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Dear Premium Customers, 

 
The active substance used, AZD1222, is based on an attenuated 
version of a common cold virus sourced from chimpanzees. It 
contains genetic material of a surface protein which the SARS CoV-
2 pathogen uses to attach itself to human cells. The vaccine has 
been formulated to have a twin-pronged effect, namely the 
formation of specific antibodies as well as T-cells, both of which are 
important for our immune defense.  
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The AstraZeneca vaccine has a number of 
clear advantages over the mRNA vaccine 
developed by BioNTech and produced by 

Pfizer. However, we still have reservations 
concerning its efficacy and the way in which 
Phase 3 was conducted. Further tests have 
since been carried out, but in our view the 

problematic issues have not been fully 
resolved. 



In the Salvagene C19 Immunization Program, our focus is likewise 
on optimizing immune response, especially T-helper cells, T-
memory cells and NK cells. For a Salvagene Premium client whose 
immune system has not yet been optimized, this vaccine could be 
an attractive option. It does not have to be super-refrigerated, 
which makes it far simpler to handle. It should therefore be more 
readily available outside of large conurbations. Also, it will be much 
more straightforward for smaller GP practices to administer this 
vaccine. 
 
 
Even though it is desirable for the overall management of the 
pandemic that as many people as possible come forward for 
vaccination, we have the additional responsibility of making 
individual recommendations to our clients at the right moment on 
the best possible vaccine so as to ensure that they derive 
maximum benefit. 
 
 
Because of our reservations concerning efficacy, we prefer to delay 
making any recommendation until at least three million doses have 
been injected. By then, we should have some indication as to actual 
effectiveness and any potential side-effects. We are working on the 
assumption that the incidence of short-term side-effects will be 
higher with a vector-based vaccine than with the mRNA vaccines.  
 
 
The vaccine project being undertaken by US company Novavax has 
encountered some difficulties. It has started the clinical trial phase 
in the USA and Mexico, having recruited around 30,000 volunteers. 
It goes without saying that we will continue to monitor this project 
closely and keep you informed. 
 
 
The second-most widely deployed vaccine in the world is Sinovac, 
from China. Again, the efficacy rates vary widely. For example, in 
Brazil they range between 50% and 90%, while in Turkey an 
efficacy of 91% has been reported. We are of the opinion that many 
questions about this project remain unanswered. 
 



 
And the same could be said of vaccines in general. For example, 
do they need to be adjusted in their composition, and if so, at what 
sort of time intervals? Will booster jabs be required after just a few 
months? We consider that being inoculated with a succession of 
different vaccines could be potentially dangerous. We still do not 
know which vaccines will have which level of effectiveness in the 
future. It is also unclear whether any vaccine, present or future, 
can offer sterile immunity. These are just a few of the matters that 
are currently unresolved. 
 
 
But for us as a company that has dedicated itself to genetic 
research, the biggest question of all is whether the vaccines so far 
developed are able to cope with different mutations. Will they have 
to be continuously adapted in the future? From our perspective, 
this question remains completely unanswered. 
 
 
As previously reported, the team at BioNTech are currently 
engaged in research on the B.1.1.7. variant which was first isolated 
by scientists in the UK and has since been identified in countries 
around the world. We expect to find out in the next few days 
whether the BioNTech tests confirm that their vaccine is also 
effective against the B.1.1.7. variant, and above all, whether it 
retains the same efficacy rate. 
 
 
It has been shown that the new B.1.1.7. variant has an unusually 
large number of mutations, at least three of which affect the spike 
protein by means of which the virus enters host cells. We are 
looking into the reasons why it carries so many mutations. The 
WHO is also calling for intensive monitoring of the variant and for 
tracking of further genetic mutations in different countries. 
 
 
According to one theory, an immunosuppressed individual became 
infected with the virus, and their suppressed immune system was 
unable to eliminate the virus. Instead, it multiplied and 
accumulated mutations that gave it a reproductive advantage over 



the other virus variants. We consider this to have been the most 
likely evolutionary process for the B.1.1.7. variant.  
 
 
In evolutionary biology, mutations prevail when they represent an 
advantage for the virus under the pressure of natural selection, in 
this case from the immune response. If the immune system is 
suppressed, then the virus comes under no such pressure; it does 
not have to change because the current version can reproduce 
perfectly well. It is conceivable that, for example, the binding to 
the receptor is optimized by new variants. 
 
 
A second possibility is that, when a virus jumps from one species 
to another, it has to adapt in order to remain able to reproduce. 
The pressure of natural selection is high. In the case of the Cluster 
5 mutations that developed on mink farms in Denmark, it has even 
happened twice – from human to animal and back again. The 
changes were such that there was a risk of a worse pandemic. 
 
 
The third possibility, which we have warned of since the beginning 
of the pandemic although it is not foremost in our considerations, 
is reinfection. In the case of a person who has already been 
infected with the coronavirus once and whose immune defenses 
therefore recognize the intruder but are unable to mount a 
sufficiently strong response, the antibodies pose a high but not 
insurmountable hurdle to reinfection. This could stimulate the 
production of mutations capable of overcoming the body’s natural 
defenses.  
 
 
This would also be the case if a vaccine has very weak efficacy, a 
danger that we warned against some time ago in Keynote #32 (“A 
weak vaccine is worse than no vaccine”). We are not aware of any 
comparable projects on the efficacy against variant B.1.1.7. being 
undertaken by Moderna, AstraZeneca or any of the Chinese vaccine 
manufacturers. 
 
 



We now know the key mutations in the spike protein that optimize 
docking of the virus to the ACR2 receptor of the host cell and 
facilitate splitting of the spike protein so that the virus enters the 
cell more easily.  
 
 
There are two possibilities which we can do at the moment: 
 
1. If we want to get to the bottom of this in scientifically clinical 
fashion. We need to genetically modify viruses with absolute 
precision. We have to artificially replicate virtually every single 
mutation in the laboratory, as well as combinations of these 
individual mutations. Then we have to grow them in cell cultures 
and observe what happens. The next step would be to create 
organoids from human respiratory tract tissue, and again observe 
what happens. Ideally, we would then conduct experiments on 
ferrets or other laboratory animals. These would have to be 
conducted over a period of at least 2-3 months. 
 
2. Since there is no time for this, the BioNTech team are first trying 
to grow the real virus in direct comparison to the previous variants 
in the laboratory and see how quickly the variant multiplies. The 
initial results should be available in the next few days.  
 
Individual recommendations, which we made at the beginning of 
January for Salvagene Premium clients with high Risk Factors and 
high Cytokine Risk Factors, have currently been put on hold while 
we await the final results from Mainz.  
 
 
 
 


