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George H. F. Nuttall, University Lecturer in
bacteriology and preventive medicine at
Cambridge University:

Blood Immunity and Blood Relationship: A
Demonstration of Certain Blood-Relationships

Amongst Animals by Means of the Precipitin
Test for Blood (1904)

The assumptions:



“...the zoological relationships between animals are
best demonstrated by means of powerful antisera.”

“blood relationship” is supposed to = a zoological
and, thus, an evolutionary relationship. Ergo,

“If we accept the degree of blood reaction as an
index of the degree of blood-relationship within the
Anthropoidea, then we find that the Old World apes
are more closely allied to man than are the New
World apes, and this is exactly in accordance with

the opinion expressed by Darwin.”
(emphasis added)



On the basis of hemoglobin-antihemoglobin
reactivity Zuckerkandl and Pauling (1962)
proposed:

“Over-all similarity must be an expression of
evolutionary history,” with descendants
“mutating away” from each other, becoming
“gradually more different from each other.”



“Our observations can be understood at once if
it is assumed that in the course of time the
hemoglobin-chain genes duplicate, [and] that
the descendants of the duplicate genes ‘mutate
away’ from each other.” (emphasis added)



This assumption derives from the legacy

the “modern” evolutionary synthesis -

There was only one way in which

evolutionists can think about change:






But does this actually obtain to metazoans?

In bacteria, the promoter (non-coding) region is
small and up to 98% of the genome is coding
(i.e. results in metabolic activity).

In metazoans, up to 98% of the genome is non-

coding (introns, enormous promoter regions,
junk DNA).

(J. Eisen, Current Opinion in Microbiology 3: 475-480, 2000)






For example, the human genome (Science 297: 1335, 2001)
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Fig. 15. Distribution
of the molecular
functions of 26,383
human genes. Each
slice lists the num-
bers and percentages
(in parentheses) of
human gere functiors
assigned to a given
category of molecular
function. The outer cir-
de shows the assign-
ment to molecular
function categories in
the Gene Ontology
(GO) (179), and the
inner cirde  shows
the assignment to
Celera's Panther mo-
lecular function cate-
gories (116).




Nevertheless -

Wildman et al (2003):
Implications of natural selection shaping 99.4%
nonsynonymous DNA identity between humans

and chimpanzees: Enlarging genus Homo.
Proceedings of the National Academy of Science USA 100: 7181-7188.



Their conclusion: humans and chimpanzees are
almost 100% identical in their DNA.

Reality: humans and chimpanzees are 99.4%
identical in a ~90 kb stretch of presumably
orthologous coding DNA.

Ergo, considering that only c. 2-3% of the entire
metazoan genome is coding, the significance of
this comparison, and of all DNA sequence
comparisons, diminishes considerably.



Psychological effect of the “law of large
numbers”.

It sounds impressive that humans and
chimpanzees share 99.4% of 90,000 nucleotide
bases in contrast to their sharing only a few
hundred bones and teeth. But if most of the
99.4% similarity is primitive retention, the
comparison is phylogenetically meaningless.
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KNM-WT 15000:
the first “modern”
striding biped -
demanded by having
first assigned it to
genus Homo
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Homo sapiens & KNM-WT 15000:
different “carrying” angles g
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So, how much are we still influenced by a
nalve sequence such as this - becoming
iIncreasingly brainier and more strident
bipedally?




Figure 26 Hominid
evolution. Severdl species
of hominids arose and then
ded out.
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Alternative Thinking

“If everyone’s thinking the same
thing,
nobody’s thinking.”

General George S. Patton






