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WHAT ISTHE REAL FUNCTION OF JUNK DNA

"  Why gene expression exists only 2% and DNA contain 98% of junkDNA?
= The answer is a new definition of supercodon with mirror symmetry in alphabet code as pairs of state (A,NA)
= |s adenovirus live in junkDNA of our human genome? What is retrotransposon?

=  The answer is an existence of jumping gene so called transposon element and retrotranposon element in
junkRNA over Telomerase enzyme. If it is wrong function telomerase, cell will divide without stop and get cancer.



RESET STATE OF RETROTRANSPOSON AS MOVEMENT OF GENETIC

CODEWITH ENERGY AND MOMENTUM IN JUNK DNA
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Retrotransposons comprise a significant fraction of
mammalian genome with unclear functions. Increasing
evidence shows that they are not just remnants of
ancient retroviruses but play important roles in multiple
biological processes.

In addition, retrotransposons may mediate epigenetic
memory, regulate gene expression posttranscriptionally,
defend virus infection, and so on.



THE SOURCE OF CURVATURE IN PROTEIN DOCKING STATE

= Approximately 40% of the mammalian genome is
comprised of retrotransposons, implying their
important role in organizing genomic architecture,
orchestrating biological processes, and contributing
to species diversity and evolution.
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= Chern-Simons current in genetic code is 3 differential form
JE==2/(k+2) [[Tr(A A A+ 2/3 A A A [AA)))

It is an interaction between dbrane and anti-dbrane to produce a source of adaptive
behavior field in genetic code.

= The supercodon is in junkDNA. It is a hidden behavior field in genetic code for control
of changing the curvature.

= The 32 states is a partition function of hidden state in central dogma. The 64 states
come from 8 states of spinor field in genetic code. But 32 states are all classifying all
types of smallest subunit of curvature in the 3 forms of genetic code. Totally we have 96

states of supercodon.

It is 96 states.

Come from 64 states of codon and 32 states

of chain of inflexion of classifications of curvature in junkDNA.




FUNCTIONAL ROLES OF RETROTRANSPOSONS

= Dynamic Balancing of Genomic Stability and Genetic Duality-ofin-dbrene

; \ /,/ﬁlape of DNA
Innovation / i
. . . /" transposon state of
®  Modulating Transcriptional and Posttranscriptional ‘ RV gene |
Regulatory Network \ ur" ‘
@) Q- i s
= Organizing High-Order Chromatin Structure \ [
SRS
= Epigenetic Memory of Acquired Characteristics of ‘ Feneon s,a,eofkne
Inheritance flsese: I
= Inhibition of Virus Infection T @ — -‘
j
_____ ol e ———
DNA/slring DNA{ string



s sirel

/,

\ fonl—
\(p 2)<[s2] [s4}‘>=G

\\

<[s2],[s4]>=G in C(D,R)

n<[s6],[s8]>=G"

(n-1)<[s6],[s8]>=G*

"_;jl [s7] in C(D,D)

VIERBEIN
MODEL OF
JUNK DNA
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RESULT OF DATA ANALYSIS

= We plot Chern-Simons current in junk area of RNA
in icosahedral virus with the Chern-Simons current
for biology.

" The genetic code of virus contains junkRNA and
RNA reversed transcription part equivalent to
retrotransposon transition state in junkDNA.

= |t might be parasitism state with co-state of ncRNA
with Telomerase enzyme at the end of human
chromosome to be pairing with retrotransposon
transition state.
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RESULT OF PLOT OF VPI IN ICOSAHEDRAL VIRUS
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Picture drawing of vpl viral capsid glycoprotein.
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The plot of Chern-Simons current of 6
samples of vpl.This plot is an example of
retrotranposon in viral RNA that use the
area in junkDNA for reversed transcription.



RESULT OF VP2
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IMAGE OF GENEON TRANSITION STATE OF VPI
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= |mage of geneon represent the genetic variation in
vpl. It is generated from Ising algorithm.
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CONCLUSION AND DISCUSSION

= JunkDNA is not junk but important for cell functionallity.

= JunkDNA is a source of cancer and a source of how to find a way to treatment of cancer.

" Supercodon has more alphabet code to accepted more noncoding RNA as with 20 amino acids.



