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“JUNK” DNA AS EVIDENCE FOR EVOLUTION
“It is a capital mistake to theorize before you have all
the evidence. It biases the judgment.”–Sherlock
Holmes in a Study of Scarlet

The transcription of information from DNA to mRNA is
where non-coding DNA is encountered (Figure 2).
Figure 2: mRNA Formation by Removal of Introns

Back in the 1960s, scientists discovered sections of DNA
that did not code for proteins. These non-coding DNA
strands were assumed to be non-functional and were referred to as “junk” DNA, the presumed evolutionary
remnants of ancestral organisms.1 Almost 99% of human
DNA is known to be non-coding.
A little background will facilitate discussion of noncoding DNA. Information in coding DNA sequences is
transcribed into mRNA (Figure 1). mRNA exits the nucleus and attaches to ribosomes, the molecular machines
that generate proteins. In the ribosome, the information
in the mRNA is translated into an amino acid sequence
to form a protein.

Figure 1: Protein Formation from Coding DNA
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A gene is a length of both coding and non-coding DNA
comprised of specific regions termed exons, introns, and
control regions. Exons contain coding DNA strands that
will ultimately be translated into portions of the protein.
Introns consist of non-coding DNA interspersed among
the exons. The control regions facilitate gene transcription regulation and identification. Genes are initially
transcribed into an RNA transcript containing the introns and exons transcribed from the DNA introns and
exons. The RNA transcript is then processed to remove
the introns and to combine the exons to form the mature
mRNA molecule. The mRNA then leaves the nucleus
and finds the ribosomes (Figure 1).
There were two lines of evidence that non-coding DNA
was non-functional. First, the sequences in exons, but
not introns, were “conserved” (i.e., the same or very
similar) among members of the same species, implying
exon sequence was crucial to survival and intron sequence was unimportant. Second, large variation in
intron sequence had little impact on the organism as a
whole. Evolutionists, assured of the non-functional
status of non-coding DNA, claimed “junk” DNA was
evidence for evolution and against intelligent design. A
designer would never create a DNA sequence 99% of
which was meaningless junk, they reasoned. Further,

they claimed that “junk” DNA is what would be expected from a random and imperfect process of
mutation and selection. Allegedly, coding DNA sequences would evolve because of their potential impact
on survival while non-coding DNA, presumed to be genetic remnants of evolutionary ancestors, would remain
essentially unchanged (during evolution) because they
were immune from selection pressures. Hence noncoding DNA was regarded as a record of an organism’s
phylogenetic history.
But the evolutionists were premature in their judgment
about what evolutionary theory predicted and about the
non-functional status of non-coding proteins. DNA is a
fairly fragile molecule, often incurring damage and
needing repair. The maintenance of DNA is a resourcedemanding enterprise requiring many enzymes for
copying sequences and correcting mistakes—an enterprise requiring much energy. Why would natural
selection maintain useless DNA at such a high cost? It
probably would not.
There is evidence that protein sequences are optimized
to reduce the energy requirements for their production.
It has also been experimentally demonstrated that noncoding DNA can be easily lost in just a few generations
in a fly species. Because there is evidence for selection of
resource-efficient processes and there exist readily available mechanisms for eliminating non-coding DNA, the
persistence of non-coding DNA sequences strongly suggests this “junk” DNA may actually be functional. Also,
if useless DNA were ever accidentally “switched on” by
some mutation, the resulting RNA and protein would at
best waste resources and at worst even be harmful;
surely selection would have eliminated this potential
difficulty. Cave dwelling fish that have lost their vision
and birds on isolated islands that have become flightless
serve as good examples of what selection does when a
function is no longer needed; the useless function is
eliminated.
Several functions of non-coding DNA are now known.
Untranslated portions of mRNA serve as sites of attachment to ribosomes (Figures 1 and 2). Organisms with an
increased genome size usually develop more slowly.
Some species of salamanders with a larger than usual
genome (contain more non-coding DNA) are better able
to survive in cold environments due to a reduced metabolic rate. Introns apparently facilitate gene regulation
and organization. Introns may guide the folding of DNA
in the nucleus thereby ordering gene expression (creates
an index) and hence development of an organism. Some
introns catalyze their own removal during the RNA
transcription process revealing a level of complexity
previously unappreciated. Some introns are now
thought to code for RNA that plays a role in ribosome
production and regulation. Non-coding DNA may sig-

nal the expression of some genes and the repression of
others. The length of the untranslated portion of mRNA
(Figure 2) can determine the RNA cytoplasmic half-life
(how well it binds to the ribosome) and thus its rate of
expression into proteins. Non-coding DNA on the ends
of chromosomes help maintain integrity of the chromosomes and thereby perpetuate cell lines. Some noncoding DNA repairs breaks in broken DNA. There is
evidence that some non-coding DNA sequences may
help bacteria to adapt to otherwise lethal changes in
their environment. Non-coding DNA may also be the
genetic material used for microevolutionary changes.
This would help explain how some organisms can have
significant changes to their phenotype in a few generations, much faster than a mutation/selection mechanism
could operate, even if beneficial mutations were highly
probable.
And so the theory of “junk” DNA seems to be going the
way of vestigial organs. At one time, there were over 100
human organs alleged to be vestiges of ancestral evolutionary forms. 2 Today there are only a few dubious
examples remaining. As medical science discovered the
functions of these organs, vestigial organs lost their
status as evidence of evolution. The same is true of noncoding DNA. Few scientists now consider non-coding
DNA to be non-functional. Nevertheless, evolutionists
now have other ways to claim that non-coding DNA is
evidence for evolution! It seems that whether noncoding DNA is functional or non-functional, evolutionary theory predicts it!
As Christians we should have known that non-coding
DNA would someday be shown to have function because God made it.
I will praise thee; for I am fearfully and wonderfully
made: marvelous are thy works; and that my soul
knoweth right well.
Psalms 139:14 (KJV)
O LORD , how manifold are thy works! in wisdom hast
thou made them all: the earth is full of thy riches.
Psalms 104:24 (KJV) ‘
Dan Reynolds, PhD
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AUSTRALOPITHECINES
Paleontologists continue to search for the elusive primate
which they faithfully believe evolved into man. They are now
enamored with the australopithecines. The first specimen, found in southern Africa in 1924, was named
Australopithecus, or southern ape.

your dog based on evidence such as paleontologists present.)‘
Isaac Manly, MD
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Donald Johanson and M.A. Edey, Lucy, the Beginning of
Mankind (New York: Simon and Schuster, 1981).
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The major living players in the game of seeking the hidden gorilla who might have fathered us all have
probably been Donald Johanson and Richard E.F.
Leakey, son of Louis and Mary Leakey.
In 1973 Johanson discovered in Ethiopia the knee joint of
a small primate which he claimed to be outright an ancient hominid, intermediate between ape and man. The
knee joint later proved to have no special significance
regarding upright walking, but he eventually gathered
about 40 percent of the skeleton which was of a female 3
1/2 feet tall. He called his doll “lucy,” “human,” “child,”
and “First Family,” suggesting human status, wrote a
book called Lucy1, and considerable sums of money and
equipment became available. In the site where “Lucy”
had been found a nearly complete skull was finally discovered which was clearly apelike.
Richard Leakey never attended college, had no special
scientific education, and generally relied on others to
evaluate his specimens. Leakey and Roger Lewin have
also written a book titled Origins in which they unscientifically theorize: “The secret of human evolution is
extreme adaptability, and the simple physical change
that made this possible was the liberation of the hands
from the basic function of locomotion.”2 So this was how
the human brain was developed!
Most of the biology textbooks that are used to teach your
children claim that humans evolved from apes. Where is
their science? How DNA mutated to produce our brain
is never described in textbooks, and DNA is never even
mentioned once in Leakey’s book.
Dr. Charles E. Oxnard, previous Professor of Anatomy
at the University of Southern California Medical School
and Director of Graduate Studies, and now at the University of Western Australia, Perth, after multivariant
studies of several anatomical regions of Australopithecus, concluded that they are uniquely different from
both man and other extant primates.3 Lord Solly Zuckerman, famous British anatomist, agrees with Dr.
Oxnard’s conclusions.4
Yet, you would hardly suspect this lack of evidence by reading
contemporary writing, whether pop-up books for children
or academic compilations. I can assure the reader the
American Kennel Club would not certify an ancestor of
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Lord Solly Zuckerman, Beyond the Ivory Tower (New
York: Taplinger Publishing Company, 1970).

COMING EVENTS
Thursday, January 9, 7:30 P.M., Providence Baptist
Church, 6339 Glenwood Ave., Raleigh
Mark Stephens, Chairman, will use a portion of this first
meeting of 2003 for input from our TASC members on
2003 activities and programs that can impact our TASC
mission to fortify our citizens’ faith in God. Also, Mark
will provide a creation science message, excerpts of significant activities in 2002, and outlook for 2003. Please
plan to attend, ask questions, and take the opportunity
to provide your input and support to TASC for 2003.
Thursday, February 13, 7:30 P.M., Providence Baptist
Church, 6339 Glenwood Ave., Raleigh
Presentation by Dan Reynolds, PhD to be announced in
newsletter next month
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