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One or more prolines in a raw 

 
3D STRUCTURES OF AMINO ACID RESIDUES 

 
 
 
COMPACT  2D PICOTECHNOLOGY DIAGRAM 
 
Red is an alpha helix.​
The orange is a 310-helix.​
Pink is a single alpha / 310 helix code.​
Blue is a py-helix.​
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Green is a beta helix.​
Lilac - methionine helix. It has a larger pitch of "thread" than the usual alpha-helix.​
Black in abbreviated form and white in unfold means either an unknown code or the end of the 
translation.​
Cyclic repetition of colors - software helix. 
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FULL (EXPANDED) DIAGRAM 
 
1 - ordinal number of the amino acid residue in the protein molecule​
2 - triplet code​
3 - one-letter code of amino acid residue​
4 - three-letter designation of amino acid residue​
5 - simplified composition code​
6 - graphical interpretation of a simplified composition code​
7 - composition code​
8 - graphic interpretation of the composition code​
9 - a note that sounds when you install this amino acid in a growing protein chain​
10 - graphic representation of a note (or percussion instrument)​
(Version Сomposition сode 7) 
 
 

Composition code Version  9 



 
 
 
- coil of alpha helix (red) - 4 amino acid residues with the code "1",                                                                                          

- coil of beta-helix (green) - 3 amino acid residues with the code "2",                                                                             

- 310-heix coil (orange) - 3 amino acid residues with the code "4",                                                                                            

- coil of pi-helix (blue) - 5 amino acid residues with the code "3"                                                                                                

- light gray - stop codon 

Alpha helix - right, 
Pi helix - left, 
Beta helix - left, 
310 helix - right. 
 
 
 
 
 
Program helices are a repetition of a sequence of compositions. For example, one alpha-helix code, then 
one pi-helix code. n (35) specifies a program spiral, and n3 or n5 are simple spirals (a pi-helix and an 
alpha-310 helix). 
111111111111111111111 - straight alpha helix​
4444444444444444444 - straight 310-spiral​
3333333333333333333 - straight pi-helix​
2222222222222222222 - direct beta helix​
232323 - software 23-helix​
141414 - software 14-helix 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
 
 
 
 
 
 
 

n 3212-helix  

 

n 233  helix n 13323   helix 

 

 

 

One-to-one correspondence between the sequence  
and 2D and 3D Picotech diagrams       

 
>ENA|KBQ88923|complement 2319 nucleotides 
ttggccgccgttgccagcggtgccgttagcgccgccacccgcgccgccagccccggccgc 
cccaccggcaccaccgctgccgccttgacctccttgcccgccgttgccgccgggactggt 
gttgggcccgctgccgccggcgccgcccgcaccgccgacttcgccgtccgcgccgttgcc 
gcccttgccgccgccgacgccaccgataccgtcgccgccggcgccaccactgccgcctct 
gccgccggtgccgccgttgccgccggccgagccggtgccggccccaccgttgctgccagc 
cgtggcggccccggcagcgccgccgttgccgccgtcgccgccggtaccgttggcgccgac 
ggtaccgccgttgctgcccgcggcaccaccggcaccggcgtttccgccctttccgccaat 
cccaccgtttccgccgctatttccgctaccaccggcgtctccgccagcgccgccgatggc 
gccgttgccgccgttgccgccggtacctccggtcccgccgccgacgccgtcgatgccgct 
accgccagcaccgccggttccaccgttgccgccggccgcgccggttccgccatgcccgcc 
gtcgccagcgccggttgcgccggagatgccgacggcaccagccgcgccatctccgccgtc 
gccgccattgccagcgataccgttggcgcccggagtggcaccggcgccgcccgcgcccgc 
gtctccgccctttccgccgctgccgcccgcgccgccgctgttgccggcggtgctgctggt 
gacgcctgctccaccgtcgccgcctttgccgccattgccgcccgccccgccagccccggc 
ggtgccgccgttggcggcgccgccgtcaccgccggttccgccggcgccaccactaccgcc 
gttgccgccgttgccttgttggccgccggtgccggtgccggcggctccgccggttccgcc 
ggttccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 
ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 

https://docs.google.com/document/d/1REI-nHCMxAf130t6af3kYIUjhtWLZ-Wt/
https://docs.google.com/document/d/1REI-nHCMxAf130t6af3kYIUjhtWLZ-Wt/


ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 
ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 
ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 
ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgcc 
ggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggcccc 
gccggccccgccggccccgccggccccgccggccccgccggccccgccggccccgccggc 
cccgccggccccgccggccccgccggccccgccggccccgccggccccgcctgtggtgcc 
ggcggcggcggtggtggtgttgtctgcgccgtttccgccgttgccgccgaccccgccgtc 
accgccgttgccggcgttgccgtcggcgccttggggtga   
 
 
 
 
 
 
 
 

 
 
 
 



 
 
 

 
 
 

          



 
 



The result of processing 62 genomes (approximately 6 million proteins) 
was obtained in an hour ‘2025
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Kushelev: The presence of antihomologue proteins clearly demonstrates 
the existence of a 3D genetic code. If it did not exist, proteins with the 
same amino acid sequence would take the same form. A classic example 
of antihomologues is binase and barnase. 
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>M14442.1 B.amyloliquefaciens barnase gene, complete cds​
CTGGAAAACGTCACATTGCTTCCGCATATCGGGTCAGCAACGGCTAAAATCCGCTTGAATATGTTCACAC​
AAGCCGCTCAAAACATGATTGACGCCGTATACGGAAGAACGCCGAAAAACCTTACTAAGGAATTTCAATA​
AGAAGAAAAATCCCGGTTGGTTCAGCCGGGGTTTATTTTTCGCTAGATAAAAAGTACTATTTTTAAATTC​
TTTCTATTCCTTTCTTTCGTTGCTGATACAATGAAAAGGAATCAGCTTCACATGATGAAAATGGGAGGTA​
TTGCTTTGAAAAAACGATTATCGTGGATTTCCGTTTGTTTACTGGTGCTTGTCTCCGCGGCGGGGATGCT​
GTTTTCAACAGCTGCCAAAACGGAAACATCTTCTCACAAGGCACACACAGAAGCACAGGTTATCAACACG​
TTTGACGGGGTTGCGGATTATCTTCAGACATATCATAAGCTACCTGATAATTACATTACAAAATCAGAAG​
CACAAGCCCTCGGCTGGGTGGCATCAAAAGGGAACCTTGCAGACGTCGCTCCGGGGAAAAGCATCGGCGG​
AGACATCTTCTCAAACAGGGAAGGCAAACTCCCGGGCAAAAGCGGACGAACATGGCGTGAAGCGGATATT​
AACTATACATCAGGCTTCAGAAATTCAGACCGGATTCTTTACTCAAGCGACTGGCTGATTTACAAAACAA​
CGGACCATTATCAGACCTTTACAAAAATCAGATAACGAAAAAAACGGCTTCCCTGCGGAGGCCGTTTTTT​
TCAGCTTTACATAAAGTGTGTAATAAATTTTTCTTCAAACTCTGATCGGTCAATTTCACTTT 

 

 

 

 

 

 

>X53697.1 B.intermedius gene for extracellular RNase (binase)​
GACGCAGGATTCGGAGCTGCGTCTTTTTATTTATTTCATCAGAAGGTTATCAGGAAAAAAGCCTCATTTT​
AGCAAAGAACCTGTTTCTTTACATTTCCTTCATGTTCGGGTGCTATAATATGAGGTAGACAAGCATCAAG​
AGGACAGCATCCGATTTCCTTAATAGGAGGATGAAGATGAAAAAAATCAGTTCGGTTTTTACTATGTTTG​
CTCTGATCGCTGCTATTCTGTTTTCTGGTTTTATTCCGCAGCAAGCCTATGCCGAAACACCTCTTACACA​
GACCGCCACAAATGAAACAGCTACTATTCAACTTACATCAGATGTTCATACCCTTGCCGTCATTAATACG​
TTTGATGGTGTAGCAGATTATTTAATTCGCTACAAACGATTGCCTGATAACTACATCACAAAATCACAAG​
CAAGTGCTCTTGGATGGGTGGCATCAAAGGGAAATCTAGCAGAGGTTGCCCCAGGTAAAAGCATCGGTGG​
AGATGTTTTCTCTAACCGGGAGGGACGTCTTCCTTCAGCAAGCGGCCGAACATGGCGTGAGGCAGATATC​
AACTACGTCTCTGGCTTCCGAAATGCTGACCGCCTCGTGTATTCAAGTGACTGGCTCATTTACAAAACAA​
CAGACCATTATGCAACTTTCACACGTATTCGATAATCAATCAAAAAACAGCCCCATTTGACGTAGGGCTG​
TTTTTTATGCTGCCTATGGC 

 

 

 

 

 

 

 

 

 

 

Today we managed to find several hundred more antihomologue proteins.  
I invite you to the antihomologue exhibition: 



 
  

 
 
 
 
 
 
 
 

 
 

 

​  

 



 

 

 

 

 

 

 

 
 
 



 
 
 
 

 
 
 



 ​
​
 

Further evidence for separate coding of amino acid isomers 
 

 
 



 



 
 
 
 
The significantly greater number of secondary structure types of polyserine compared to polyvaline, polyproline, 
polyglycine, polyglutamine... is additional indirect evidence of coding of different isomers of serine by different 
triplets. The first indirect evidence is the presence of two groups of triplets coding for serine, arginine and leucine. 
 
 
 
 
 
 
 
 
 

The folding hypothesis is refuted by the software 
allotropy (compositional coding) of protein structure 
 
 





 
 
 
The easiest way to test the new technology is by X-ray diffraction on simple structures such as  
polyvalin: 
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