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Description
According to a number of leading proponents of Darwin’s theory, “ junk 
DNA”—the non-protein coding portion of DNA—provides decisive 
evidence for Darwinian evolution and against intelligent design, since an 
intelligent designer would presumably not have filled our genome with 
so much garbage. But in this provocative book, biologist Jonathan Wells 
exposes the claim that most of the genome is little more than junk as an 
anti-scientific myth that ignores the evidence, impedes research, and is 
based more on theological speculation than good science.
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Praise for The Myth of Junk DNA

“Jonathan Wells has clearly done his homework. In The Myth 
of Junk DNA, he cites hundreds of research articles as he describes the ex-
panding story of non-coding DNA—the supposed ‘ junk DNA.’ It is quite 
possibly the most thorough review of the subject available. Dr. Wells makes 
it clear that our early understanding of DNA was incomplete, and genom-
ics research is now revealing levels of control and complexity inside our cells 
that were undreamed of in the 1980s. Far from providing evidence for Dar-
winism, the story of non-coding DNA rather serves to increase our appre-
ciation for the design of life.”

Ralph Seelke, Ph.D.
Professor of Microbial Genetics and Cell Biology

University of Wisconsin-Superior

“Citing hundreds of peer-reviewed articles which show that 
more and more of the genome is functional, Jonathan Wells delivers a 
powerful and carefully researched broadside against the ‘ junk DNA hy-
pothesis.’ Even biologists who firmly reject the notion of intelligent design 
must surely acknowledge on the evidence presented in this timely book that 
appealing to ‘ junk DNA’ to defend the Darwinian framework no longer 
makes any sense.”

Michael Denton, Ph.D.
Medical Geneticist and Author of Nature’s Destiny

“This is an excellent and in-depth discussion of several key 
points of the subject of ‘ junk-DNA.’ The author shows for many prime ex-
amples still advanced by leading neo-Darwinians that the ‘Darwin-of-the-
gaps’ approach doesn’t function or is at least doubtful.”

Wolf-Ekkehard Lönnig, Ph.D.
Senior Scientist, Department of Molecular Plant Genetics
Max Planck Institute for Plant Breeding Research (retired)

“There is a box in the biological sciences into which all evi-
dence must be placed. That box is called Darwinian evolution. In The Myth 
of Junk DNA Jonathan Wells tells the intriguing story of ‘ junk’ DNA—the 



idea that non-protein coding DNA, which accounts for the majority of the 
DNA in the genome, is non-functional and without purpose; the result of 
the unguided purposeless process of random mutation and natural selec-
tion that produced it. In recent years, however, numerous researchers—not 
necessarily opponents of Darwinian evolution or advocates of intelligent 
design—have discovered many functions for non-protein coding DNA, 
which are thoroughly reviewed by Wells in this book. Unfortunately, in 
their effort to keep the ‘ junk’ label attached to non-protein coding DNA so 
that it remains in the box of Darwinian evolution, a number of prominent 
Darwinists continue to insist, in spite of the recent results to the contrary, 
that it is largely left-over waste from the evolutionary process. As Wells 
clearly demonstrates in his book, this dogmatic commitment inhibits the 
scientific process. Science needs to be guided by objective evaluation of the 
evidence, and scientists should not allow their thinking to be arbitrarily re-
stricted by dogmatic ideas. We need scientists who think outside the Dar-
winian box. Wells’s book not only informs its readers of very recent research 
results, but also encourages them to think objectively and clearly about a 
key discovery in biology and to approach biological research with more cre-
ativity. It is a great read.”

Russell W. Carlson, Ph.D.
Professor of Biochemistry and Molecular Biology

University of Georgia

“For years, Darwinists have claimed that most DNA is left-over 
detritus from failed evolutionary experiments. This ‘ junk DNA’ has been 
offered as evidence for Darwinism and evidence against intelligent design. 
The only problem with the claim, as Jonathan Wells shows in this fascinat-
ing book, is that it’s not true. Careful scientists have known for some time 
that the non-coding regions of DNA have all manner of function, so it is 
surprising to see prominent Darwinian scientists and their spokesmen con-
tinue to push the party line. Now that the evidence against the junk DNA 
story is indisputable, its defenders will want to beat a hasty retreat. The 
Myth of Junk DNA will make it hard for them to cover their tracks.”

Jay Richards, Ph.D.
Co-Author, The Privileged Planet, and Editor, God and Evolution
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