
 All Gene Ideas Refuted  in 2000

When already disproved science leads to permanent contradictions, but no 
one wants to hear it

❗

All gene ideas were completely and comprehensively refuted in 2000, the time of the 
publication of the contradictory data of the so-called Human Genome Project - the 
embarrassing claim that the entire human genome had been decoded (although more 
than half had to be freely invented)!
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 See article in the Zeit of 12.6.2008: Genetic material in resolution

https://ia802301.us.archive.org/31/items/genetics-genome-in-
dissolution/Genetics%20Genome%20in%20Dissolution%20-
%20English%20translation.pdf

Here it is summarised that the "hereditary material" is subject to constant changes 
and therefore cannot be "hereditary material" in the true sense and that the 
modifications in the sense of disease-causing genes are a misinterpretation.
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From the realm  of experts in BS -ology that masquerade as scientists and are getting 
paid to fabricate fairytales and utter nonsense . 
They use jargon to try to obfuscates plain guess work and speculation that  has no 
scientific basis.

deepL translate:
https://www.aerzteblatt.de/nachrichten/121272/Neandertaler-Gen-fuehrt-zu-
milderem-Verlauf-von-COVID-19

Neanderthal gene" leads to milder course of COVID-19
17. Februar 2021

Leipzig - A gene variant on chromosome 12 that facilitates immune defence against 
RNA viruses such as SARS-CoV-2 can be traced back to Homo neandertalensis, 
according to a study in the Proceedings of the National Academy of Sciences (PNAS, 
2021; DOI: 10.1073/pnas.2026309118).

The adoption of the genes took place about 60,000 years ago and has proved so 
advantageous for its new carriers since the Ice Age that in Eurasia today about 30 % of 
the population possesses the protective gene variant.

The sequencing of the genetic material of prehistoric humans has shown that Homo 
sapiens and Homo neandertalensis not only lived side by side but also with each other 
for tens of thousands of years. Genes were exchanged, from which apparently only 
Homo sapiens benefited. Its close relative died out about 40,000 years ago.

Many of the genes that survived in Homo sapiens were related to immune defence. 
Paleontologists suspect that Homo neandertalensis, which had settled earlier in 
Eurasia, had already adapted better to the environment than Homo sapiens, which 
arrived later. This advantage concerned, among other things, the ability of the innate 
immune system to ward off pathogens.

These pathogens are likely to have included RNA viruses, which are widespread in 
nature. The immune system has developed various defence mechanisms to defend 
itself against RNA viruses.

One is the activation of 3 oligoadenylate synthetases (OAS), which initiates the 
degradation of RNA by the RNase L enzyme. In a viral infection, the OAS are activated 



by interferons. In one of the 3 genes for OAS, there is a variant "rs10774671" that 
enhances the provision of the enzyme. Previous studies had shown that "rs10774671" 
is one of the variants that Homo sapiens inherited from Homo neandertalensis.

Hugo Zeberg and Svante Pääbo from the Max Planck Institute for Evolutionary 
Anthropology in Leipzig have now determined that carriers of "rs10774671" are 22% 
less likely to require treatment in an intensive care unit in the event of infection with 
SARS-CoV-2 (odds ratio 0.78: 0.71 to 0.85). Earlier studies had shown that 
"rs10774671" also protects against severe illness caused by the West Nile virus (odds 
ratio 0.63; 0.5 to 0.83) and the hepatitis C virus, which also belong to the RNA viruses.
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The variant "rs10774671" therefore offered a selection advantage in the past. Its 
carriers were more likely to reproduce, which is why the frequency of "rs10774671" 
has increased over time.

Zeberg and Pääbo found through analysis of a genome database that the variant was 
present in less than 10% of humans 20,000 years ago. In the following 10,000 years, 
the frequency increased to about 15%. Between 3,000 and 1,000 years ago, almost 
20% had the variant. In Eurasia and Japan today, as many as 30% of all people have it. 
Whether the frequency will continue to rise after the current pandemic remains to be 
seen (it depends on how many people die at a younger age before they could have 
children).

Not all Neanderthal genes have prepared humans well for COVID-19. Last year, Zeberg 
and Pääbo found that another gene variant that increases the risk of severe COVID-19 
was also inherited by Neanderthals.

According to a recent study in the Journal of Autoimmunity (2021; DOI: 
10.1016/j.jaut.2021.102595), the variant "rs11385949" on chromosome 3 increases the 



activity of the complement system. 
The consequence could be an increased tendency to thrombosis, which is a common 
cause of death in COVID-19. *
(* really? or common cause post toxic covid  protocol treatments and jabs?)
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https://www.aerzteblatt.de/nachrichten/131989/Neandertaler-Gen-macht-anfaellig-
fuer-schwere-COVID-19-Verlaeufe-schuetzt-aber-vor-HIV

Neanderthal gene makes susceptible 
to severe COVID-19 but protects against HIV

Leipzig/Stockholm - A genetic risk variant for a severe COVID-19 course, originally 
from Neanderthals, apparently reduces the risk of contracting HIV by 27 percent. This 
is according to a report in the Proceedings of the National Academy of Sciences of the 
United States of America (DOI: 10.1073/pnas.2116435119).

In addition to risk factors such as older age, obesity and chronic diseases, genetic 
make-up can also increase or decrease an individual's risk for severe COVID-19 
disease.

In autumn 2020, scientists from the Max Planck Institute for Evolutionary Anthropology 
in Leipzig and the Karolinska Institutet in Stockholm had already shown that humans 
inherited a significant genetic risk factor for severe COVID-19 diseases from 
Neanderthals.

When Svante Pääbo and Hugo Zeberg carried out further studies on prehistoric human 
DNA, it became apparent that this gene variant had become increasingly common 
since the last ice age - unexpectedly common for a variant inherited from 
Neanderthals. Therefore, the scientists concluded that the gene variant must also have 
an advantage for its carrier.

"This genetic risk variant for COVID-19 is so common that I started to wonder if it 
might not be good for something, like protecting against other infectious diseases," 
Zeberg is quoted as saying in a statement from the Max Planck Institute.



The genetic risk variant is located on chromosome 3, near several genes that code for 
immune system receptors. One of these receptors - CCR5 - is used by the HI virus to 
infect leukocytes.
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Zeberg discovered that people with this COVID-19 risk variant had fewer of these 
CCR5 receptors. And an analysis of three major blood banks in Finland, the UK and the 
US state of Michigan found that carriers of the gene variant had a 27 per cent lower 
risk of HIV infection.

"This shows how a gene variant can have both good and bad sides: Bad if the carrier 
gets infected with SARS-CoV-2, good if they get HIV," Zeberg said.

However: HIV only appeared in the 20th century, so protection against this infectious 
disease does not explain why this genetic risk variant spread so widely among humans 
10,000 years ago.

"We now know that this COVID-19 risk variant can protect against HIV infection. But it 
was probably protection against yet another disease that caused its incidence to 
increase so much after the last ice age," Zeberg explained. 
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