experiments, believing in 

something suggests some kind of form of a 

religion or a cult. If they wanted to be 

scientifically correct, they would try to support 

their belief with experiments. 

• “We wish to put forward a radically different 

structure for the salt of deoxyribose nucleic acid”. 

• “We have assumed an angle of 36° between 

adjacent residues in the same chain, so that the 

structure repeats after 10 residues on each 

chain…”. They’ve assumed the form of DNA so it 

can match the theoretical, molecular structure of 

DNA. 

 “One of the pair must be a purine and the other 

a pyrimidine for bonding to occur” why it must 

be like that is not explained.
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• “If it is assumed that the bases only occur in the 

structure in the most plausible tautomeric forms…” 

• „It is found that only specific pairs of bases can 

bond together. These pairs are: adenine (purine) 

with thymine (pyrimidine), and guanine (purine) 

with cytosine (pyrimidine).” Although they don’t 

mention how this was found, what they are 

referring to is “Chargaff’s Rule” [42] supposedly 

developed by Erwin Chargaff who later became 

increasingly outspoken about the failure of the 

field of molecular biology, [43] claiming that 

molecular biology was “running riot and doing 

things that can never be justified”. Erwin Chargaff 

using various chemicals and procedures managed 

to extract the base pair components (similar 

methods to Kossel) and compared the quantities 

obtained, including molar ratio of A-T (Adenine-

Thymine) to G-T (Guanine-Cytosine); this 

comparison, A-T to G-T, was then taken as a hint 

of base pair mechanism, in reality Erwin Chargaff 

never suggested such a bonding mechanism. 

The research paper [44] describing the mentioned 

findings was published in Nature journal August 

15, 1953, almost four months after Crick and 

Watson’s article. Per Wikipedia Chargaff met Crick 

and Watson in 1952 and shared his discoveries. 

• “In other words, if an adenine forms one member 

of a pair, on either chain, then on these 

assumptions the other member must be thymine; 

similarly for guanine and cytosine” 

• “It has been found experimentally that the ratio 

of the amounts of adenine to thymine, and the 

ratio of guanine to cytosine, are always very close 

to unity for deoxyribose nucleic acid.” For some 

reason they, again, avoid referencing the research 

done by Erwin Chargaff. 

• “We have made the usual chemical assumptions. 

namely, that each chain consists of phosphate 

diester groups joining ß-D-deoxyribofuranose 

residues with 3’,5’ linkages”. I wonder if these 

assumptions were ever proven or scientists 

continue to make “the usual chemical 

assumptions”? 

• “The sequence of bases on a single chain, does 

not appear to be restricted in any way” 

• “It has not escaped our notice that the specific 

pairing we have postulated immediately suggests 

a possible copying mechanism for the genetic 

material”. This suggestion has absolutely no basis, 

logic or evidence. 

• “The previously published X-ray data on deoxy-

ribose nucleic acid are insufficient for a rigorous 

test of our structure. So far as we can tell, it 

is roughly compatible with the experimental 

data, but it must be regarded as unproved until 

it has been checked against more exact results. 

Some of these are given in the following 

communications. We were not aware of the details 

of the results presented there when we devised 

our structure, which rests mainly though not 

entirely on published experimental data and 

stereo-chemical arguments.” Basically the 

previously published x-ray data doesn’t confirm 

their theoretical molecular and the physical 

structure of DNA, their theories derived from 

published and unpublished data, their theories 

need to be proven by experiments and that they 

are not aware of the conclusions derived by the 

articles following their article.  

• “Full details of the structure, including the 

conditions assumed in building it, together with a 

set of co-ordinates for the atoms, will be published 

elsewhere”. 

• “We have also been stimulated by a knowledge of 

the general nature of the unpublished 

experimental results and ideas…” How do we 

know that unpublished results and ideas have any 

real basis? 

5. Watson and Crick mention that the (assumed) pairing 

mechanism implies a possible mechanism of DNA 

replication. How exactly does a theoretical molecular 

structure imply a replication mechanism? There are 

so many flaws in their suggestion: 

• Molecular structure of DNA & NaDNA are 

assumed. 

• Base Pairing mechanism is assumed. 

• Base pairs, in general, are assumed and have 

never been seen by any method of observation 

(while they have supposedly been isolated by 

Albrecht Kossel between 1885 and 1901). 

• Basically, they suggest replication based on 

unproven assumptions. Can anyone determine a 

replication method of unseen and unproven 

particles based on unseen and unproven 

particles? 

 The DNA form was originally drawn by Crick’s 

wife [45] [46]“based on their mathematical analysis of 

a pattern of spots revealed by a process called X-ray 

crystallography — for the April 1953 issue of the 

journal Nature.” As previously mentioned, Watson 

and Crick did not perform any DNA x-ray 

crystallography themselves and per their article they 

haven’t applied or used any mathematical analysis to 

support their claims.
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 Some critical issues with the “Molecule structure of 

Dexyonpentose Nuclaid Acid” by Wilkins et al.:

• "...some of the experimental evidence for the 

polynucleotide chain configuration being helical 

and existing in this form when in the natural 

state”. To support this statement, at the end of 

their article, in the section “Structure in Vivo” (in 

living state, part of living organism) they mention 

that centrifugated trout semen produced the 

same diffraction pattern with dried, rehydrated or 

washed sperm heads. X-rays of centrifuged 

bacteriophage produced main features of 

paracrystalline sodium nucleate diffraction 

pattern. A dried form of once “active” 

deoxypentose nucleic has the same crystalline 

structure with some of the samples of NaDNA. 

Although they mention that treated matter 

produce similar diffraction patterns to matter if 

treated differently, all matter under study were 

treated in one way or another, the matter weren’t 

in their living state and all were exposed to x-ray 

damaging effect. Fish sperm [47] heads observed 

under electron microscope have actually a 

spherical shape. 

• They mention that they have obtained similar 

photographs from calf and pig thymus, wheat 

germ, herring sperm, human tissue and T2 

bacteriophage but these photographs are not 

shared publicly anywhere, neither the 

methodology of extraction and photography. The 

article contains an x-ray picture of e. coli. which is 

kind of similar but not similar enough to NaDNA. 

We might have had a better understanding if 

diffraction pattern of helical structure were 

compared to non-helical structure. Were these 

structures ever confirmed through other ways 

(e.g. electron microscopy) in order to make sure 

that the interpretation of the x-ray diffraction 

patterns is accurate? 

• “the whole diffraction pattern is modified by the 

form factor of the nucleotide” basically the 

interpretation of the diffraction pattern takes into 

consideration the theoretical molecular structure 

of DNA including the invisible base pairs. 

• “The structure of deoxypentose nucleic acid is the 

same in all species”. Is it? How exactly was this 

established and confirmed? 

• “The sequence of different nitrogen bases along 

the chain is not made visible”, i.e. the base pairs 

are not visible. 

• The conclusion that the structure is double helix 

and not one helix is based on intensity of certain 

spots of the diffraction and the absence of 

reflation on or near meridian.  

 
 

Just to sum everything up: what we see in all three 

articles is the need to back up the theoretical molecular 

structure of DNA by theoretical form of DNA and vice 

versa 

So here we are, 150 years since the first DNA 

extraction, 140 years since DNA’s components 

isolation, almost 70 years since DNA x-rays 

diffraction pictures and the introduction of the 

double helix form and molecular structure.  The 

method of DNA extraction hasn’t changed 

much since DNA discovery. In reality anyone 

can extract DNA nowadays by buying a DNA 

extraction kit (there are plenty of brands), some 

expensive equipment and by following 

suppliers’ instructions. Chemicals got relabeled 

to buffers and every time a buffer is added, the 

mixture of the matter containing the buffer gets 

centrifugated. After repeating the mixing and 

spinning two to four times the extracted DNA 

gets re-suspended in a buffer, synthetic alcohol 

or ultra-pure water.  
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After this dive into the rabbit hole of DNA history, 

unfortunately I’m left with more questions than answers, 

with the main one being: 

• What makes scientists believe that the inactive part 

of the cell, the nucleus, contains the vital information 

of “life” and the tissue formation? 

• What makes scientists believe that components 

extracted from chemically treated tissue of one 

specie represent the content of all cells, nuclei, and 

nucleic acid of all species? 

• Why the extraction components (adenine, cytosine, 

guanine and thymine) and the DNA x-ray 

crystallography are not re-performed in order to re-

confirm the findings? 

• Why Signer’s protocols of extracting large amounts 

of perfectly preserved DNA that can be stored in 

room temperature (up until today) are not re-

performed and not practiced? 

• The components of the base pairs were isolated (by 

Kossel) but per x-ray and electron microscope they 

are invisible. I’m not sure how exactly someone can 

extract and isolate something invisible and determine 

their position in molecular and physical structures. 

Molecular biology hasn’t merged with quantum 

physics yet, as far as I’m aware. 

• Why vital research papers describing the 

methodology of extraction of DNA and its 

component are not freely shared with some being 

totally missing? How many scientists actually read 

them? 

• Why DNA extraction protocols of branded extraction 

kits vary from one another? Do different brands 

produce the same results if compared? Did anyone 

ever compare results obtained from one brand to 

another? What control experiments do the kits’ 

manufacturers perform? 

• What about the extraction protocols themselves, the 

harsh chemicals, detergents, synthetic alcohols, 

centrifugation, heating, boiling, cooking, cooling? 

Nothing natural and living can withstand these 

procedures but a sensitive and delicate DNA and its 

components residing in the inactive part of the cell, 

that represent the “code of life”, can? 

• What about control experiments? Of each procedure? 

Currently scientists use water as control because 

water is assumed that it doesn’t contain DNA, but 

water also doesn’t contain solid matter to go 

through all these procedures. 

• Was the interpretation of x-ray crystallography 

pattern ever compared to pictures generated by 

electron microscope when studying same matter, 

tissue, cells, DNA? To confirm that both methods 

generate same forms? 

• What makes scientists believe that life derives and 

propagates from a chemical or molecular 

composition of DNA? Why do they believe that 

treating dead or dying tissue with chemicals will 

provide answers on how tissue and life forms, 

replicates or propagates? Can we really derive to 

something meaningful after these chemical 

treatments and procedures? Can anything “living” or 

“vital” survive such a process and provide an 

explanation on how life “works”? 

• Do scientists ever question the procedures and 

methodology they perform? And in general, what are 

they doing exactly? 

• What evidence do we have on what is seen under 

the microscope (chemically treated, “fixed” and dyed 

dead tissue) exists, acts and has the same structure 

and functioning as when in a living state and a part 

of living tissue? Harold Hillman [48] has documented 

quite well the effects of chemicals and dyes used for 

observing neurons under microscope: The Effects of 

Staining Procedures – Harold Hillman, 1987 [49] 

 

It is interesting that since the two x-ray diffraction 

pictures of NaDNA in 1950, we only have two more 

images of DNA. One published on June 26, 2012 [50] and 

the second on November 28, 2012, [51] with both looking 

like one chain helix form. With DNA being claimed as the 

code of life and basis for so many, later, discoveries, I 

would imagine researches and students be eager to 

observe DNA under microscope. Why wouldn’t this be a 

standard part of a molecular biology course? Something 

so fundamental on which so many things are based e.g. 

genes, chromosomes, proteins, RNA, etc. 

 

Why not to use Signer’s DNA (still available at the 

college), [52] Wilkins’ technique of DNA fiber isolation 

and  the most powerful electron microscope, a 

microscope that can generate images of atoms? Just to 

reconfirm the so many assumptions made by Crick and 

Watson. Some will argue that DNA is too sensitive and 

the radiation of the electron microscopy can damage its 

delicate structure. But if this is the case why then is it 

assumed that:  

• that exposing NaDNA to the x-rays for days in order 

to obtain a diffraction pattern will not damage the 

NaDNA structure? 

• the obtained picture is of a well preserved NaDNA 

i.e. of a non damaged NaDNA? Atoms are not 

sensitive but DNA consisting of atoms is? 
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I don’t question the existence of heredity, heredity is a 

fact, and we see it with our own eyes, in our parents, in 

us, in our children, generally in all creatures. If it is 

Medel’s principles of inheritance or/and Darwin’s natural 

selection mechanism, I’m not sure, those are also theories, 

theories containing unproven assumptions. 

 

One of the most striking findings of mine is that control 

experiments are not performed, to consider or eliminate 

the effects of the chemicals and of the procedures. 

 

I have a hard time understanding why scientists, biologists 

and chemists, believe that studying dead tissue treated 

with chemicals and applying mathematical models will 

lead to some kind of discovery. What exactly makes them 

believe that they are dealing with a novel substance and 

not with tissue debris derived from reaction between 

dead tissue, chemicals used and procedures applied? 

 

Harold Hillman, neurobiology scientist, who used to 

challenge the mainstream science on the procedure 

employed to extract and study matter, once said in one of 

his interviews: “I think it is absolutely essential that people 

should understand the methods by which the things they 

believe were discovered, because a lot of people seems 

somehow to think what they believe in, is independent on 

how it was found out… people actually don’t know, if you 

stop [i.e. ask] the average person, an average biologists, 

how do you know that the DNA is in nuclei, the majority 

of them would say, we know about, would say, by 

subcellular fractionation, and  you say have you ever 

considered what happens in subcellular fractionation, they 

haven’t”. Basically, what he tries to point out is that 

scientists believe that what they find is independent from 

the method employed to find it, they do not examine the 

effects the chemicals and the procedures have on the 

matter of study. 

 

What molecular biologists and biochemists call isolation is 

actually identification and documentation of the 

byproducts generated after application of chemicals and 

some kind form of heat on biological matter. They 

compare the generated byproducts to byproducts of 

previously “isolated” matter and if the identified and 

documented byproducts, their quantity and composition 

do not match to anything already documented then they 

will call it a novel substance. This applies not only to DNA 

but also to different types of Protein, Vitamins, RNA etc. 

 

If DNA is not what it’s supposed to be and if it’s not 

responsible for anything ascribed to it then I wonder how 

much basis and substance the discoveries, theories and 

technology based on it have? e.g. genetics, CRISP, GMO,  

 

 

 

 

viruses, RNA and mRNA technology? I’ve already done 

some research on Protein, RNA and PCR where I found 

similar chemicals, procedures and assumptions performed 

and made. 

 

I don’t erase the fact that there is something, somethings 

that “instructs” or “initiates” the formation and the 

process of “life”, that there might be something behind all 

of this. Is it a chemical substance/s or chemical reaction? I 

doubt it, especially after this literature investigation. If it’s 

god or some kind of immaterial force or power, I can’t 

confirm neither erase such a thought. Personally, I don’t 

think there is something material, quantifiable, or 

chemical behind our consciousness, instincts and the 

manifestation of life. 

 

Maybe I’m biased by reading Antoine Bechamp’s work 

and whatever I could find on Gaston Naessens but I 

believe studying Bechamp’s microzymas (or Naessens 

somatids) can answer a lot of questions about life, 

microorganisms, tissue, health and dis-eases that scientist 

are so eagerly trying to answer, or are paid/funded to 

answer. 

I might not be a scientist and don’t have much experience 

in this field other than some school experiments but after 

doing this literature research I’ve concluded that no 

matter how much scientists try to explain life with 

chemicals reactions, numbers and alphabetical labeling, 

physical and mathematical models, they will fail to find 

anything meaningful. Dead or decomposing matter which 

is chemically treated can only reveal what and how 

something destroys and kills life not what creates it and 

how; and secondary, it looks like a very destructive and 

cruel branch of science. I don’t feel that whatever 

scientists find in their test tubes after all the mentioned 

procedures holds any answers to life, but it definitely 

shows how chemicals and unnatural procedures destroy 

and kills anything living. 

If I needed to describe in one sentence all that I’ve read 

to write this article it would be: “let’s mix dead or living 

matter with chemicals, spin, boil, burn and document 

what happens”. 
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PS: Miescher ”nuclein” got relabeled to “nucleic acid” 

by Richard Altmann. [53] “Nucleic acid” represents 

Deoxyribonucleic Acid (DNA) and ribonucleic acid (RNA). 

Some unreferenced articles that I found interesting and 

which helped in my research: 

● Friedrich Miescher und die Entdeckung der DNA 

● Das DNA-Rätsel: King's College, London, 1951-1953 

● Foto 51, Rosalind Franklin (1952). 

● Wissenschaftliche Katastrophe" in der 

Nukleinsäureforschung, die der 

Molekularbiologie Auftrieb gab. 
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