
William A. Dembski, PhD

TASC
TRIANGLE ASSOCIATION for the SCIENCE of CREATION

P.O. BOX 12051 • RESEARCH TRIANGLE PARK, NC 27709-2051 • tasc@earthlink.net
web site: http://members.aol.com/dwr51055/tasc/taschome.htm

TASC’s mission is to rebuild and strengthen the foundation of the Christian faith by increasing awareness Mark Stephens, MCS, Chairman
of the scientific evidence supporting the literal Biblical account of creation and refuting evolution. Dan Reynolds, PhD, Vice Chairman

Dale Ulmer, Treasurer

August 2003
CREATION AND INFORMATION

ith the advent of the Information Age,
scientists have learned how to measure
information quantitatively in units called bits.

In principle, the quantitative information content of any
object or event, be it artificial or natural in origin, can be
determined. Objects that contain information in the form
of languages or codes (such as DNA) are most amenable
to information measurement. Recently, intelligent design
theorist William Dembski has proposed a method for
detecting a type of information called complex specified
information or CSI.1 Where CSI is detected, design is
implicated. CSI makes design detectable and thus a part
of empirical science.

Information must meet three criteria to be classified as
CSI and therefore implicate intelligent design. First, the
object or event must be contingent. An object or event is
contingent if it does not have to happen. Throwing a
normal die may result with the number 3 being on top,
but it does not have to turn out that way; obtaining a
result of 3 is therefore a contingent event. If the die had
only 3s on its six sides, obtaining a result of 3 would not
be contingent. Non-contingent events are determined by
necessity or law instead of chance or design. Next, the
object or event must be assessed for its complexity or like-
lihood of occurrence. The complexity of an event or
object increases as its chance likelihood decreases.
Events that are likely and simple can be attributed to
chance alone without invoking law or design. If an ob-
ject or event is sufficiently unlikely to be considered

complex (i.e. if it
contains >500
bits, see below),
then one must
determine if the
information in
the object is
specified. An ob-
ject or event is
specified if its
information is
intelligible or

recognizable as an independent pattern. For example,
the phrase “ME THINKS IT IS LIKE A WEASEL” is
specified because the string of letters and spaces is intel-
ligible and recognized as a sentence in the English
language. An equally long but random string of letters

such as “EZC WJISMO
QUNEE NHYXA IHSMLW”
is as complex as the previous
phrase but not specified and
hence attributable to chance.
Dembski calls his contin-
gency, complexity, specifica-
tion criteria for detecting
design the Explanatory
Filter.

The minimum amount of
information required to
indicate design is called the Universal Complexity
Bound (UCB) and is equivalent to 500 bits of
information. This number comes from a determination
of the maximum number of arrangements of matter that
could have ever been generated during the history of the
universe by chance processes. Dembski calculated the
UCB by multiplying the number of particles in the
universe (1080) times the age of the universe (1025

seconds)2 times the speed of the fastest possible process
(1045 events/second). This product, 10150, is equivalent to
500 bits of information.3 Hence a contingent event can be
(1) simple and unspecified, or (2) complex and
unspecified, or (3) specified but not complex, or (4)
complex and specified. Only complex specified
information exceeding the UCB indicates design. As it
turns out, the world of biochemistry is replete with
molecules that exhibit CSI.

But naturalistic evolutionists claim that CSI can  be
generated by natural processes. Natural processes can be
categorized at probabilistic (chance), deterministic (law),
or a combination of law and chance (stochastic). In biol-
ogy, the stochastic process of mutation acted upon by
natural selection presumably accounts for macroevolu-
tion (bacteria to humans). Dembski argues that chance is
too “dumb” to generate complexity (in a universe of
finite age). He shows that law can only transmit
information or shuffle it around but cannot generate new
information. Stochastic processes may generate simple
specified information but not CSI. Hence, the Neo-Dar-
winian mechanism of mutation-selection is powerless to
generate new CSI.
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William A. Dembski

A mathematician and a philosopher, William A. Dembski
is associate research professor in the conceptual
foundations of science at Baylor University and a senior
fellow with Discovery Institute’s Center for Science and
Culture in Seattle. He is also the executive director of the
International Society for Complexity, Information, and
Design (www.iscid.org). Dr. Dembski previously taught at
Northwestern University, the University of Notre Dame,
and the University of Dallas. He has done postdoctoral
work in mathematics at MIT, in physics at the University
of Chicago, and in computer science at Princeton
University. A graduate of the University of Illinois at
Chicago where he earned a B.A. in psychology, an M.S.
in statistics, and a Ph.D. in philosophy, he also received
a doctorate in mathematics from the University of
Chicago in 1988 and a master of divinity degree from
Princeton Theological Seminary in 1996. He has held
National Science Foundation graduate and postdoctoral
fellowships. Dr. Dembski has published articles in
mathematics, philosophy, and theology journals and is
the author/editor of seven books. In The Design
Inference: Eliminating Chance Through Small
Probabilities (Cambridge University Press, 1998), he
examines the design argument in a post-Darwinian
context and analyzes the connections linking chance,
probability, and intelligent causation. The sequel to The
Design Inference appeared with Rowman & Littlefield in
2002 and critiques Darwinian and other naturalistic
accounts of evolution. It is titled No Free Lunch: Why
Specified Complexity Cannot Be Purchased without
Intelligence. Dr. Dembski is currently coediting a book
with Michael Ruse for Cambridge University Press titled
Debating Design: From Darwin to DNA . Another book,
The Design Revolution: Answering the Toughest
Questions about Intelligent Design will be forthcoming in
the fa l l  2003 f rom InterVars i ty  Press.
(taken from http://www.designinference.com/biosketch.
htm and http://www.designinference.com/documents/
CVpdf.may2003.pdf).

Evolutionists believe evolutionary algorithms modeled
in silico have demonstrated stochastic processes possess
information generating capabilities. One such algorithm
started with a random string of letters such as “EZC
WJISMO QUNEE NHYXA IHSMLW” and converted it
into the target phrase “ME THINKS IT IS LIKE A
WEASEL” in a just few dozen steps. 4 At each step, all the
characters that were like those in the target phrase were
retained but all others were randomly changed. The new
string of characters was again compared to the target
phrase and all correct characters were retained. The
process was repeated until the
target phrase emerged. The
reason that this evolutionary
algorithm fails to generate
new information is that the
information it allegedly
generates is actually built into
the algorithm itself.5 The
target phrase was already a
part of the algorithm. Instead
of creating new information,
this algorithm merely shifted
the information it already
contained into the target
phrase; nothing new was
generated at all. Hence, for an
evolutionary algorithm to be
able to “generate informa-
tion,” it must be supplied the
information from an outside
source. The No Free Lunch
theorems6 state that evolu-
tionary algorithms can only
“generate” as much informa-
tion as they already possess.
In nature, natural selection
can retain mutations that add
survival/reproductive success
value but is incapable of
“guiding” the formation of
new CSI in the DNA.

Information generation is
constrained by The Law of
Conservation of Information
( L C I )  w h i c h  s t a t e s
i n f o r m a t i o n  c a n  b e
transmitted or degraded but
not created by chance and natural processes (law).7

Consequently, the information content of a closed
system remains the same or decreases with time. The
CSI of a closed system of natural causes (e.g. the
universe) was either there eternally or added from an
external source (i.e. the system was not always closed).
Any closed system of natural causes of a finite duration
received whatever CSI it contains before it became a
closed system. Since the universe is a closed system of

natural causes and of finite duration, the information
seen in the biological world must have been present
from the beginning and/or added at various times dur-
ing its existence. Due to the LCI, evolutionists must
explain how the information in DNA was present at the
time of the Big Bang, was retained for billions of years in
the matter of the cosmos, and was finally translated into
the genetic code. Clearly, the origin and mechanism of
translation of information in such a naturalistic scenario
are enigmatic. One evolutionist who has acknowledged
this dilemma is information theory expert and

evolutionist Hubert P.
Yockey. According to Yockey,

The reason that a scientific
explanation for the origin of
life has not been found may
be that the problem is intrac-
table or indeterminate and
beyond human reasoning
powers. …life is consistent
with the laws of physics and
chemistry but not derivable
from them. We must…take
life as an axiom…the time of
the molecular biologist is bet-
ter spent on understanding
life as it is…having accepted
the inexplicable axioms of
these subjects.8

More evidence for design in
nature comes from irreducibly
complex biological systems.9

The definition of irreducible
complexity has been given by
Dembski:

A system performing a given
basic function is irreducibly
complex if it includes a set of
well matched, mutually inter-
acting, nonarbitrarily indi-
viduated parts such that each
part in the set is indispensable
to maintaining the system’s
basic, and therefore original,
function.10

An irreducibly complex system must have all its parts
and each of its parts must be tailored to its function, or
the system will not work. One biological system that is
irreducibly complex is the bacterial flagellum, a rotating
whip-like structure which propels bacteria through
water. Laboratory experiments have demonstrated that
the flagellum stops working upon removal of any of its
parts.11 The problem this poses for evolution is that a
modified or incomplete version of the flagellum would
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be non-functional, would not add survival/reproductive
success value, and therefore would not be retained by
natural selection. In other words, if the flagellum will
only work when fabricated correctly and with all its
parts, what could have been its evolutionary precursor?
Any changes would render the flagellum inoperative
and of no value to the organism. Evolutionists claim that
parts of the flagellum are similar to other molecular
machines in the cell and could have been co-opted from
those sources to form the flagellum thereby negating the
need for non-functional precursors of the flagellum.
However, just having the parts of the flagellum is not
sufficient because the parts must be assembled in a par-
ticular order and at the right time by other molecular
machines which themselves are manufactured as
needed. Hence, the system that assembles the flagellum
is itself irreducibly complex and necessary for the con-
struction of the flagellum. For this reason, the theory of
co-optation does not work.12

Another example of irreducible complexity is the system
that synthesizes proteins.13 The information in the DNA
is read by an enzyme (RNA polymerase) that synthe-
sizes a strand of messenger RNA. The mRNA is then
moved out of the nucleus to a molecular factory called
the ribosome. The ribosome is an assembly of enzymes
(proteins) that translates the code in mRNA into a se-
quence of amino acids to form a protein. The enzyme
RNA polymerase is made in this way. DNA is also repli-
cated and repaired by proteins that are enzymes. Notice
that all of the parts of the system are required for the
system’s function. The DNA holds the information
required to make the correct proteins and the proteins
are required to read the information in the DNA and
replicate the DNA. This situation speaks to the origin of
life problem. Evolutionists have to explain how a sim-
pler system, one which could have arisen by chance and
the laws of chemistry, could have evolved into
DNA/protein system we observe now. A self-replicating
molecule that both stores information and acts as a
chemical catalyst would help fill this void. So far, no one
has identified a biochemically relevant self-replicating
molecule let alone how it might have evolved into the
complex DNA/protein system of the present world.

Evolutionists maintain that the observable process of
microevolutionary change (variation within kinds) can
be extrapolated to the inferred process of macroevolu-
tionary change (molecules to man evolution). They point
to observable examples of the action of natural selection
to produce adaptations in organisms such as Darwin’s
finches, antibiotic resistant bacteria, industrial melanism
in peppered moths, and fruit flies.14

In each case, however, there is no evidence of an
increase in the information of the genome.15 Indeed, in
the case of bacterial resistance, there is evidence that the
information content of the genome can decrease. 16 For

example, single nucleotide mutations in some bacteria
are known to impart resistance to the antibiotic strepto-
mycin. This resistance involves the bacterial ribosomes.
Ribosomes are primarily an assemblage of proteins,
some of which act as chemical catalysts. Enzymes (cata-
lytic proteins) usually only perform one type of reaction
at a specific reactive site with one specific molecule. A
molecule is bound to the reactive site, chemically trans-
formed, and released. This specificity is caused by the
shape of the protein at the reactive site that, in turn,
ultimately comes from the protein’s amino acid
sequence. Hence, there is a “lock and key” mechanism
where only one molecule can act as the key that fits into
the protein’s reactive site (lock). There are other sites in
enzymes (not the reactive site) where specific molecules
can bind (without reacting) that can change the overall
shape of the protein and the reactive site and, hence, the
enzyme’s reactivity. Nature uses these other sites to
regulate enzymatic activity; some molecules that fit
these sites slow down or turn off the enzyme while
others accelerate its reactions. An abnormal change in
the shape of the reactive site can lead to a loss of enzy-
matic specificity; the lock may now allow more than one
key. Some mutations in the DNA that codes for the pro-
teins of the ribosome can lead to changes in the amino
acid sequences which change the shape and hence speci-
ficity of the reactive sites and the other binding sites.

Streptomycin attaches itself to bacterial ribosomes at a
specific protein site causing a change in shape of the
reactive site thereby interfering with protein production
and causing the wrong proteins to be made; the ability
of the ribosome to accurately translate the information
coded in the mRNA to specific amino acids has been
impaired. These bacteria die because their ribosomes
can’t correctly make the necessary proteins. Ribosomes
in mammals don’t have this site of attachment and so no
interference with protein production occurs. Ribosomes
in mammals don’t have this site of attachment and so
streptomycin does not interfere with protein production
in mammals. Mutations change the site of attachment on
the bacterial ribosomes so that the drug no longer binds
thereby imparting antibiotic resistance. Several possible
mutations can lead to resistance. However, this adapta-
tion is associated with an information loss because the
specificity of the ribosome is decreased; the speed and
accuracy of protein production is reduced in the mu-
tants. It is more correct to say the bacteria lose sensitivity
to the drug than to say it gains resistance.  Hence, anti-
biotic resistance in some bacteria to streptomycin is an
example of an adaptive mutation purchased with a loss
in information.

A recent review17 of evolution experiments with micro-
organisms made several generalizations: (1) initially,
populations adapt rapidly via beneficial mutations to
new environments but the rate drops off quickly; (2) ge-
netically identical organisms placed in separate but
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identical environments exhibit parallel molecular
evolution, although the phenotypes may diverge; (3)
most genes do not change even over thousands of gen-
erations; (4) adaptation to one environment may be
associated with loss of fitness in another environment;
and (5) in small populations, the rate of formation of
adaptive mutations is outstripped by the formation of
deleterious ones resulting in a decline in fitness of the
population. These conclusions are completely consistent
with the creationary position that microevolution
involves no net gain in CSI. Indeed, observation (2)
suggests that the new adaptive mutants either were
initially present or resulted from genetic programming
in the initial population; chance is not a good explana-
tion here. Notice that even after thousands of
generations (3), the microorganisms were still the same
microorganisms; no macroevolutionary changes were
observed.

There is evidence that organisms can rapidly change in
phenotype (outward organism) to increase adaptation to
a particular environment. Some changes have been
observed that were so rapid that chance mutations
cannot account for the adaptations (mutation rate was
slower than changes in phenotype). Rapid adaptation
can happen, however, if the organism is
preprogrammed to turn on and off regulatory genes in
response to environmental stimuli. For example,
evidence that adaptive changes can be preprogrammed
into the genome comes from experiments with
guppies.18 Two strains of guppies had different
gestational patterns and predators. One strain of guppy
matured late and had relatively few offspring. Its
predator sought young guppies. The second strain
matured early and had relatively many offspring. Its
predator preferred mature guppies. The second strain
was moved to an environment lacking the first strain
and where the predator preferring young guppies
resided. After just two years, only the first strain of
guppies could be found. This rate of change suggests the
adaptation was built in and not a result of the random
mutation—natural selection mechanism. Hence, no new
information was generated with the adaptation.

Evolutionist Richard Dawkins claims that the observable
processes of gene duplication (where a daughter cell
ends up with two copies of the DNA) and polyploidy
(where genes replicate without cell division) create new
genetic information.19 However, having two copies of
DNA, like having two copies of the Complete Works of
Shakespeare, does not amount to having twice as much
information. Information must be novel and complex to
qualify as “new.”

Evolutionists had long held that non-protein coding
DNA was the remnants of a random, unguided evolu-
tionary process. Indeed, why would a creator make so
much useless, nonsense DNA, they reasoned. Evidence

is now mounting, however, that suggests “junk DNA”
does have function after all.20 Several functions of non-
coding DNA are now known. Untranslated portions of
mRNA serve as sites of attachment to ribosomes. Organ-
isms 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 (non protein coding
DNA) 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
signal the expression of some genes and the repression
of others. The length of the untranslated portion of
mRNA 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
non-coding 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 microevoltionary 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. The more we learn, the more
DNA appears to be the product of design and not ran-
dom processes.

In summary, design in nature is now empirically detect-
able as complex specified information (CSI) by the
contingency, complexity, specification criteria where the
complexity of an object or an event equals or exceeds 500
bits of information. Neither chance, law, or stochastic
processes are able to generate new CSI. Evolutionary
algorithms can shuffle information around but cannot
generate new CSI. The Law of Conservation of Informa-
tion requires that the information content of a closed
system remain the same or decrease with time. Irreduci-
bly complex biological systems could not have evolved
since any precursor would have been non-functional
and hence not selected. The evolutionary theory of coop-
tation of pre-existing parts to build novel structures fails
to account for the evolution of the systems required to
assemble the parts into the new structure. There are no
known examples of microevolutionary adaptations
which involve an increase in CSI, but there are examples
where the CSI decreased; there is therefore no empirical
justification for the extrapolation of microevolution to



5

macroevolution. There is evidence that the phenotypes
of organisms can change rapidly and these changes are
triggered by environmental cues. The rate of these
changes rule out random mutations as the cause but in-
stead suggest the activation/deactivation of genes
already present. Gene duplication is not the same as
generating new CSI. So-called “junk DNA” increasingly
appears to have function negating the argument that
DNA could not have been designed. “The basic concepts
with which science has operated these last several hun-
dred years are no longer adequate, certainly not in an
information age, certainly not in an age where design is
empirically detectable. Science faces a crisis of basic
concepts. The way out of this crisis is to expand science
to include design. To reinstate design within science is to
liberate science, freeing it from restrictions that were
always arbitrary and now have become intolerable.”21 ‘

Dan Reynolds, PhD
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EVIDENCES FOR CREATION OVER EVOLUTION

Editor’s Note: The following is argument No. 18 of 21
arguments compiled by various persons who believe
that true science and biblical Christianity go hand in
hand. Earlier parts in this series covered arguments 1-17.

This was produced jointly by the Creation Research Society,
St. Joseph, Missouri, and Skilton House Ministries,
Philadelphia, Pennsylvania. Editors: Paul G. Humber and
Glen W. Wolfrom. Contributors: Harry Akers, Robert Gentet,
Ed Garrett, Lane Lester, Ron Pass, Dave Sack, Curt Sewell,
Helen Setterfield, Doug Sharp, and Laurence Tisdall.

18. The presence of two different sexes (touched on in #2
above) is a puzzle evolutionists have yet to invent a
satisfactory answer for. Single-celled organisms
reproduce by dividing themselves or budding off of
themselves. Each “daughter” is exactly like the
“mother.” So where did the male/female difference
come from? Genetically, this male/female difference
helps control—usually by elimination—the presence of
persistent mutations in a population—the very
mutations needed for evolution to continue! So the
advent of sexual reproduction evolutionarily is a real
bugaboo for the evolutionists and something they have
yet to satisfactorily explain. The Bible is clear that
human beings were made male and female from the
beginning and, although it does not explicitly state that
about the animals, the fact that these animals are
recognized as beasts and birds and fish from the
beginning is a strong indication that they were also male
and female from the beginning.

COMING EVENTS
Thursday, August 14, 7:30 P.M., Providence Baptist
Church, 6339 Glenwood Ave., Raleigh
Mark Stephens, MCS, will share the scientific evidences
for creation he learned this May during his tour of the
Galapagos Islands hosted by the Institute for Creation
Research. Come out and see Mark’s many exciting
pictures of the animals and plants from these
magnificent islands.

Thursday, September 11, 7:30 P.M., Providence Baptist
Church, 6339 Glenwood Ave., Raleigh
Topic to be announced
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