Attempt to Treat Coronavirus Disease
(COVID-19) with Electromagnetic Wave
Irradiation

The effectiveness of a combination of frequency, intensity, etc., in the natural vibration
of microwaves targeting the collapse of the most delicate part, the Heptad Repeat 2 (HR
2) region, in spike proteins of severe acute respiratory syndrome coronavirus 2 (SARS-
CoV-2) is investigated. Based on the results, inactivation of the virus is attempted
through the use of irradiating microwaves directed toward the infected site from
outside the body.

by Ryoji Furui on Jun 7, 2021 @www.ryoji.info



1. What is the HR2 region?
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Model 1

HR2 is a thin part at the root of the surface spike protein on SARS-CoV-2. It collapses when the temperature is raised
from 25°C to 50°C @ A similar collapse is attempted by using non-thermal effects, @ such as microwave irradiation.
Assuming that the HR2 region is the most vulnerable part in the SARS-CoV-2 S protein, its alteration and division are

targeted.

~ Defeat spike proteins that are important for infection, like“Ashiharai” (sweeping one’s opponent’s legs) in Judo!



2. Understanding the physical phenomena of temperature change in
HR 2 and reproduction of results via non-thermal effects of
electromagnetic waves

Molecular motion of HR2 in water at 25°C, and above 50°C, is understood, and its collapse is simulated. At a water temperature of
38°C, the natural frequency that is the most effective for collapsing HR2 via non-thermal effects, such as microwaves irradiation, is
derived. (In the calculation, the natural vibration of the total S2 subunit, including HR1, is considered.)

To obtain the most suitable combination of parameters such as frequency, (minimum) strength, synthesis, modulation, irradiation
time, direction, number of irradiations, and interval, simulation, and irradiation experiments are conducted.

To obtain transmission of terahertz and strength of lower frequency waves, those waves can replace to microwave’s modulation.
Ultralow frequency waves can replace to sonic waves.

Referencing the natural vibration @ of the S1 subunit, the natural vibration of the total spike protein is obtained. An
electromagnetic wave is generated by the synthesis or modulation, and the generated wave induces the resonance of the spike
protein itself. Through these processes, the effect of the collapse can be enhanced.

Effective targets potentially exist at other sites, such as the joint part of S1 and S2 subunits, apart from HR2.

The effects on human tissues are also investigated. If the electromagnetic irradiation is effective for treatment, the irradiation
instruments will be mass-produced.



3. Examples of natural vibration synthesis to
collapse the spike protein

* HR2 collapse by dual wave synthesis

Natural vibration of the total
spike protein

Natural vibration of HR2

Natural vibration of S1 subunit

Natural vibration of S1 and S2
subunits’ joint

Natural vibration of S1 subunit




4. All-out attack by seven wave synthesis

Natural vibration of
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5. RBD alteratione by single frequency lasers

* RBD alteration by resonante with natural vibration of RBD
fluctuations of open and closed states

Natural vibration of RBD
fluctuations of open and
closed states




6.a. Simple detection of natural vibrations by combining molecular
dynamics (MD) and pulsed 2450 MHz microwaves

« The velocity, magnetic field intensity, and thermal energy of low-level 2450 MHz
microwaves are small enough to ignore.

« Therefore, only the electric field intensity (EFI), generated by pulse modulation, can
be added to MD.

« |falMHz pulse is combined with MD, the calculation of MD is repeated once- for 0.5
us with relevant EFl and another 0.5 ps with null EFI.

 |f the target molecule has 1 MHz natural vibration, partially or as a whole, repeating
this calculation for a certain period of time would generate vibrations.

A molecule with higher-order structure tends to have a low frequency of natural
vibration.

« Sweeping frequency would turn out all natural vibrations of the molecule, but each
range of EFIl would be narrow and different. Therefore, the sweeping frequency of a
single EFI will not turn out all vibrations at once.



6.b. Simple detection of natural vibrations by combining molecular
dynamics (MD) and pulsed 2450 MHz microwaves

* Preparel0-us MD record™* of target molecule in 38 °C water.
e Use a molecule with 7 mass points as a model.

FEEEee

10 ps time frame

*RBD part of 10-ps record: Komatsu, Teruhisa S., et al. "COVID-19 related trajectory data of 10 microseconds all atom
molecular dynamics simulation of SARS-CoV-2 dimeric main protease." Mendeley Data 10 (2020).
(https://data.mendeley.com/datasets/vppsé4vhryg/?2).



https://data.mendeley.com/datasets/vpps4vhryg/2

6.c. Simple detection of natural vibrations by combining molecular
dynamics (MD) and pulsed 2450 MHz microwaves

 Calculate MD after 1 us of 1 MHz pulse combination; start from O s.

* Check the difference between MD after pulse combination and original MD
(no pulse combined) after every 1 us for each mass point.

ETEIEtE

10 ps time frame




6.d. Simple detection of natural vibrations by combining molecular
dynamics (MD) and pulsed 2450 MHz microwaves

* Repeat the last two steps with as many starting points as possible, such as 0.5 us, 1 ps, 1.5 ps...

* Add all differences between original and pulse-combined MD (after 1 ps) for each mass point and
find the average difference for each mass point.

EEtiet

10 ps time frame




6.d. Simple detection of natural vibrations by combining molecular
dynamics (MD) and pulsed 2450 MHz microwaves

* Check a certain range of frequency and EFl and find the largest
difference in MD as a peak at some point.

* This would likely be the natural vibration of the target molecule!

* If the molecule vibrates, check it further with longer period (>1ps) of
mixing.



7.a. An example of how to find a natural vibration on a
decentralized computing system

 Calculate MD of the target molecule and prepare slots (can be NFT
tokens) divided by frequency and EFI.

EFI

Let’s find the natural
vibration of HR linker!

Frequency



7.b. An example of how to find a natural vibration on a
decentralized computing system

e Each group selects a unique slot to compute.

Group A:
Let’s pick up this!

Group B: EF|
Here must be an
answer!

Group C: I
This slot is still
vacant!

Frequency



7.c. An example of how to find a natural vibration on a
decentralized computing system

* Each group begins parallel computing on the blockchain.

s
O.K! We have loaded
our slot on Dapp.
Let’s start!
\

-

o

It is lucky to reuse
our resting mining
machine!

S\

-

o

1

Proof of history*

is the fastest way

to parallel
computing?

Time frame

* Proof of History — A blockchain Solana’s proofing protocol
https://medium.com/solana-labs/proof-of-history-a-clock-for-blockchain-cf47a61a9274



https://medium.com/solana-labs/proof-of-history-a-clock-for-blockchain-cf47a61a9274

7.d. An example of how to find a natural vibration on a
decentralized computing system

* Finally, one of the groups detects the natural vibration along with its
frequency!

Hey! It is vibrating
with pulsed EM!

Yes! We made it!!!

Conglatulations!
You may get a reward
from WHO?

Let’s report that we
detected it!



8. Discussion

* There is a high possibility that the energy of irradiation achieved at
50°C is not harmful to human tissues.

* Microwave irradiation at the appropriate frequency can be applied to
treatments involving inactivation of other viruses or bacteria and the
exhaust of heavy metals from human body.
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