Codon Balances in Human DNA

by Craig Paardekooper

It is surprising that, despite the complexity of the human genome, the frequency of occurrence of each of its 64 codons approximate to a simple whole number ratio — which
is the golden ration 3 : 2. It is also surprising that the frequency of any codon where T is in first position is the same as the frequency of any codon where T is in second
position or third position; and this applies for C, A and G also.

| am not sure what gives rise to these balances, but they may be due to the triplicate nature of DNA where the 3 different reading frames contain the same codons but
displaced.

The approximation to a whole number ratio suggests that the codon frequencies are not random, but rather are due to some fixed mechanism, or to intelligent design.
Bespoke software, written in Visual Basic, was used to count the frequency of each codon for all 24 human chromosomes.

Table shows number of codons where 1st base is T (1st T) = number of codons where 2nd base is T (2nd T) = number of codons where 3dr base is T (3rd T), and similarly for
C, Aand G. [% = % of all codons within chromosome.]

Balances
e T codon frequency = A codon frequency
e (Ccodon frequency = G codon frequency
o 1IstT=2ndT=3rdT
e I1stC=2ndC=3rdC
o IstA=2ndA=3rdA
o 1stG=2ndG=3rdG
e Ratioof Tor Ato Cor G approximatesto 3:2
Human Chr Ist T 2nd T 3rdT 1st C 2nd C 3rd C Ist A 2nd A 3rd A 1st G 2nd G 3rd G
1 22411715 22403394 22421072 16017631 16018852 16012925 22355271 22355862 22351460 16033247 16039756 16032407
29% 29% 29% 21% 21% 21% 29% 29% 29% 21% 21% 21%
Human Chr Ist T 2nd T 3rdT 1st C 2nd C 3rd C Ist A 2nd A 3rd A 1st G 2nd G 3rd G

2 23994804 23995593 23990107 16104074 16104694 16104086 23928044 23926868 23929013 16147279 16147046 16150995
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Envisioning the Pattern

The genetic code consists of 64 codons, which can be laid out as a 4 x 4 x 4 cube. The cube, therefore, has 4 layers from top to bottom, 4 layers from left to right, and 4
layers from front to back, each layer made of 16 codons (4 x 4)

When we look at the human genome, and the counts of each codon frequency are inserted next to the codon in the cube, it is found that —
e The front layer has the same total count as the top layer, and the top layer has the same total count as the left layer

e The second from front layer has the same total count as the second from top layer, and the second from top layer has the same total count as the second from left
layer.

e The third from front layer has the same total count as the third from top layer, and the third from top layer has the same total count as the third from left layer.

e The fourth from front layer has the same total count as the fourth from top layer, and the fourth from top layer has the same total count as the fourth from left
layer.

So we have a symmetry or reflection of codon counts in 3 dimensions. Corresponding perpendicular layers areina 1 :1: 1 ratio. Alternate parallel layers are also always in a
1: 1 ratio, whilst adjacent parallel layers are alwaysina3:2o0r2:3.

1, 2, 3. Its like an ancient biological counting system —a mathematical design

https://www.bitchute.com/video/nLGZFN86gF6p

A Possible Explanation

This result is surprising since human DNA codes for complex functions, so we would not expect that the DNA would have an additional non-functional constraint that it form
symmetrical patterns in 3 dimensions, and that these balances approximate to whole number ratios. In other words, DNA seems to have form as well as function —an
aesthetic as well as a utility.

One possible explanation for these patterns is that the DNA sequence is repeated in all three reading frames, and the starting point of each frame is displaced relative to
each other. Previously | had found that some repeating sequences of amino acids are coded for by three different reading frames but displaced as suggested above —the
conclusion being that these particular sequences had been written in triplicate across each reading frame. | did not investigate all sequences, but the current result suggests
that the entirety of chromosomes may possibly be written in triplicate.

https://howbad.info/triplicate2.pdf

https://www.bitchute.com/video/lIGWjgwUvmxv
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