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Background
In Jan, 2020 SARS-CoV-2 firstly outbroke in Wuhan, CN

Until 2020 Sep 15: Coronavirus Cases 29,617,178；Deaths 935,946

Highly-transmissible, onset-hidden, lethal, sequelae-unclear, disruptive pathogen

Daily new cases in US Daily new cases in France

SARS-CoV-2 has caused another global pandemic after 1918 with cases detected in 
most countries in the world. So far, the daily new cases are till sharply increasing 
around the world and some countries are facing the second wave. However, we still 
do not know where does this virus come from? This PPT will prove it is LAB MADE.

Data & figures from： https://www.worldometers.info/coronavirus/



Evidences to support LAB MADE theory

1. The genomic sequence of SARS-CoV-2 is suspiciously similar to that of a bat coronavirus 
discovered by military laboratories in the Third Military Medical University (Chongqing, 
China) and the Research Institute for Medicine of Nanjing Command (Nanjing, China).

2. The receptor-binding motif (RBM) within the Spike protein of SARS-CoV-2, which 
determines the host specificity of the virus, resembles that of SARS-CoV from the 2003 
epidemic in a suspicious manner. Genomic evidence suggests that the RBM has been 
genetically manipulated.

3. SARS-CoV-2 contains a unique furin-cleavage site in its Spike protein, which is known 
to greatly enhance viral infectivity and cell tropism. Yet, this cleavage site is completely 
absent in this particular class of coronaviruses found in nature. In addition, rare codons 
associated with this additional sequence suggest the strong possibility that this furin-
cleavage site is not the product of natural evolution and could have been inserted into 
the SARS-CoV-2 genome artificially by techniques other than simple serial passage or 
multi-strain recombination events inside co-infected tissue cultures or animals.



Comparison between SARS-CoV-2 & ZC45

Genomic sequence analysis reveals that bat coronavirus 
ZC45 is the closest match to SARS-CoV-2

Compared to ZC45：

Nucleotide: ~89% same

Nucleocapsid：94% same

Membrane：98.6% same

S2 of S-protein：95% same

Orf8：94.2% same

(Other coronavirus<58%)

E protein：100% same



Comparison between SARS-CoV-2 & ZC45

Genomic sequence analysis reveals that bat coronavirus ZC45 is 
the closest match to SARS-CoV-2

Hypothesis:
SARS-CoV-2 genome 
has an origin based on 
the use of ZC45/ZXC21 
(owned by PLA) as a 
backbone and/or 
template for genetic 
gain-of-function 
modifications



Analysis on Receptor-Binding Motif (RBM)

S protein determines the host 
(human or bat)
S protein includes S1 & S2：
S1(RED): responsible for binding the
host receptor, the host receptors of 
SARS-CoV & SARS-CoV2 are both 
hACE2
RBM: a segment within S1 directly 
contacts with hACE2 (like a key to 
infecting host 🔑🔑)
S2: mediating membrane fusion to 
enable cellular entry of the virus



Analysis on Receptor-Binding Motif (RBM)

Comparison between SARS-CoV-2 &
ZC45/ZXC21 on S protein：

S2 protein part: 95% same

S1 protein: only 69% same (ZC45/ZXC21 do 
not affect human)

However, its RBM resembles that of SARS-
CoV（affect human）in a suspicious manner

No intermediate host seems to exist for 
SARS-CoV-2, which at the very least 
diminishes the possibility of a recombinant
event occurring in an intermediate host.



An Unusual Furin-cleavage site
No furin-cleavage site is found in any lineage 
B β coronavirus in nature. The one within the 
SARS-CoV-2 S protein is unlikely to be of 
natural origin and instead should be a result 
of laboratory modification

The introduction of a furin-cleavage site at 
the S1/S2 junction could significantly 
enhance the infectivity of a virus as well as 
greatly expand its cell tropism

Two consecutive Arg residues within the 
inserted sequence are both coded by the rare 
codon CGG, suggesting that this furin-
cleavage site should be a result of genetic 
engineering



Synthetic route of SARS-CoV-2
Note that labs, both in Hong Kong and mainland China, have the largest collection of 
coronaviruses and are able to carry out and accomplish the work described below.

Based on ZC45/ZXC21, engineering the 
RBM of the Spike for hACE2-binding

Diagram of a possible synthetic route of the laboratory-creation 
of SARS-CoV-2

Engineering a furin-cleavage site at 
the S1/S2 junction

Produce the designed viral genome using 
reverse genetics and recover live viruses

1.5 months

0.5 month

Obtain an ORF1b gene from RaBtCoV/4991

1 month

0.5 month

Optimize the virus for fitness and improve 
its hACE2-binding affinity in vivo (2.5-3 
months, total about 6 months)



Conclusion

1. Genetic evidence within the spike gene of SARS-CoV-2 genome (restriction sites flanking 
the RBM; tandem rare codons used at the inserted furin-cleavage site) does exist and 
suggests that the SARS-CoV-2 genome should be a product of genetic manipulation. 

2. If it was a laboratory product, the most critical element in its creation, the 
backbone/template virus (ZC45/ZXC21), is owned by military research laboratories. 

3. The genome sequence of SARS-CoV-2 has likely undergone genetic engineering, through 
which the virus has gained the ability to target humans with enhanced virulence and 
infectivity. The characteristics and pathogenic effects of SARS-CoV-2 are unprecedented. 
The virus is highly transmissible, onset-hidden, multi-organ targeting, sequelae-unclear, 
lethal, and associated with various symptoms and complications.

Finding the origin of SARS-CoV-2 should involve an independent audit of 
the WIV P4 laboratories and the laboratories of their close collaborators. 
Such an investigation should have taken place long ago and should not 
be delayed any further. We do not have much time!
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