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We trained chickens to react to an average human female face but not to an average male
face (or vice versa). In a subsequent test, the animals showed preferences for faces

consistent with human sexual preferences (obtained from university students). This

sugge:,ts that human preferemes arise from éeneral propertles of nervous s.ystems rather

Ghirlanda, S., Jansson, L., & Enquist, M. (2002). Chickens prefer beautiful
humans. Human Nature, 13, 383-389. )
Ghirlanda et al (2002)
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British Jowrna! of Prychelogy (20001, 91, 125-140  Prmted v Great Britain 125

masculinized female-exaggerated
@ 2000 The British Psychological Sodery

Sex-typicality and attractiveness:

Are supermale and superfemale faces
super- attractive? -100% -75% -50% 25% 0% 25% 50% 75% 100%

feminized male-exaggerated
Figure 2 A. Caucasian female (top) and male (bortom) continua used in Expr 2.

Gillian Rhodes*

University of Western Aunstralia and University of Canterbury, New Zealand

Catherine Hickford 100

University of Canterbury, New Zealand

. Female Faces
75 4 |_ Male Faces

Linda Jeffery
University of Western Ansiralia, Ausiralia - 50 -
S o
2F
Many animals find extreme versions of secondary sexual characteristics ateraceive, 3 E 25 4
and such preferences can enhance reproductive success (Andersson, 1994). We =2
hypothesized, therefore, thar extreme versions of sex-typical traits may be actracrive 25
in human faces. We created supermale and superfemale faces by exaggerating all s 0 4 -]
spatial differences berween an average male and an averape female face. In Expe 1 Z=
the male average was preferred w a supermale (30% exapggeration of differences = E
from the female average). There was no clear preference for the female average or £2 251
the superfemale (50% exaggeration). In Expt 2, pardcipanes chose the most ﬁ =

aecractive face from sews of imapes conaining feminized as well as masculinized 50
images for each sex, and spanning a wider range of exaggeration levels than in Expt

1. Chinese sers were also shown, to see whether similar preferences would occur for

a less familiar race (pardcipanes were Caucasian). The most atcractive female image 75
was sipnihcantly feminized for faces of both races. However, the most attraciive

male image for both races was also significandy femined. These resules indicare ~100
that feminization, rather than sex exaggeraton per se, is areraceive in human faces, r ;
and they corroborate similar findings by Perrew er o/, (1998). Female Male

Sex of Participant Gillian et al (2000)




=1 Bodyl

o= Tha(3€)o1at?



=
O

o}




B UER] S92

Bunny Pairs Month Baby Mature | Total
1 Rabbit Rabbit

0 January 1 1 0 1

.\ L 1 February 1 0 1 1

March 1 1 1 2

g 8 8 > April 1 1 2 3

May 1 2 3 5

8 8 QQ 8 8 8 3 June 1 3 5 8
I\ July 1 5 8 13

Q{ August 1 8 13 21

88 8 ?438 88 (.-. 8 September 1 13 21 34
October 1 21 34 55

88 aa B Q{S 8:]8 8 ) ,_S November 1 34 55 89
6 8(4 Q)g 8 December 1 55 89 144

o G UR] 4 1,1,2,3,5, 8, 13, 21, 34, 55, 89, 144--

H] gai 1/2,1/3,2/5,3/8, 5/13... = 0.382
vl=b: 1/1,1/2,2/3,3/5,5/8,8/13... =0.618
Hl=c: 2/1,3/2,5/3,8/5, 13/8 - =1.618 -> skFH] =
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DNA RNA
SECDOMD BASE
T Cc A G u C A G
TTT Fhe | TCT Ser | TAT Tyr | TGT Ty | T Ly e LCL Ser | UaLl Tyr [ UGL Cys | U
TTC Phe | TCC Ser | TAC Tyr | TGC Cy: |G UUC F UCC =er [ UAC Tyr [UGC Cys |G
TTA Leu [ TCA Ser | TAL Siop| TGA A LA UCA Ser | UAA Stop| UGA Stop | A
TTG Leu [ TCG Ser | Tal TGE T |G LG LCG —er [ UAG Stop UGG Trp | G
CTT Lew [ COT Froo | CAT Y T L COU Pro [ CaL His | CGL Arg | U
CTC Len [ COT Pro | CaAC | CGC &g |C CUC oo [ CCC Froo | CAC Hie | CGE Ang |G
CTA Lew [ CCA o | CAA Ciah Srg | A CUA Lo [ CCA Fro | Cad oln [ CGA Ang | A
CTG Len [ CCG Pro | CAG CGG g |G CUG Len | CCG Pro | CAG wln | CGG Arg |G
ATT lle [ACT Thr | AAT &on | AGT T AU e pAacl Thre | aall a<n [ AGL Ser | U
ATC lle [ ACC Thr | AAC 2o | AGC =& |G AUC [e | acCc Thr | aAC Acn | AGC Ser |G
et | ACA THE | AAA L AGA cro | A AUA [le | ACA Thr | A84 Lys [ AGA A | A
ATG Met)l ACG Thr | 4G Lys | AGG =0 |G AUG Met | ACG Thr | 8AG Lys | AGG Arg |G
GTT Yal [ GCT ala | GAT &zp | GGT - T GUU val | GCU &z | GAL asp | GGU Gy |U
GTC Yal | GCC &la | GAC f:=p | GGC - C GUC vzl | GCC Az | GAC 4Asp | GGC Gly |G
GTA Val | GCA &la | GAA Glu | GGA - A GUA vzl | GCA Alz | GAA Glu | GGA Gly | A
GTG Yal | GCG &la | GAG Glu | GGG - G GUG vzl | GCG Alz | GAG Glu | GGG Gly |G

Universal genetic code

TCAG (43=64)

—

ASYH THIHL

Amino Acid

Mame Abb'n
Alanine Ala A
Arginine Arg R
Asparagine Asn N
Aspartic acid Asp D
Cysteine Cys C
Glutamic acid | Glu E
Glutamine Gln Q
Glycine Gly G
Histidine His || H
Isoleucine Ile |
Leucine Leu L
Lysine Lys K
Methionine Met IIM
Phenvylalanine | Phe F
Proline Pro P
Serine Ser S
Threonine Thr T
Tryptophan Trp W
Tyrosine Tyr Y
Valine val Vv




Y7 2=0=717
gy 0] x| Au w7} £ gl
@ ZM@l2|-Central Dogma

DNA->RNA->THEHA] (o}o) 2 AT

Amlnoacyl -tRNA synthetase (ofo] =4
DNA polymerase RNA polymerase on s

.
F

O

DNA RNA

Al
S5 A Y /ribozyme

x Transcription
Replication | >

- Reverse transcription

. Translation

Ribosome

Translation

Amino acid chain e
—

(protein)

Large subunit ——»
Ribosome i
Small subunit

PROTEIN



SRS | SR | ARt
O]—EI] 1,__1\} ARlakA: 74 A [ 2R | axt
74 5%7 3*13 2*37

HO O ol.ul
\Cﬂ o R: %—ﬂ]
H | ‘

N-CH .
"I g NcHCcOH B EFH

B: 74 (H,2+N14+C12+H1+C12+0,32+H1)

» A
4 Element Nucleons Element M:ﬂ:;"ﬁ’:ﬂss Atomic Mass
2‘ e Name Symbol | Protons | Neutrons | Total of most common isotope natural isotope mixture
v Hydrogen | H 1 0 1 H 1 1.008
1 s G - carbon C 6 6 12 C 12 12.011
Hic|/N o = el &
oo st Nitrogen Oxygen 0 8 8 16 0 16 15,999
1.0079 | 12.011 14.007 15999 Sulphur g 16 16 39 g 2 9 066
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A harmonic structure of the genetic code

Miloje M. Rakocevié

Deparmment of Chemistry, Faeulty of Science, University of Nis, Cirila i Metodija 2, Serhia & Montenegro, Yugoslavia

Recetved 7 October 2003; received in revised form 19 March 2004; accepted 26 March 2004

Abstract

In this paper is presented a new, very harmonic structure of the genetic code (GC) within a system of “4 x 5" (and/or of “5 < 47)
of amino acids (AAs) in two variants. In first variant, the five rows within the system start with one polar charged amino acid (AA)
each, making first column, consisting from five polar charged AAs (D, R, K, H, E). Five polar non-charged AAs (N, P, Y, W, Q)
follow, then five non-polar AAs as last column (A, L, F, V, I} and, finally, five polar or non-polar AAs, in a combination, as first to
last column (A as non-polar; S, T as polar, and G, P as ambivalent AAs). A second variant is subsequent to this one—"4 % 5
system with five mtrogen AAs (K, R, P, H, W), five oxygen (D, E, Y, 8, T), five solely carbon (A, L, F, V, 1) and five “combined”
AAs (G with hydrogen as side chain; C and M with carbon and sulfur; N and Q with carbon, oxygen and nitrogen). A strict balance
of atom and nucleon number as well as molecule mass follows the classification in both system variants.

© 2004 Elsevier Ltd. All rights reserved.

Keywords: Genetic code; Siemion—Siemion’s rule; Davidov’s rule; Damjanovié’s spiral model; Atom-number; Nucleon number; System theory

1. Introduction

In a previous paper (RakoCevic, 1998a), we presented
a system of *2x 107 (10 pairs) of canonical amino acids
(AAs), with firmly determined positions in pairs, within
two classes, handled by class I and class 11 of enzymes
aminoacyl-tRNA synthetases (Fig. 1, in relation to
Fig. 2). However, in this paper we will present a system
of “4 57 (four quintets and five quartets at the same
time) of AAs, with characteristics of a harmonic
structure, “hidden™ Le. integrated within the system of
*2x 107 (Table 1). The system is being generated in

Starting from aspart D - R - K o H N
polar charged AAs N _ F_ 1..? _ w —_

E
linear and continual Q
AAs are being added
Finally, the cycle is b
derivatives to their ' A — P — T — S — G
stand within the syst
of D-E within step | L —_— I — M —_— C —_— \.-r
pair D-N remains in
in the last row. This way, we wst asu sveonu Lo
within the system of 4 x 57" are being realized, shown in
Table 1. Finally, step (3) presents the manner on which

shcherbak, V. 1. (2003)

Available online at www.sciencedirect.com
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Arithmetic mnside the universal genetic code

Vladimir I. shCherbak
Depariment of Applied Mathematics, al-Faraby Kazakh National University, 71 al-Faraby Avenue, Almaty 480078, Kazakhstan, CIS
Recemwed 28 October 2001 ; recewved m revised form 23 Apnil 2002 ; accepted 10 December 2002

Abstract

The first information system emerged on the earth as prime
appearance of arithmetic power in such a linguistic milieu is
systems of extremely high efficiency. In this case, the arithmetic
code. A number is the fundamental arthmetic symbol produce
detected inside the genetic code, it would be natural to expec
control, safety, and precise alteration of the genetic texts. Then
suitable for embodiments of digits. These assumptions were us

The compressed, life-size, and split representation of the E
considered simultaneously. An exact equilibration of the nucl
was found repeatedly within specified sets of the genetic code.
decimal representation, the umique form 111,222 ..., 999 This
criterion could simplify some computing mechanism of a cell ©
symmetry of the genetic code demonstrates that possibly a zero
the genetic code could be explained by activities of some hypot
digital genetic texts.

It is well known that if mutation replaces an amino acid, the
strong. The antisymmetrical correlation between the amino aci
that these and some other familiar properties may be a physico

The “frozen accident” model, giving unlimited freedom to tl

hath arithmetie cvmhinle and nhvacachamical nratectinn incide

8 compressed series of degeneracy IV (32 life-size triplets)

Gly Ala ArgIV Pro Val Thr LeulV SerlV  Gly Ala ArgIV Pro Val Thr LeulV SedV/

Gelo|cG/Alc T+
Gcialc/TioT Y
NN NN

# Transformation
% TCAG — AGTC I_,

Gecﬂﬁ_
G/cla/cT|
N[NNI

Rumer’s @ GC
transformation [EJ G
TCAG — GACT IN|N N

é;amﬁ;rmmiﬂn t
~
Phe Tyr Il Asn Cys His Serll Asp AsnIle Tyr Phe His Cys Asp Serll

T[T|A[A|T]C[A|G] > AAEECGF]S‘
Ta|T/AlG @JA* ATA’LAGAEJ*
MR EAREEH RN ERNE

Leull Met Lys Trp Gin Argll Glu Lys Met Leull Gln Trp Glu Argll
Stopll Srart Starr Stopll

16 compressed series of degeneracy III, II, I (32 life-size triplets)
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9 E o] wAte] Aol 7 379) uj4

1

AMINO ACID SYMBOL MOLAR MASS

Alanine Ala /A 89.09 Asp/D | Asn/N | Ala/A | Leu/L ROWTOTALS
o . 1

i-rgmlnE_ :rgm ggfg 133.10 | 132.12 | 89.09 | 131.17 485.48

sparagine sh .

Aspartic acid Asp/D 133.10 Arg/R Phe /F Pro /P Ile /I

Cysteine Cys/C 121.16 2

Glutamic acid  Glu/E 147 13 174.20 | 165.19 | 115.13 | 131.17 585.69

Glutamine Gln 146.14

Glysine Glng 75.07 5 Lys /K TyrfY Thr/T Met/M =

?isltidin_e ?Iis ;'I* igfi; 146.19 | 181.19 | 119.12 | 149.21 595.71

soleucineg £ i

Leucine Leu/L 131.17 His /H Trp/W | Ser/S Cys/fC =

Lysine Lys /K 146.19 4

Methionine Met /M 149 21 155.15 | 204.23 | 105.09 | 121.16 585.63

Phenylalanine Phe /F 165.19

Prolir‘{e Pro;}{'P 115.13 s Glu/e | GIn/Q | Gly/G | Val/V [

_Srﬁrine . ?ﬁrﬁ i?g-?g 147.13 | 146.14 | 75.07 | 117.15 485.49
reonine r .

Tryptophan Trp/W 204.23

plr_osine ;vlrﬁ if;ig e 755.77 | 828.87 | 503.50 | 649.86 2738.00

dline d : 4
N—__

Gl 7 o7 D 14 4 3 2| 25 1332.37 = 37x74
= 2%666+0.37 = 2x37°

g
110) o) e ¥ 1) G 8 658 :@TE%@- 1405.63
(1oJ3) (o) R ) Bl BB | fjm- = 2%703-0.37 Rakocevi¢, M. M. (2004)

Integer division by addition: 777/PQ037=7T+7+7=21
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1 2 3 4
AMINO ACID SYMBOL MOLAR MASS |
ROW TOTALS
Alanine Ala /A 89.09 . R R L I e G
Arginine Arg/R 174.20 133.10 | 132.12 89.09 | 131.17 485.48
Asparagine Asn/N 132.12
Aspartic acid Asp/D 133.10 X Arg/R Phe /F Pro /P Ile /I
g{j{:ﬁfe p— g‘,’s}'g ing 174.20 | 16519 | 115.13 | 131.17 585.69 1369.025
Glutamine GIn /Q 146.14 — 272
GlysiiE Gly /G 25.07 X Lys /K Tyr /Y Thr/T Met/M 557 855 37°+0.025
?isltidi"_e ?Iis jIH i;fi; S T R I it e v
sojeucine e | 207.855
Leucine Leu /L 131.17 His /H Trp[W Ser /S Cys]C
Lysine Lys /K 146,19 4
Methionine Met/M 149,21 155.15 | 204.23 | 105.09 | 121.16 585.63 1368.975
Phenylalanine Phe/F 165.19
s e belE fp — (| GuE | e/ | aly/e | valy | = 372- 0,025
_Sl_ﬁfi"e . ?ﬁrﬁ i?g-?g 147.13 | 146,14 | 75.07 | 117.15 485.49
reonine r .
Tryptophan Trp/W 204.23
\Tf‘:'lrfi’s'"e Evlfﬁ if”g colS 75577 | 828.87 | 503.50 | 649.86 2738.00
dlineg d .
gl )3 A 3 9 | e 1332.37 = 37x74
10 11 12 13 14 15 g f_} = 2xX666+0.37 = ZXB72
[3[7]o] (4[of7)(4fa4] [4}8]1] 5[1[¢] (55]5) ]ﬂﬂlﬂ- 1405.63 .
TEr R e f][fi% g - 9%703-0.37 Rakocevié, M. M. (2004)

Integer division by addition: 777/PQ037=7T+7+7=21
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37 x 19
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shCherbak®] RNA ¢t s ufjH

RINA

SECOND BASE

uHlcl alaog

UuU | UCU [ uau UGy [ U

u | WUC | UCC |UAC [UGC | €

UUA |UCa [ Uas |UGA [ A

UUG |UCG | UAG |UGG | G

cuU|ccu|cau|ccuU |U

w| e [CUC|CCC|CAC|CGC | C

£ CUS |CCa|Cas |CGa|A

= CUG|CCG|CAG|CGG |G
'—

%) AUU | ACU [saU |aGU (U

=| o |2UC|ACC|aAC |AGC [C

AUA | ACA [ Aas |AGA | A

AUG | ACG |AAG |AGG | G

GUU | GCU | Gau |GGU | U

c |GUC|GCC|GAC|GGC | C

GUA | GCa | Gas |GGA | A

GUG |GCG|GAG |GGG | G

Universal genetic code
UCAG (43=64)

3Sv4 QYIHL

FIRST BASE
A G U C
AAU Asn GAlU Asp uaU Tyr CAU His
AAC Asn GAC Asp UAC Tyr CAC His
AdA Lys GAA Glu UAA Stop CAA Gln
AAG Lys GAG Glu UAG Stop CAG GIn
AGU Ser GGU Gly UGU Cys CGU Arg
L AGC Ser GGC Gly UGC Cys CGC Arg
ﬂ AGA Arg GGA Gly uUGa Stop CGA Arg
o AGG Arg GGG Gly UGG Trp CGG Arg
=]
=
8 AUU Ile GuUu val uuu Phe cul Leu
w AUC Ile Guc val uuc Phe CUC Leu
w AUA Ile GUA val UuA Leu CUA Leu
AUG Met GUG val uuG Leu CUG Leu
ACU Thr GCU Ala ucu Ser CCU Pro
ACC Thr GCC &Ala ucc Ser CCC Pro
ACA Thr GCA aAla Uca Sser CCA Pro
ACG Thr GCG Ala ucG Ser CCG Pro

shCherbak®?] &5 ¥

AGUC (43=64)




Shcherbak®] Sxots st oj& v} sBX} 4~ 37

(a). The amino acids of degeneracy IV series

(a). o 1 2 3 4 5 6
10 1112 13 14 15
19 20 21 22 _23 24

Integer division by addition: 777/PQ037=7+7+7=21

Shcherbak?] A WHaj mf&d

Nucleon number of  Gly Ala SerlV Pro Val Thr LeulVArglV Zioal  Ziorat ! PQ)O‘ﬂ FIRST BASE
whole molecule, N: 75 89 105 115 117 119 131 174 9‘} 25=5°
standardbox, B: 74 74 74 73+1 74 74 74 74 [5 9@ 16=4> A G U C
HOOHOO HOO HOO HOO HOO HOO HOO e
\ i Wi v \ i/ )/ \
¢ ¢ . ¢ \c" \cl' ¢ ‘?" AAU Asn GAU Asp UAU Tyr CAU His
H| H H | M , ; ;
N-CH N-CH N-CH “I\LCH N-CH ;»CH :--CH :H:H Squares of A AAG Asn GAC Asp UAG Tyr CAC His
HI vl Hl gl wW|I HI H H | POD first three AAA Lys GAA Glu UAA Stop CAA Gln
: | : T|. = J I : ‘ Yaaricive Pythagorean AAG Lys GAG Glu UAG Stop CAG Gin
H HCH HMCH HCcH  CH cH H(l:H HeH numbers
H H/\H H/N
Hi H\éH ko ‘CH ROOH O ficH : AGU Ser GGU Gly uUGU Cys CGU Arg
H H H H/\H ‘ % G AGC Ser GGC Gly UGC Cys CGC Arg
HC cH Hew | AGA Arg GGA Gly UGA Stop CGA Arg
H H <L
NH 0 AGG Arg GGG Gly UGG Trp CGG Arg
=]
H:-C=NH - - =
side chain, R- 1 15 31 42-1 43 45 57 100 3]]3 0=3¢ 8 AUU Ile GUU val uuu Phe GUU Leu
% U AUGC Ile GUGC Val uuGc Phe CUC Leu
(b). The amino acids and syntactic signs of degeneracy 111, I1, I series :Hg r:q':t gﬂg E: HHS tgz gﬂg ::gz
Stopll Start
Cys lIle SerIl Leull Asn Asp Gln Lys Glu His Ph Tyr Met T o
: i s cArgll 19t Met D Aol ACU Thr GCU Ala UcuU Ser CCU Pro
B74 74 0 74 74 74 74 74 74 74 74 74 74 74 74 74 [1]1]1]+909 c | acc Thr GCC Ala ucc Ser CCC Pro
H\O? H'PHO H?HO H?I’O H<\3{0 Hf)”o H\°40 H\OVO H\O’IC' H(\)’IO H?I’O H(‘)/O H(‘JHO H\OVO H\OH ACA Thr GCA Ala UCA Ser CCA Pro
c ¢ c ¢ ¢ ¢ ¢ ¢ ¢ ¢ ¢ ¢ ¢ ¢ ¢ ACG Thr GCG Ala ucG Ser CCG Pro
H H | H H H| H HI H| W]l HI ®| H| HI HI HI E .
N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-CH N-cH N-cx Balance
H H | Hl H H| H H| H| HI| H HI HI HI HI HI r-é = 21 3R . = 21 3R .
: . : . : : : $ H : : [e) ~ [e)
\ 1 | J , || . x | \ : o (a) IVJ_ET O}D]il_} _IKI_T (b) I HIJ—_ET O]_U]—LE‘L]: _IKI_T
H‘CH mcr:‘ chn- H(‘DH HOH  HeH HCIZH H?H HCH HCH H(i:H HT:H HCH HCH H<|:H fPQD o o
Y * ‘ ‘ eature E I
Hs C CH HO ¢ c C HCH HCH MCH C C HCH C  HCH HCeC o (=]
H\ H H/ TH VRS A | 1 AW | {0 | Hi R B | — | R B [ — |
CH HC CHO N O OH C HCH € CHNHCHCH HCH CHCH § mHN
H H H H HH N | i c| L | c‘:ch |
N O HCH O O N=CH CH NH HCH CsC
5P s letans i o 333 | 592 | 925 | 1110 | 1110 | 2220
N c
HH H/ W
HN N+ OH *% *N* *C* * * * * *N*Q*
R 47 57 0 31 57 58 59 72 72 73 81 91 100 107 75 13 [4]1]1])+909 3*3*37 | 4*4*37 | 5*5*37 | 3*10%37 | 3*10"37 | 3*4*5"37

shcherbak, V. 1. (2003)

7 viv

Vi 417

16V |
b1 675 l6
\2_53 @} 27
M




Shcherbak®e] &%

(a). The amino acids and syntactic signs of the series with the 5" pyrimidine bases (the first 3’ bisection)

Stopll
5'T: Phe Leull SerlV Tyr g Cys Trp 5'C:LeulV Pro His Gin ArglV Efo:aa' (\

B4 4 4 4 0 74 M 74 7341 T4 T4
HOO HOQ HOO HOO HOO HOQ HOQ HOO HOO HOO HDO
Y AR Y Y (WA YR Y AR Y A Y
C c cC C C C C c g ¢ g
HI HI1 HI| H HI HI H HI H|l H| H
N-CH MN-CH MN-CH N-CH N-CH H-CH N-CH N-CH NeGH N=CH N=CH
HI HI| HI| H HI H] HI gyl | HI HI H N
L] L] I e
HCH  HCH HCH  HGH HCH  HCH HCH HCCH How  Wow neH  Balance
' | | | \ f Z
C CH OH C HS HC=C CH HCH c HCH HCH
I HIH I HIVH 0 .
CHCH HC CH CH CH o | HC CH CHHH € HCH
| H H I | K oH | | 1w
CH CH CH CH HO-G=C N=CH N O HNH
i X)) T HH H
CH C-OH CH-CH=CH HN=C-NH -
ROL 57 31 107 0 47 130 57.42-1 81 72 100 (814

(b). The amino acids and syntactic signs of the series with the 5’ purine bases

Start /j:

5'A:Tle Met Thr Asn Lys Serll Argll  5'G: Val Ala Asp Glu Gly 2 g
17 89 133 147 75 EE5+2\

N 131 149 119 132 146 105 174
B: 74 T4 4 M T T4 M o 4 (582)«a
R 57 75 45 58 72 31 100 $15 9 B |I:+«ﬁ4ﬁmg
M.‘EIEI‘L\ =2
A P i i
- v Mortse o NS
0=y ofC\N/f]‘H S HC‘N/& /C‘H HC\NZQ\ /lC\
H M H H N7 H N7 N,
MOIEAIC) EJENT. DNA) - SepHU, RNA) oA ZL0R(G)

org 20 i uf Sz}

Shcherbak?] &= Hxj mf&

FIRST BASE

A €] U c
AAL Asn GAU Asp UAsU Tyr CAU His
A AAC Asn GAC Asp UAC Tyr CAC His
AAA Lys GAA Glu UaaA Stop CAA Gln
AAG Lys GAG Glu UAG Stop CAG GIn
AGU Ser GGU Gly UGl Cys CGU Arg
LU G AGC Ser GGC Gly UGC Cys CGC Arg
E AGA Arg GGA Gly UGA Stop CGA Arg
a AGG Arg GGG Gly UGG Trp CGG Arg

m]
=
8 AUU Ile Guu val uuy Phe CUlU Leu
L u AUC Ile Guc val uuc Phe CUC Leu
@ AUA Ile GUA Val UuA Leu CUA Leu
AUG Met GUG Vval UuG Leu CUG Leu
ACU Thr GCU Ala ucu ser CCU Pro
c ACC Thr GCC Ala Ucc ser GCCC Pro
ACA Thr GCA Ala UCA Ser GCCA Pro
ACG Thr GCG Ala UcG Sser GCCG Pro
i At &Rk (b) F3 ofn] kAt b4
(a)]'qaultdol_u]ill_ —Ix_l_ b I_Ol:lil_]._ 1

T~ o~

ol

R B e R B 2}

814

814

1628

629

888

1517

2*11*37

2*11*37

4*11*37

17*37

24*37

41*37

« A = 1110-814€296)

333+A

592+A

925+2A

shcherbak, V. 1. (2003)




Shcherbak?] ©-xots 3rd mfj& v} sHA} 2~ 37

(). The amino acid side chains and syntactic signs of the second 5" bisection

Stopll ZT otal

5'T:Phe Leull SerlV Tyr
R 91 57 31 107 0

(A=

w
~

(a). o 1 2 3 4 5 6
(o0} (of3]) (o7[4) LT[ (11+[e) rTe]) ) 2
10 1112 13 14 15

[3[7J0] (lol7) a4 (4f3[1) 5]1s) BISS)
19 20 21 2 23 %

[710J3) (4o Elzla) (e 4] B[ (E[ee)

Integer division by addition: T77/PQ037=T7+7+7=21

Shcherbak®] A HAY o &l

©

Sy Tl T
S8

;
.

(L) 7tz

Cys Trp  5'G:Val Ala Asp Glu Gly
47 130 31559 713 1 @ !

Two

" balances

Start

5'A:Tle Met Thr Asn Lys Serll Argll 5'C: LeulV Pro His Gln ArgIV
R:5T 75 45 58 72 31 100

H
1

57 42-1 81 72 100

(b). The amino acid side chains and syntactic signs of the unique Center bisection

Start

R 91 57 57 57 75 43

zrotal

Center T: Phe Leull LeulV Tle Met Val Center G: Cys Trp ArgIV Serll Argll Gly
47 130 100 31 100 1 @

H

Stopll

Center C: SerlV Pro Thr Ala  Center A: Tyr  His Gln Asn Lys Asp Glu

R: 31 42-1 45 15

070 8172 58 7 59 74 (654)

T

FIRST BASE FIRST BASE
A G u C A G U c
AAll Asn GAU Asp UAU Tyr CAU His AAl Asn GAU Asp UAU Tyr CAU His
| ry ~an A LIAC Tur CAC His AAC Asn GAGC Asp UAC Tyr CAC His
1 AAA Lys GAA Glu UAA Stop CAA Gln "AAA Lys GAA Glu UAA Stop CAA Gln
: AAG Lys GAG Glu UAG Stop CAG GIn AAG Lys GAG Glu UAG Stop CAG GIn
I
: AGU Ser GGU Gly UGU Cys CGU Arg AGU Ser GGU Gly UGU Cys CGU Arg
| L G AGC Ser GGC Gly UGG Cys CGC Arg w G AGC Ser GGC Gly UGC Cys CGC Arg
£ AGA Arg GGA Gly UGA Stop CGA Arg & AGA Arg GGA Gly UGA Stop CGA Arg
T T AGG Arg GGG Gly UGG Trp CGG Arg o AGG Arg GGG Gly UGG Trp GGG Arg
! | a N =
| | z - z
: | 8 AUU Ile GUuU wval uuy Phe CUU Leu 8 AUU Ile GUU val Uuy Phe CUU Leu
| lance : ] u AUC Ile GUC val uuc Phe CUC Leu w U A GUC val UUG Phe CUC Leu
} | 2 AUA Ile Gua val UUA Leu CUA Leu « B A Tle GUA val UUA Leu CUA Leu
AUG Met GUG Wval UuG Leu CUG Leu / AUG Met GUG val UUG Leu CUG Leu
ACU Thr U ala uUcu Ser ro ACU Thr GCU ala ucu Ser CccuU Pro
ACC Thr GGG Ala ucc CCC Pro ACC Thr GCC ala UCC Ser CCC Pro
+ggg PQD +999 c ACA T GCA Ala K GCCA Pro < ACA Thr GCA ala uca ser CCA Pro
| AC r y UCG Ser CCG Pro ACG Thr GGG aAla UCG Ser GCCG Pro
|
' feature
|
|
|
|
|
| = — — =
: 2~ sk ofo] - AF SHXF (2) o}t ofo] - AF SHA}A
i : T © 1 T () 1 T
|
| A
. : R B o R B of
|
|
|
1~ 654 | 814 | 1468 789 888 1677
|
............. J

A

2*11*37

24*37

* A+B = 1443 = 444 + 999

3*13*37

shcherbak, V. 1. (2003)
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The triplets with three identical and three unique bases

Rumer’s, TCAG—CTGA, and Spin—Antispin transformation

(a). o 1 2 3 4 5 6 7 3viv 8 9

Integer division by addition: 777/PQ037=7+7+7=21

10 11 12 13 14 15
19 20 21 22 23 24

16V E{T?j 18
= | |
303

Triplets of Identical Bases

Clockwise Codons

TTT Phe R=91;B=74| GGG Gly R= 1;B=74
AAA Lys R=72;B=74| CCC Pro R=41;B=74
Triplets

of

Unique Bases

AntiClockwise Codons

Larger @ : @ Smaller
sum of 1) N i sum of
nucleons m [A] m i a [E] j m nucleons
Phe 91 Lys 72 i Gly | Pr042—
Antisymmetry axis of Fig, 5b e e e et i i o i i e e
Rumer’s, TCAG—AGTC, and Spm—)Annspm transformation
Smaller (v | V) Larger
sum o — | = sum o,
,wc,e,{,,s 5 SerlV31[T|CJA| ic[T|[A| Thras & ,wdefns
{ His8l - |
¥ TesT T [a 3
Aa1s [acT] 4 T) Serlv 31
Leulv 57 |C| T 8- c
c|7|q) Bht Val 43
Cys47 (T]GJc] == G| ArglV 100
Stopl0 |T|G|A JG“ A| Serll 31
Asp 59 T [?]TT T|A|G| StopIl 0
Start "
Met 75 ! [T Val 43
Gln 72 A G JA“ G| Asp 59
Serll 31 ﬂ 3 G| A| ArgIV 100
Ala15 G C A ' G|A|C| Thrds
\)U (
2o, B&R: EEB 1999 Balance ,6[6164‘*'999
POD feature

TCA Ser R=31;B =74 T CTA Leu R=57:B=74
CAT His R=81;B=74 TAC Tyr R=107;B=74
ATC Ile R=57;B =74 AC ACT Thr R=45 B =74
GCT Ala R=15 B =74 G CGT Arg R=100; B = 74
CTG Leu R=57;B=74 GTC val R=43;B =74
TGC Cys R=47B=74 T C TCG Ser R=31;B=74
TGA Stop R=0;B= 0 T GTA ¥al R=43; B =74
GAT Asp R=59%B =74 TAG Stop R=0;B= 0
ATG Met R=75B=74 AG AGT Ser R=31;B=74
CAG Gln R=72;B=74 C ACC Thr R=45 B =74
AGC Ser R=31;B =74 CGA Arg R=100;B = 74
GCA aAla R=15 B =74 G A GAC Asp R=59B=74
(a) NAMGEFTE AL (b) AIANITHEEF ofn] e dt Sats
e~ ol
R B of R B of
/03 962 1665 703 962 1665
666 + 999 45*37 666+999 45*37

shcherbak, V. 1. (2003)



gt sol e ofnlwAte] BEB Y S8R UAte, YA 5

AMING Particles in the Individual Amino Acids DNA/RNA Particles in the Products of the Genetic Code AMINO TOTAL RELATED NUCLEON AMINOD TOTAL RELATED NUCLEON
ACID Atoms Protons  Neutrons Total PF* [ atoms Protons  Neutrons Total ACID NUCLEONS CODONS  GRAND TOTAL ACID NUCLEONS CODONS  GRAND TOTAL
Std Blk 9 39 35 74 61 549 | 2379 2135 4514 Gly /G 75 2+2 300 (STOP) (0) (2+1) (0)
Ala /A 89 242 356 Ser /S 105 2 210
Ala /A 13 48 41 89 4 52 192 164 356 Ser/S 105 42 420 Cys/C 121 5 242
Arg/R 26 94 80 174 6 156 564 480 1044 Pro/P 115 o A Leu/L e > e
Asn/N L7 7) 62 152 2 il 10 = 45 val/v 117 242 468 Ile /1 131 241 393
Asp/D | 16 /0 63 133 2 32 140 126 266 Thr/T 119 242 476 Asn/N 132 2 264
Cys/C 14 64 57 121 2 28 128 114 242 Leu/L 131 542 524 Asp/D 133 2 266
Glu/E 19 78 69 147 2 38 156 138 294 Arg/R 174 o o GIn/Q v > 50
GIn/Q 20 78 68 146 2 40 156 136 292 Lys /K 146 5 92
G_Iy /G 10 40 35 75 4 40 160 140 300 Glu/E v > S5
His /H 20 82 73 155 2 40 164 146 310 Met /M 149 5_1 149
Ile /I 22 72 59 131 3 22/44 | 72/144 59/118 131/262 His /H 155 2 310
Leu /L 22 72 59 131 6 132 432 354 786 Phe /F 165 2 330
Lys /K 24 80 66 146 2 48 160 132 292 Arg/R = > o
Met /M 20 80 69 149 1 20 80 69 149 Tyr /Y 181 ) 362
Phe /F 23 88 77 165 2 46 176 154 330 Trp/W S0 5o o0
Pro /P 18 63 52 115 4 72 252 208 460
Ser/S 14 56 49 105 6 84 336 294 630 s 925 32 3700 16 2220 32 4218
Thr/T 17 64 55 119 4 68 256 220 476 [5x5%37] [4x8]  [10x10x37] LEremomerl [t Lol
Trp/W 27 108 96 204 1 27 108 96 204
Tyr/Y | 24 96 85 181 2 48 192 170 362 A5 1-3 & [,
val fv 19 64 53 117 4 76 256 212 468
3700 4218 7918
Totals 'rebels’ included 1147 4264 3654 7918
'rebels' excluded | 1078 4004 3430 7434 100*37 6*19*37 214*37

shcherbak, V. 1. (2003)



S5 o1 k=) 2 o RlakA o] s} A
SALA S of| o} oo\ Ae] ZH2F Alef4~0] ST g4~
In the base In all amino
In all In the - :
Particles of each - : . . acids without
amino acid amino acids rebel group the 'rebel group’
74 7918 484 7434
NUCLEONS [= 37x2] [=37x214] [= 121x4] [= 7x1062]
39 4264 260 4004
PROTONS [= 13x3] [= 13%328] [= 13x20] [= 13x7x44]
35 3654 224 3430
NEUTRONS [= 7x5] [= 7%522] [= 7x32] [= 7071 7%10]
o’o?o oouoé‘éuu
10000000 900000000006
00000 900000000 90000000000
. BB GBS b
000000 00000000 0000000000
ORGSO EERESEE,  (CAEBAGEE:
e X0 0000000000000

o0
(J

a7/73

61/121

l:l]_ﬁl_
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CEN Tech. J., vol. 7(2), 1993, pp. 184-136

The Ultimate Assertion:
PART: PANT ONT DT AN DMION NOD TNN2

Evidence of Supernatural Design in
the Divine Prologue

VERNON JENKINS

ABSTRACT

ﬂ--*Demography e | TR . -
‘ nda. P Vs ' . Some alternative views of Genests 1:1 that explain why this first verse of the
research of L

Hebrew Scriptures must be regarded ax the most remarkable combination of
words ever writlen.

SOME PRELIMINARIES The practice then was to record numbers on an addi-

tive basis, that is, letter-values were simply added

(1) The term characteristic value will be found 1o occur tegether o oblain the number represented by a group of

frequently in the following pages. It refers 1o a numeri- characters. It is in this manner that the characteristic

cal attribute of every Hebrew word, or group of words, values are calculated.

that has its origin in the alphabetic scheme of nu- (2) In an appropriate example of this procedure the deriva-

meration introduced into Jewish society circa 200 Be. tion of the characteristic values of the eight opening
This is given in Table 1 where the Hebrew alphabet of words of the Bible is explained in Table 2.

22 letters — five with eénd-forms — is presented asa Reading from right to left, the eight numbers brack-

set of numerals. eted beneath the text are obtained by adding together

Position i T 1 1 [ | | T T T
osition In | 4 ' 5|3 4 5678 |9 10 11|12 13 /14|15 16 17 [18/19 20 21 22

v " alphabet
Advanced’. o CLetter | % = balalnla |t ]n B * =t -‘2:'5 .II = ' 'ﬁ ﬁ'_lij,' == -'..:' ' Z
mathematics | LR IR Al M e

E.‘;gpaer:gibelgt Biological
' .. race-theory

”UJ;?JES' 1,2 3 456 7/8 9 10 20 30 40 50 60 70 80 90 100/200300400

Table 1. The basis of the Helvew alphatelic scheme of numsration.

1A0¥200% 135061 (BON200)1 G} (400N KEF (400(V0N40NBCONS] (400K  [A0MIDNENIDKT)  (1H200MZ) [ADINTONI00KT H200N2)
2 = - " une
- » (1T L]
PR : PINT AN DT AR 20K N2 DN
EARTH THE AND EARTH THE AND HEAVEN THE GoD GRE!TED BEGIMNING THE IN

{303) {286} {407} (285) 1401 [BB} (203 (313)

P ” - | Table 2. Derivation of the charactenstic vatues of the elght opening words of the Bitie, the firsi seven words making up Genesis 1:1,
faq



https://creation.com/journal-of-creation-72
https://dl0.creation.com/articles/p028/c02814/j07_2_184-196.pdf

46- AR 2:(8)

A _O z : Ada
Al Al A|(Alpha numeric system) oo

(3l1B2]%])| Pace: 1 2 3 a4 5 6 7 8 Place: 1 2 3 4 5 6 7 8 [(2}o])
Letter: N 3 1 9 n 1 N Letter: Aa B Iy A8 FEe ZL Hn @0
Name: aleph beyt gimel dalet hey vav zayin hhet Name: Alpha Beta Gamma Delta Epsilon Zeta  Eta  Theta
Numeral: 1 2 3 4 5 6 7 8 Numeral: 1 2 3 4 5 7 8 9
Place: 9 10 11 12 13 14 15 Place: 9 10 11 12 13 14 15 16
et 9 Y D7 5 no >) e Letter: i Kx AX Mu Nv B¢ Oo IIr
Name: tet yud kaph Jlamed mem nun samech Name: lota Kappa Lambda Mu Mu ¥i Omicron P
Numeral: 9 10 20 30 40 50 60 Numeral;: 10 20 30 40 50 60 70 80
Place: 16 17 18 19 20 29 22 Place: 17 18 19 20 21 22 23 24
Letter: h¥) Bﬂ 3]/‘ P i s M Letter: Po oo Tr Yv P9 Xy YWy Lo
Name: ayin pey tsadey duph resh shin tav Name: Rho Sigma Tau Upsilon  Phi Chi Psi Omega
Numeral: 70 80 90 100 200 300 400 Numeral: 100 200 300 400 500 600 700 800

37 (5e13e1148) A% 3=37 (9+7+18+15+20+18) A5 3=87  11]1-3437

o —~ 0

-t 030 Alsl(E3oh I noov g adsodsd) w

weR® i eaihos o eadihes
73 (5+40+20+8) 2A} k=73 (10+8+200+70+400+200) A} Zt=888 g 37
0% 37

888=8 x 3x 37=111x8 Vernon et al (1993)

73




Akl }0] E: Blue Letter( L) AF 11 A}O] E: Gematria calculator

HELP QUICKNAV ADV. OPTIONS
KJ-V LINK CITE THIS .
B> cucxmociane '%%'%::: e ) i) | rr bematria calculator

“« 4 F > » W coPy COPY OPTIONS =~ FORMAT BY: @ VERSE & PARAGRAPH @ STRONG'S @ REDLETTER  AUDIO BIBLES <)

E BLUE LETTER BIBLE

ED © Gen1: In the beginning God created the heaven and the earth. T (DISCLAIVER]

INTERLINEAR CROSSREFS [l COMMENTARIES X BLB Searches

SHoW CAMTILLATION HaRKE ] Masoretic Text SHOW VowWEL FoINTS ] Search the Bible

his multi-language gematria calculator calculates letters/words into numbers. Select language and input words.

N only Hebrew letters in the Hebrew gematria calculator
. ¥ . — — kv~ n ' only Greek letters in the Greek gematria calculator

. I /| I = = . only English letters in the English gematria calculator
:PIND DR DWD DR D708 873 WD 1:1 Advanced Optons nly English lttes i the Fnglish gematria calcul

Other Searches ¥

Reverse he table has the dragging property, giving it the infinite potential of width.
Inflected [If you hover the mouse pointer over the table and hold shift you can drag it to the end by scrolling down with the mouse.
_ RODtS_‘ . For example: Gen 1:1-15: Rev 3; 4; Jer 21:10
English (KJV) [?] Strong's  Transliterated Parsing It can be used outside of this page in full-screen mode showing more letters than here.
MYrRDa [Link for full-screen mode: htps: i hp
In the beginning ) o
@ H7225 YUINe ) HR/Nefsa %

re'sit KV ~ | Retrieve | Adv. Options

oy
God H430 D’-IL)N i) HNcmpa n , @ n Submit

'8lohim

English

Subscribe to our Newsletter


https://www.blueletterbible.org/kjv/gen/1/1/ss0/rl0/t_conc_1001
https://777codes.com/gematria/form.php

A7 1789] 27} 3H2701)7 S8 WA S
@ ® ® @ ® @ @

[ = _ = £ ) k-
=R= 5 -m Dod8wm o Somd - 558 - 8w
v-m'r nm ='r:'¢'r me :--ﬁs R'I: ‘l‘ﬁ‘%‘l:

ear’[h the and heaven{ 1 the =t chj created heglnmng the In

(GOl A-L) (RolE-T121) (BHAFIIY-31ES)  (E-~2) (A2Y-3htd) (slt-FRsic) (23 E-e)zd)

296 4071 399 401 86 203 913

D+$=999 111-3+37
=999 |
B)+E)+®) =888 .3:3:555:3:3.
@+®+@ =|777 A S

7709] Thol, 289] B&}, 17 FA| &} 3k 2701(913+203+86+401+395+407+296)
D+®=999, @+@+®=999, A+®+®=888, @+®+D=777, 111=3%37 Vernon et al (1393)



a ® 1.1 a5
3rd ‘. ". ; 35 ,_EJ}—_(&L
J33% o (O
™ = o.o.o'o'o.o.o 67 25_18 {‘3}‘, \jﬁ“g: N
7 6 5 4 3 2 1 WORD (® @H: n)_{@
| T’?:T 77-3\"1 :.‘:?’n ‘-2“\. :.‘-5'5.\‘ .\.2: n‘:i;ﬂ: NUMBER OF LETTERS jﬁ:_?}!’ﬁ:ii@:tidajrj
A TOH®O O

TINT NN 2RWT DX DR N2 DPYRI3



A7 178 12 = 2701, 737 249 .

d ® 1

3rd o0 2
—eo0e 3
e~ ° 4
@ 28 o

@0 --00

7

L)
.G..Qt...ttt.tdt. seeue
Bl Rkt yy ity
I:I>. 00000 28
FEES S ESESEEE SRR FEENBERRAEN
19 X 3; seseNssREERRRSRERRESY shnuted
NS ESBEREENPRE RSN RERREEE [ XL XX
Bsssssssseney AALEIKK o.-.o.o.o.t.o.t'o.o.
sasssassORRERdnnan
Ssesescene spsssseaaseustenanae. 7 6 5 4 3 2 1 WORD
03 37th ...... * .l..'i.i.l 0.1.0 0'&'0‘.'.'.'.'0'01-’- n‘ .0'4- aan
asew
; SePEessNIsIsNNEIIBINRIBITeseRanE Y - VN o e T 4 - b - "see -
[ ] [ XX ] L] L] .
:> L OO Y 0 L] f) .\n n’ bl | 1 , '.\ 1 \ §\1 ﬁ “ﬁ
ae . [ EE R L NN DN ] '... .l.l........’. ..‘ .. LR .......... '... 4 3 5 2
sssssBBREINEN
coeBBsEsRbBbRbRRRdERS AL e
A T A i A A Aty YLy NS 5 3 §/ NUMBER OF LETTERS
'Q.---Gi.......l....l....‘."..ll'...' —— e
.......... “&‘L‘-JA“-----‘.‘-‘- RS EEEXX] \\ —
sEEBEERES T hEsadBReEDE o N
sEssemsssEn. __ sssssasssmacn o —
sssssaned 2SI NN W 4 4@ Tsssssssasw . i
I I R & A B L) G -
sssnnse « 4 F B B B csvsssens L) 2 -
asesSsessmnre 4 N B BH B 4 tasnsaems LE XN ]
ae ssssnnsense A N WA EH 4 ssasasms - LA LR ]
[ EE N R E R R RENERNE] - (EXEEREANERE N LN
sesSRGEBRERBRES L] (XL (1]
[ EE SRR RN LR L EFEEEXEETSE N RN N |
LEL R ] LA LU LI e F A A R R R L L L
L EL L) L L A AL L L L L LI L L L I L L R L L L) L)
SRS SANABNSRESEREESES (XX XY [ EIEIEE TSI AR L N Bhddad
TEL] [ E X TR N R RN SEBEEEEN -e aesSsERSRORR LU
T T L Ll Ll L R R T o ——— YY) LI I Y] - o .
sssABASENBAENRRES shddbbbe B bR P P e
sssasseBsETREREBES sadsdEbbbbbnnsnans °
ssssmssnsn OAREKIOD sadddBNbsbnunnuna s LR oo o o
------ bbb bonsunean badesbBbhnsnsnusRnNE sses cse e see oo-ooooooo o.oo sase .o
O L AR OCIC DO OO0 DGO T seene oo essssene > vsvoece
EREES R .0.6.... LAAAAN S
BN AAS N NIRRT ERRES ERESE R RN EA RE R RN EEN e800es g
Seeccecnnuseccsnacen cesseee seseen eeses
L) XX .....I...I.i...-.. l.-.'.'...'...' 'R R - 36 eseseene 0 36 LA
6#1‘..‘0‘.‘ [ EXEEEEEE] li.i.l-l.!.....l"'l'..'-'..'...lliiIi Y EX I IS X L)) YY1 oe ‘TR R R RN R J 'R R RN
rd tltll'c.qoo::l:l..o'u' quo-l...o.!'-' ."'-.....'..'..O.U-O.I. t'nt‘:lu.:-.l'i':..Q...l-t. sess ‘e LA AR A A AAAL LA .... .... *e
LA A LR E S RS XIS L ] ."....'.‘.‘."lﬁlllioiii.ililioil LR L L) LR B J LR R El L]
$sssbbnnsennssannsunn sstbasssrensnnns atessatbunneanananenEnY sasBsEBBIEBEBEY 37 .e e e 37
- L J 2

7 6 S 4 3 2 1 WORD

(PUINT DN 2R AN 2NN NNS ANeZ

296 407 395 401 86 203 913( CHARACTERISTIC
L VALUE

—

e

=

2701 —

73

C

Vernon et al (1993)



a ... ... LA LN L L

:0:0:0:0:0: : 18 : o:o:o.o:o o: 18 » o:o.o.o:o:o:o
oo oo 19 Yy eeee

37

LU U L S . 4000008008
S0P 00RO PDRRSRODRORNORORRORS
[ FE X ISR EEREARRESNNNRERN NN ]

SN 19 X 37 RN g B
Tth L SR
7 6 = B 3 2 1 O o e enossesessssssssss

T}-‘sn AN 2R AN BYSN NTS ATUNTS A L K00 K K TR L ok XL KX LI AR L KRR

ils 7 395 401 86 203 913
703 ] ‘_:'—] 1! ’ "é}% = 703, 37th /E]'Z!'?—Sé —}F‘ Vernon et al (1993)




A7) 18 18 = 2701, 73%37, RIA}ZH

73 units -
o
=
p 0000006 0000000
2701 e CCeesee Peceeeees
g 00000080 00000000
g?:giiﬂiﬁzg?}f?nﬁ’g? A snow crystal displays the same underlying design g%gg:ﬂzigggm m‘;gt
QOO0
) OO
37 37 OO
(OO
00000
37-as-hexagon with 37-as-hexagram with
19-as-hexagon inset 19-as-hexagon inset

2738 = 2701 + 37 37 2738

Vernon et al (1993)

ol
%

9E ofu|Ate] Y4



X o re rA

= 0o 00 Ok

S

_ e e HR — [T

61/121

Vernon et al (1993)



2

'Incol¢ XpLotog

Word

oJ
o o e oy s

Aoyoc

Aoyog (Logos)  wiord,
2 30+70+3+70+200 373
2000000
cccces
o0 o.:.o B .....:.:..'.' a0 o.:.o s 373=7x +6x 19
PRy eeccoe
0.0'0:0:0.0.0 XX .o:o‘ XX o’o.o:o:o'o'o 259 114
B 000000 ©
00000000 s o
S 0000000 s %ﬁﬁ?ﬁ%ﬂr oo °f oo
sescesscccescooeseeess 0 0
000000 5 000000 hae o T
eecsceeccseecosesecese A o
i 000000 o
o‘o‘o’o‘o‘o 19 as 37 as 37 as star with
oo .o:o. oo Hexagon Star 19 as Hexagon

o2 AN A sHAIE AR AR

2 U] ohgstd shpdo

(5] (200 [70][400][200]

1573608

o o o

73

Tncolc¢

d2 U o2y A}ego] o
Lato] 2017 & gl=y2H13:5)

(E00]

2368
= 64 % 37

- 8 296)

XpLotog

X[1nn][1n][znn][ann][m][zun]

PLOTOC
1480

=40 x 37

@

M
88 - m
:Vﬂ?ﬁ
.earth the
- (3totE =-8=)

296

Vernon et al (1993)



75%— Conclusion

QA7 JERE ofEtte(xshols AL Yo U] ga} 2 58
_]

SRR LI / N\
1/

Aldst A1t 3o /0 5A%X £38 AAE A0115 %‘——] (&) 370]
ZA5H= 22 "ol ;Y EJR = A X 2L X|§ o] A} Zl2] o] ATt
0

’I_
PIRT IN) DYT NN D708 K72 W3

A

O

—-—




_ o=
A1 5.5] Reference

Ghirlanda, S., Jansson, L., & Enquist, M. (2002). Chickens prefer beautiful humans. Human Nature, 13, 383-389.
( https://www.summagallicana.it/lessico/i/Ig_Nobel_2003_Ghirlanda_Jansson_Enquist_2002.pdf )

Rakocevié¢, M. M. (2004). A harmonic structure of the genetic code. Journal of theoretical biology, 229(2), 221-234.
( https://c2c809b8-35c8-4f15-887e-f137df902d3e.usrfiles.com/ugd/c2c809_3d0fb947fced4a359d09fb24abb5780e.pdf )

shcherbak, V. I. (2003). Arithmetic inside the universal genetic code. Biosystems, 70(3), 187-209.
( https://c2c¢809b8-35¢8-4f15-887e-f137df902d3e.usrfiles.com/ugd/c2c¢809_396bdebd880249dd9b764dcf6e911ell.pdf )

shCherbak, V. (2008). The arithmetical origin of the genetic code. In The codes of life: the rules of macroevolution

(pp. 153-185). Dordrecht: Springer Netherlands.

Vernon, J. (1993). The Ultimate Assertion : Evidence of Supernatural Design in the Divine Prologue, CEN Technical

Journal.,vol.7(2), pp.184-196. (https://dl0.creation.com/articles/p028/c02814/i07_2_184-196.pdf)

'In the beginning
was information

Qe AfolE
73 Yoo} HoJtHAE 8| A}O]| E: https://www.blueletterbible.org/kiv/gen/1/1/ss0/rl0/t_conc_1001
73 &F2x0] =X} ZF A|AF Alo]| Bl https://777codes.com/index.php/gematria-calculator/

Dr. Werner Gitt


https://www.summagallicana.it/lessico/j/Ig_Nobel_2003_Ghirlanda_Jansson_Enquist_2002.pdf
https://c2c809b8-35c8-4f15-887e-f137df902d3e.usrfiles.com/ugd/c2c809_3d0fb947fced4a359d09fb24abb5780e.pdf
https://c2c809b8-35c8-4f15-887e-f137df902d3e.usrfiles.com/ugd/c2c809_396bdebd880249dd9b764dcf6e911e11.pdf
https://dl0.creation.com/articles/p028/c02814/j07_2_184-196.pdf
https://www.blueletterbible.org/kjv/gen/1/1/ss0/rl0/t_conc_1001
https://777codes.com/index.php/gematria-calculator/
https://c2c809b8-35c8-4f15-887e-f137df902d3e.usrfiles.com/ugd/c2c809_959d3d1674a74056ab27a79a18941c62.pdf

]—E'-; Questions for Sharing

ot A

10

g 9

theo) 7152 Bel7ta

Bl A JA(FA L) oF&

che

O]
A

2o} o)

o] 7] % 0]

Che

=
O

1. o}

s LEpd 7t Q 2

4ol 9hg

Al
=

9} ofu] e 4to]

k=)

ol SAIAL 2

A
T



