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Abstract

One of the sparkling features of either micro (subatomic) or macro (cosmic)
attribute of cyclic or elliptical movement can be regarded a translational
movement of golden ratio rated golden spiral theoretically. On the other hand,
One of the specific the theoderous spiral shape (especially consisting of the
square roots of many numbers) can even be regarded as translational move-
ment or elliptical movement. Previously, the calculation method for the fine
structure constant number also may be regarded as cyclic movement too. At
first, prior to this research, the fine structure constant number can be obtained
by the square of both specific eleven (11) and four (4) number [For instance,
137 =4 x 4 + 11 x 11]. Secondly, the Fine Structure constant numbers consist
of three-TRIPLET one (1) and three (3) and magic number of seven (7) re-
spectively. Thirdly, while considering triplet-3—three main stage of the TRI-
PLET digits of the Fine construct constant numbers can be pretended to be as
similar as to triplet codened nucleotide bases. Fourthly, considering the suba-
tomic energy levels of ATP, it can be seen that there are three main phases: 1)
ADP, 2) AMP, 3) cAMP. Fifthly, after calculating totally sum of this subatomic
energy level may result in specific number of 160 [for example; ATP(47) +
ADP(42) + AMP (37) + CAMP (34) = 160)]. After then, the hundredth per-
centage ratio of their total subatomic enegy level also gives a result of 1.6 [For
Instance, 160/100 = 1.6]. Sixthly, not only the calculated the average total num-
ber is 1.6 but also the approximately unchanged golden ratio numbers may
be consisting of THREE-Triplet digit of decimal Numbers such as 55/34-1.618
with three specific numbers six-one-eight (618). Let alone, Seventhly, this tri-
plet stage can be found both in cis regulatory elements (CAAT /TATA/GC
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Boxes) and in triplet, as in the expression of Fine structure constant numbers
by 1-3-7. Even, previously cited, this TRIPLET main stage may also pretend to
be similar to triplet three main parts (Subatomic ATP energy level TRIPLET-
three—3 main stages such as 1) ADP, 2) AMP, 3) cAMP) of triplet Codons.
Eighty after taking into consideration of both Einstein constant Number and
Faraday Constant number, both of them have two main basic nucleotide bases
Adenine (A) and Guanine (G). [Remember, Einstan Constant Number, previ-
ously calculated either ‘CTATAGAA’ or ‘CTHTHXHH’ and Faraday Con-
stant Number either “AG” or “UG”]. Ninetly, after researching ten times Ad-
enine—Guanine-AG at NCBI Blast Search Database, some of the dazzling spe-
cific Tardigrades and Danio Rerios genes evoked particularly. Finally, after
researching the probable frequency of electron, it was calculated with ‘UUC’
and its pairs such as ‘AAG-Adenine-Adenine-Guanine’ nucleotide bases.
Lastly, whether investigated on a macro or micro scale, both have almost cy-
clical translational Spiral movements with a golden ratio. Finally, In case of
expression of summed value of the velocity of light numbers (299,792,458 m/s;
24+49+4+9+7+9+2+4+5+ 8:55m/s) may be resulting in specific number
of ‘55—fifty-five ‘as the same particular number of golden ratio numbers at
Fibonacci Sequence (55/34 = 1.618 with the Specifically three-TRIPLET un-
changed decimal numbers 1.618; 6-1-8) consequently. According to both the
Einstein constant number and the Faraday Constant Number expression, it
could hypothetically almost pave the milestone for the interchangeability of
certain nucleotide bases, such as entangled Adenine (A) and Guanine (G) par-
ticles. In Sum, according to Quantum Perspective Model, model to both Einstain
Constant Number and Faraday Constant Number may shed lights on novel
future innovative research experiments for Quantum ENTAGLEMENT and
Teleportation theoretically and hopefully and predictably.
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1. Introduction

One of the observable macro or micro universal movements of cyclical and ellip-
tical shapes of spirals can be an invoking starting point of view to the Quantum
Perspective Model. Some of these elliptical movements can be regarded as mostly
golden ratio spirali rates. Besides, the other particular spiral may be considered by
the Theodorus spiral [1], including many squares of basic decimal numbers such
as V2 [2], ¥3 [3], ¥5 [4], V7 [5], V10 [6], ... and so on etc. That’s to say, the
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particular Theodorus spiral consists of the square number of decimal numbers. If
in the case of expressing this square root number of Theodorus spiral numbers as
nucleotide bases, it can be considered by the dual attribute of quantum-entangled
sub-particles similar to dual nucleotide bases. Some of them are pretended to bev2
equals “TGA’, V3 equals “TAG’ and V5 and V7 equals ‘ATT ‘nucleotide bases par-
ticularly and V10 almost equals to twice ‘AAG’ or ‘AG’ and lastly the square of the
imaginary number(i*) almost equals to specific twice ‘AG’ nucleotide bases or
‘AAG’ as similar as to the expression of both Einstein (‘AG’ nucleotide bases)and
Faraday Constant number with again ‘AG’ nucleotide bases (Please, see Table 1).
Similarly, as pertaining to the quantum superposition of quantum-entangled nu-
cleotide bases, this dual (2) times occurring number occurrence can be likely seen

as the quantum duality principle of quantum superposition theoretically.

Table 1. The expression of some irrational numbers and some constant numbers as genetic

codes.
Number/constant The expression as nucleotide bases
V2 GGATGTCTATTGAGTGACAA
V3 GGATGACTACGGGTTTAGAAA
s ATTTATTCAATACATAACCCCATTGA
V7 GATTUAAGUTAATATTAUTAGITTGATT
V10 ATAAGTCATAAGTGTAATTAGTTTAAAACTTG
i? AATGGGCCCUUGAAGAACUUUAAGTTTGGG
Einstein Constant ‘CTATAGAA’ or ‘CTHTHXHH’
Faraday Constant ‘AG’ or ‘UG

On the other hand, while considering the golden spiral shape, the golden ratio
[7], rate can be considered a golden-rated spiral such as at a + b/a = a/b. The
translation movement [8], of the Fibonacci sequence, for example, while consid-
ering the golden ratio (a/b) 225.5/137.5 = 1.6 and a + b/a = 360/225.5a + b/a =
360/225.5 = 1.6 during one cyclic movement pattern as regards to one golden ratio
rated spiral movement. After reevaluating the golden ratio numbers with three
(3) unchanged decimal numbers such as 1.618, with six-one-eight (6-1-8) to-
tally (6 + 1 + 8 = 15) with fifteen (15) each total sums occur (for instance, almost
both of them having equals to the same decimal after the comma; each one: 65/34
=89/55=1.618). Namely, 1.618 with generally triplet (3) three decimal numbers
such as 6-1-8. While considering Euler’s numbers, the total sum equals fifteen
(15) decimal digits. On the other hand, while researching “15—fifteen” at Euler
numbers [9], expression as a nucleotide base again with mostly “fifteen (15)” each
decimal numbers calculated and grouped such as the expression of Euler numbers

[9], decimals after the comma This triplet (3) three unchanged golden ratio
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number “618” also appears with triplets at the fine structure constant numbers
(1/137) [10], detected such as (1/137: 1-3-7) with three main decimal numbers.
Afterwards, while in case of the total sums of 1-3-7 numbers even equal to 1 + 3
+ 7 =11 eleven numbers. Namely, while considering 137 as the fine structure con-
stant number with squares of both eleven and two’s, it can be summarized as 137
=11x11+2x2x2x2=11%+2*=137 equations. Besides, in case of researching
the Leibniz Pi function [11], again with dual (2), two triplet-three ratios can be
detected. (1/3 regarded as the ratios of triplet (3) codons and ‘2’ number regarded
as quantum superposition of dual quantum entangled particles). On the other
hand, golden ratio numbers can be stemmed from Pascal’s binomial triangle [10],
and the Fibonacci sequence. Similarly, Zah’s triangle, [12], while the total sum
calculation of next sequence rows, mostly occurred at “two (2) times” more than
from previous total sums of row numbers. Moreover, while remembering that the
universal genetic code table includes triplet-three (3) nucleotide-based codons or
amino acids. In sum, no matter what level of macro or micro sample research or
observance, mostly not only the main genetic codes of subatomic cells consist of
triplet (3)-three codons but also at much larger elliptical translational movement
of cycling were also at the specific triplet unchanged numbers of golden ratio spi-
ralled such as 55/34 = 1.618 with three unchanged decimal digits of “6-1-8.” Before
the article, Einstein constant numbers [13], expression as nucleotide bases such as
either “CTATAGAA” or “CTHTHXHH” was researched. Similarly, not only were
some irrational numbers such as the square root of numbers two (2) [2], three (3)
[3],, five (5) [4], seven (7) [5],, and ten (10) [6],, Euler and Pi numbers researched,
but also some universal constant numbers (such as Planck constant [14], gravita-
tion constant numbers [13], Boltzmann and Bohr Magneton Constants [15], ...
etc.) were researched too. When investigating Faraday constant numbers [16], ex-
pressions such as “AG or UG” nucleotide bases are used. Similarly, “AG” is in-
cluded not only in the expression of the Faraday constant number, such as AG,
but also in the expression “CTATAGAA”, which is one of the expressions of the
Einstein constant number. Thus, some of the “AG” nucleotide have been investi-
gated, but also NCBI BLAST [17] has been investigated. The search results are

listed in this article (Please, see Figures 1-9).

2. Methods

Regarding the Quantum Perspective Model, T. OLMEZ expressed some irrational
numbers as well as some irrational numbers as chemical formulas of nucleotide
bases. Some of these irrational numbers are Pi, Euler, the golden ratio numbers
and the square root of two [2], the square root of three [3], the square root of five
[4], the square root of seven [5], the square root of ten [6]. In these articles, it was
aimed to investigate the relationship between numbers and nucleotide bases. In
summary, the purpose of these past research papers was to investigate the rela-
tionships between atomic weights, radix systems, and chemical formulas of nucle-

otide bases. Also, in this article, this relationships between all this previous
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research articles were researched by this Quantum Perspective Model [16] again

with regards to some universal constant numbers.
E Nucleotide BLAST: Search nucle X op

- C 2% blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST_SPEC=GeoBlast&PAGE_TYPE=BlastSearch

BLASTN programs search nucleotide databases usingan
Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @

AGAGAGAGAGAGAGAGAGA
Fom[ |

Or, upload file Dosya segilmedi (2]
Job Title | ‘

Enter a descriptive title for your BLAST search 9
E] Align two or more sequences 9

Choose Search Set
Database @ Standard databases (nr etc.): (O rRNANTS databases () Genomic + transcript databases () Betacoron:

Core nucleotide database (core_nt) v |9

Organism — -
Optional | Enter organism name or id—completions will be suggested ‘G exclude [ Add organism

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown e

Exclude (] Models (XM!XP)[:] Uncultured/environmental sample sequences
Optional

Limit to (] sequences from type material
Optional
Entrez Query | ‘ Youllllj Create custom database
Optional

Enter an Entrez query to limit search (7]

The NCBI blast search results for ten times ‘AG’ nucleotide bases.

Figure 1. The ncbi blast search database.
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7T'PREDKTED Paramacrobiotus metropolitanus uncharac terized LOC129586065 (LOCI29586065), transcript variant X1, mRNA “
\.rll) psibius dujardini putative Yef66-like protein, putative CG11755 protein, deformed, putative WD repeat-containing protein 75, putative methyliransferase-like protein 23, and putative enab..
& PREDICTED: Paramacrobiotus poli denosine 5 hosph idase HINT 3-like (LOC129582990), mRNA
‘III‘RTDK‘TI‘D P ibiotus li h iz l1(x l'")ixwﬁw (LOCI129586065), transcript variant X2, mRNA
! PREDICTED: Paramacrobiotus nmnqwhuuu\ uncharacterized LOC129586065 (LOC129586063), transcript variant X3, mRNA
®lcl|Query_2238089
« Hypsibius dujardini deformed mRNA, complete ods
|f PREDICTED: Paramacrobiotus metropolitanus guanine nucleotide-binding protein G(q) subunit alpha-like (LOC129597380), mRNA
b4 PREDICTED: Paramacrobiotus metropolitanus transcription factor Sox-5-like (LOCI129601812), transeript variant X1, mRNA

_lmdlgmlc\ |69 leaves

EPR[DI('TED Paramacrobiotus metropolitanus uncharacterized LOC129581931 (LOC129581931), transcript variant X3, misc_RNA
WPREDICTED: Patantacrobiotus metropolitanus transcription factor Sox-5-like (LOC129601812), transcript variant X2, mRNA

'fPREDI(TED: Paramacrobiotus metropolitanus transcription factor Sox-5-like (LOCI29601812), transcripl variant X3, mRNA

YPREDICTED: Paramacrobiotus metropolitanus transcription factor Sox-5-like (LOC129601812), transcript variant X4, mRNA

¥ PREDICTED: Paramacrobiotus metropolitanus glutathione synthe tase-like (LOC129592347), mRNA

| PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOCI129590228 (LOC129590228), mRNA

'PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC 129594650 (LOC129594650), mRNA

# PREDICTED: Paramacrobiotus metropolitanus serine/threonine-protein Kinase SIK 1-like (LOC129583200), mRNA

Nodes 201(0 selected ) . View portat (0,0) of 1349391 =2 ——|

Blast names color map

1
ational Library of Medicine Support center  Mailing list ¢ W

Figure 2. The search result of tree for ten times ‘AG’ nucleotide bases.
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& Download v  GenBank Graphics Sortby: | E value v | ¥ Next <4Descriptions

PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC129586065 (LOC129586065), transcript variant X3, mRNA
q ID: XM_055479063.1 Length: 5712 Number of Matches: 7

Range 1: 28 to 47 GenBank Graphics ¥ Next Match Related Information

Score Expect Identities Gaps Strand Gene - assodiated gene details
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genomic context
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FCLCLEEEELTEEELELEL
Sbjct 47 AGAGAGAGAGAGAGAGAGAG 28
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Figure 3. The NCBI blast search for tardigrades.

23 blast.ncbi.nlm.nih.gov/Blast.cgi b+ &
P e o e R 1 9 L U 11 S A T A T T Sy Y o 0 U 1 U W G S S A T I A RSP — = e e T
PREDICTED: Paramacrobiotus metropolitanus ataxin-2-like protein (LOC129591815), transcript variant X2, mRNA 26.3 58 XM 055487640
PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC129591662 (LOC129591662), transcript variant X  26.3 5.9 XM 055487404
PREDICTED: Paramacrobiotus metropolitanus ankyrin repeat domain-containing_protein 29-like (LOC129584323), trai 26.3 5.9 XM _055476470
PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC129583680 (LOC129583680), transcript variant X  26.3 58 XM 055475586
PREDICTED: Paramacrobiotus metropolitanus guanine nucleotide-binding_protein G(o)_subunit alpha (LOC12960139¢ 24.3 23 XM 055500190
PREDICTED: Paramacrobiotus metropolitanus transcription factor Jun-like (LOC129599870), partial mMRNA 243 23 XM 055498213
PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC129600795 (LOC129600795), transcript variant X 24.3 23 XM 055499379
PREDICTED: Paramacrobiotus metropolitanus uncharacterized LOC129602305 (LOC129602305), mRNA 24.3 23 XM 055501302

Hypsibius dujardini [tardigrades ] ¥ Next aPrevious <First

Hypsibius dujardini putative Ycf66-like protein, putative CG11755 protein, deformed, putative WD repeat-containing pr¢ ~ 40.1 4e-04  KT991410
Hypsibius dujardini abdominal-B1 gene, partial sequence; and putative WD repeat domain phosphoinositide-interacting  34.2 0.024 KT991414
Hypsibius dujardini abdominal-B2 gene, partial cds; and abdominal-B1, putative pre-mRNA-splicing_factor RBM22, put  34.2 0.024 KT991413
Hypsibius dujardini deformed mRNA, complete cds 322 0.096 KT991392
Hypsibius dujardini putative mucin-2, putative COL3A1, Hox3, putative MHC class |l requlatory factor RFX1, putative e  32.2 0.096  KT991409
Hypsibius dujardini hypothetical protein and fushi tarazu genes, complete cds 30.2 0.38 KT991411
Hypsibius dujardini abdominal-B1 mRNA, complete cds 26.3 59 KT991394

Pseudechiniscus sp. [tardigrades ] ¥ Next aPrevious =First

Pseudechiniscus sp. isolate JF1 AHS alpha gene, complete cds 28.2 1.5 OP796285
Viridiscus perviridis [tardigrades ] ¥ Next 4 Previous <First

Viridiscus perviridis isolate JF2-1 AHS beta gene, complete cds 26.3 58 0OP803057
Viridiscus perviridis isolate JF1-1 AHS beta gene, complete cds 26.3 5.9 0OP803054
Viridiscus sp. 1 JF-2023a [tardigrades ] A Previous <First

Viridiscus sp. 1 JF-2023a isolate JF1 AHS beta gene, complete cds 26.3 59 0OP803062

Figure 4. The NCBI blast search results for tardigrades.
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PREDICTED: Gadus chalcogrammus kelch-like protein 33 (LOC130370061). mRNA
9 PREDICTED: Oncorhynchus keta leucine-rich alpha-2-glycoproiein-like (LOCI 18398849), transcript variant X 14, misc_RNA

PREDICTED: Rhododendron vialii glutamate receptor 2.7-like (LOCI131335577), transcript variant X2, mRNA

PREDICTED: Rhododendron vialii probable isoaspartyl peptidase/L-asparaginase 3 (LOC131319452), transcript variant X3, mRNA
PREDICTED: Acinonyx jubatus uncharacterized LOC128315557 (LOC128315557), ncRNA

PREDICTED: Apis cerana muscle LIM protein | (LOCI07996434), transcript variant X12, mRNA

PREDICTED: Quercus robur inosiiol 1,3 4-trisphosphaie 5/6-kinase 4-like (LOC126701827), transcript variani X2, mRNA
PREDICTED: Panthera onca uncharacterized LOC 132668944 (LOC132668944), transcript variant X2, ncRNA

PREDICTED: Anopheles aquasalis neuronal acetylcholine receptor subunit alpha-7-like (LOC126579647), transcript variant X1, m...
PREDICTED: Rattus norvegicus transmembrane serine protease 9 like 1 (Tmprss911), wanscript variant X5, mRNA

PREDICTED: Rhododendron vialii PHD finger protein ALFIN-LIKE 4-like (LOC131325364), transcript variant X1, mRNA

@PREDICTED: Magnolia sinica protein NONRESPONDING TO OXYLIPINS 2, mitochondrial-like (LOC131228753), transcript var..

PREDICTED: Pisum sativum protein PSK SIMULATOR [-like (LOC127092455), transcript variant X2, misc_RNA
PREDICTED: Quercus robur uncharacterized LOC126689228 (LOC126689228), ncRNA

PREDICTED: Carassius gibelio uncharacterized LOC127978983 (LOCI27978983), transcript variant X4, ncRNA

PREDICTED: Myxocyprinus asiaticus scavenger receptor class F member 2-like (LOC127437640), transcript variant X1, mRNA

P PREDICTED: Oncorhynchus keta sodiumvcaleium exchanger 1 (LOC118399095), transcript variant X1, mRNA

PREDICTED: Oncorhynchus keta uncharacterized LOCI127917738 (LOC127917738), transcript variant X1, mRNA

O PREDICTED: Miscanthus floridulus splicing factor U2af small subunit B-like (LOC136516587), transcript variant X2, mRNA
YPREDICTED: Vespula vulgaris LIM domain-binding protein 2 (LOC127065426), transcript variant X2, mRNA

PREDICTED: Clarias gariepinus PHD finger protein 21 Aa (phi2laa), mRNA

S PREDICTED: Mobula hypostoma transcription factor 7 like 2 (tcf712), transcript variant X29, mRNA
YPREDICTED: Syzygium oleosum uncharacterized LOCI 15686594 (LOC115686594), mRNA

PREDICTED: Macrobrachium rosenbergii trithorax group protein osa (0sa), transcript variant X 18, mRNA

9 PREDICTED: Nymphaea colorata protein DCL homolog, chloroplastic (LOC116261701), transcript variant X2, misc RNA

PREDICTED: Neoarius graeffei BCL11 transcription factor A a (bell laa), mRNA
Lampetra fluviatilis genome assembly. chromosome: 15

9 PREDICTED: Mobula hypostoma chromodomain helicase DNA binding protein 2 (chd2). wanscript variant X4, mRNA

PREDICTED: Cataglyphis hispanica peroxidasin (LOC126855180), mRNA
Mus musculus STARR-seq mESC enhancer starr_10941 (LOCI31340091) on chromosome 4

D PREDICTED: Vespula vulgaris growth/differentiation factor 8 (LOCI27070344), transcript variant X2, mRNA

PREDICTED: Neoarius graeffei nuclear factor 1 X-type-like (LOC132866322), transcript variant X5, mRNA

HPREDICTED: Nymphaea colorata KH domain-containing protein Atlg09660/ At 1 g09670-like (LOC116257740), transcript variant ...
YPREDICTED: Macrobrachium nipponense disks large homolog 5-like (LOC135221077), transcript variant X7, mRNA
QPREDICTED: Chrysemys picta bellii uncharacterized LOC101953150 (LOC101953150), transcript variant X33, ncRNA

lcljQuery 2605149
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Figure 5. The sum of ten times ‘AG’ nucleotide bases.

Homo sapiens (human) [primates ] ¥ Next 4 Previous <First
Homo sapiens genome assembly, chromosome: contig-147 40.1 1.3 07118144
Homo sapiens genome assembly, chromosome: contig-541 401 1.3 07118538
Homo sapiens genome assembly, chromosome: contig-18 40.1 1.3 07112309
Helicobacter pylori [e-proteobacteria | ¥ Next 4 Previous <«First
Helicobacter pylori strain HpGP-SPA-509 chromosome, complete genome 40.1 13 CP078298
Pseudorasbora parva (stone moroko) [bony fishes ] ¥ Next aPrevious <First

PREDICTED: Pseudorasbora parva uncharacterized zmp:0000000926 (zmp:0000000926), transcript variant X4, mRN ~ 40.1 1.3 XM 067447411
Hylaeus volcanicus [bees ] ¥ Next 4Previous <«First

PREDICTED: Hylaeus volcanicus cationic amino acid transporter 2 (LOC128877084), transcript variant X9, mRNA 401 1.3 XM_054124077
Magallana gigas (Pacific oyster) [bivalves ] ¥ Next 4 Previous <First

PREDICTED: Magallana gigas uncharacterized IncRNA (LOC117681550), transcript variant X2, ncRNA 401 1.3 XR_ 004596193

PREDICTED: Magallana gigas multiple C2 and transmembrane domain-containing_protein 1 (LOC105339722), transct  40.1 13 XM 066089130
Danio rerio (zebrafish) [bony fishes ] ¥Next aPrevious <First

PREDICTED: Danio rerio SH3-domain GRB2-like endophilin B2a (sh3glb2a), transcript variant X3, mRNA 40.1 1.3 XM 068222907
Penaeus indicus [crustaceans ] ¥ Next 4 Previous <«First

PREDICTED: Penaeus indicus unconventional myosin-IXb-like (LOC134764634), mRNA 40.1 1.3 XM 063731217
Rhododendron vialii [eudicots ] ¥ Next aPrevious <First

PREDICTED: Rhododendron vialii uncharacterized LOC131298433 (LOC131298433), transcript variant X2, mRNA 401 1.3 XM 058323898

PREDICTED: Rhododendron vialii glutamate receptor 2.7-like (LOC131335577), transcript variant X2, mRNA 401 1.3 XM_058371005

Figure 6. The similiar ncbi blast search for danio rerio and homo sapiens.
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Figure 7. The ncbi blast search for ten times ‘AG’ nucleotide bases for humans.
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Figure 9. The NCBI blast search for ten times ‘AG’ nucleotide bases for danio rerio.

E =m * c2 = h * f; The Planck Constant Number [14], (h): Adenine(A); the
mass of electron (m): Uracil [18], the square of velocity of light(c2) [19], equals
to AUC-ADENINE-URACIL-CYSTOSINE. Then the frequency of electron(f)
almost equals to f = m * c2/ * h. So, f = Uracil * AUC (AdenineUracilCysto-
sine)/Adenine. Therefore after dividing this equation to Adenine, the rest of this
Formula can be sorted just like this here: UUC (Uracil Uracil Cystosine). Even,
after researching the base pair of UUC (Uracil Uracil Cystosine); the result can
be shown just like this: Adenine Adenine Guanine (AAG).

If considering into the first result of this equation “‘UUC-Uracil-Uracil-Cysto-
sine’ may shed lights on the probable the smallest quanta of mass such as’ C-
Cystosine’ theoretically. Even, after researching previous the calculation of
both Faraday Constant Number [16], such as ‘AG’ or ‘UG’. Letalone, even the
expression of Einstein constant number with nucleotide bases such as ‘CTATA-
GAA’ OR ‘CTHTHXHH’ [13], theoretically. In sum, the main common feature
of all this cited variables may be paved the milestone of ‘“ADENINE AND GUA-
NINE (A-G) nucleotide bases for Quantum Entanglement predictably.

Please, see Table 2 for the representation of nucleotide bases (4, 7, C, G, U, H

and X) in chemical atoms.

3. Results

Leibniz [11] Formula of Pi [20] Cycle; Pi/4 can include many decimal numbers
that summed by the ‘quarter (4) of the Pi number [20]. Similarly, the fine struc-

ture constant number [10], (1/137) also includes the square of both eleven (11)
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Table 2. The representation of nucleotide bases [A, T, C, G, U and HYPOXANTHINE-H-
in XANTHINE-X chemical atoms (Updated version)].

Atoms/nucleotide bases C=6 H=1 0=8 N=7 SUM
Adenine: CsHsNs 5 5 - 5 70
Hypoxanthine: CsHsN4O: 5 4 1 4 70
Cytosine: C4HsN3O1 4 5 1 3 58
Guanine: CsHsN5O: 5 5 1 5 78
Xanthine: CsHiN4O> 5 4 2 4 78
Thymine: CsHsN202 5 6 2 2 66
Uracil: CG:HiN,O; 5 4 2 2 64

and four (4) numbers. For instance, 137 = 11* + 4* = 137. Similarly, sub-atomic
energy levels [21] were listed with four (4) basic energy stepssuch as 1) ATP, 2)
ADP, 3) AMP, 4) cAMP. Besides, Homo sapiens have 42 unchanged gene se-
quences just like ADP (42) [22] with 42 atoms. Previously, while calculating the
value of the expansion of the universe (Photon light universe = ATC + Expansion
of Universe) equals to Dark Matter Universe. For example, [ATC (194) + Exp. of
Univ (18) = 212 = UAG] [10]. Interestingly, the expression of the dark-mattered
universe was even together with “UAG” (adenine-guanine nucleotide bases) such
as “UAG-Uracil-Adenine-Guanine. “Even while taking the total sum average of
subatomic energy levels such as [ATP (47), ADP (42), AMP (37), and cAMP (34)]
equals to 160 surprisingly. While calculating the hundred percentage of this num-
ber (160), for example (160/100 = 1.6) even consisting of unchanged golden ratio
numbers such as 1.618 and 1.6 specifically. Furthermore, most Homo sapiens’ un-
changed nucleotide base sequence even equals ADP (42) with the same total 42-
forty two numbers. One of the startlingly more common ratios of this calculation
mostly consists of the magic number of seven (1/137 = 0.007, 1/37 = 0.027, and so
on). In sum, while calculating the fine structure constant number (137), 137 equals
both dual powers of the number eleven (11) and four (4). Let alone, while con-
verting the number eleven (11) to any other number base after five-number base
and the other upper five-number base equals the number four (4), too. For ex-
ample, (11)3 = (4)5. Again, four times two (2* = 16) sixteen-digit numbers can be
viewed in 7IFF format images. In sum, it doesn’t matter from which perspective
the researcher observes; mostly, adenine-guanine nucleotide bases paved the cor-
nerstone of quantum entanglement [23], either at the Einstein constant (CTATA-
GAA) [13] or at the Faraday constant number [16], such as “AG or UG” nucleo-
tide bases. Another triplet (three) digit cycling systems were detected in both the
genetic universal code table and golden ratio numbers unchanged with three dec-
imal digits (1.618; 55/34 = 1.618). Let alone, the start and stop codons of the uni-
versal genetic code table consist of specific “AG-adenine and guanine” nucleotide

bases particularly (remember start codon AUG, stop codons with again three
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codons UAG, UAA, and UGA). Lastly, both start and stop codons including spe-
cific adenine and guanine nucleotide bases, generally in sum, the dark-mattered
universe can even be evoked by UAG (Uracil-Adenine-Guanine) codon with the
stop codon UAG = 212. For example, ATC = 194 (Photon Light Universe) added
with the Expansion of the Universe (18) equals 212 (“Dark Mattered Universe,”

t00).

4. Discussion

There may be a “DUAL Universe”: One of them is a Clockwise Spiral Shaped ‘Light
ENERGY/Matter Originated Universe’; The other could be the Counterclockwise
oriented Reverse Spiral “Dark Energy/Matter-induced Universe”; Namely: As an
example of “Infinite COINSCIENCE’—|[compared to Computer SOFTWARE
TRIPLET-Ternary-Number SIMULATION with CPUs]~ (Again, “TRIPLET” con-
tains /maginary numbers (—=1; 0; 1)] [24]. In short, the Universe codes arising from
the existence of DUAL REAL kernel 3-life can even be ‘DUAL TWIN’, just like the
origin of the INFINITE dimension of the fine structure constant number [10]. (Re-
member, it may even be the origin of the FSC number— “Uracil:64:8x8”; Again, the
only difference in the Nucleotide bases of the Double helix genetic codes of the cells,
including TWIN (DNA/RNA), is this: (As for DNA with ‘Thymine:66’ and RNA
with Uracil:64); This is with (U-T) in case of substraction(66-64:2), nucleotide bases
can give rise to a “Length with TWO-2-Value” at quantum level; Let alone, between
these TWIN(2) base pairs, the difference in measured atomic masses [25], and the
numerical Value ‘Two(2)’ are also very- (“U-T Nucleotide bases”) small difference in
atomic masses is probably the smallest quanta length in micro-level systems of ge-
netic codes. In conclusion, regarding the “Quantum Perspective Model” [26], the
smallest well-known storage of permament memory of DNA into Micro-level sys-
tems is only the atomic mass of ‘URACIL’. Not only does it come from ‘URACIL:
64’, but the number ‘64’ can even apply to the sum of “64” kind of variety the TRIPLE
codons of the Universal Genetic Code Table (Remember, There are 64 various dif-
ferent genetic codes too). In short, maybe; As for computable finite research meth-
odologies, Today’s Scientific “Unit of Measurement” is likely to be based on “ Triplet-
3-ternary-SOFTWARE [13], Computer Programmed SIMULATION7/ILLUS-
TRATION METAVERSE as a variable on the motherboard of the Three-dimen-
sional ‘Curved’ Space-Time Universe;” The smallest finite of the measurable is almost
certainly and with the previously calculated powers of THREE-3- and “TWO long-
numbered-2 numbers (2* 3 X 2 * 3 =8 x 8 = 64); Namely, ‘64’ could be the spark/be-
ginning of an INFINITE EXPLOSION of BLASTS’ (Remember, previous and sub-
sequent historical predictions “The Beginning of Existence Phenomenon” could also
be described as a ‘BIG BANG’) [27], Theory. Also, it probably stems from infinite
recursive cyclic systems over and over again. Specifically, ‘Approximately calculated
pi’ ‘Circularization of NUMBERS’ (22/7:3.142857...142857 INFINITE). It can be
speculated that ‘142857 is caused by recursive cyclic repeative Pi [28], numbers the-

oretically. (Specifically, it may be possible that there is an estimate of resulting from
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‘Circularization of almost PI NUMBERS’) (22/7:3.142857...142857), with INFINITE
142857 continuing series of numbers and the “Butterfly Effect” to other numbers
some special irrational numbers according to infinite fractions/decimals/ratios like a
domino affected “Euler numbers [9], like the golden ratio number [7], cycle/El-
lyptic” Translational Motions [8], -Momentums (These can even be Matter-Motion
Paradigms) infinite fine structure constant numbers [10] are derived from “137”
[(Remember, ‘137:11 x 11 + 4 x 4:11* + 4*=137)]; So maybe even the ‘existence’ of
FIBONACCI SERIES Numbers is ‘11 and 4’ can refer to this TWIN-BINARY num-
bers [(Remember, powers of ‘ELEVEN (11)]’ can lead to multi-dimensional total
numerical numbers. So what might be the “definition” of “TIME” itself and its var-
iables? It can really shed light on future discoveries and innovations, it is very likely
to be interested in these infinite constant numbers such as Fine structure constant
numbers (1/137) (Please, re-imagine/rethink for a moment; infinite permament
taking pictures of Illustrated movies of the life of “everything” SCENES (1; 3; 7 color
frequency spectrum ranged; -1-ONE-White; -3-THREE-RedGreenBlue Main col-
orful; -7-SEVEN Rainbow ed Colorful ) -’may even be a Cascading? TRIAD with
THREE-DIVISION lifespans. Then Please Note that the Still Use of “FINITE SCI-
ENTIFIC UNITS OF MEASUREMENT” Can Be Considered a Non-Probability II-
lusion, No Matter What, No Matter What, Even/-Wait and See-That is, the fact that
“the life of light photons and subatomic particles” act either as particles or wave-
lengths, and their experiences to date, and what are called “finite units of measure-
ment” invite us to think about the idea of “finite units of measurement”-in particu-
lar, about “units”. ‘Re-evaluate the journey of light photons as a vast and infinite
observation of the departures/steps of photon lights, just as in the THREE Forms of
the ‘appearance of light photons’ with the naked eye—VISIBLE—Observation of
the “color spectrum of wave light spectra” (1; 3; 7) (Please, see Table 3). Variable
times a day “infinite triplet number-based. -Perhaps pi cyclic (‘Forward and Back’
cyclic functionally with infinite “CAMERA” s ‘fps’)—SOFTWARE. The program
can periodically save ‘TIFF” format like time limited life movie “FIGURES” Calcu-
lation—EXCLUSIONS—instantly looks very close—”Interface”—Infinite saving of
CPU’ Four Variables ‘TIME’ periodic smallest interval time—quanta/smallest
VARIABLES Capture mostly numbered “Four-4” Picture Forms of Life Films
Periodic ‘Pictures’ Film It’s about. VIDEOS-FPS-Front Page Second data-Peri-
odic/Equal cycle/Elliptical Motion Second Record. Aside from this recording
‘RAM/ROM’ and Moreover, ‘Datums’, when recording instantaneous memories of
Data, it can also be referred to as ‘Cloudy-Cache’ memory, related to ‘Pascal’s Bino-
mial Triangle’, but also Sun-flowered, much more Compressed Data Storage as to
permutation. [Remember, this is also “TRIPLE”(pi (28], phi[7], Euler’s [29] [30])].
Even in the range of TRIPLE numbers (Mostly Unchanged Phi number deci-
mals/variables with TRIPLET DIGITS:1.618 [31], mathematical triplet integer
decimal numbers); (1.618; 6-1-8). Even this may be 3- Variabled Ternary number-
based SOFTWARE Program, predictably)]—similar to the “TRANSLATION
MOVEMENTS” caused by the golden ratio, the golden ratio unchanged trio ‘618’
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[31] caused by this translational movement can also be observed at subatomic micro
levels with numbers in cis regulatory elements (TATA /CAAT/GC Boxes) as regard-
ing the true origin of the core life codes in this three-dimensional planetary moth-
erboard Universe. In brief, could even the Cosmos itself be the Unitary of the DUAL
UNIVERSE (Dark/light) as an INFINITE SOLELY ONE (1) UNITED COIN-
SCIENCE?

Table 3. The photon lights probable TRIPLET STAGES at the fine structure constant number F.S.C. (1/137).

Photon Lights Probable Triplet (1-3-7) Stages at F.S.C. (1/137)

Specialities Dual One’s (1) Triplet (3) Seven (7)
Colors Black/White Red-Green-Blue 7-Rainbow
Variables Binary (One; Zero) Imaginary (-1; 0; 1) 2,3,4,5,6,8,9

Point Observance

System

Energy Levels

Gene Expression
Chemical Bonds
Absorption
Classification
Formula
Atoms
Infinite Cycle
Memory
Locality

Situation

Dual Pointed Line

Pascal Binom Triangle

Nuclear (Weak/Strong)

Purine (A; G) N. Bases
Atp (47) and Po4 (47)
Lower
Dual (Fe)/Male
Adenine/Hypoxanthine
Carbon and Hydrogen

Entrophy; Entalphy

Read Only Memory (Rom)

Singularity (Aug Start)

Pineal Glande (Bios)

Triangle Prism

Lah’s Number Triangle

Chemical; Gravity; Magnetic Inner

Pyrimidine(C; T; U)
Adp (42); Amp (37); Camp (34)
Higher
Triplet Codons/Amino Acids
Auc (For Pi;Uta~Uaa Start Codon)

Carbon, Hydrogen, Nitrogen

1/14:0.07142857... and 1/13:0.076923...

Cache; Imaginary Data
Duality (Wave and Particle States)

Brain; Spirit; Hearth

Dual Twined Prism

Acid-Base(Ph) Ratio Scale

Outer Energy Conservation Forms

A; GG T; U;Xand H
Adenine (A) Forms
Visible Color Spectrum
Logaritmic Ph Scale
Ccaauuu
C; H; O; N; P; Iron and Magnesium
1/7:0.142857...
Random Access Memory (Ram)
Seven (7) Cis Regulatory Elements

Five Senses + Spirit + Coinscience

After searching ‘AG’ nucleotide bases ten times for NCBI Blast search database,

not only the consequence of this research listed by one of the excellent homo sa-
piens similar genetic sample of Danio Rerio, but also the other one of the signifi-
cant genetic sample organism of tardigrade [32] genes were found. (For more
information, please see the Figures 1-9).

The NCBI (National Biotechnology Information Center) summary and genetic
sequences of some irrational numbers V2 [2], V3 [3], V5 [4], V7 [5], V10 [6], and
some constant numbers (Pi [20], Euler’s [29], Golden Ratio numbers [31]) were

also commonly used mostly with the Einstein constant number [13] as well as
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Danio Rerio (Zebrafish) NCBI RESULTS.

5. Conclusions

After calculating both the expansions of the universe, gravitational number, and
Einstein constant number, according to the quantum perspective model, one of
the common features of both the Einstein constant number and Faraday constant
number may shed light on ‘AG-adenine and guanine’ nucleotide bases specifi-
cally. At first, the Einstein constant number can be expressed either as ‘CTATA-
GAA of CTHTHXHH’ previously. Secondly, the Faraday constant number can
even be expressed as either “AG or UG” nucleotide bases. Thirdly, at the confir-
mation of the fine structure constant number article (please see reference FSC)
[10], the conclusion of this research may take a breakthrough novel expression of
the dark universe such as “UAG = 212” (please remember, photon light universe
ATC (194) + expansion of universe (18) = dark universe (212)). Fourthly, while
taking into consideration the expression of the Faraday constant [16], it may be
strictly or keenly related to silkworms as regards to NCBI BLAST results. Even the
evolution of wormhole to butterfly may shed light on the transmission between
photon light universe and dark universe via black holes thanks to quantum entan-
glement of nucleotide bases such as ‘adenine and guanine’ specifically. Fifthly, one
of the excellent genetic samples of tardigrades’ genes of “AG with ten times” may
even evoke resistance to radioactivity genes. Sixthly, while researching the stem-
ming of both the golden ratio and Fibonacci sequence at Pascal’s binomial trian-
gle, it may pave the cornerstone to Lah’s number triangle [33], as pertaining to the
dark universe hypothetically. This is because Pascal’s binomial triangle is consti-
tuted by the square and any other powers of both the specific number of eleven
(11) and two (2). On the other hand, some of Lah’s number’s rows equal previous
sum total numbers, mostly. Seventhly: After that, while researching ‘AG’ nucleo-
tide bases ten times at NCBI BLAST search results, some of the significant partic-
ular genes of tardigrades were listed one by one (Please see Figures 1-9).
Eighthly: In this article, the calculation of electron frequency summed by ‘UUC
nucleotide bases. Namely, the pairs of ‘UUC’ equal to “AAG” again with listed
“A-G” nucleotide bases, theoretically. Ninthly: Thanks to the calculation method
of electron frequency, either start and stop codons [34] can be seen in this calcu-
lation of electron frequency too. Namely, lastly, according to this hypothetical
strategy to shed light on “quantum entangled dual adenine-A and guanine-G”
nucleotide base particle paved the way to quantum teleportation predictably. Be-
cause not only approximately infinite summed ratio of Pi can be summarized as
forever “UTA’s [28], but also dual quantum entangled gravitons can be summa-
rized by either “CTATAGAA” or “CTHTHXHH” [13].

In sum, thanks to the quantum perspective model, either graviton or gravitono
can be researched by this perspective to unravel the secret mysteries of quantum
teleportation hypothetically. Because tardigrades [32], can survive in harsh cir-

cumstances, even in nuclear leaked or radioactive circumstances altogether, can it
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be possible to combine all similar genetically coded samples such as tardigrades,
bony fishes, and Bombyx mori altogether at once in future novel research experi-
ments for quantum teleportation and quantum entanglement? Or can it be possi-
ble to invent a silk cocoon membrane [16], with regards to a Faraday cage [13], to
make quantum entangled particles of both “adenine and guanine” (AG) through
dark wormholes? As expected, it is likely to evolve from a silk wormbhole to a
Bombyx mori butterfly [16], or the black/dark matter vortex and the neural cortex
systems of the brain’s memory membrane may be related to each other in future
new inventory experiments. Who knows? As the numbers of photon light velocity
of light numbers totally summed by 55 (fifty-five)’ likely to golden ratio numbers
also consisting of the ‘55 number. (Remember, golden ratio 55/34 = 1.618, 618
with unchanged numbers C=2+9+9+7+9+2+4+5+8=55C=299792458
m/s or chemical molecular structure resemblance of either chlorophyll or hemo-
globin with the exception of its center either from iron (blood) or magnesium
(light)? (Please, see Figure 10).

Plant Blood - Chlorophyll Human Blood - Hemoglobin

Figure 10. The chemical molecular structure of Chlorophyll (Mg—magnesium) and
Hemoglobin (Fe—Iron).
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