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GORILLA GENOME
SEQUENCED

Gorilla DNA throws a monkey wrench into the theory of evolution.

The gorilla genome reveals that genetic
similarities among humans and the apes are
more complex than expected, and allows a fresh
assessment of the evolutionary mechanisms that
led to the primate species seen today. '

As we expected, comparison of gorilla DNA
with human DNA produced results that were
unexpected by evolutionists because they aren’t
consistent with what the theory of evolution
predicted. This “allows a fresh assessment of the
evolutionary mechanisms,” which is a polite way
of saying that they have to go back to Square
One.

CONTRADICTORY PHYLOGENETIC
TREES

The first problem evolutionists have to face is
the fact that analysis of different genes result in
different phylogenetic (that is, family) trees.

The standard view of the primate
evolutionary tree is that chimpanzees and
humans share a more recent common ancestor
with each other than either shares with gorillas.
Accordingly, the most closely related sequence
for any human gene should be found in the
chimpanzee. However, Scally and colleagues'
demonstrate that, although this is true for most
genes, large fractions of the ape genomes
contradict this simple pattern. ... This process,
which leads to conflicting evolutionary trees for

! Richard A Gibbs & Jeffrey Rogers, Nature, 8 March
2012, “Genomics: Gorilla gorilla gorilla”, pp. 164-
165,
http://www.nature.com/nature/journal/v483/n7388/full/
483164a.html

different genes, is called incomplete lineage
sorting >

In other words, evolutionists believe that the
(unknown) ancestor of modern gorillas split from
the (unknown) common ancestor that begat
chimpanzees and humans. Therefore, human
DNA should be closer to chimp DNA than gorilla
DNA. If you use DNA similarities to construct an
evolutionary tree, humans and chimps should be
more closely related than humans and gorillas. It
should not matter what part of the DNA molecule
you analyze. The problem (for evolutionists) is
that you get different evolutionary trees depending
upon which part of the DNA you analyze. They
found “large fractions of the ape genomes” in
which humans are more closely related to gorillas
than chimps.

This is such a common problem that Nature
inserted a sidebar article titled, “How incongruities
in phylogenetic trees can arise.” According to that
sidebar,

Scally and colleagues found that in 30% of
the western-lowland-gorilla genome, the DNA
sequences are more similar to the corresponding
sequences from the human or chimpanzee
genomes than the sequences of these two
species are to each other — although humans
and chimpanzees are expected to have shared a
more recent common ancestor with each other
than either does with gorillas. Such
inconsistencies between evolutionary
gelationships can result from various processes.

2 - -
ibid.
? Richard A Gibbs & Jeffrey Rogers, Nature, 8 March
1



In that sidebar they said that the “various
processes” that produce incorrect phylogenetic
trees are “incomplete lineage sorting” and “gene
flow.”

Since these two processes can produce
erroneous results, how do you know which
phylogenetic tree is correct? It's simple. If it
confirms your prejudice, it is right. If it contradicts
your prejudice, it is wrong! ©

If the theory of evolution were true, that is, if
people, chimps, and gorillas really did evolve from
a common ancestor, then it would not matter
which genes you analyzed. They would all
produce the same phylogenetic (that s,
evolutionary) trees. But if people, chimps, and
gorillas did not evolve from a common ancestor,
the differences in DNA would not be the result of
genetic mutations over time. The difference
would be due to differences in the way the
creatures were designed. Certain parts of the
DNA molecule would be more similar than others
because certain physical features happened to
share similar design philosophies.

This certainly isn’t the first time that DNA
analysis has produced surprising relationships
that aren’t consistent with  evolutionary
expectations. But even when DNA analysis
confirms  evolutionary  expectations  about
relationships, it often contradicts the evolutionary
timeline.

THE TIME PROBLEM

“For a long time there was a discordance
between the fossil evidence and genetic
estimates, in the sense that genetic estimates
came up with speciation times that were more
recent,” says Scally. *

Moreover, with all the great ape genomes to
compare, researchers are better able to assess
when gorillas, chimps, and humans evolved—a
matter of current debate. The molecular data
indicate that humans and chimps went their
separate ways only about 4.5 million years ago.
But fossils that old and older look either ape or
protohuman, so some paleontologists argue for
a split as far back as 7 million years ago.

2012, “Genomics: Gorilla gorilla gorilla”, pp. 164-
165, “Box 1: How incongruities in phylogenetic trees
can arise”,
http://www.nature.com/nature/journal/v483/n7388/box
/483164a_BX1.html
4 Kerri Smith, Nature Podcast, 7 March 2012,
“Sequencing of gorilla genome adds to understanding
of our evolutionary path”,
http://www.nature.com/news/gorilla-joins-the-genome-
club-1.10185

2

Scally's group comes up with a date of about 6
million years ago, adjusting what would have
been a more recent estimate by assuming that
the mutation rate slowed over time in ape
evolution. Another possible complication is that
interbreeding may have occurred in the
incipient species, slowing the actual separation
of the DNA into distinct genomes, Scally points
out. The authors suggest that ancestors of the
gorilla separated from the human-chimp line
about 10 million years ago, consistent with
previous estimates.

" am very happy to see the authors
conclude [with] divergence dates that are
consistent with both the fossil and genetic
records," Begun says. "Usually one line of
evidence is used to discredit the other." °

Yes, geneticists usually insist that their dates
are correct, and paleontologists insist that their
dates are right. Scally, to the great joy of Began,
was willing to go out of his way to fudge the
genetic data to agree with the paleontologists.
Here’s how Scally says he did it.

Two issues need to be addressed in
interpreting the results from CoalHMM
(Supplementary Table 4.2). First, the results
themselves are obtained in units of sequence
divergence rather than years, and so need to be
scaled by an appropriate yearly mutation rate.
Second, as with any model, CoalHMM makes
several  simplifying  assumptions  whose
consequences we need to understand in the
context of realistic demography. We discuss
these issues in turn.

Using a rate of 10 mutations per bp per
year, derived from fossil calibration of the
human-macaque sequence divergence and as
used in previous calculations, CoalHMM’s
results would correspond to speciation time
estimates Tyc (for human—chimpanzee) and
Theg (for human—chimpanzee—gorilla) of 3.7
and 5.95 Myr ago, respectively (Fig. 1b). These
dates are consistent with other recent molecular
estimates, but are at variance with certain
aspects of the fossil record, including several
fossils which have been proposed—though not
universally accepted—to be hominins, and
therefore to postdate the human—chimpanzee
split (Fig. 1b). Indeed, the relationship between
molecular and fossil evidence has remained
difficult to resolve despite the accumulation of
genetic data. Direct estimates of the per-
generation mutation rate in modern human

> Elizabeth Pennisi, Science, 7 March 2012, “A Little
Gorilla in Us All”,
http://news.sciencemag.org/sciencenow/2012/03/gorill
a-genome-sequenced.html



populations, based on the incidence of disease-
causing mutations or sequencing of familial
trios indicate that a lower value of (0.5—
0.6)x10” bp ' yr' is plausible (based on
average hominine generation times of 20-25
yr). This would give substantially older
estimates of approximately 6 and 10 Myr ago
for Tyc and Tycg, potentially in  better
agreement with the fossil record.

However, this timetable for hominine
speciation must also be reconciled with older
events, such as the speciation of orang-utan,
which is thought to have occurred no earlier
than the Middle Miocene (12—-16 Myr ago), as
fossil apes before that differ substantially from
what we might expect of an early great ape.
This is possible if we allow for mutation rates
changing over time, with a mutation rate of
around 1x10%bp 'yr ' in the common ancestor
of great apes, decreasing to lower values in all
extant species (Fig. 1b). ... However we note
that Sahelanthropus and Chororapithecus
remain difficult to incorporate in this model,
and can be accommodated as hominin and
gorillin genera only if most of the decrease
occurred early in great ape evolution.

An alternative explanation for the apparent
discrepancy in fossil and genetic dates (leaving
aside the issue of whether fossil taxa have been
correctly placed) is that ancestral demography
may have affected the genetic inferences.
Certainly CoalHMM’s model does not fit the
data in all respects. Perhaps most importantly, it
assumes that ancestral population sizes are
constant in time and that no gene flow occurred
between separated populations, approximations
that may not hold in reality.

Scientists now have the technology to
accurately compare DNA molecules and compute
the number of differences. The (erroneous)
assumption evolutionists use is that the species
being compared came from a common ancestor,
and the differences are due to mutations that
occur at some rate. But mutations occur so
slowly that it takes many generations for enough
mutations to build up to be measurable. They
estimate, “1x10%p'yr'™,  which is a
mathematical way of saying, “one in 1,000 million
per base pair per year.” (A DNA molecule is
made up of a long twisted string of pairs of
bases.) They divide the number of differences by
this estimated rate to determine how long it has
taken for this many differences to accumulate.

® Aylwyn Scally, et al., Nature, 8 March 2012,
“Insights into hominid evolution from the gorilla
genome sequence”, pages 169-175,
http://www.nature.com/nature/journal/v483/n7388/full/
nature10842.html

The “rate of 10~ mutations per bp per year” is
“derived from fossil calibration of the human—
macaque sequence divergence.” In other words,
“knowing” (from the fossil record) how long ago
humans and macaques had an unknown common
ancestor, and measuring how many differences
there are in (at least some portion) of their DNA
molecules, they can compute how many
mutations there were over many millions of years.

The irony is that even though the “molecular
clock” is calibrated using certain fossil data, it still
doesn’t agree with other fossil data very often!

So, to keep the paleontologists happy (and to
prevent creationists from pointing out yet another
inconsistency), they fudged the data. They “allow
for mutation rates changing over time.” In other
words, they suggest that mutation rates might
have been about half of the nominal rate, which
would make the DNA dates agree with the
accepted evolutionary dates.

They also suggest that their own model might
not be correct because it “assumes that ancestral
population sizes are constant in time and that no
gene flow occurred between separated
populations,” which are “approximations that may
not hold in reality.” That is just a polite way of
saying that they are using a model that isn’t worth
a darn!

But even if they fudge the mutation rate to
make their data match some fossil data, it still
doesn’t match other evolutionary beliefs. We
“‘note that Sahelanthropus and Chororapithecus
remain difficult to incorporate in this model, and
can be accommodated as hominin and gorillin
genera only if most of the decrease occurred early
in great ape evolution.”

“ACCELERATION” IS A CODE WORD

Whenever there are more differences in the
DNA than evolutionists expect, it is because
something (unknown) “accelerated” the rate of
evolution. Watch out for paragraphs like this one:

We also identified cases of pairwise parallel
evolution among hominines. Human and
chimpanzee show the largest amount, with
significantly more shared accelerations than
expected by chance, whereas gorilla shares
more parallel acceleration with human than with
chimpanzee across a range of significance
thresholds (Supplementary Fig. 8.3). Genes
involving hearing are enriched in parallel
accelerations for all three pairs, but most
strongly in gorilla-human (Supplementary
Table 8.4d-f), calling into question a previous
link made between accelerated evolution of
auditory genes in humans and language
evolution. It is also interesting to note that ear



morphology is one of the few external traits in
which humans are more similar to gorillas than
to chimpanzees. ’

Since there are so many genetic differences,
something (but we don’t know what) MUST have
caused much more rapid evolution in certain parts
of the DNA than in other parts. Not only that,
whatever it was that caused the rapid evolution,

caused it to happen in both species (that is, “in
parallel’). ©

THE TRAGEDY

It would be funny if it wasn’t such a tragedy.
The real tragedy in this entire article is the waste
of time and talent. If Scally and his associates
had been creationists instead of evolutionists,
they could have learned so much more.

Because of their religious bias, creationists
look for God’s wisdom in the design of the DNA
molecule. For example, creationists would have
realized that gorillas are stronger than people. By
comparing gorilla DNA with human DNA, one
might determine what it is in the DNA that makes
gorilla muscles stronger. That knowledge could
lead doctors to find genetic treatments for
diseases that weaken muscles in humans.

But since Scally and his associates are
evolutionists (or funded by evolutionists), they
wasted all their time trying to figure out how long
ago gorillas and humans diverged from a common
ancestor. The bulk of their work was wasted
figuring out how to fudge the raw data to make it
produce conclusions consistent with fossil data.
Even if evolution were true, there would be no
medical advantage to knowing when humans and
gorillas parted evolutionary company.

It really is a tragedy.

DEALING WITH
EVOLUTIONARY
PROFESSORS

What do you do if your professor
believes in evolution?

Joshua wrote to us, asking for advice about
how to deal with his professor.

Dear Do-While Jones,

I would just like to thank-you for the work
you have done, it is tough to take a stand
against a theory that apparently can "only be

" ibid.
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understood by great minds and scholars." |
used to mindlessly follow the textbooks, but
one day asked myself, "What conclusive
evidence have they actually provided?' Upon
tons of research in microevolution (seeing as
that was the best argument they had), |
finally realized that the species didn"t
change at all, it just adapted. The missing
links were also disappointing in regards to
proving the theory true, and I wish 1 would
have found your articles 6 years ago to speed
up the process of figuring out the truth
behind science. I am glad to see you take a
stand, and look forward to reading more from
your website. Could you possibly write up an
article that provides the top excuses
evolutionists use, and ways to refute it? It
would be awesome and very helpful for viewers
like me to know what to expect from those
biologists/scientists. | ask this because I am
a Biochemistry major and have to deal with
hard headed professors everyday pushing
evolution down my throat. If you already have,
please let me know, as 1 would love to read
it. Thank-you very much for looking at science
in such an unbiased way.

Sincerely,
Joshua

Joshua asks, “Could you possibly write up an
article that provides the top excuses evolutionists
use, and ways to refute it?” Yes, we could; but
no, we won't, for two reasons.

First, there are plenty of excellent books
already on the market refuting the most common
evolutionary errors. Jonathan Wells’ classic book,
Icons of Evolution, is just one example. The
market is already saturated. There is no reason
for us to write the same things over and over.
Instead of rehashing the same old arguments
over and over, we feel it is a better use of our time
to review the most recent scientific research.

Second, we don’'t think memorizing a list of
talking points for use in a debate is the best
approach, especially for a student. There
certainly is value in knowing the standard
evolutionary arguments, and knowing the fallacies
of those arguments. We don’t deny that. In fact,
we encourage you to study the evolutionary
arguments and the rebuttals to those arguments.
But we don’t think there is much value in reciting
the same arguments to an evolutionist who has
already heard, and ignored, them.

Repeating the same old arguments has a bad
risk/reward ratio. There is very little likelihood that
when you tell an evolutionist the same thing for
the 100" time that it will suddenly convince him,
so there is little chance of reward. The risk is that
the evolutionist will somehow throw you off-script
and make a fool of you.

The better approach to dealing with “hard
headed professors” is the ‘little child” approach.
Little children can befuddle their parents with an
endless barrage of questions. Whenever the
professor makes an unsubstantiated assertion



about evolution, question him about it. How does
he know that fossil died 50 million years ago?
(Professor answers, “Because it was found in a
rock layer that was formed 50 million years ago.)
“How do we know the rock was formed 50 million
years ago? Every answer the professor gives will
lead you to another question. Eventually you will
come to a question he can’t answer. Then you
will know why his evolutionary assertion is false.

You are paying thousands of dollars in tuition
and fees for the professor to answer your
questions. You have every right to ask them.

A professor might justifiably give you low
grades for being confrontational and combative,
constantly disagreeing, and refusing to accept
what he says; but no honorable professor should
ever give you a low grade for asking too many
questions and exhibiting a desire to learn.

Bear in mind that even if your series of
questions makes the professor eventually realize
that there really isn't any foundation for
macroevolution, he won’'t be able to admit it
because of pressure from other faculty members
and other university officials. So, don’t be
surprised that he never admits that the theory is
false. (Stop pressing when he finally answers,
“We don’t know why yet, but soon we will know
that answer.”)

Just take your classes, ask questions (in his
office rather than in class) and put down whatever
the professor wants to hear on the exams. You
will graduate knowing what evolutionists believe,
and know why it isn’t true.

Evolution in the ( News

DISPUTED DINO
FEATHERS

“Real scientists” agreed with us.

Do you remember reading about some pieces
of amber that supposedly contained dinosaur
feathers?

McKellar et al. (Reports, 16 September
2011, p. 1619) analyzed Late Cretaceous amber
specimens from Canada and identified some
filaments as dinosaurian protofeathers. We
argue that their analysis and data do not provide
sufficient evidence to conclude that such
filaments are feather-like structures. ... Because
they could not identify the fibers as any
organism of an “end-member” evolutionary-
developmental spectrum, and the fibers

occurred concurrently with modern feather
types, they inferred that the fibers were
dinosaurian.

The interpretations of figure 1, B to D, in
(1); figure 2, A to C, in (1); and the supporting
figures in (3) convince us that adequate analysis
was not conducted on these specimens and that
overstated conclusions were made on subjective
observations. Other figures in (1) (figure 2, D to
F, and figure 3) are comparable with the feather
microstructure in modern birds and cannot be
regarded as anything but the ultimate stage of
feather evolution. ...

Additionally, comparing the amber fibers to
specimens of fossil hair found in Canada (TMP
96.9.998) and France (dated Early Cretaceous)
does not exclusively rule out UALVP 52821 as
including hair filaments based on surface
texture (cross-hatching) and diameter alone
[figure S4, Bto E, in (3)]. ...

Although exploring amber specimens for
clues to feather evolution may seem novel, this
study lacks evidence and vigor to conclude that
the fibers in UALVP 52821, UALVP 52822,
and TMP 96.9.334 are dinosaurian. The
analysis was not complete for each specimen,
did not conclusively rule out hair or specialized
plant parts as possible fibers, makes incorrect
comparisons to modern feather microstructure,
and cannot be cited as early stages of feather
evolution. Because the topic of dinosaur
feathers has been disputed, we feel that better
analysis of the material in question, including
destructive sampling of the amber specimens, is
paramount.

Without concise identification of the various
filaments depicted, there is no basis for
assigning any of them to a particular group of
organisms, to say nothing of dinosaurs.

Gee, we could have told you all that! Come
to think of it, we did tell you all that % on January

16, exactly 32 days before they did!

Dove and Straker acknowledged,

“Funding for this work was provided by
Natural Sciences and Engineering Research
Council of Canada discovery grants.”

Darn! We told you for free! ©

8 Carla J. Dove and Lorian C. Straker, Science, 17
February 2012, Comment on “A Diverse Assemblage
of Late Cretaceous Dinosaur and Bird Feathers from
Canadian Amber”, p. 796,

http://www.sciencemag.org/content/335/6070/796.2.ful
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Web Site of the YNonth — YNarch 2012

by Lothar Janetzko

WHY EVERYTHING YOU’VE
BEEN TOLD ABOUT EVOLUTION
IS WRONG

http://www.guardian.co.uk/science/2010/mar/19/evolution-darwin-natural-selection-genes-wrong

What if Darwin’s theory of natural selection is inaccurate?

This month’s web site review looks at an article | discovered while searching the Internet. The article
appeared in The Guardian under the heading of News, Science and Evolution. The Guardian is a
newspaper that has been published in England for over 100 years. As with newspapers in the US, The
Guardian also has an online presence on the Internet.

The article begins by discussing a story that in the 1960’s astronomers at NASA’s Goddard Space Flight
Centre in Maryland by using cutting-edge computers to recreate the orbits of the planets thousands of years
in the past, discover a missing day in history.

This story of the NASA astronomers is pointed out as being a legend and is used to illustrate how
“doubters are so deluded or dishonest that one needn’t waste time with them.” The question is then asked
“What if Darwin’s theory of evolution — or, at least, Darwin’s theory of evolution as most of us learned it at
school and believe we understand it —is, in crucial respects, not entirely accurate?” This question is being
asked in light of recent studies and several popular books.

The article continues to discuss the “youthful field of epigenetics, which primarily studies the epigenome,
the protective package of proteins around which genetic material — strands of DNA — is wrapped.” Two
Swedish studies, one dealing with chickens and another with research involving humans, point out that not
only can the environment alter the epigenome, “what’s news is that those changes can be inherited”.

You will have to read the complete studies to gain more insight into how they impact what has been
previously taught about the “awesome power of natural selection”.

The article then discusses a number of books that | am sure will be of interest to readers desiring to learn
more about what is being published regarding questions about evolution.

The books discussed include The Natural History of Rape, Why Everything You've Been Told About
Genetics, Talent and 1Q is Wrong and What Darwin Got Wrong.

In the summary of the article, the author states that “Darwin, writing before the discovery of DNA, knew
very well that his work heralded the beginning of a journey to understand the origins and development of
life. All we may be discovering now is that we remain closer to the beginning of that journey than we’ve
come to think”.

You are permitted (even encouraged)
to copy and distribute this newsletter.

Disclosure, the Science Against Evolution newsletter, is edited by R. David Pogge.

All back issues are on-line at ScienceAgainstEvolution.org.
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