Limeng Yan wraps herself as holding the truths which are actually

not originated from herself at all
Let’s remember the real pioneers, heroes and whistleblowers

Author: Vincent Hung

COVID19, which has been the causal agent of the global pandemic since late 2019, displays
several unnatural characteristics, including the Furin cleavage site and the unusual similarity to the
Zhoushan bat virus ZC45/ZXC21. Besides, several lines of evidence have indicated RaTG13 is a
possible manipulated fake virus, not as to mention the possible fake pangolin virus Pan-SL-
CoV/GD. These important findings are all included in Limeng Yan’s so called scientific reports
(since September 14, 2020). However, when we take a deeper look at these findings in a
chronological order, we found all of these compelling evidence and insightful findings were
actually not first found, proposed or done by Limeng Yan at all. Limeng Yan’s reports are more
of reviews rather than scientific reports based on her own knowledge. Here | sorted up the timelines
and recovered who were the first persons to find out these key evidence and results, who were the
real heroes, pioneers and whistle blowers.

Is Limeng Yan the first person who found the intimate relationships between

Zhoushan Bat virus and COVID19? Definitely not.

Let’s first look at who is the first to expose the close evolutionary relationship between Zhoushan
Bat virus ZC45/ZXC21 and COVID19. Yongzhen Zhang from Fudan University in Shanghai
wrote up a paper entitled “A new coronavirus associated with human respiratory disease in China”
and submitted it to Nature at January 7, 2020, which is the earliest traceable literature source® (Fig.
1). Yongzhen Zhang’s paper first revealed the close evolutionary relationship between Zhoushan
bat virus ZC45/ZXC21 and COVID19*! (Fig 2). As it takes at least several days to finish writing a
paper, Zhang’s team might know this truth even garlier than January 7, 2020. According to Gene
Bank’s records, Yongzhen Zhang uploaded the first version of COVID19 genome sequence at
January 5, 2020 (https://www.ncbi.nlm.nih.gov/nuccore/MN908947.1), which might be released
to public (all over the world) around January 10, 2020. From then on, scientists and curious people
all over the world could start to use the genome to conduct bioinformatic analysis. The simplest
analysis was just putting the nucleotides sequence of COVID19 into a BLAST program in NCBI
to search for the closest relatives. | am sure most of them would find ZC45/ZXC21 were the top
two hits shown in the BLAST results, as what | did by myself (Fig 3). Also Shan Gao from Nankai
University in China sorted up a time line showing that in early time of the pandemic, various
people undertook different ways to warn the public about the pandemic (Fig 4):

12-30-2019: Jinsong Shi warned him through personal Wechat the possible explode of the virus.


https://www.ncbi.nlm.nih.gov/nuccore/MN908947.1

(Please note: also at 12-30-2019, Dr. Wenliang Li warned the public through Wechat of a new
SARS outbreak.)

12-31-2019: Shan Gao tried to make a warning about the pandemic in the famous Chinese website
Zhihu (%1-F) but failed due to censorship.

1-3-2020: Shan Gao successfully made a warning about the possible explode of the virus in the
famous Chinese website Zhihu and got prepared for the successive research need.

(Please note: also at 1=3-2020, Dr. Wenliang Li was punished by the local police due to his warning
to public through Wechat before this date.)

1-10-2020: The first COVID19 genome sequence was released by Chinese scientists.

1-13-2020: Shan Gao finished the bioinformatic analysis of the public available COVID19 genome
sequence, got important findings, and started to prepare manuscript.

Based on the above-mentioned efforts by the pioneering Chinese whistle blowers, Limeng Yan
neither was the first one to recover the Zhoushan bat virus’s intimate relationship with COVID19,
nor was she among the first ones to warn the Chinese folks and the world of the severity of the
pandemic.
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Emerging infectious diseases, such as severe acute respiratory syndrome (SARS) and

Openaccess Zikavirus disease, present amajor threat to public health'. Despite intense research
® Check for updates efforts, how, when and where new diseases appear are still a source of considerable

uncertainty. A severe respiratory disease was recently reported in Wuhan, Hubei

Fig. 1 Screen shot of Yongzhen Zhang’s Nature paper showing the publishing records which
indicate Yongzhen Zhang submitted the manuscript to Nature at January 7, 2020".




Fig. 2 Screen shot of Yongzhen Zhang’s Nature paper showing phylogenetic trees which first
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revealed COVID19 was evolutionarily close to Zhoushan bat virus ZC45/ZXC211.
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Fig. 3 BLAST result using the COVID19 genome sequence as a bait in the middle of January,

Bat SARS-like coronavirus isolate bat-SL-CoVZC45, complete genome

Bat SARS-like coronavirus isolate bat-SL-CoVZXC21, complete genome
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SARS coronavirus SZ16, complete genome
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2020 shows ZC45/ZXC21 as the top two hits.
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Fig. 4 Screen shot from Zhihu (https://www.zhihu.com/question/372527344). Time line sorted by
Shan Gao showing multiple peoples used various ways including personal communications,
posting warnings on the public media Zhihu, virus genome data analysis and research article
writing to warn the public and the world the truths of COVID19.

Let’s move on to the Furin cleavage site. Is Limeng Yan the first person who
found it? The answer is definitely no. It is Shan Gao from Nankai University in

China who found it first.

According to Shan Gao’ records in Zhihu, he finished the COVID19 genome sequence analysis at
January 18,2020 and found two important mutational sites, one of which was the Furin cleavage
site (Fig 4). Later at January 21, 2020 he posted his research article entitled “A furin cleavage site
was discovered in the S protein of the Wuhan 2019 novel coronavirus” at research gate website

and at the same time posted “wX¥X 20197 ERpi 72 SEE H Al REfF/EFurin®E A BBV = at the
Zhihu website, which was later submitted to ChinaXiv as a preprint at January 27, 2020° (Fig. 4



and Fig. 5).
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Fig1. A furin cleavage site was discovered in the S protein of the 2019 novel coronavirus

Fig. 5 Screen shot from Shan Gao’s paper showing amino acids and nucleotides sequence
alignment to demonstrate the existence of the Furin cleavage site?.

It is noteworthy that a French group published “The spike glycoprotein of the new coronavirus
2019-nCoV contains a furin-like cleavage site absent in CoV of the same clade™ at Feburary 20,
2020, exposing the same Furin site in COVID19. So Limeng Yan definitely was not the first one
to discover the Furin cleavage site.

Let’s move on to the unnatural RaTG13 and pangolin coronavirus (Pan-SL-
CoV/GD). Is Limeng Yan the first one who found the unnatural characteristics
of RaTG13 and pangolin virus? The answer is no.

As early as January 27, 2020, a group from Greece published “Full-genome evolutionary analysis
of the novel corona virus (2019-nCoV) rejects the hypothesis of emergence as a result of a recent
recombination event”, which proposed that it was not likely that COVID19 was naturally resulted
from the recombination event between RaTG13 and other Bat SARS like viruses® (Fig 6).
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Fig. 6 Screenshot from “Full-genome evolutionary analysis of the novel corona virus (2019-nCoV)
rejects the hypothesis of emergence as a result of a recent recombination event” showing the
Simplot of 2019-nCoV (NC_045512_Wuhan_Hu-1) against sequences of the listed viruses®.

Another very compelling evidence which indicates RaTG13 is fake is the unnatural synonymous
mutations/non-synonymous mutations statistical analysis results of the Spike encoding gene of
RaTG13 when compared to that of COVID19* (Fig 7). This analysis was first published at May,
2020 and was done by the owner of the personal blog “Nerd Has Power”, who is also the second
ranking coauthor of Limeng Yan’s reports.

In the Author’s note and acknowledgement part, the blogger wrote that “The first addition is the
analysis of synonymous/non-synonymous mutations of Spike-encoding gene of RaTG13. This was
first identified and analyzed by Elannor D. Allens, who described this finding in a comment under
my earlier article. Using the synonymous/nonsynonymous ratio between ZC45 and ZXC21 as an
example of natural evolution was suggested by j&f = )55 2 .** So, from this part we can conclude
that the synonymous mutations and non-synonymous mutations analysis were actually done by
three authors including the blogger Shu Kang, Elannor D. Allens and & 7 )55 2 . Obviously, this

is not first proposed and done by Limeng Yan.

For the analysis of E protein mutation tolerance during the pandemic, the blogger wrote “The
second addition is the analysis of recently observed mutations in the viral E proteins. This was first



observed and analyzed by John F. Signus, who also posted his findings in a series of comments.
The writing here owes greatly to their brilliance and insights.”*
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Fig 7. Screen shot from “Nerd has Power” blog (https://nerdhaspower.weebly.com/ratg13-is-
fake.html) showing the synonymous mutations and non-synonymous mutation analysis in two
groups: ZC45/ZXC21 and SARS-COV-2 (COVID19)/RaTG13.

Another very convincing evidence are combined efforts from Daoyu Zhang® (published at Atgst
1,2020) and Monali C. Rahalkar & Rahul A. Bahulikar® (published at /Augst7,'2020) (Fig 8).
Through the metagenomics analysis (basically analyzing the species distribution or origins of the
sequencing reads) of the next generation sequencing results of RaTG13, they found only less than
1% reads came from bacteria, which was not usual, as a fecal sample should generate at least 60-
70% or higher percentage of bacterial reads®®.
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Fig. 8 Screen shots of the headings of Daoyu’s and Monali C. Rahalkar & Rahul A. Bahulikar’s
paper>$,


https://nerdhaspower.weebly.com/ratg13-is-fake.html
https://nerdhaspower.weebly.com/ratg13-is-fake.html

By applying the same metagenomic analysis (basically analyzing the species distribution or origins
of the sequencing reads) of the pangolin virus’ NGS results, at June 8, 2020, Daoyu found that the
pangolin samples may be heavily contaminated by human samples’, as when they found there were
reads from pangolin coronavirus in the pangolin samples, they could also detect reads from human,
if there were no human reads, they could not detect reads from pangolin coronavirus (Fig 9). Part
2 of Limeng Yan’s second reports is largely based on this pioneer paper.

June 8, 2020 =Y ccess

The Pan-SL-CoV/GD sequences may be from
contamination.

Daoyu Zhang

/§] VIRAL CONTAMINATION ®

Fig. 9 Screen shots of the headings of Daoyu’s paper’.

So from the time line sorting shown above, obviously Limeng Yan was not the first and also has
done nothing with revealing truth of the fake RaTG13 and pangolin virus.

The last thing is the unusual switching/insertion of SARS Spike Receptor
Binding Motif (RBM) into COVID19. Has Limeng Yan found this result? The

answer is no.

At  March 15, 2020, this analysis was posted on Nerd Has Power
(https://nerdhaspower.weebly.com/) by the owner of the personal blog who is also a coauthor of
Limeng Yan’s reports. He analyzed SARS-Spike/ACE2 protein complex 3D structure and
performed multiple sequence analysis and found that the S1 part of Zhoushan Bat virus was
exceptionally similar to that of COVID19 except the Receptor Binding Motif. Interestingly, the
RBM region showed high similarity to SARS RBM except for a few amino acids mutations that
were actually not essential for ACE2 binding (Fig 10). This was confirmed by his structural based



analysis®.
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Fig 10. Screenshot from from Nerd has Power blog (https /Inerdhaspower. Weebly com/) showmg
multiple sequence alignment of COVID19, SARS and ZX45/ZXC218.

Although Limeng Yan has boasted of herself holding the truths, from my timeline analysis in a
chronological way to figure out who were the first contributors to tell the real truths, I can not find
her.

Dr. Wenliang Li sacrificed his life warning the public of the outbreak of COVID, when he knew
the truth.

Yongzhen Zhang and Shan Gao posted warning in website Zhihu and wrote scientific paper when
they knew the truth.

A nurse in Heilongjiang Province wrote an Email to Fauci, when she knew the truth.

Limeng Yan wraps herself as holding the truths and brags about her “Yan reports”. But actually,
those truths came from the rarely mentioned real pioneers and heroes as | show in this manuscript.

Let’s remember the real pioneers in this pandemic and don’t let others conceal or steal their
contributions.
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