








Viewpoint

of awesome complexity. Like all machines, it operates in
three dimensional space, and it has distinct and dynamic
interacting parts.’

One such part includes the world of transposable ele-
ments. Also called jumping genes, transposable elements
are segments of DNA which actually change position in
the genome, either by moving to a location on the same
chromosome or to another one altogether. These genetic
elements could have played a role in regenerating diversity
after the Flood bottleneck by causing random variations.?
Transpositional bursts are thought to be related to environ-
mental stress,>* which would certainly have been the case
following the Flood. In fact, a recent article suggests that
transposable elements actually have the ability to repair
DNA.? Walkup®® notes that God could easily have designed
such elements to move about or recombine in the genomes
of organisms, allowing the rapid diversification seen in the
500 years or so after the Flood. Itis also possible that, under
the somewhat crowded conditions of the Ark, a significant
amount of genetic material could have been transferred
between organisms through viruses, parasitic mites or fleas.
Pleiotropy (and polygeny) should also be kept in mind when
considering the origin of post-Flood variation.?’

I would argue that this does not provide an example of
new genetic information for novel protein functions, and
also that the examples cited by Ashcraft are irrelevant to
heredity. Undoubtedly, HR may produce variation in off-
spring: but this has not yet been shown to add information
to a genome.
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