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PUZZLES OF THE GENOME
By David A. Plaisted, PhD

T

he genome of an animal contains the DNA that
specifies the characteristics of the animal. This is
in the form of a sequence of four bases; the sequence of the human genome is over three billion bases
long. Of course, different individuals have different
sequences. A few years ago
the human genome project
completed a description of
the sequence of the human
genome, and several other
animals’ genomes have been
sequenced since then. Scientists sometimes claim that
these genomes provide evidence for the theory of
evolution. However, recent
results show how little we
really know about the genome, and therefore it is
unreasonable to assert that the genome provides evidence for evolution, when we understand it so poorly.
The DNA specifies the characteristics of an organism in
the following way. The DNA contains genes that are
transcribed (translated) into RNA. RNA is a very long
molecule much like DNA but with a somewhat different
makeup. Then this “messenger RNA” (mRNA) is translated into proteins, which are very large molecules that
guide the body’s metabolism and comprise much of its
structure. Recently it has been found that humans have
only about 20,000 to 25,000 genes, not many more than
other organisms that are much simpler. Even evolutionists are puzzled by this, because humans at least appear
to be much more complex than these other organisms.
However, we now know that one gene can produce
more than one protein by a mechanism known as “alternative splicing.” This mechanism is more common in
humans than in lower organisms, and scientists now
believe that the human genome can manufacture 90,000
or more proteins. Moreover, these proteins can be modified by the addition of various chemical groups, so that
the complexity of the organism is much larger than the
number of genes would indicate. Also, a recent article in
Science admitted that we still don’t know what a gene is

or how many of them there are.1 Another article admits
that “the identification of genes based solely on the human genome sequence…will not be practical in the
foreseeable future.”2
The protein coding portions
of genes comprise only about
1.5 percent of the human genome, raising the question of
the purpose of the remaining
The genetic similarity
between chimpanzees 98.5 percent of the genome.
For a long time it was asand humans is not as
sumed that this was mostly
close as originally
“junk” DNA with little or no
thought.
purpose. However, this view
is now being questioned. For
example, about 5 percent of
the human genome has corresponding sequences in other
mammals, suggesting that at
least 5 percent of the human genome has a function of
some kind.3 Another amazing fact is that the great majority of the human genome is transcribed into RNA.4 In
fact, millions of distinct transcribed RNA sequences are
known for the human genome.5 Why is so much of the
genome transcribed, if only 1.5 percent of it has a function? What is the purpose of this transcription? Now, a
single gene can produce more than one distinct sequence. However, even after clustering these sequences
according to their similarity, one compilation contains
over 800,000 distinct clusters! 5 An average of 10 percent
of the genome is included in such sequences.6 And, parts
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of these non-coding RNAs (ncRNAs) are more conserved across organisms than the corresponding parts of
protein coding genes, suggesting that they have an important function. 7 Can it be that 10 percent or more of
the genome has a function?

It is also now known that the nucleus has transcription
“factories” where DNA is copied into messenger RNA.
Furthermore, related genes that are very widely separated on the genome somehow appear to converge on
the same factory.11 It appears that the DNA has to bend
in some way to make this possible.

Scientists have recently learned that much of the DNA is
transcribed into RNA that is not translated into proteins
but apparently has a function in regulating the genes.
There are several known types of such RNA, and more
may exist. One type is microRNA (or miRNA), which
are single stranded RNA molecules of about 21-23 nucleotides in length. These miRNA bind to messenger
RNA and prevent the messenger RNA from being translated into protein. Thus this miRNA appears to play a
role in gene regulation. Each miRNA is thought to regulate multiple genes, and it is believed that higher
organisms have hundreds of miRNA, so they can have a
significant impact on the organism. Also, miRNA seems
to have a role in the development of cancer. miRNA also
seem to have a role in early development, cell proliferation and cell death, cell suicide (apoptosis), fat
metabolism, and cell differentiation. There may also be a
role in brain development, leukemia, viral infection, and
neurodevelopment. Another kind of RNA known as
short interfering RNA (siRNA) has been found in plants
and appears to prevent viral RNA from functioning in
the plant cells. A third type of such RNA, called piRNA
(Piwi interacting RNA) has recently been discovered and
appears to play a role in germline development.8 This
RNA was found in a portion of the genome that was not
thought to be transcribed. There is even a possibility that
small RNA genes may activate protein coding genes instead of only repressing them.9

Another puzzle of the genome are the “transposons”
which are portions of DNA that can move from one
place in the DNA to another. In fact, some scientists believe that as much of half of the human genome consists
of such transposons.12 Recently it has been suggested
that these transposons play a role in the developing
brain, causing each individual to have a distinct makeup
because of the manner in which the transposons alter the
DNA during brain development.13
Considering all of these facts sheds additional light on
the human-chimp similarity question. It is not just the
protein coding genes that matter, but also the RNA
genes. In fact, it was recently found that the human genome differs from that of chimpanzees by about 5
percent, 14 not the one percent that has often been
quoted. Even more puzzling, there are a few large insertions and deletions between the human and chimpanzee
genomes. How can this be explained on the basis of the
theory of evolution?
Another issue is the question of harmful mutations. If a
large proportion of the genome is functional, then more
mutations will be harmful. This means that under reasonable assumptions, known rates of mutation will
introduce so many errors into the genome as to cause a
rapid degeneration of the human species, instead of evolution to greater fitness as specified by the theory of
evolution. However, a proper consideration of this question involves some deep issues in population genetics.

Another puzzle of the genome is that the same DNA can
be transcribed into more than one gene. It is as if two
genes overlap, using the same DNA in different ways,
something like a crossword puzzle. In fact, a large proportion of the genome can produce transcripts from both
strands (in both directions).10 How could evolution produce a genetic code that could be read in two directions?
The constraints are so severe that this seems to be an
impossibility.

Clearly there are mysteries in the operation of life that
we are only beginning to understand. Will we ever fully
understand the operation of life, or will it continue to
reveal new layers of complexity to our study? It always
seems as if we are about to understand the answer, but
then we find that we are not quite there. At one time we
thought that just about the only thing that mattered in
the DNA was the protein coding genes, and we thought
that we could identify them. Now we realize that we
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don’t know what the function of much of the DNA is.
We don’t even really know what a gene is, or how many
of them there are. We don’t know why so much of the
genome is transcribed into RNA if it does not have a
function, and if it does have a function, we don’t know
what it is. We are finding that much of the DNA can be
read in more than one direction. We are continuing to
discover new types of RNA genes and their functions.
How could such a marvelous and breathtaking system
evolve by blind chance? And yet scientists are sure that
the genome provides evidence for the theory of evolution. In the face of such overwhelming complexity and
evidence of a Master Designer, it seems that the proper
attitude would be one of complete humility and admitting that we cannot say that the genomes that have been
sequenced so far provide evidence in favor of the theory
of evolution. 

COMING EVENTS
Thursday, December 21, 7:00 P.M., Providence Baptist
Church, 6339 Glenwood Ave., Raleigh
Note that this date differs from our usual schedule and applies
only to this month. Future meetings will occur on the second
Thursday of each month as usual.
Mark Stephens, MCS, will share his tour of the Galapagos Islands with scientists from the Institute of Creation
Research. Did Darwin really see “Evolution in Action”
there or is this another of the myths perpetuated by the
media to get our nation and others to dismiss God as our
Creator and bow down to the idol of naturalistic evolution as so many have done? Come out and bring guests
to our meeting and find out scientific evidences supporting the Genesis account of creation for yourself so that
you can stand for your belief in God and help our nation
to remain a nation of “In God We Trust”. Mark will also
share briefly his recent mission trip to China where the
naturalistic evolution has closed many hearts to God but
with efforts including TASC are helping to open the
door to belief.

TASC NEWSLETTER MAILING LIST
TASC is happy to send the monthly newsletter to
anyone who wants to receive it, but please be aware
that you are likely to be dropped from the mailing
list if we haven’t heard from you in a long while.
Send us a note, email, or telephone call if you haven’t
done so recently. You may use the enclosed envelope—contributions are certainly welcome.

 I would like to subscribe to the TASC newsletter.
(Suggested annual donation is $10 to go to publication costs.)

 I appreciate the educational outreach of TASC and would like to contribute to ongoing
and new outreach activities.
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