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Int roduct ion

The follow ing explanat ion is provided in answer  t o t he m any quest ions we 

have received regarding t he genom ic f ragm ent s of  ret roviral HIV-1 found 

w it h in t he RNA genom e of  Covid-19.  We have found t he clearest  depict ion 

is an im aginary of  a ' l ine drawn in t he sand'.

On t he lef t  is t he virus, including t he ret rovirus HIV-1 f ragm ent s.  While t o 

t he r ight  is t he RNA-based vaccine developed f rom  t he RNA virus and 

includes t he ret roviral HIV-1 f ragm ent s.

Persons cont ract ing t he Covid-19 virus, do undergo an alt erat ion t o t he 

DNA of  t he infect ed cell(s), t he so-called "host  DNA" .  This is due t o t he 

inclusion of  ret roviral HIV-1 f ragm ent s.  They do not  however  cont ract  HIV 

it self , as t he com plet e genom ic sequence of  t h is ret rovirus is not  present .

Ret roviruses are a t ype of  virus t hat  use RNA as t heir  genet ic m at er ial and 

a special enzym e called reverse t ranscr ipt ase t o t ranslat e t he virus's 

genet ic inform at ion int o DNA.  That  DNA can t hen int egrat e int o t he host  

(your ) cell 's DNA.  At  t h is point , t he ret rovirus can replicat e it self  using 

your  cells resources.  It  "goes viral" .  The HIV-1 f ragm ent s act  in t he 

norm al biological m anner  as t he ent ire HIV virus it self .  Fur t her  det ails are 

provided lat er .

To t he r ight  of  our  im aginary l ine is t he RNA-based vaccine.  It  does 

cont ain genom ic f ragm ent s of  t he ret rovirus HIV-1, and a m odif ied RNA 

genom ic sequence of  Covid-19.  Likew ise, persons inoculat ed w il l  neit her  

cont ract  HIV, nor  Covid-19.  

However , and t h is is t he m ajor  dif ference bet ween t he virus and t he 

vaccine, t he lat t er  does perm anent ly alt er  a person's ent ire DNA. 



The dif ference lays w it h in t he addit ional com ponent s em bedded w it h in 

t he vaccine it self .  These are quant um  dot s, luciferase, hydrogel and 

nanom at er ials such as gold and diam ond (funct ioning as biosensors 

inside t he hum an body).  Work ing in t adem  w it h t he Covid-19 virus, and 

t he f ragm ent s of  t he ret rovirus HIV-1, all of  t he "host  DNA"  is 

perm anent ly changed.  This exceeds t he nat ural biological changes 

brought  about  by a "com m on"  ret rovirus.

As a RNA virus, Covid-19 funct ions as a vect or  t o t ransm it  t he HIV-1 

f ragm ent s int o a cell 's cyt osol.  At  t h is point  t he roles are reversed w it h 

t he ret roviral HIV-1 f ragm ent s now act ing as a vect or  for  t he delivery of  

t he Covid-19 virus int o t he cell 's nucleus.  

These f ragm ent s of  HIV-1 im prove t he "gain of  funct ion"  of  Covid-19 as a 

virus, increasing it s m obidit y, w it hout  an increase in m or t alit y.  

Likew ise, t h is process is det ailed lat er .

The grand delusion of  2019-nCoV/COVID-19 and it s at t endant  m ainst ream  

nar rat ive proclaim ing t he virus being of  nat ural or igin, has obfuscat ed 

ver if ied scient if ic evidence t o t he cont rary.  Specif ically, not  4, or  6, but  18 

genom ic f ragm ent s (inser t s) of  HIV-1 (Hum an Im m unodef iciency Virus) 

have deliberat ely and ar t if icial ly been placed w it h in t he overall genom e of  

Covid-19, a single-st randed RNA (Ribonucleic acid) virus. A ret rovirus.

Charact er izat ion of  HIV-1 Near  Full-Lengt h Proviral Genom e



As a ret rovirus, t hese HIV-1 f ragm ent s while not  form ing t he ent ire 

genom e of  t he HIV virus it self , is direct ly relevant  t o every hum an.  As 

t he scient ist s and t heir  associat es prove w it h t heir  published papers 

herein, t hese f ragm ent s serve t he designed biological object ive known 

as "gain of  funct ion"  as present ed in t he follow ing paper .

As w il l  be explained lat er , t he funct ion of  t he HIV-1 f ragm ent s is t o 

prom ot e viral ent ry int o a host  cell.  Not  only ent ry of  HIV-1, but  t he 

2019-nCoV/COVID-19 virus it self .  A ret rovirus.



Abst ract

We are cur rent ly w it nessing a m ajor  epidem ic caused by 

t he 2019 novel coronavirus (2019-nCoV). The evolut ion of  

2019-nCoV rem ains elusive. We found 4 inser t ions in t he 

spike glycoprot ein (S) which are unique t o t he 2019-nCoV 

and are not  present  in ot her  coronaviruses. Im por t ant ly, 

am ino acid residues in all t he 4 inser t s have ident it y or  

sim ilar it y t o t hose in t he HIV-1 gp120 or  HIV-1 Gag. 

Int erest ingly, despit e t he inser t s being discont inuous on 

t he pr im ary am ino acid sequence, 3D-m odell ing of  t he 

2019-nCoV suggest s t hat  t hey converge t o const it ut e t he 

recept or  binding sit e. The f inding of  4 unique inser t s in 

t he 2019-nCoV, all of  which have ident it y / sim ilar it y t o 

am ino acid residues in key st ruct ural prot eins of  HIV-1 is 

unlikely t o be for t u it ous in nat ure. This work  provides yet  

unknown insight s on 2019-nCoV and sheds l ight  on t he 

evolut ion and pat hogenicit y of  t h is virus w it h im por t ant  

im plicat ions for  diagnosis of  t h is virus.

Uncanny sim ilar it y of  unique inser t s in t he 2019-nCoV 

spike prot ein t o HIV-1 gp120 and Gag

Prashant  Pradhan, Ashut osh Kum ar  Pandey, Akhilesh Mishra, Parul Gupt a, 
Praveen Kum ar  Tr ipat hi, Manoj Balakr ishnan Menon, Jam es 
Gom es,Perum al Vivekanandan, Bishwajit  Kundu

doi:ht t ps:/ / doi.org/10.1101/2020.01.30.927871

https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full


Mult iple sequence alignm ent  bet ween spike prot eins of  2019-nCoV and SARS.

The sequences of  spike prot eins of  201-nCoV (Wuhan-HU-1), 
AccessionNC_045512) and of  SARS CoV (GZ02, Accession AY390556) were 
aligned using Mult iAlin sof t ware.  The sit es of  dif ference are highlight ed in 
boxes.



Met hodology

Ret r ieval and alignm ent  of  nucleic acid and prot ein 

sequences

We ret r ieved all t he available coronavirus sequences 

(n=55) f rom  NCBI viral genom e dat abase 

(ht t ps:/ /www.ncbi.n lm .nih.gov/ ) and we used t he GISAID 

(Elbe & Buck land-Mer ret t , 2017)[ht t ps:/ /www.gisaid.org/ ] 

t o ret r ieve all available fu l l-lengt h sequences (n=28) of  

2019-nCoV as on 27 Jan 2020. Mult iple sequence alignm ent  

of  al l  coronavirus genom es was per form ed by using 

MUSCLE sof t ware (Edgar , 2004) based on neighbour  join ing 

m et hod. Out  of  55 coronavirus genom e 32 represent at ive 

genom es of  all cat egory were used for  phylogenet ic t ree 

developm ent  using MEGAX sof t ware (Kum ar  et  al., 2018). 

The closest  relat ive was found t o be SARS CoV. The 

glycoprot ein region of  SARS CoV and 2019-nCoV were 

aligned and visualized using Mult alin sof t ware (Corpet , 

1988). The ident if ied am ino acid and nucleot ide sequence 

were aligned w it h whole viral genom e dat abase using 

BLASTp and BLASTn. The conservat ion of  t he nucleot ide 

and am ino acid m ot ifs in 28 clin ical var iant s of  2019-nCoV 

genom e were present ed by per form ing m ult iple sequence 

alignm ent  using MEGAX sof t ware. The t hree dim ensional 

st ruct ure of  2019-nCoV glycoprot ein was generat ed by 

using SWISS-MODEL online server  (Biasini et  al., 2014) and 

t he st ruct ure was m arked and visualized by using PyMol 

(DeLano, 2002).

https://www.ncbi.nlm.nih.gov/
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-11
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-11
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-11
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-11
https://www.gisaid.org/
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-10
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-10
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-13
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-13
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-13
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-13
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-7
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-7
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-2
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-2
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-2
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-2
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-8
https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1.full#ref-8


HIV



In t h is case, t he DNA resides w it h in t he nucleus of  hum an cells.  Once 

fused, t he DNA copy of  HIV-1 and 2019-nCoV/COVID-19 perm anent ly alt ers 

t he exist ing DNA of  t he hum an host .

The Nat ional Hum an Genom e Research Inst it ut e descr ibes a ret rovirus,  

including HIV-1: a retrovirus is a virus that uses RNA as its genetic material.  

When a retrovirus infects a cell, it makes a DNA copy of its genome that is 

inserted into the DNA of the host cell.  There are a variety of different 

retroviruses that cause human diseases such as some forms of cancer and 

AIDS.



This process i l lust rat es how Covid-19 accom plishes t wo t asks.  First , 

act ing as a vect or  for  t he ent ry of  HIV-1 f ragm ent s int o t he cyt oplasm  

of  a cell.  Second, ent ry of  bot h HIV-1 and t he  2019-nCoV/COVID-19 

virus int o t he cell nucleus, t hereby gaining access t o t he host  (hum an) 

cell 's DNA t o perm anent ly alt er  i t .

There is a biological sym m et ry bet ween 2019-nCoV/COVID-19 and 

HIV-1, w it h one requir ing t he nat ural charact er ist ics of  t he ot her .  

They work  in concer t  w it h one anot her , each act ing as a vect or  for  t he 

ot her .  A vect or  is an organism  t hat  does not  cause disease it self  but  

which spreads infect ion by conveying pat hogens f rom  one host  t o 

anot her .



Wit hin t heir  respect ive papers, research scient ist s Prashant  Pradhan, et  

al., and Dr . Mont agnier  and his co-researcher  Jean Claude Perez not ed 

w it h in t he com plet e genom ic RNA sequence of  2019-nCoV/COVID-19 t he 

f ragm ent s (inser t s) of  HIV-1.  Meaning, t he 2019-nCoV/COVID-19 virus 

it self  exist s due t he presence of  HIV-1.  The spread, or  viral it y of  

2019-nCoV/COVID-19 is dependent  upon t hese f ragm ent s of  HIV.  This is 

t he aforem ent ioned "gain of  funct ion" .

Once infect ed, t he DNA of  t he host  cell produces a new single st rand of  

RNA.  One consist ing of  bot h t he or iginal DNA of  t he host , and t he new 

DNA of  2019-nCoV/COVID-19, and HIV-1.



In it ial ly, as a single RNA st rand, 2019-nCoV/COVID-19 and HIV-1 m ove 

int o t he f lu id of  a cell, t he cyt oplasm .  The RNA t hen produces a copy, 

a com plim ent ary single st rand of  i t self , refer red t o as cDNA.  It  is a 

single st rand of  DNA.  Next , a second com plim ent ary st rand is 

produced, m at ching t he f ir st .  The t wo int er t w ine int o t he fam il iar  

double helix of  com m on DNA.  This is st i l l  refer red t o as cDNA, or  

dscDNA (double st randed com plim ent ary DNA). This cDNA consist s of  

t he com bined genom e of  2019-nCoV/COVID-19 and HIV-1.

The new cDNA (as a fam il iar  double helix) ent ers t he nucleus of  t he 

cell and binds t o t he exist ing DNA of  t he host  (hum an) cell.  This 

perm anent ly changes t he host  DNA of  t h is specif ic cell int o a 

ret rovirus: 2019-nCoV/COVID-19 and HIV-1.



The virus, l ike all viruses, want s t o reproduce.  It  want s t o "go viral" .  It  

does so by producing a single st rand of  m essenger  RNA (mRNA), i t self  a 

copy of  t he viral cDNA (t he new ly form ed, alt ered host  DNA).  This 

single st rand mRNA exit s t he nucleus, t hen t he cell i t self , m oving on t o 

t he next  cell, t hus "going viral" .



In t he follow ing, we are present ing published research f rom  well 

known and respect ed scient ist s, including t hat  of  Dr . Luc Ant oine 

Mont agnier , t he 2008 Nobel Laureat e in Physiology or  Medicine for  h is 

discovery of  t he hum an im m unodef iciency virus (HIV).

In previous edit ions of  t h is m agazine we have cit ed t he paper  

ent it led; Uncanny similarity of unique inserts in the 2019-nCoV spike 

protein to HIV-1 gp120 and Gag, aut hored by Prashant  Pradhan, 

Ashut osh Kum ar  Pandey, Akhilesh Mishra, Parul Gupt a, Praveen 

Kum ar  Tr ipat hi, Manoj Balakr ishnan Menon, Jam es Gom es, Perum al 

Vivekanandan, Bishwajit  Kundu.  Included was t heir  st at em ent ; 

"finding of 4 unique inserts in the 2019-nCoV, all of which have identity 

/ similarity to amino acid residues in key structural proteins of HIV-1 is 

unlikely to be fortuitous in nature."

We now of fer  as a fol low-on t o t he above, t he lat est  research f rom  

t hat  of  Dr . Mont agnier  and his co-researcher  Jean Claude Perez, 

beginning w it h; COVID-19, SARS AND BATS CORONAVIRUSES GENOMES 

PECULIAR HOMOLOGOUS RNA SEQUENCES.

"18 RNA fragments of homology equal or more than 80% 

with human or simian retroviruses have been found in the 

COVID_19 genome."  

"HIV1 EIE with a crucial Spike mutation."

Excerpt s:

https://www.biorxiv.org/content/10.1101/2020.01.30.927871v1
https://zenodo.org/record/3975578#.X7_e0M1Kg2y


HIV-1 Replicat ion Cycle



"Through the 14 facts relating to each of the 14 paragraphs 

of this article, everything converges towards possible 

laboratory manipulations (End Note below) which 

contributed to modifications of the genome of COVID_19, but 

also, very probably much older SARS, with perhaps this 

double objective of vaccine design and of "gain of function" 

in terms of penetration of this virus into the cell."

Excerpt s cont inued:

The conclusions of  t hese scient ist s and ot hers cit ed herein are; t he 

genom e of  2019-nCoV/COVID-19 was m an-m ade in a laborat ory and 

cont ains not  sim ply 4 inser t s as cit ed by Prashant , et  al. but  18 of  

hum an or  sim ian ret roviruses (HIV-1). 

Wit h respect  t o t he "gain of function" object ive, t h is is for  t he purpose of  

increasing t he rat e of  infect ion, t he pat hogenic t ransm issibil i t y 

(m obidit y) of  a virus w it h in a host  populat ion.  Not  necessar i ly leading t o 

an increased num ber  of  m or t alit ies.  This is leveraging t he nat ural 

processes of  a virus in increasing t he quant it y of  infect ed host s, w it hout  

k i l l ing t hem  of f .



This is accom plished by enhancing t he abil i t y of  a virus t o penet rat e 

int o a host  cell.  The presence of  HIV-1 genet ic m at er ial, t he 18 RNA 

f ragm ent s, indicat es t he t arget ing of  host  cell DNA.  The nat ural 

process of  al l ret roviruses l ike HIV-1 is t o fuse it s genet ic m at er ial t o 

t hat  of  t he host  DNA, t hus perm anent ly changing it .  From  t here, t h is 

m odif ied DNA nat urally produces a single st rand of  RNA cont aining 

t he virus and m oves on t o infect  t he next  host  cell.  It  "goes viral" . 

Dr . Luc Ant oine Mont agnier , t he 2008 Nobel Laureat e in 

Physiology or  Medicine for  h is discovery of  t he hum an 

im m unodef iciency virus (HIV).



Gain-of -Funct ion Research: Et hical Analysis

Sci Eng Et hics. 2016; 22(4): 923?964.

Published online 2016 Aug 8.doi:10.1007/s11948-016-9810-1

Execut ive Sum m ary

Gain-of -funct ion (GOF) research involves exper im ent at ion 

t hat  aim s or  is expect ed t o (and/or , perhaps, act ually 

does) increase t he t ransm issibil i t y and/or  viru lence of  

pat hogens. Such research, when conduct ed by responsible 

scient ist s, usually aim s t o im prove underst anding of  

disease causing agent s, t heir  int eract ion w it h hum an 

host s, and/or  t heir  pot ent ial t o cause pandem ics. The 

ult im at e object ive of  such research is t o bet t er  inform  

public healt h and preparedness ef for t s and/or  

developm ent  of  m edical count erm easures. Despit e t hese 

im por t ant  pot ent ial benef it s, GOF research (GOFR) can 

pose r isks regarding biosecur it y and biosafet y. GOFR is a 

subset  of  ?dual-use research?? i.e., research t hat  can be 

used for  bot h benef icial and m alevolent  purposes. 

https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/#
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/#
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/#
https://dx.doi.org/10.1007%2Fs11948-016-9810-1
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/


Whereas t he dual-use l i fe science research debat e has 

largely focused on biosecur it y dangers associat ed w it h 

pot ent ial m alevolent  use of  research, t he GOFR debat e 

has m ore explicit ly focused on r isks involving bot h 

biosecur it y and biosafet y? t he point  being t hat  creat ion 

of  especially dangerous pat hogens m ight  pose highly 

signif icant  biosafet y r isks t hat  are independent  of , and 

perhaps m ore feasible t o m easure/assess t han, r isks 

associat ed w it h m alevolent  use.



Follow ing cont roversy sur rounding research, published in 

2012, t hat  led t o t he creat ion of  h ighly pat hogenic H5N1 

(avian) inf luenza virus st rains t hat  were airborne 

t ransm issible bet ween fer ret s? and m ore recent  repor t s 

of  biosafet y m ishaps involving ant hrax, sm allpox, and 

H5N1 in governm ent  laborat or ies? in 2014 t he 

adm inist rat ion of  US President  Barack  Obam a called for  a 

?pause? on funding (and relevant  research w it h exist ing 

US Governm ent  funding) of  GOF exper im ent s involving 

inf luenza, SARS, and MERS viruses in par t icular . 

Execut ive Sum m ary cont inued

Pot ent ial Pandem ic Pat hogens (PPP)



This pause applies specif ically t o exper im ent s t hat  ?m ay 

be reasonably ant icipat ed t o confer  at t r ibut es ?  such 

t hat  t he virus would have enhanced pat hogenicit y 

and/or  t ransm issibil i t y in m am m als via t he respirat ory 

rout e? (Whit e House 2014). Wit h announcem ent  of  t h is 

pause, t he US Governm ent  launched a ?deliberat ive 

process ?  t o address key quest ions about  t he r isks and 

benef it s of  gain-of -funct ion st udies? (Whit e House 2014) 

t o inform  fut ure funding decisions? and t he Nat ional 

Science Advisory Board for  Biosecur it y (NSABB) was 

t asked w it h m ak ing recom m endat ions t o t he US 

Governm ent  on t h is m at t er .

(End of  Execut ive Sum m ary - Gain-of -Funct ion Research: Et hical Analysis)

https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/#CR67
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4996883/#CR67


The quest ion ar ises regarding ongoing research int o t he developm ent  of  

one or  m ore vaccines for  COVID-19, as t o why t he deliberat e act ions 

t owards an increase in "gain of  funct ion" , when t he st at ed purpose of  a 

vaccine is t o reduce t he cases of  m orbidit y and m or t alit y.

Our  sum m at ion, fol low ing exam inat ion of  t h is and fur t her  research 

papers, is not  sim ply t o spread 2019-nCoV/COVID-19, but  t o t arget  and 

perm anent ly change t he DNA of  every person.  This is accom plished 

t hrough a global vaccinat ion m andat e.  Please reference our  ext ensive 

published evidence w it h in previous edit ions of  t h is m agazine.

For  it  m ust  be kept  in m ind, a vaccine by it s very nat ure is der ived f rom  

and designed t o funct ion in a m anner  coinciding w it h t hat  of  t he virus 

it self .  Cur rent  research and developem ent  specif ic t o 

2019-nCoV/COVID-19 is pr im ar ily based upon t he DNA and RNA of  t h is 

virus.

Com m ent ary



What  has not  been m ade t ransparent  is t he deliberat e inclusion of :

"18 RNA fragments of homology equal or more than 80% with human or 

simian retroviruses have been found in the COVID_19 genome."  

                                                                                                         - Mont agnier /Perez 

In t he inst ances of  DNA and RNA-based vaccines, t he goal is t he 

expression of  prot ein(s) f rom  w it h in t he cyt oplasm  of  a host  cell.  These 

are t hen recognized by t he hum an im m une syst em , which responds by 

producing ant ibodies specif ic t o t hem .

The st at ed int ent  of  pharm aceut ical com panies involved in t he 

product ion of  t hese vaccines is t o elicit  a low  level response by t he 

hum an im m une syst em .  In past  vaccines, weakened (at t enuat ed) 

form s of  a virus served t h is purpose, w it h recipient s exper iencing 

m ilder  signs and sym pt om s of  t he disease.



This m eans, t he vaccine(s), as w it h such t reat m ent s der ived f rom  an 

or iginal virus, l ikew ise cont ain 18 RNA f ragm ent s having t he sam e 

st ruct ural feat ures and pat t ern of  genes (hom ologous) found in 

hum an or  sim ian (apes/m onkeys) ret roviruses (any of a group of RNA 

viruses which insert a DNA copy of their genome into the host cell in order 

to replcate, e.g. HIV.)  - Def in it ions f rom  Oxford Languages

Does t h is necessar i ly result  in a person cont ract ing HIV f rom  such a 

vaccine?  No, for  t he ent ire RNA genom ic sequence is not  included, 

only f ragm ent s according t o t he research f indings of  Dr . Mont agnier  

and his co-researcher  Jean Claude Perez.  And t he inverse is t rue w it h 

respect  t o t hose previously infect ed w it h HIV and ret roviral alt erat ion 

of  t heir  DNA.  Their  DNA has not  undergone t he sam e changes as 

t hose t o be in it iat ed by t he upcom ing vaccines.

It  seem s reasonable t o expect  t hese and ot her  researchers w it h 

sim ilar  f indings t o be unsure as t o what  ext ent  t hese changes t o host  

DNA w il l  m anifest .  However , i t  is t heir  opinion, based upon t he 

scient if ic evidence obt ained, 2019-nCoV/COVID-19 is indeed a 

m an-m ade virus: 



"Through the 14 facts relating to each of the 14 paragraphs 

of this article, everything converges towards possible 

laboratory manipulations (End Note below) which 

contributed to modifications of the genome of COVID_19, but 

also, very probably much older SARS, with perhaps this 

double objective of vaccine design and of "gain of function" 

in terms of penetration of this virus into the cell."

                                                                              - Mont agnier /Perez 

It  is our  expect at ion, fur t her  research discover ies by Mont agnier , 

Perez and ot hers w il l  yield conclusive evidence of  signif icant ly great er  

changes t o hum an DNA t hrough t he adm inist rat ion of  

2019-nCoV/COVID-19-based vaccines, t han sim ply t he expression of  

prot eins and enhancem ent s of  t ransm issabil i t y.

The quest ion ar ises w it h respect  t o enhanced viru lence and 

infect ivit y: is t he goal t o increase let halit y, or  sim ply t o vaccinat e t he 

global populat ion?  We ant icipat e fur t her  scient if ic discovery of  t he 

lat t er  w il l  be t he case.



If  only t o vaccinat e, t hen t o what  end?  Recall, a retrovirus is any group 

of RNA viruses (including HIV) which inserts a DNA copy of their genome 

into the host cell in order to replicate.  - Def in it ions f rom  Oxford Languages

Probable answer : To perm anent ly alt er  everyone's DNA.  This is a 

logical conclusion based upon t he global scient if ic, academ ic, 

corporat e, m edia, polit ical, sociological, econom ic, even t heological 

m ovem ent s coalescing upon t h is f ine needle-point  focus.  

The t ip-of -t he-spear  vaccine research and developm ent  is not  DNA 

based, rat her , RNA.  Specif ically, m essenger  RNA (mRNA).  This is 

concur rent  w it h discover ies of  inclusions as present ed by Dr . 

Mont agnier  and Jean Claude Perez:

"18 RNA fragments of homology equal or more than 80% 

with human or simian retroviruses have been found in the 

COVID_19 genome."  

"HIV1 EIE with a crucial Spike mutation."



Beginnig at  t he end, we present  t he follow ing cor roberat ing evidence 

t he 2019-nCoV/COVID-19 virus was creat ed by m an in one or  m ore 

laborat or ies.



 Rule of  Law  Societ y & Rule of  Law  Foundat ion, New York , NY, USA.

Li-Meng Yan (MD, PhD), Shu Kang (PhD), Jie Guan (PhD), Shanchang Hu (PhD)

Unusual Feat ures of  t he SARS-CoV-2 Genom e 

Suggest ing Sophist icat ed Laborat ory Modif icat ion 

Rat her  Than Nat ural Evolut ion and Delineat ion of  It s 

Probable Synt het ic Rout e

3. Final rem arks

Many quest ions rem ain unanswered about  t he or igin of  

SARS-CoV-2. Prom inent  virologist s have im plicat ed in a 

Nat ure Medicine let t er  t hat  laborat ory escape, while not  

being ent irely ru led out , was unlikely and t hat  no sign of  

genet ic m anipulat ion is present  in t he SARS-CoV-2 

genom e. However , here we show t hat  genet ic evidence 

w it h in t he spike gene of  SARS-CoV-2 genom e (rest r ict ion 

sit es f lank ing t he RBM (Ed. not e: RNA binding m ot if  

prot eins, also RBP, RNA binding prot ein): t andem  rare 

codons used at  t he inser t ed fur in-cleavage sit e) does exist  

and suggest s t hat  t he SARS-CoV-2 genom e should be a 

product  of  genet ic m anipulat ion. Fur t herm ore, t he 

proven concept s, well-est ablished t echniques, and 

know ledge and exper t ise are all in place for  t he 

convenient  creat ion of  t h is novel coronavirus in a shor t  

per iod of  t im e.

https://www.researchgate.net/publication/344240007_Unusual_Features_of_the_SARS-CoV-2_Genome_Suggesting_Sophisticated_Laboratory_Modification_Rather_Than_Natural_Evolution_and_Delineation_of_Its_Probable_Synthetic_Route


RBP, RNA Binding Prot ein



Mot ives aside, t he follow ing fact s about  SARS-CoV-2 are 

well-suppor t ed:

1. If  i t  was a laborat ory product , t he m ost  cr it ical elem ent  

in it s creat ion, t he backbone/ t em plat e virus

(ZC45/ZXC21), is owned by m il i t ary research laborat or ies.

2. The genom e sequence of  SARS-CoV-2 has l ikely 

undergone genet ic engineer ing, t hrough which

t he virus has gained t he abil i t y t o t arget  hum ans w it h 

enhanced viru lence and infect ivit y.

3. The charact er ist ics and pat hogenic ef fect s of  

SARS-CoV-2 are unprecedent ed. The virus is h ighly

t ransm issible, onset -hidden, m ult i-organ t arget ing, 

sequelae-unclear , let hal, and associat ed w it h

var ious sym pt om s and com plicat ions.

4. SARS-CoV-2 caused a wor ld-w ide pandem ic, t ak ing 

hundreds of  t housands of  l ives and shut t ing

down t he global econom y. It  has a dest ruct ive power  l ike 

no ot her .

3. Final rem arks cont inued



Judging f rom  t he evidence t hat  we and ot hers have 

gat hered, we believe t hat  f inding t he or igin of  SARS-CoV-2 

should involve an independent  audit  of  t he WIV P4 

laborat or ies and t he laborat or ies of  t heir  close 

collaborat ors. Such an invest igat ion should have t aken 

place long ago and should not  be delayed any fur t her .



We also not e t hat  in t he publicat ion of  t he chim er ic virus 

SHC015-MA15 in 2015, t he at t r ibut ion of  funding of  Zhengli 

Shi by t he NIAID was in it ial ly lef t  out . It  was reinst at ed in 

t he publicat ion in 2016 in a cor r igendum , perhaps af t er  

t he m eet ing in January 2016 t o reinst at e NIH funding for  

gain-of -funct ion research on viruses. This is an unusual 

scient if ic behavior , which needs an explanat ion for .

What  is not  t horoughly descr ibed in t h is repor t  is t he 

var ious evidence indicat ing t hat  several coronaviruses 

recent ly published (RaTG1318, Rm YN0230, and several 

pangolin coronaviruses 27-29,31) are

highly suspicious and l ikely f raudulent . These 

fabr icat ions would serve no purpose ot her  t han t o 

deceive t he scient if ic com m unit y and t he general public 

so t hat  t he t rue ident it y of  SARS-CoV-2 is h idden.

Alt hough exclusion of  det ails of  such evidence does not  

alt er  t he conclusion of  t he cur rent  repor t , we do believe 

t hat  t hese det ails would provide addit ional suppor t  for  

our  cont ent ion t hat  SARS-CoV-2 is a laborat ory-enhanced 

virus and a product  of  gain-of -funct ion research. A 

follow-up repor t  focusing on such addit ional evidence is 

now  being prepared and w il l  be subm it t ed shor t ly.

(End of  3. Final rem arks)



As not ed in t he Final rem arks above:

Although exclusion of details of such evidence does not alter the conclusion of 

the current report, we do believe that these details would provide additional 

support for our contention that SARS-CoV-2 is a laboratory-enhanced virus and 

a product of gain-of-function research.

The research f indings of  Dr . Mont agnier  and Jean Claude Perez provide 

det ails of  such evidence, t hus suppor t ing Li-Meng Yan (MD, PhD), et  al.:

Why could COVID-19 com e f rom  Laborat ory 

m anipulat ions? The follow ing 4 proofs concern dif ferences 

w it h respect  t o SARS eit her  com m on t o COVID-19 and bat  

RaTG13, or  fact s radically dif ferent iat ing t hese 2 

sequences of  which it  is claim ed t hat  t he f ir st  (COVID-19) 

com es f rom  a nat ural evolut ion of  t he second (bat  

RaTG13). 

We have ranked t hese 4 proofs in ascending order  of  

im por t ance according t o our  point  of  view.

 1) Four  EIE form ally dist inguishes COVID-19 and bat  

RaTG13 genom es f rom  all ot her  SARS or  bat s genom es. 

However , t heir  level of  HIV/SIV hom ologies appears m uch 

m ore af f irm ed for  COVID-19 t han for  bat  RaTG13, as if  

t hese EIE f ragm ent s had recent ly been ?re-in ject ed? int o 

t he COVID-19 genom e. ==> see & 7, (f igures 4 and 5).

https://zenodo.org/record/3975589#.X7_Nyc1Kg2w


 2) nat ural delet ions (USA WA Seat t le st at e) apply in pr ior it y 

t o EIE inser t s (HIV Kenya et c ..). ==> see fu ll Par t  III and 

Figure 12 in §13. 

3) Synonym ous codons m ut at ions w it h in t he 1770 bases 

region of  t he Spike, which sim ulat e a nat ural evolut ion of  

bat  RaTG13 t owards COVID-19 while m aint ain ing t he 

opt im alit y obt ained in am ino acid values, probably f rom  

?gain of  funct ion? Laborat ory exper im ent s (opt im alit y 

com m on t o bot h RNA sequences COVID-19 and bat  RaTG13) 

==> see Figure 10 in & 11 and Figure 11 in §12. 

4) ?PRRA? am ino acids was inser t ed exact ly on t he Spike 

locat ion already t heoret ically opt im al on bot h COVID-19 and 

RATG13 (of  which it  const it ut es t he m ain dif ference). ==> see 

Figure 13 in & 14.

As we cor relat e t he f indings w it h in t hese t wo respect ive papers, i t  should 

be em phasized t he coronavirus bat  RaTG13/RaTG1318 (sam e) and 

2019-nCoV/COVID-19 are form ally dist inguished f rom  all ot her  

coronaviruses.  Wit h t he addit ional f indings of  Li-Meng Yan (MD, PhD), et  

al. specif ic t o t he or igin of  bat  RaTG13/RaTG1318 as "highly suspicious and 

likely fraudulent."   Of  which, it  is claim ed 2019-nCoV/COVID-19 com es f rom  

a nat ural evolut ion of  bat  RaTG13/RaTG1318. 



Li-Meng Yan (MD, PhD), et  al. debunk t he 2019-nCoV/COVID-19 nat ural 

or igin t heory, com pr ising t he broader  nar rat ive delivered by t he 

m ainst ream  m edia.  It self , accept ed by t hose choosing eit her  deliberat ely 

t o deceive or , in fur t herance of  t heir  own hidden, t ypically f inancial, 

agenda.  

Through t he modus operandi of  problem , react ion, solut ion, t hose 

form ulat ing t h is nar rat ive seek  f ir st  t o im pr ison and cont rol.  Then, 

u lt im at ely t hrough perm anent  m odif icat ion of  DNA, condem  a person's 

soul for  all et ernit y t o perdit ion.  Masses of  t he hum an populat ion are 

and w il l  cont inue t o believe t he l ie.  It  being t he vaccine as t heir  f inal 

solut ion t o t he ar t if icial ly creat ed problem  of  2019-nCoV/COVID-19 

t hey 've been duped int o react ing t o.

As expect ed, t hose creat ing t he problem  could never  force t he hum an 

populat ion int o t ak ing any vaccine, 2019-nCoV/COVID-19 or  ot herw ise.  

They developed t h is ent ire plan, of t en refer red t o as t he "plandem ic" , 

by em ploying ar t if icial ly int ell igent  syst em s.  These syst em s learn by 

observing, t hen m at hem at ically em ulat ing hum an behavior .

If  you w il l , f rom  t he perspect ive of  AI syst em s, it  was relat ively easy t o 

f i t  al l  t he necessary pieces t oget her  in t he evolut ion of  t he Hegelian 

dialect ic, t heir  modus operandi of  problem , react ion, solut ion.



The t im ing of  t he purposeful release, as dem onst rat ed by 

t he scient ist s present ed here, and m any m ore, of  

2019-nCoV/COVID-19 upon t he global populat ion of  

hum ans, was det erm ined w it h t he use of  AI syst em s.

In t he end, AI was and cont inues t o be developed along 

t he ident ical t im eline of  quant um  com put ing syst em s.  All 

com put ing, bot h classical and quant um  have t heir  direct  

or igins in t he forbidden-by-God dark , divin it ory ar t  of  

geom ancy.  It self , a syst em  for  prognost icat ing fut ure 

event s. 



In t h is repor t , we descr ibe t he genom ic, st ruct ural, 

m edical, and l i t erat ure evidence, which, when 

considered t oget her , st rongly cont radict s t he nat ural 

or igin t heory. The evidence shows t hat  SARS-CoV-2 

should be a laborat ory product  creat ed by using bat  

coronaviruses ZC45 and/or  ZXC21 as a t em plat e 

and/or  backbone.

m yst er ious and cont roversial. The nat ural or igin 

t heory, alt hough w idely accept ed, lacks 

subst ant ial suppor t . The alt ernat ive t heory t hat  

t he virus m ay have com e f rom  a research 

laborat ory is, however , st r ict ly censored on 

peer -reviewed scient if ic journals. Nonet heless, 

SARS-CoV-2 shows biological charact er ist ics t hat  

are inconsist ent  w it h a nat urally occur r ing, 

zoonot ic virus. 

Abst ract

The COVID-19 pandem ic caused by t he novel 

coronavirus SARS-CoV-2 has led t o over  910,000 

deat hs wor ldw ide and unprecedent ed decim at ion of  

t he global econom y. Despit e it s t rem endous im pact , 

From : Li-Meng Yan (MD, PhD), et  al.

https://www.researchgate.net/publication/344240007_Unusual_Features_of_the_SARS-CoV-2_Genome_Suggesting_Sophisticated_Laboratory_Modification_Rather_Than_Natural_Evolution_and_Delineation_of_Its_Probable_Synthetic_Route


Building upon t he evidence, we fur t her  post ulat e 

a synt het ic rout e for  SARS-CoV-2, dem onst rat ing 

t hat  t he laborat ory-creat ion of  t h is coronavirus is 

convenient  and can be accom plished in 

approxim at ely six m ont hs. 

Our  work  em phasizes t he need for  an independent  

invest igat ion int o t he relevant  research laborat or ies. It  

also argues for  a cr it ical look  int o cer t ain recent ly 

published dat a, which, albeit  problem at ic, was used t o 

suppor t  and claim  a nat ural or igin of  SARS-CoV-2. From  a 

public healt h perspect ive, t hese act ions are necessary as 

know ledge of  t he or igin of  SARS-CoV-2 and of  how  t he 

virus ent ered t he hum an populat ion are of  pivot al 

im por t ance in t he fundam ent al cont rol of  t he COVID-19 

pandem ic as well as in prevent ing sim ilar , fut ure 

pandem ics.



Int roduct ion From : Li-Meng Yan (MD, PhD), et  al.

The or igin of  SARS-CoV-2 is st i l l  t he subject  of  m uch 

debat e. A w idely cit ed Nat ure Medicine publicat ion has 

claim ed t hat  SARS-CoV-2 m ost  l ikely cam e f rom  nat ure. 

However , t he ar t icle and it s cent ral conclusion are now 

being challenged by scient ist s f rom  all over  t he wor ld. In 

addit ion, aut hors of  t h is Nat ure Medicine ar t icle show 

signs of  conf l ict  of  int erest s raising fur t her  concerns on 

t he credibil i t y of  t h is publicat ion.



The exist ing scient if ic publicat ions suppor t ing a nat ural 

or igin t heory rely heavily on a single piece of  evidence ? a 

previously discovered bat  coronavirus nam ed RaTG13, 

which shares a 96% nucleot ide sequence ident it y w it h 

SARS-CoV-218. However , t he exist ence of  RaTG13 in nat ure 

and t he t rut hfulness of  i t s repor t ed sequence are being 

w idely quest ioned.



Therefore, t he t heory t hat  fabr icat ed scient if ic dat a has 

been published t o m islead t he wor ld?s ef for t s in t racing 

t he or igin of  SARS-CoV-2 has becom e subst ant ial ly 

convincing and is int er locked w it h t he not ion t hat  

SARS-CoV-2 is of  a non-nat ural or igin.

It  is not ewor t hy t hat  scient if ic journals have clear ly 

censored any dissent ing opinions t hat  suggest  a 

non-nat ural or igin of  SARS-CoV-2.  Because of  t h is 

censorship, ar t icles quest ioning eit her  t he nat ural or igin 

of  SARS-CoV-2 or  t he act ual exist ence of  RaTG13, alt hough 

of  h igh qualit y scient if ically, can only exist  as prepr int s or  

ot her  non-peer  reviewed ar t icles published on var ious 

online plat form s. Nonet heless, analyses of  t hese repor t s 

have repeat edly point ed t o severe problem s and a 

probable f raud associat ed w it h t he repor t ing of  RaTG13.



Consist ent  w it h t h is not ion, genom ic, st ruct ural, and 

l i t erat ure evidence also suggest  a non-nat ural or igin of  

SARS-CoV-2. In addit ion, abundant  l i t erat ure indicat es 

t hat  gain-of -funct ion research has long advanced t o t he 

st age where viral genom es can be precisely engineered 

and m anipulat ed t o enable t hecreat ion of  novel 

coronaviruses possessing unique proper t ies. In t h is 

repor t , we present  such evidence and t he associat ed 

analyses.

Par t  1 of  t he repor t  descr ibes t he genom ic and st ruct ural 

feat ures of  SARS-CoV-2, t he presence of  which could be 

consist ent  w it h t he t heory t hat  t he virus is a product  of  

laborat ory m odif icat ion beyond what  could be af forded 

by sim ple ser ial viral passage. Par t  2 of  t he repor t  

descr ibes a highly probable pat hway for  t he laborat ory 

creat ion of  SARS-CoV-2, key st eps of  which are suppor t ed

by evidence present  in t he viral genom e.



(End of  Li-Meng Yan (MD, PhD), et  al.)

Im por t ant ly, par t  2 should be viewed as a dem onst rat ion 

of  how  SARS-CoV-2 could be convenient ly creat ed in a 

laborat ory in a shor t  per iod of  t im e using available 

m at er ials and well-docum ent ed t echniques. This repor t  is 

produced by a t eam  of  exper ienced scient ist s using our  

com bined exper t ise in virology, m olecular  biology, 

st ruct ural biology, com put at ional biology, vaccine 

developm ent , and m edicine.



We m ust  recall here t hat  t he BLASTn analysis on Apr i l  10, 2020 opt ion 

"SARS coronaviruses"  repor t s 386 occur rences including 16 bat s, 2 

Rhinolophus, and 368 COVID_19. The sam e research running on 16 apr i l  

2020 reveals 523 st rains sequences. The num ber  of  COVID_19 sequences 

available is t herefore const ant ly changing pr incipally due t o USA new 

sequences deposit s.

COVID-19, SARS AND BATS CORONAVIRUSES GENOMES PECULIAR 

HOMOLOGOUS RNA SEQUENCES

Jean Claude Perez, Luc Mont agnier

DOI: ht t ps:/ / doi.org/10.29121/grant haalayah.v8.i7.2020.678

Excerpt s t aken f rom  t he follow ing paper  serve as int roduct ion t o t he 

ext ensive and com plex dat a of  sam ple st rains of  2019-nCoV/COVID-19.  The 

aut hor 's f indings are der ived f rom  num erous sam ple sit es around t he 

globle, not  sim ply t he or iginal singular  RNA genom ic sequence f rom  China.  

We recom m end follow ing t he ar row  l ink  t o t he orginal docum ent .

https://www.granthaalayahpublication.org/journals-html-galley/20_IJRG20_B07_3568.html


We were int erest ed in t he f ir st  cases of  signif icant  

COVID_19 m ut at ions in t h is key region of  225 bases 

(hom ologies of  t he order  of  96%). we f ind 5 of  t hem  

locat ed in t he BLASTn just  in f ront  of  and near  RaTG13, all 

com e f rom  t he USA, t aken and sequenced in Apr i l  2020, 

pat hogenic.

A BLASTn analysis dat ed Apr i l  11, 2020 produces t he 

follow ing result s: 386 sequences in t ot al, whose:

351 st rains w it h fu l l  100% hom ology w it h 225 bases area.

17 st rains w it h m ut at ions in 225 bases area.

18 st rains bat .

Now let 's look  at  t hese 17 cases of  m ut at ions in t he 220 

bases region.



We observe t hat  out  of  t hese 17 cases of  m ut at ions, t he m ajor it y of  

t hem  (13/17) concern t he USA w it h dat es post er ior  t o t he Chinese 

or igin of  t he pandem ic. Only 3 relat e t o China and one t o Finland. There 

is probably t he beginning of  a m ut at ion st rat egy of  t he genom e t o 

balance and int egrat e exogenous HIV EIE.

9 of  t hese 17 m ut at ions direct ly af fect  an HIV /  SIV region. The ot hers 

af fect  t he int erm ediat e region separat ing t he 2 and 2 HIV /  SIV pools.

It  w il l  also be not ed t hat  t he m ajor it y of  t hese st rains com e f rom  

recent  sam ples (12/17 have dat es of  collect ion post er ior  or  equal t o 

March 2020). These dat es would t herefore cor respond t o a "m at ure"  

per iod of  t he COVID_19 genom es, which have now ent ered a phase of  

diversif ied m ut at ions.

Finally, we observe t he repet it ion of  several m ut at ions, proof  of  a 

robust  m ut at ion st rat egy which elim inat es t he hypot hesis of  

sequencing er rors.

We not e t hat  5 dif ferent  HIV/SIV EIE and 5 m ut at ions regions are 

m at ching w it h in t he 17 dif ferent  COVID_19 st rains.



16 And t he second beast  required all people sm all and great , 

r ich and poor ,f ree and slave, t o receive a m ark  on t heir  r ight  

hand or  on t heir  forehead, 17 so t hat  no one could buy or  sell  

unless he had t he m ark? t he nam e of  t he beast  or  t he 

num ber  of  i t s nam e. 18 Here is a call for  w isdom : Let  t he one 

who has insight  calculat e t he num ber  of  t he beast ,for  i t  is t he 

num ber  of  a m an,and t hat  num ber  is 666.

Revelat ion 13

"If not now, then when?" - Ant hony and Kat hleen Pat ch

"18 RNA fragments of homology equal or more than 80% with 

human or simian retroviruses have been found in the COVID_19 

genome."  - Dr . Mont agnier  and Jean Claude Perez:
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