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setting the limits to natural variation.  
Perhaps this was behind the Apostle 
Paul’s statement that, ‘not all fl esh is 
alike, but there is one kind for men, 
another for animals, another for birds, 
and another for fi sh’ (1 Corinthians 
15:39).  Differing cells can maintain 
differing ground-plans, while varying 
genes can allow adaptation to changing 
conditions.   

Much work needs to be done to 
check out these ideas.  But one thing 
is certainly clear—the Queensland wal-
labies have escaped from Weismann’s 
paradigm.
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Genetics and Biblical 
demographic events

J. Warren  Nelson

With the relatively recent mapping 
of the human genome,1 new questions 
can be raised concerning potential 
genetic evidence for Biblical events 
(specifi cally demographic events; that 
is, events affecting population) such 
as Creation and the global Flood.  
Evidence for a Mitochondrial Eve2,3 
suggests that the historical record in 
Genesis of one man and one woman at 
the beginning might be accurate, and 
this idea has already been discussed in 
the context of creation.4  When actual 
measured mutation rates are used with 
the mitochondrial DNA data, the time 
frame for Mitochondrial Eve reduces 
to fi t with the Biblical Eve.5,6  Single 
nucleotide polymorphisms and link-
age disequilibrium also provide 
relevant data concerning past popula-
tions, and could serve as quite objec-
tive evidence for such demographic 
events as a global fl ood, for instance.  
I outline a number of research fi ndings 
and ideas here.

Genetic variation and the 
population bottleneck

By comparing DNA from different 
humans around the world, it has been 
found that all humans share roughly 
99.9% of their genetic material—they 
are almost completely identical, ge-
netically.7  This means that there is 
very little polymorphism, or variation.  
Much evidence of this genetic conti-
nuity has been found.  For example, 
Dorit et al.8 examined a 729-base pair 
intron (the DNA in the genome that 
is not read to make proteins) from a 
worldwide sample of 38 human males 
and reported no sequence variation.  
This sort of invariance

‘…  likely results from either a 
recent selective sweep, a recent 
origin for modern Homo sapiens, 
recurrent male population bottle-
necks, or historically small effec-
tive male population sizes …   any 

value of Q [lowest actual human 
sequence diversity] > 0.0011 pre-
dicts polymorphism in our sam-
ple [and yet none was found] … .  
The critical value for this study 
thus falls below most, but not all, 
available estimates, thus suggest-
ing that the lack of polymorphism 
at ZFY [a locus, or location] is not 
due to chance.’

After citing additional 
evidence of low variation on the Y 
chromosome, they note in their last 
paragraph that their results ‘are not 
compatible with most multiregional 
models for the origin of modern hu-
mans.’ Knight et al.9 have had similar 
research results:

‘We obtained over 55 kilobases 
of sequence from three auto-
somal loci encompassing Alu 
repeats for representatives of 
diverse human populations as 
well as orthologous sequences 
for other hominoid species at one 
of these loci.  Nucleotide diver-
sity was exceedingly low.  Most 
individuals and populations were 
identical.  Only a single nucleotide 
difference distinguished presumed 
ancestral alleles from decendants.  
These results differ from those 
expected if alleles from divergent 
archaic populations were main-
tained through multiregional 
continuity.  The observed virtual 
lack of sequence polymorphism 
is the signature of a recent single 
origin for modern humans, with 
general replacement of archaic 
populations.’

These results are quite consis-
tent with a recent human origin and a 
global fl ood.  Evolutionary models of 
origins did not predict such low human 
genetic diversity.  Mutations should 
have produced much more diversity 
than 0.1% over millions of years.  And 
yet this is exactly what we would expect 
to fi nd if all humans were closely relat-
ed and experienced a relatively recent 
event in which only a few survived.  
Research is needed to determine what 
variation should actually be present in 
the human genome—what would we 
expect within an evolutionary frame-




