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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME — | - PROJECTION - First Law: Law of CODIFICATION and UNIFICATION
of all GENETIC information: bioatoms, DNA, RNA and amino acids
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Between 1997 and 2003, we discovered then explored this
universal formula of numerical projection of any biologcal
material atomic weight.

From the result of the projection, we keep only the decimal
residue.

Then, applying this formula to various biological
components we discovered that all projections are close
multiples of Pi/10=0.314...=18°

Now we could associate with any projection an integer
number « n » as proj(component) = « n » Pi/10 where n is
in the range [-10,+10]

Examples:

Atomic weight of GLY = 75.067542.

projection (GLY) = 0.0001271351803.

Close Angle N.P1/10 =: 0.000000000 (N=0).
Approximation error : (GLY,0) = 0.0001271351803.
PI-MASS(GLY) = 0 or 0° or also 0.Pi/10.

Others Pi-Mass: Carbon=0 Pi/10, Hydrogen=-1 Pi/10
Oxygen= -1 Pi/10, Nitrogen=+2 Pi/10 GGG base= -3 Pi/10

Lys amino acid=+4 Pi/10, GGU codon RNA =-2 Pi/10 etc...
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -lI- PULSATION. First Law: Law of CODIFICATION and UNIFICATION
of all GENETIC information: bioatoms, DNA, RNA and amino acids
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Applying this Projection Coding
Law to ALL BIOLOGICAL
MATERIALS, we obtain a

« barcode » like banding as
follows...

Here we analysed 162 compounds

Of all usual genetic materials as 20
amino acids, 64 DNA codons, 64
RNA codons, 5 nucleotides
TUCAG etc...

In orange, the atomic weights, In
purple, the integer numbers
associated codes... doing a
barcode like printing, showing
evidence of the UNIFICATION in a
COMMON CODE of all the 3 DNA,
RNA and amino acids worlds.
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -lll- CODIFICATION. First Law: Law of CODIFICATION and UNIFICATION

of all GENETIC information: bioatoms, DNA, RNA and amino acids
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -IV- TUNING. The optimized bio-atoms average atomic mass provides the perfect
isotopes proportions balancing tuning of Life C O N H bio-atoms then of all DNA,
RNA, amino acids components...

In other words: PROJECTION law is OPTIMAL for AVERAGE ATOMIC WEIGHTS

jcPerez's ORIGINOfLIFE newCONSTRAINTS
Average Mass OPTIMALITY vs Monolsotopes
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -IV- TUNING. The optimized bio-atoms average atomic mass provides the perfect
isotopes proportions balancing tuning of Life C O N H bio-atoms then of all DNA, RNA,
amino acids components...

In other words: PROJECTION law is OPTIMAL for AVERAGE ATOMIC WEIGHTS

ORIGIN OF LIFE new paradigm o - & new paradin
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -IV- TUNING. The optimized bio-atoms average atomic mass provides the perfect
isotopes proportions balancing tuning of Life C O N H bio-atoms then of all DNA, RNA,
amino acids components... NOISE or MONO-ISOTOPE effect proof from STELLAR
ATOMS... to Earth AMINO ACIDS...

ORIGIN OF LIFE new paradigm
monoisotope/average§noise/averageRatios
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -IV- TUNING. The optimized bio-atoms average atomic mass provides the perfect
isotopes proportions balancing tuning of Life C O N H bio-atoms then of all DNA, RNA,
amino acids components...

INCREASING OPTIMALITY AND NOISE EFFECT FROM ASTROBIOLOGY ATOMS TO
ATMOSPHERIC AMINO ACIDS...

ORIGIN OF LIFE paradigm:"Life route”
Average AtomMass Optimality NoiseProof
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -V- THE GREAT UNIFICATION. The DNA, RNA, amino acids GREAT UNIFICATION:
CODING (Pi/10 whole numbers) the DNA double strand by codons and its RNA

translation and its AMINO ACIDS codons translation (for non coding or coding DNA)
provides DNA/AMINO ACIDS correlated patterns and unvariant pattern for RNA!

The "MASTER CODE": unifying Dna,Rna,AA
Mirror-fike Dna/A.A and RNA fixed point

16
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[l 2, ] IPLY PN R, aminoAcids aminoscids aminoscids

Freedom degrees and COMMON CODES

The 3 Genetic Biochemical Supports
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -VI- SYNCHRONIZATION. The DNA and double stranded patterned images are hightly
CORRELATED (for non coding or coding DNA)...
here an example for a region of HUMAN CHROMOSOME 17...

Human Chromosome17 MASTER CODE: 17422-100kh: 55154472/55254472 Link |7%.03
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -VI- SYNCHRONIZATION. The DNA and double stranded patterned images are
hightly CORRELATED (for non coding or coding DNA)...here an example of zooms
focusing on a SNP region of 12000bp 6000bp 3000bp 1500bp 750bp

strand1 HumChrom21 CSHL 204 AL391359 SNP bp 130072 in 12000bps
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -VI- SYNCHRONIZATION. The DNA and double stranded patterned images are
hightly CORRELATED (for non coding or coding DNA)...here an example of zooms
focusing on a SNP region of 12000bp then zoom on 750bp reveal a rule:

SNP are FUNCTIONAL principally by their LOCATION within GENOMIC DNA!

strand1 HumChrom21 CSHL 204 A1 391359 SNP bp 130072 in 12000bps Link: 77 .46 strand1 HumChrom21 CSHL 204 AL391359 SHP bp 130072 in 750bps Link: 93,58
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -VII- DNA BINARY CODE DISCOVERY. The emergence of a “binary language” from

any genomic DNA sequence: Analysing on 2D PROTEOMICS images patterns the INCREASE vs DECREASE
local dynamics (discrete first order differenciation) then cumulating all increase/decrease values reveals 2 ATTRACTORS.

Universal Genomic Code: Whole Human Chromosome 22 - 33Mega-bases

Real sequence without noise: 89.92%
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -VIlI- DNA DISCRETE SPACIAL WAVES DISCOVERY. The emergence of a

“WAVESFORMS based language” from any genomic DNA sequence: Analysing on 2D

GENOMICS images patterns the INCREASE vs DECREASE local dynamics of distances 2 3 4... (discrete differenciations of order 2 3
4...) then cumulating all increase/decrease values reveals 2 ATTRACTORS modulated by WAVEFORMS.

The emergence of undulatory discrete waves overlapping any genomic DNA sequence
here example of period=4 in human chromosome
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1 The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:
TIME -VIil- DNA DISCRETE SPACIAL WAVES DISCOVERY. The emergence of a

“WAVESFORMS based language” from any genomic DNA sequence: Analysing on

2D GENOMICS images patterns the INCREASE vs DECREASE local dynamics of distances 2 3 4... (discrete differenciations of
order 2 3 4...) then cumulating all increase/decrease values reveals 2 ATTRACTORS modulated by WAVEFORMS.

The emergence of undulatory discrete waves overlapping any genomic DNA sequence
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The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -IX- INTERFERENCES BANDING.
The explanation of chromosomal alternated grey bands

* Analysing such

\/ S\ Y }. WAVEFORMS on the whole
N (N M i\ human genome reveals a

S . perfect CORRELATION
R between the dark/light
0 N« N X KARIOTYPES BANDS and

the Hight frequencies
(periods 2 3) and Low
frequencies (periods 4 5 6...)

] 7 8 § 10 1 12

NI K %
13 1 15 16 17 18 i From the WAVEFORMS
analysis within all human
3 . j‘ genome double-stranded

DNA GENOMICS patterned
images.

19 20 a4 22 Xy
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The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME -IX- INTERFERENCES BANDING. The explanation of chromosomal alternated grey bands:
example in human chromosome 8 region: combining binary code and waveforms reveals kariotypes bands:

binary code=1 and hight frequencies ==> WHITE bands
binary code=0 and low frequencies ==> DARK bands

Cytogenetic code: Human chrom8 (1-30Mb)

Proving link cytogenetic bands / code

16 r40
14| 135
121 13,0
10+ 125

12,0

1,5

4+ +1,0
| r' """ 'rr " N
0 : : : : : 1 1 1 -0,0

millions 1-30 ("p" left part chrom 8)

Codons Periods and binary 0/1 code
(o]
cytogenetic dark/white bands 01234

I Binary 0/1 code  —*— Undulatory code [ Bands:0Odark,4white
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GEMDOMICS texture AMALOGIC modulation

The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME X — GOLDEN RATIO CONTROLS THE WHOLE HUMAN GENOME...

The 2 “golden ratio” attractors of the whole human genome

The EVIDENCE of BINARY PROTEOMICS CODE(red) and MODULATED GENOMICS CODE (blue) at WHOLE HUMAN GENOME SCALE!

geNum/ jcPerez/ Human Genome Chr 1to 8 geNum/ jcPerez/ Human Genome Chr 9to Y
BINARY LOGIC CODE Proteomics modulation BINARY LOGIC CODE Proteomics modulation
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The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole Genomes:

TIME X — GOLDEN RATIO CONTROLS THE WHOLE HUMAN GENOME...

The 2 “golden ratio” attractors of the whole human genome

The EVIDENCE of BINARY PROTEOMICS CODE(red) and MODULATED GENOMICS CODE (blue) at WHOLE HUMAN GENOME SCALE!
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The Whole Human Genome Binary Code:

“The whole Human Genome is controled by two BINARY CODES
ATTRACTORS which provide a kind of self-organized bistable
binary code ... like in computers! With the central following
difference:

-the binary code within computers was invented artificially by
humans...

-the binary code of DNA has “emerged” spontaneously ...
MEANWHILE, there is a fact:

-The ratio between both bistable states is exactly equal to “2” (the
space between two consecutives octaves in Music...)

-The Top state is exactly matching with GOLDEN RATIO...
-The Bottom state is also exactly related to Golden Ratio...
« Top » level = phi =1/ PHI

« Bottom » level =phi /2 =1/2 PHI

Top / Bottom = 2

Where PHI is the « Golden Ratio”...
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The great Unification: Unifying DNA, RNA and Amino acid worlds from bioatoms to whole
Genomes: Part lll - FUTURES:
Perspectives in Luc Montagnier's « DNA Waves and Water » breakthrough Luc Montagnier ,Lindau

NOBELS conference, 28 June, 2010 - DNA BETWEEN PHYSICS AND BIOLOGY: « DNA WAVES AND WATER »
2 strong relations between our research and DNA waves and water results:
« 7.83 Hertz Schumann Earth background Resonance and DNA strong relationships »

In its Nobel Lindau conference, Pr Montagnier reports emergence of
electromagnetic waves for specifics DNA like HIV genes but, in others cases, like
LACTOBACILLUS bacteria, these waveforms are not observed. Secondly, these
waves are only observed when they are « boosted » by the earth atmospheric p
ground waveform: SCHUMANN RESOMANCE =7.83 Hertz. Then we correlated both [ Vs

facts with our research:

1/ we associated Montagnier's waves ON with our LOW FREQUENCIES (exp HIV or " ’
BORRELIA top right high frequencies image) and Montagnier's waves OFF with our @ ) P oo
HIGH FREQUENCIES (exp LACTOBACILLUS bottom right low frequencies image). '/,..«"'

© . - 2000
2/ 7.83 Hertz Schumann Earth background Resonance and DNA strong relationships: - ,.f""l

-

(Major TA x minor CG) / (minor TA x Major CG) = 3.8184783551 = Schumann resonance / - ,
(Phi x racine Phi) Be—

- romal right

And also: (Major CG x minor TA) / (minor CG x Major TA) = Schumann resonance / 30 =
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BIT Life Sciences’ 3rd World Congress of Vaccine
Beijing-China
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