Chapter 8a:

Are Humans and Chimps Really
99% Similar? (Basic Level)
Daniel A. Biddle, Ph.D.

Why is this Chapter Important?

O

ne of the great trophies that evolutionists often parade is
the assertion that human and chimp DNA are 98–99%
similar.177 A quick Internet search will reveal this quip in
hundreds of places, including school text books, blogs,
videos, and journals. Because it sounds so compelling—like
a proof of evolution just by saying so—we will take a look
at the “chimp-human-99% similar” issue from an objective
standpoint, being responsible to both the Bible and science.
To do so, this Chapter is broken into three sections.
This first section covers only some basic observations and
practical insights. Drs. Wile and Tomkins provide the next
two sections which offer intermediate- and advanced-level
discussions regarding the DNA similarities and differences
between humans and chimps.
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A Basic Overview regarding Human and Chimp
Differences and Similarities
God made the chimp “kind” (which currently includes
four species) as a soul-less, created animal on Day 6 of
creation. Then, on the same Day, God made a single man
in His own image, gave him an eternal soul (Genesis 2:7),
and commanded him to “rule over the fish in the sea and the
birds in the sky, over the livestock and all the wild animals,”
including chimps (Genesis 1:26).
If the creation narrative from the Bible is true, we would
expect to see exactly what we see in today’s ape-kinds. First,
several varieties or species of chimps have no regard for
eternity. For example, they do not bury their dead or conduct
funeral rituals. Second, apes use very limited verbal communication—they do not write sentences. Third, and most
importantly, they do not have spiritual or religious practices
like humans do. In other words, they show no need or capacity
for knowing their spiritual creator through worship or prayer.
This seems to fit very well with the biblical creation account
(i.e., man is a created, spiritual being with a soul).
Now, let’s take a look at the physical side—the DNA issue.
For starters, do you think that God, in his desire to create
diverse life on Earth, would start with the same building
materials like DNA and protein sequences for making various
animal kinds, or would He start from scratch each time? DNA
research has revealed that He used similar building blocks
for the various life He created on Earth. In fact, we see this
in nature, too—with many plants sharing Fibonacci spirals
(clear numerical patterns) and sequences as basic building
blocks and patterns that God used in His creation.
Let’s consider for a minute just how efficient God’s
design is regarding the supposed human-chimp DNA similarities. Somehow, God was able to create very different
beings out of similar DNA because they are built by God’s
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own building blocks! So, even if they do share similarities,
this is no different than a master automotive engineer being
able to make a Volkswagen bug or a Porsche Carrera out of
the same 2-ton block of raw steel. The same raw materials
can be used by a master engineer to produce two very different types of automobiles. Next let’s take a look at just
how different chimps and humans are, even though they
share some similar DNA.
When compared to chimps, humans are about 38%
taller, 80% heavier, live 50% longer, and have brains that
are about 400% larger (1330 ccs compared to 330 ccs).178
Isn’t it amazing how such an alleged 1–2% difference in
DNA can result in such drastic differences? Some additional
differences are highlighted below:
•
•

•
•
•
•
•

Chimps show aggression by showing their teeth;
people smile to show warmth.
Humans communicate using an elaborate and sophisticated verbal and physical communication system;
chimps lack even the basic muscle and nervous
design construction in their vocal chords, tongues,
lips, and brains to do so.
When it comes to reproduction and sex, only humans
experience jealousy or competition; chimps typically
mate with multiple short-term partners.
Humans walk upright; chimps are knuckle-walkers.
Humans design and use highly complex tools and
multi-component systems; chimps only use basic
tools, and not even as cleverly as crows do at that!
Humans adapt their surroundings to themselves;
chimps adapt themselves to their surroundings.
Humans have directed and systematic ways for
educating the next generation; education is mostly
indirect and not premeditated with chimps.
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•
•

Humans have uniquely human feet; Chimps have
hands for feet.
Humans make human babies; chimps make only
chimp babies.

Thus, even if human and chimpanzee DNA sequences
are as similar as textbooks and other evolution-inspired
outlets insist—and as you will learn in the next section, they
are not—a wide range of actual differences clearly showcase uniquely designed kinds. Many of these differences are
obvious, as we will see in more detail.
At the time of this writing, emerging research was being
released by Dr. David A. DeWitt (“What about the Similarity
Between Human and Chimp DNA?” AnswersinGenesis.
com: http://www.answersingenesis.org/articles/nab3/humanand-chimp-dna [January 14, 2014]) that revealed new stunning insights regarding the differences between human and
chimp DNA:
There are 40–45 million bases present in humans that
are missing from chimps and about the same number
present in chimps that are absent from man. These
extra DNA nucleotides are called “insertions” or
“deletions” because they are thought to have been
added to or lost from the original sequence. This puts
the total number of DNA differences at about 125
million. However, since the insertions can be more
than one nucleotide long, there are about 40 million
total separate mutation events that would separate
the two species in the evolutionary view. To put this
number into perspective, a typical 8½ x 11-inch page
of text might have 4,000 letters and spaces. It would
take 10,000 such pages full of text to equal 40 million letters! So the difference between humans and
chimpanzees includes about 35 million DNA bases
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that are different, about 45 million in the human that
are absent from the chimp, and about 45 million in
the chimp that are absent from the human.
Such research continues to reveal that we are much,
much different than chimps! In fact, these “10,000 pages”
of different DNA programming is enough to fill the pages
of 20, full-sized novels! There is no doubt that God has a
specific set of DNA programming for humans, and another
for chimps.
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Chapter 8b:

DNA Evidence: Are Humans and
Chimps Really 99% Similar?
(Intermediate Level)
Jay L. Wile, Ph.D.

Overview

I

n this chapter, you will learn that the genetic similarity
between chimpanzees and humans isn’t anywhere close
to what most evolutionists claim. Rather than being 99%
similar when it comes to their genomes, humans and chimpanzees are roughly 70% similar. This is important, because
evolution claims that the common ancestor between humans
and chimpanzees existed roughly six million years ago. As
a result, all of the genetic difference between the two must
be explained by a mere six million years of evolution. Both
genomes are so large, however, that it is extremely difficult
to imagine how such a big difference could be produced on
such a short evolutionary timescale. Honest assessment of
the available evidence clearly shows that evolutionary ideas
fall short, and that humans and chimps are distinctly different
creations design by God.
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Comparing Human and Chimp DNA
Evolutionists tell us that apes and humans evolved from
a common ancestor that is supposed to have existed about
six million years ago. That common ancestor supposedly
gave rise to both the modern apes (like gorillas and chimpanzees) as well as people. As a result, humans and apes are
supposed to be very closely related. Of all the living apes,
the chimpanzee is supposed to be our closest living relative.
According to many evolutionists, humans and chimps
share 99% of their DNA. Indeed, Dr. Jonathan Silvertown
and several other scientists teamed up to write a book entitled 99% Ape: How Evolution Adds Up.179 In that book they
say, “We share about 99% of our DNA with chimps, and this
common ancestry has the deepest implications for how we
see ourselves.” This “fact” is so widely taught that the TV
program NOVA informs us, “Today, many a schoolchild can
cite the figure perhaps most often called forth in support of
[a common ancestor between apes and humans]—namely,
that we share almost 99% of our DNA with our closest living
relative, the chimpanzee.”180 The problem is that the science
of genetics tells us something quite different.
In order for you to understand how chimpanzee and
human DNA compare, you first need to know a few things
about genetics. Let’s start with the structure of DNA. While
it’s an incredibly complicated molecule, its important features are surprisingly simple. It has a chemical backbone that
is wound in a double-helix structure, as shown in Figure 20.
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Figure 20. DNA Design

Even though this chemical backbone is important for the
molecule, it is not important for the purposes of our discussion. In the end, the only thing you need to worry about is
what holds this double helix together.
As mentioned in Chapter 6 on natural selection, there are
four chemical units that lock together and hold the backbone
in this double-helix shape. They are called “nucleotide bases,”
and their names are “adenine,” “thymine,” “guanine,” and
“cytosine.” As shown in the illustration, they link together
so that adenine is always linked to thymine and guanine is
always linked to cytosine. When they link together like that,
they are called a “base pair.” The sequence of base pairs
forms a language code, just like the sequence of letters on a
page. It stores all the information a creature needs to live. So
when we compare the DNA of two different creatures, we are
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comparing the sequence of base pairs found in their DNA.
Where is this DNA found? Every living thing is made
up of basic units called “cells,” and the DNA is stored in
the cell’s control center, which is called the “nucleus.” Some
living things, like amoebae, have only one cell. However,
most of the creatures with which we are familiar are made of
billions of cells. The human body is made of trillions of cells.
Each one of those cells has the same DNA in its nucleus,
and we call that collection of DNA the creature’s “genome.”
So when you hear a phrase like “the human genome,” it is
referring to all DNA that is contained in the nucleus of a
human cell.
With that terminology under your belt, you are more
ready to understand how we can compare human and
chimp DNA. First, we have to figure out the sequence of
base pairs in the human genome. Second, we have to figure
out the sequence of base pairs in the chimp genome. Then,
we compare one sequence to the other. The more base pair
sequences that match, the more similar the genomes are.
This is where we come to our first problem in comparing the two genomes: we don’t know exactly what the
sequence of base pairs is in either one of them! When a
genome is sequenced, scientists don’t start at the beginning
and determine each base pair until they get to the end. We
can’t analyze DNA that way, because our technology isn’t
sophisticated enough yet. Instead, we have to take the DNA
and chop it up into little chunks that are generally less than
1,000 base pairs long. When that happens, the order of these
chunks is lost. As a result, a sequenced genome just consists
of a lot of chunks. The scientists then try to piece those
chunks together using computer software after they have
been decoded. This is called “genome assembly,” and it is a
terribly difficult task.
It turns out that genome assembly is so difficult that
it is hard to determine exactly when you are done. If you
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assemble a genome one way, you’ll get one set of base
pairs, and if you do it a slightly different way, you will get a
slightly different set of base pairs. Because of this, we don’t
even know for sure how many base pairs are in the human
genome. At this point in time, the best scientists can say is
that it is made up of somewhere between 3.1 and 3.3 billion
base pairs.181 It probably contains some number in between.
We just don’t know for sure. In the end, then, we only know
the human genome to a precision of 94%.
We can say a similar thing about the chimpanzee
genome. To the best of our knowledge, the chimp genome
contains somewhere between 3.0 and 3.3 billion base pairs.
As a result, we only know the chimp genome to a precision
of 90%. Now that should tell you something right away. If
we only know the human genome to an accuracy of 94%,
and we only know the chimp genome to an accuracy of 90%,
there is simply no way we can say that they are 99% similar!
We would have to know both of them with nearly 100%
accuracy before we could make such a statement! So in the
end, it is simply impossible for current scientists to claim
that the two genomes are 99% similar.
So what can scientists safely say about the two genomes?
Well, they can compare the parts of the genomes that we
know very well and determine how similar those parts are. A
genome can be split into two basic parts: protein-coding DNA
and non-protein-coding DNA. The protein-coding DNA is
generally referred to as “genes,” and these parts of the DNA
are like little recipes. They give the cell all the information it
needs to make chemicals that we call “proteins.”
It turns out that only a small percentage of a cell’s
genome is protein-coding. The human genome, for example,
devotes less than 2% of its base pairs to protein-coding.
The other 98% is non-protein-coding DNA. Scientists have
been studying the protein-coding part of the genome (the
genes) the longest, so we understand it a lot better than we
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understand the non-protein-coding DNA. Since we know
the protein-coding DNA the best, let’s start there. How
similar are the protein-coding segments in the human and
chimpanzee genomes? Are they 99% similar?
After both the human and chimpanzee genomes were
sequenced, scientists compared the genes in the human
genome to the genes in the chimpanzee genome. Many were
very similar, and many were exactly the same. However,
several genes were found in the chimpanzee genome that
could not be found anywhere in the human genome. In the
same way, several genes were found in the human genome
that could not be found anywhere in the chimp genome.
The conclusion of the study was, “humans and chimpanzees differ by at least 6% (1,418 of 22,000 genes) in their
complement of genes.”182 So even when you concentrate on
just the genes, humans and chimpanzees are at most only
94% similar.
Of course, the genes make up less than 2% of the genome,
so that really doesn’t tell us much about how similar humans
and chimpanzees are on a genetic level. After all, we know
the cell uses the non-coding DNA, so it must be important.
We don’t understand it very well, but since the cell uses it,
we should include it in the analysis. What happens then? At
that point, the similarity drops significantly!
In 2008, geneticist Dr. Richard Buggs from Queen Mary
University of London wrote an analysis of the similarities
between the entire human genome (that we know to an accuracy of 94%) and the entire chimpanzee genome (that we
know to an accuracy of 90%). He said that only 2.4 billion
of the chimpanzee base pairs could be reasonably lined up
against the 3.1 billion base pairs in the human genome. Even
in that lineup, however, there were still some mismatches.
In the end, the best he could do was come up with a 72%
similarity between the human and chimpanzee genomes.
But even that number is too high a number, because some
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sequences appeared once in one genome and more than once
in the other genome. In the end, he said, “Therefore the total
similarity of the genomes could be below 70%.”183
In February of 2013, Dr. Jeffery Tomkins, a former
director of the Clemson University Genomics Institute performed an extremely detailed comparison of the human and
chimpanzee genomes. To understand his analysis completely,
you need to know that when cells reproduce, they arrange
their DNA into small packets called “chromosomes.” These
chromosomes come in pairs, and while humans have 23
pairs of chromosomes, chimpanzees have 24 pairs.
Now since evolutionists assume that humans and chimps
share a common ancestor, they think that the creature which
eventually evolved into both chimps and humans had 24
pairs of chromosomes. During the course of human evolution, however, two of those chromosome pairs merged to
become just one chromosome pair. As a result, evolutionists
think they can point to 22 human chromosome pairs that
are directly related to 22 chimpanzee chromosome pairs. In
addition, they think that one chromosome pair in humans is
directly related to two chromosome pairs in chimpanzees.
In order to compare the human and chimpanzee genomes,
Dr. Tomkins first digitally chopped each already-published
chimpanzee chromosome into shorter segments. He then
went to the human chromosome that evolutionists say is
directly related to the chimpanzee chromosome. He searched
that human chromosome for the closest match to each of his
short chimpanzee chromosome segments. Last, he determined what percentage of the base pairs matched up exactly
within each closest matching segment.
In other words, what Dr. Tomkins did was a chromosome-by-chromosome comparison between the two genomes.
What he found was that the highest similarity between two
chromosomes was 78%, and the lowest similarity was 43%.
In the end, the overall similarity between the genomes
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was a mere 70%.184 This agrees with the analysis done by
Dr. Buggs.
So in the end, we have two comparisons of the human
and chimpanzee genomes indicating that on the genetic
level, they are only 70% similar. Now that sounds like a lot,
but remember, each genome has more than 3 billion base
pairs! This means that in the human genome, there are more
than a billion base pairs that are different from what is found
in the chimpanzee genome.
From an evolutionary point of view, it is extremely hard
to understand how such a huge number of differences could
arise. After all, mutations are supposed to be the driving
force of evolution. So, more than a billion base pairs would
have to change by mutation over the course of human and
chimpanzee evolution. But evolutionists say that this process
started “only” six million years ago. If over a billion base
pairs have to mutate in six million years, that’s an average of
167 mutations every year! It’s hard to understand how two
species could survive such a high mutation rate, even if they
shared it the entire way.
But wait a minute. Where did this 99% figure come
from, anyway? If humans and chimpanzees really are only
70% similar on a genetic level, how in the world could
anyone ever think that they are 99% similar? The answer is
simple: The 99% figure is more than 30 years out of date!
Back in 1975, Mary-Claire King and A. C. Wilson compared
some proteins found in humans to the same proteins found
in chimpanzees. They determined that, for the proteins they
chose, the similarity was 99%. Well, scientists reasoned, the
makeup of proteins is determined by DNA. So if the proteins
are 99% similar, the DNA is 99% similar as well.185
Do you see the problem with that reasoning? Proteins are
determined by genes, and the genes make up less than 2% of
the genome. So King and Wilson were looking at chemicals
produced by only a small fraction of the DNA. In addition,
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they only looked at proteins that appeared in both humans
and chimps. As discussed earlier, there are lots of genes in
chimps that aren’t found in humans, and vice versa.
So in the end, King and Wilson’s comparison applied
to a ridiculously small amount of the genome. No wonder
it wasn’t even close to correct! The human genome was
sequenced in the year 2000, and since then, several corrections have been made to that sequence. The chimpanzee
genome was sequenced in 2005, and several corrections
have been made to that sequence as well. In the end, it is
simply not honest for evolutionists to continue to use a similarity percentage that was determined 30 years before both
genomes were sequenced!
Why do evolutionists do this? Why do they continue to
use the results of an outdated and incorrect study when discussing the similarity between the human and chimpanzee
genomes? I am sure some do it out of ignorance, but there
are also some who do it specifically because they know that
the more recent studies show how vastly different humans
and chimpanzees are on the genetic level. That’s something
evolutionists either are not prepared to admit or don’t want
you to know!
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DNA Evidence: Are Humans and
Chimps Really 99% Similar?
(Advanced Level)
Jeffrey Tomkins, Ph.D.

Introduction

Y

our high-school or college biology textbook will
typically tell you that you are descended from sort of
ape ancestor related to the great apes. This group of animals
consists of gibbons, orangutans, gorillas, and chimpanzees.
Of these apes, your textbook may also tell you that you are
most closely related to a chimpanzee and that comparisons
of human DNA to chimps proves it. So what is one result of
this idea in recent history?
The real world consequences of this ideology involve
humans not being considered anything more than just
evolved animals by people that believe they are superior
or “more evolved” that have the reins of power. This has
been a primary foundation for the mistreatment and murder
of humans worldwide by wicked genocidal political leaders
and governments over the past 150 or so years of human
history. One highly read study showed that the leading cause
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of death in the 20th century was “Democide”—or “murder
by government,” which has claimed over 260 million
lives.186 All of the totalitarian murderous tyrannies the world
over, despite their different political variations, maintained
the same Darwinian evolutionary philosophy that humans
are nothing more than animals to be herded and culled in
wars, death-camps, abortions, mass starvations, and outright
slaughter.
Is the evil ideology that some humans are move evolved
while others are nothing but just common animals really
supported by the new science of DNA sequencing and
genomics, or is it proving to be a completely fake paradigm?
If this question is important to you—and it should be as a
member of the human family—you will read this chapter
very carefully. Once you fully understand the new DNA
evidence debunking the alleged human evolution paradigm,
you should better appreciate that you are a unique creation
who the Creator made in His own image—special and unique
among all other forms of creation.
Even when a child sees a chimpanzee, they can tell that it
is radically different from a human and immediately realize
that it is just a type of animal and not another person. And
of course, scientists also realize that chimpanzees are radically different than humans in many different ways besides
their outward appearance. Humans and chimpanzees have
different bone structures and different types of brains, and
there are even major physiological differences. Humans
also have the ability to express their thoughts abstractly in
speech, writing, and music, as well as develop other complicated systems of expression and communication. This is
why humans stand above all other types of creatures and, as
stated in the Bible, were created in the image of God.
Despite these clear differences between humans and
apes, we have been repeatedly told by an array of mainstream
outlets like high school and college biology textbooks that
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human and chimpanzee DNA is 98 to 99% similar. Are
we really just a few genetic changes from being an ape?
And what is the field of modern genetics research actually
revealing? The answers may surprise you.
The fact of the matter is that when experts talk about
DNA similarity they can be referring to a variety of different
things. Sometimes scientists talk about humans and chimpanzees having the same genes while at other times they talk
about their DNA sequences being 98 to 99% similar. First,
let’s talk about whether the actual DNA sequence of the
chromosomes between humans and chimpanzees is really
98% similar. And after that, we will talk about the concept
of genes and gene similarity, and what that really means to
the whole issue of human and chimp DNA similarity.
Reality of DNA and Genome Similarity
As discussed in Dr. Wile’s section, DNA occurs as chromosomes in humans, plants, and animals. They contain millions of these DNA bases in a specific order which forms a
complex set of informational instructions called the “genetic
code.” In humans, there are two sets of chromosomes, one
from the mother and one from the father. Each distinct set
of chromosomes has 3 billion bases of information in it. In
total, we all have 6 billion bases of DNA sequence in our
chromosomes inside nearly every cell of our bodies. But
even this is being conservative, because DNA is a double-stranded molecule and has encoded information on both
strands running in different directions. In reality, each cell
in your body actually has 12 billion bases of very complex
DNA code in it!
When scientists talk about a creature’s genome, they are
actually only referring to one set of chromosomes, which
helps simplify things a bit. Thus, in humans, the reference
genome is the sum total of one set of 23 chromosomes. The
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DNA sequence of the human genome was initially published
in 2001, but it was only labeled an “initial draft” (preliminary
version) as there were parts of the genome that were still not
completely decoded. In 2004, scientists published another
more complete version, but even then there were still small
parts that remained incomplete. Not surprisingly, researchers
are still updating the human genome on a regular basis as
the DNA sequencing technologies improve and more data is
acquired. Without a doubt, the human genome is probably
one of the most complete and accurate of all known genome
sequences–mostly because considerably more research
money has been spent on it compared to other creatures.
Scientists initially decided to choose chimpanzees as the
closest creature to humans based on both similarity of general
features and because they knew early on that their proteins
and DNA fragments had similar biochemical properties.187
These ideas were first solidified just prior to the modern era
of DNA sequencing. However, it wasn’t always a clear-cut
issue and there were different factions of researchers that
wanted to choose gorillas or orangutans as being closest to
humans. In fact, a recent research paper was still making the
claim that orangutans were more similar to humans in structure and appearance than chimpanzees, and thus should be
considered our closest ancestor. Nevertheless, the consensus
opinion among evolutionary scientists is that chimpanzees
are closest to humans on the hypothetical evolutionary tree.
In the early days of DNA sequencing in the 1970s and
1980s, scientists could only sequence very short segments of
DNA because the technology was just beginning. Therefore,
they focused on segments of DNA that they knew would
be highly similar between animals, such as globin proteins
from blood and mitochondrial DNA (DNA which is inherited
from the mother). This was for the purpose of comparing the
sequences, because you cannot compare two DNA sequences
between creatures if they are only present in one and not
176

DNA Evidence:

the other. Researchers discovered that many of the short
stretches of DNA sequence that code for common proteins
were not only highly similar among many types of animals,
but nearly identical between humans and other apes.188
Before we can explain the true levels of similarity
between human and chimp genomes, we need to have a
basic understanding of what DNA sequencing actually
entails and remove a few myths. While the basic chemical
techniques of DNA sequencing did not radically change
from the days of its early invention, the use of small-scale
robotics and other forms of automation (like those used in
factories), began enabling researchers to sequence the small
fragments of DNA in massive amounts. Contrary to popular
opinion, the DNA of an organism is not sequenced in one
big convenient chunk like they show in movies. As Dr. Wile
explained previously, it is sequenced in millions of small
pieces only hundreds of bases in length and then researchers
use computers to assemble the small individual pieces into
larger fragments based on overlapping sections. In fact, at
the time of this chapter, this is still the case and genome
sequencing is far from being a perfect science.189
Despite the early discoveries of apparently high DNA
similarity between humans and chimps, large-scale DNA
sequencing projects began to present a different picture.
In 2002, a large DNA sequencing lab produced over 3
million bases of chimp DNA sequence in small 50 to 900
base fragments that were obtained randomly from all over
the chimp genome.190 When these were matched onto the
human genome using computer software, only two-thirds of
the DNA sequences could be lined up onto human DNA.
While there were many short stretches of DNA that were
very similar to human, this meant that more than 30% of the
chimp DNA sequence was not similar to human at all!
In 2005 the first rough draft of the chimpanzee genome
was completed by a collaboration of different labs.191 Because
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it was only a rough draft, it consisted of thousands of small
chunks of DNA sequence, even after the computational
assembly. So guess how the researchers put all the individual
pieces of the chimp DNA sequence together to form a complete
genome? They assumed that humans evolved from a chimplike ancestor, and used the human genome as a framework to
assemble all of the chimp DNA sequence.192 In fact, one of
the main websites for one of the labs that helped assemble the
chimp sequence also admitted that they inserted human DNA
sequence, including human genes, into the chimp genome–
all based on the assumption of evolution. They thought that
these human-like sequences were somehow missing in chimp
and added them electronically after the fact. In reality, the
published structure of the chimp genome is based on the
human genome and it contains human sequence, making it
look more human than it really is.
And if all this human-chimp genome research is not
biased enough, a large 2013 research project sequenced
the genomes of a wide variety of chimpanzees, gorillas,
and orangutans to test these species for genetic variation.
Believing so strongly in evolution as they do, how do you
think they organized all their new DNA sequences?193 If you
guessed that they assembled all of these ape genomes using
the human genome as a framework, you were right.
So things have not changed much since 2005, even
though DNA sequencing technology has become much
cheaper and faster. Surprisingly, the lengths of the individual
DNA fragments being produced by new technologies are
now much shorter because different chemical techniques are
being used. This provides much faster results, but they are
even more difficult to assemble.
Unfortunately, the research paper describing the draft
chimp genome in 2005 avoided the issue of overall average
genome similarity with humans by strictly analyzing and
discussing the regions of the genomes that were highly
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similar. This deceptively reinforced the mythical notion of
98% similarity. However, there was enough information presented in the 2005 report that allowed several independent
researchers to calculate overall human chimp genome similarities using this data. They came up with estimates of 70 to
80% DNA sequence similarity.194 Here is why this result is
so important. Evolution has a hard enough time explaining
how only 2% of 3 billion bases could have evolved in the 6
million years since chimps and humans supposedly shared a
common ancestor. They definitely don’t want to take on the
task of explaining how some 20 to 30% of three billion bases
evolved in such a short time!
Thus, reported high levels of human chimp DNA similarity are actually based on specific highly similar regions
shared by both humans and chimps and does not include the
regions of the genomes that vastly differ. This is called cherry-picking the data to present a false picture that supports the
evolutionary paradigm.
Other published research studies done between 2002 and
2006 attempted to evaluate certain isolated regions of the
chimp genome and compare them to human also seemed
to add support to the evolutionary paradigm. However, in a
research study that I recently published, I went back through
all of these different evolutionary reports and reinserted the
dissimilar DNA sequence data into the analyses that the
evolutionists had omitted (where I could determine it).195
Not surprisingly, the results showed that the real DNA similarities for the regions that were analyzed varied between
about 66% and 86%.
One of the main problems with comparing segments of
DNA between different organisms that contain regions of
strong dissimilarity is that the computer program commonly
used (called BLASTN) will stop matching the DNA when
it hits regions that are markedly different. These unmatched
sections don’t even get included in the final results. If they
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were, then the overall similarity between human and chimp
DNA would be much lower. In addition, the settings of the
computer program can be changed to reject DNA sequences
that are not similar enough for the researcher. The common
default setting used by most evolutionary researchers will
kick out anything that is less than 95% to 98% similar. This
is convenient for cherry-picking the data, but avoids giving
the overall big picture of true differences between two DNA
sequences.
In 2011, I tested the BLASTN algorithm in a research
project where I compared 40,000 chimp DNA sequences that
were each about 740 bases long and were already known to
be highly similar to human.196 The parameters that produced
the longest matches showed a DNA similarity of only 86%.
So if chimp DNA is so dissimilar to human and the computer software commonly used stops matching after only a
few hundred bases, how can we really find out how similar
the human and chimp genomes are? In 2013, I published
a research study that resolved this problem by slicing up
chimp DNA into small fragments that the software’s algorithm could optimally match.197 I did this for all 24 chimp
chromosomes and compared them to human’s 23. The results
showed that the chimp chromosomes were between 69% and
78% similar to human, depending on the chromosome (the
Y chromosome was only 43% similar). Overall, the chimp
genome was only about 70% similar to human. Of course,
this data confirmed the unpopular but obfuscated results
found earlier in secular evolutionary publications, but not
popularized by the media or the evolutionists themselves.
They knew better.
Some science reporters in the standard media outlets still
push the 98% DNA similarity talking point, but those among
the human-chimp research community promote the idea less
often. Now researchers are more honestly saying that the
regions of 96% to 98% similarity are derived from isolated
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areas and that many regions of dramatic difference do exist
between the genomes. However, they won’t make statements
about overall estimates. Is this because they know it would
debunk human evolution? Clearly, the 96–98% similarity
idea is crumbling in the research community, but the general
public still believes it to be true.
According to my own extensive research on this subject, the human and chimpanzee genomes are only about
70% similar overall. However, there are regions of high
similarity, mostly due to protein coding genes (described in
more detail below). These areas of high similarity actually
share only about 86% matching sequence overall when the
algorithm that is used to analyze them is set to produce a
long sequence match.198
Many scientists believe that high DNA similarity is
required to make evolution sound more plausible because
many of them know about the limits of mutation rates and
variability in the genome. The reality that the human and
chimp genomes are substantially different completely wrecks
this idea. The regions that are very similar can easily be
explained by the fact that common elements of genetic code
are often found between different organisms–because they
code for similar functions. For the same reason that different
kinds of craftsmen all use hammers to drive or pry nails, different kinds of creatures use many of the same biochemical
tools to perform common and necessary cellular tasks. The
genome is a very complex system of genetic codes, and many
of these coding themes are repeated in organisms with similar traits and physiologies because the Divine Programmer
created them all. Amazingly, this concept is easier to explain
to computer programmers and engineers than it is to biologists, who are steeped in the religion of evolution.
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Gene Similarities—the Big Picture
What does it really mean when we say two creatures
have the same genes? In reality, it means that only a certain
part of a gene sequence is shared. The entire gene itself
could be only 80% similar while a small part of it might be
98% similar. In fact, in research that I have not published
yet, I have found that the similar parts of human genes—the
protein coding regions (called exons)—are only about 86%
to 87% similar to chimps on average. Much of this is due to
the human exon sequence completely missing in chimps.
One thing that is also important to keep in mind is that
our concept of a gene is rapidly changing. The original
definition of a gene describes it as a section of DNA that
produces a messenger RNA that codes for a protein. It was
originally estimated that humans contained about 21,500 to
25,000 of these protein-coding genes. The most recent estimates put this number at about 28,000 to 30,000.199 Because
each of these protein-coding genes produces many different
individual messenger RNA variants due to the complexity
of gene regulation, over a million different types of proteins
can be made from 30,000, or less genes! Nevertheless, less
than 5% of the human genome contains actual “exon” protein-coding sequence.
The Myth of “Junk” DNA
Because evolutionary scientists did not know what the
other 95% of the genome was doing, and because they
needed raw genetic material for evolution to tinker with over
millions of years, they labeled it as “junk DNA.” However,
the concept of junk DNA recently hit the trash. New research
from different labs all over the world shows that over 90%
of the entire human genome is copied (transcribed) into
a dizzying array of RNA molecules that perform many
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different functions in the cell.200 This phenomenon, called
“pervasive transcription,” was discovered in an offshoot of
the human genome project called ENCODE, which stands
for ENCyclopedia of DNA Elements.201
While refuting “junk” DNA, the ENCODE project has
also completely redefined our concept of a gene. At the time
of this writing, it is estimated that non-protein-coding RNA
genes (called long noncoding RNAs) outnumber protein
coding genes at least 2 to 1.202 These long noncoding RNAs
(lncRNAs) have similar DNA structures and control features
as protein-coding genes, but instead produce functional
RNA molecules that do all sorts of things in the cell. Some
regulate the function of protein coding genes in various
ways and stay in the cell nucleus where the chromosomes
are located, while others go into the cell cytoplasm and help
regulate different types of processes in collaboration with
proteins. Others are even exported out of the cell and used
to communicate with other cells. Many of these lncRNA
genes play important roles in a process called epigenetics
that regulates all aspects of how chromosomes are organized
and the genome functions. Now does that sound like junk?
As mentioned earlier, I am currently involved in a
research project comparing just the protein coding regions of
the human genome to the chimp genome, arguably the most
similar segments. I am also comparing the regions of the
human genome that encode lncRNAs, because these have
been found to be the most specific to a type of organism
in all types of animals tested so far.203 In contrast to many
evolutionary studies that compared only the highly similar
protein-coding regions of the genome, the lncRNA regions
are about 67 to 76% similar—about 10 to 20% less identical
than the protein-coding regions.
Clearly, the whole genome is a complete storehouse of
important information, and textbooks may not catch up to
this idea for many years. Using an analogy of a construction
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project, the protein coding genes are like building blocks
and the noncoding regions regulate and determine how the
building blocks are used. This is why the protein coding
regions tend to be more similar between organisms and the
noncoding regions are more dissimilar. Proteins code for skin,
hair, hearts, and brains, but noncoding regions help organize
these components into the different but distinct arrangements
that define each creature. Given this, it is not surprising how
humans and chimps are so markedly different!
Chromosome Fusion Debunked
One of the main arguments that human evolutionists have
used to support their human chimp story is the supposed fusion
of two ape-like chromosomes to form human chromosome
number two. The great apes actually contain two more diploid
chromosomes than humans–humans have 46 and apes have
48. Because large portions of two small ape chromosomes
contain similar banding patterns to human chromosome 2
(although not completely similar) when observed under a
microscope, it was believed that they fused during human
evolution.204 Supposedly, the chimp’s chromosomes still look
like the imaginary ape-human ancestors’ did. Thus, these
two chimp chromosomes are called 2A and 2B. Gorillas and
orangutans also have a 2A and 2B chromosome like chimps.
In 1991, scientists found a short segment of DNA on
human chromosome 2 that they claimed was evidence for
fusion, even though it was not what they expected based
on the analysis of known fusions in living mammals.205 The
alleged fusion sequence consisted of what looked like a
degraded head-to-head fusion of chromosome ends (called
telomeres) which contain repeats of the DNA sequence
TTAGG over and over for thousands of bases. Human
telomeres are typically 5,000 to 15,000 bases in length and
if these actually fused then you would expect a signature
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thousands of bases in length.206 The alleged fusion site, however, is only about 800 bases long and only 70% similar to
what would be expected. Plus, a mythical telomere-telomere
fusion never has been observed in nature!
This fusion idea, has for many years been masquerading
as a knock-down argument proving human evolution from a
chimp-like ancestor, but has now been completely debunked.
It turns out the alleged fusion site is actually a functional
DNA sequence inside an important noncoding RNA gene.207
In 2002, researchers sequenced over 614,000 bases of DNA
surrounding the fusion site and found that it was in a generich region. Also, the fusion site itself was inside what they
originally labeled a pseudogene (an alleged “dysfunctional
relative” of a protein-coding gene).208 However, new research
using data from the ENCODE project now shows that the
so-called “fusion site” is part of a noncoding RNA gene that
is expressed in many different types of human cells. The
research also shows that the alleged fusion site encodes a
location inside the gene that binds to proteins that regulate
the expression of the gene. What’s even more exciting is the
fact that none of the other genes within 614,000 bases surrounding the alleged fusion site are found in chimpanzees.
They are uniquely human. The fusion is now a debunked
myth, although many ignorant evolutionists still attempt to
promote it.
Beta-globin Pseudogene Debunked
Another favorite myth that evolutionists like to use to
promote human-ape ancestry is the idea of shared mistakes
in supposedly broken genes, called pseudogenes. The story
they have been telling for at least a decade now is that the
ape ancestor’s genes were first mutated. Then, after its
descendants diverged, both its chimp and human descendant
genomes still have those old mutations. After all, they argue,
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how else could two different but similar species have the
same mutations in the same genes unless they evolved from
the same ancestor? If this story were true, how would it affect
biblical history? Obviously, if we evolved from apes then we
were not created in God’s image like Scripture says. Accepting
these scientist’s story would force us to reject God’s word.
Fortunately, exciting new research shows why we don’t have
to reject Scripture or science. Now it is being shown that many
so-called “pseudogenes” are actually functional. They produce
important noncoding RNAs that we talked about previously.209
This means that the shared DNA sequence “mistakes” were
actually purposefully created DNA sequences all along.
One example was the beta-globin pseudogene, actually
a real gene in the middle of a cluster of five other genes.
The other five code for and produce functional proteins.
Evolutionists originally claimed that the beta-globin
pseudogene was broken because it did not produce a protein
and because of its DNA similarity to chimps and other apes.
Now multiple studies have shown that it produces long noncoding RNAs and is the most genetically networked gene in
the whole beta-globin gene cluster.210 Genes do not act alone,
but are connected in their function to many other genes in
the genome, like computer servers are connected to each
other to make the internet. Not only do other genes depend
on the proper function of the beta-globin pseudogene, but
over 250 different types of human cells actively use the
gene. Not bad for what is supposed to be a “pseudogene.”
GULO Pseudogene Debunked
Another case of so-called evidence for evolution is the
GULO pseudogene, which actually looks like a truly broken
gene. In animals that have a functional GULO gene, an
enzyme is produced that helps make vitamin C. Evolutionists
have claimed that humans, chimps and other apes share
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GULO genes that mutated in the same places because the
mutations occurred in their common ancestor.
However, broken GULO pseudogenes are also found in
mice, rats, bats, birds, pigs, and famously, guinea pigs. Did
we evolve from guinea pigs? Instead, it looks like this gene
may be predisposed to being broken, or mutated, no matter
what creature has it. Since humans and other animals can get
vitamin C from their diet, they can survive without the gene.
Also, the other genes in the GULO biochemical pathway
produce proteins that are involved in other important cellular
processes. Losing them could be disastrous to the organism.
So basically, creatures and man can tolerate having a broken
GULO gene by eating vegetables with vitamin C.
In addition, the GULO gene was recently analyzed in
its entirety, where researchers found no pattern of common
ancestry in it.211 The GULO gene region and the mutational
events that wrecked it are associated with unique categories
of a group of DNA features called transposable elements.
There are many different types of transposable elements in
the human genome which do important things, and their signatures are very distinct. Sometimes they can disrupt genes.
In the case of GULO, the transposable element patterns are
different and unique in humans and each of the other ape
kinds that were evaluated. Therefore, there is no pattern
of common ancestry found for GULO among humans and
apes—negating this evolutionary argument. Like the claims
of 99% similarity, chromosome fusion, and Beta-globin,
evolutionists built the GULO argument based on a prior
belief in evolution, plus a lack of knowledge about how this
biology actually works in cells.
In reality, the GULO pseudogene data utterly defies evolution and vindicates the creation model that predicts genome
degradation from an originally created pristine state. This
process of genetic decay is found all over the animal kingdom
and is called genetic entropy. Cornell University Geneticist
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John Sanford has shown in several studies that the human
genome is actually in a state of irreversible degeneration, not
evolving and getting better.212 Perhaps Adam and Eve had
a working GULO gene and were thus able to manufacture
vitamin C whenever their bodies needed it. Today, without
vitamin C in our diets, we get the disease called scurvy.
The Human-Chimp Evolution Magic Act
Stage magicians, otherwise known as illusionists, practice their trade by getting you to focus on some aspect of
the magician’s act to divert your focus from what is really
going on or what the other hand is doing. By doing this, they
get you to believe something that really isn’t true and thus
create an illusion—a fake reality. The human-chimp DNA
similarity “research” works almost the same way.
The evolutionist who promotes the fake paradigm of
human-chimp DNA similarity accomplishes the magic act by
getting you to focus on a small set of data representing bits
and pieces of hand-picked evidence. This way, you don’t see
the mountains of hard data utterly defying evolution. While
some parts of the human and chimpanzee genomes are very
similar—those that the evolutionists focus on—the genomes
overall vastly differ, and the hard scientific evidence now
proves it. The magic act isn’t working any longer, and more
and more open-minded scientists are beginning to realize it.
Confronting Human-Chimp Propaganda
To close this chapter, let’s discuss a hypothetical
exchange that could take place using the information given
in this chapter with some human-chimp similarity proponent.
This exchange could be with a teacher or maybe a friend or
schoolmate. First, the person makes the claim that “humans
and chimps are genetically 98–99% identical or similar in
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their DNA.” You can say, “Well that’s only partially true for
the highly similar regions that have been compared between
humans and chimps.” You then clarify this response by saying
“recent research has actually shown that overall, the genomes
are only about 70% similar on average when you include all
the DNA.” You can also add, “Several thousand genes unique
to humans are completely missing in chimps, and scientists
have found many genes unique to chimps that are missing in
humans.” Then ask, “How can you explain these massive differences with evolutionary processes?” In sum, ask, “How is
it that such supposedly minor differences in DNA can account
for such major and obvious differences between humans
and chimps?”
At this point in the conversation, you will rapidly find out
if the person is really interested in learning more about the
issue of human origins or if they are so zealous about evolutionary beliefs that they won’t really be persuaded by any
amount of evidence. In reality, the whole modern research
field of genetics and genomics is the worst enemy of evolution. As new genomes are being sequenced from different
kinds of organisms, they are all appearing as unique sets of
DNA containing many genes and other sequences that are
specific to that type of creature. Evolutionists call these new
creature-specific genes “orphan genes” because they are not
found in any other type of creature.213 Orphan genes appear
suddenly in the pattern of life as unique sections of genetic
code with no evolutionary history or explanation. Of course,
believers in an Omnipotent Creator know that each different
genome, such as that for humans and that of chimpanzees,
was separately, uniquely, and masterfully engineered at the
beginning of creation. God created and embedded each
creature’s orphan genes to network with all the rest of that
creature’s genetic coding instructions. The scientific data
overwhelmingly suggests that God deserves all the credit,
and evolution deserves none.
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