The puzzle of the
‘mummified’ dinosaur

Michael J. Oard

A ‘mummified’ duckbill dinosaur
was unearthed recently in north-central
Montana. It has not been analyzed in
depth, but only reported at a meeting
of the Society of Vertebrate Paleontol-
ogy. In a short note in Science News'
the dinosaur has already revealed a
major puzzle.

The 7 m long, 2 tonne dinosaur,
dubbed Leonardo, is the first ‘mum-
mified’ dinosaur to be described in 70
years. Although flattened from the
weight of the overburden, the fossil
includes a three-dimensional, mineral-
ized cast of the right shoulder, throat
tissue, and skin. More than 80 percent
of its skin is intact. It was lifted out of
the ground in a 6.5-tonne sandstone
block and it will take experts years to
dig out and interpret the find.

While preparing the specimen, a
piece of fossilized skin from the side
of the dinosaur fell off, revealing the
puzzle. Researchers discovered the
animal’s last meal, which consisted
mainly of magnolia and conifers.
There were also pollen and spores of
ferns and liverworts. Liverworts grow
in a moist subtropical environment and
cannot survive even a short period of
dry weather. But Leonardo is suppos-
edly mummified.

If the dinosaur died in the environ-
ment indicated by the associated plant
material (which is what uniformitarians
assume), how could such desiccation
occur in a subtropical moist environ-
ment? Experts were interviewed at the
meeting. They compared the mystery
with finding a long-dead but intact
elephant in a steamy tropical jungle.>?
The conundrum is difficult to explain
and indicates that normal processes of
decomposition had to be shut down in
just a few days.? That is why they sug-
gested the dinosaur was mummified.

But the dinosaur was entombed in
sand that hardened to sandstone. Sand,
and even sandstone, is quite porous.
Water can easily move through sand.
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This situation adds to the mystery
because such porosity would greatly
aid the decomposition of the soft tis-
sues. One researcher suggested that:
‘It’s possible that minerals in the river
infiltrated the dinosaur’s soft tissues,
preserving them after the animal was
buried in the riverbed.”

But such a scenario is not likely in
today’s environment or under unifor-
mitarian conditions in the past. The
animal must first be rapidly covered
by sand, and within a few days be
completely mineralized and preserved
by the chemicals circulating through
the sand. Few, if any, river sandbars,
or any other present day environments,
are capable of such a feat.

More likely, after the dinosaur
was quickly buried in sand, chemi-
cally-charged water moved through
the pores of the sand. These chemi-
cals rapidly preserved and petrified the
dinosaurs. Water likely would have
been under high pressure, indicating
rapid deposition of perhaps hundreds
of feet of sediment in a short time. In
this way, the pressure of the overburden
would tend to squeeze out the water
and lithify the sand and dinosaur. The
observations of this new ‘mummified’
dinosaur are consistent with the condi-
tions which would have been produced
by large-scale sedimentation during the
Inundatory stage of the global Flood,
as the floodwaters increased on the
earth.
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will decompose very quckly in a hot, humid
environment.

The adaptation of
bacteria to feeding
on nylon waste

Don Batten

In 1975, Japanese scientists discov-
ered bacteria that could live on the waste
products of nylon manufacture as their
only source of carbon and nitrogen.!
Two species, Flavobacterium sp. K172
and Pseudomonas sp. NK87, were iden-
tified that degrade nylon compounds.

Much research has flowed from this
discovery to elucidate the mechanism
for the apparently novel ability of these
bacteria.? Three enzymes are involved
in Flavobacterium K172: F-EI, F-EII
and F-EIIl, and two in Pseudomonas
NKS87: P-EI and P-EIl. None of these
have been found to have any catalytic ac-
tivity towards naturally occurring amide
compounds, suggesting that the enzymes
are completely new, not just modified ex-
isting enzymes. Indeed no homology has
been found with known enzymes. The
genes for these enzymes are located on
plasmids:3 plasmid pOAD?2 in Flavobac-
terium and on two plasmids, pNAD?2 and
pNADG, in Pseudomonas.

Apologists for materialism latched
onto these findings as an example
of evolution of new information by
random mutations and natural selec-
tion, for example, Thwaites in 1985.4
Thwaites’ claims have been repeated
by many, without updating or critical
evaluation, since.

Is the evidence consistent
with random mutations
generating the new genes?

Thwaites claimed that the new en-
zyme arose through a frame shift muta-
tion. He based this on a research paper
published the previous year where this
was suggested.’ If this were the case,
the production of an enzyme would
indeed be a fortuitous result, attribut-
able to ‘pure chance’. However, there
are good reasons to doubt the claim that
this is an example of random mutations
and natural selection generating new



Perspectives

enzymes, quite aside from the extreme
improbability of such coming about by
chance.f

Evidence against the evolutionary

explanation includes:

1.

There are five transposable elements
on the pOAD?2 plasmid. When ac-
tivated, transposase enzymes coded
therein cause genetic recombination.
Externally imposed stress such as
high temperature, exposure to a
poison, or starvation can activate
transposases. The presence of the
transposases in such numbers on the
plasmid suggests that the plasmid is
designed to adapt when the bacte-
rium is under stress.

All five transposable elements are
identical, with 764 base pairs (bp)
each. This comprises over eight
percent of the plasmid. How could
random mutations produce three
new catalytic/degradative genes
(coding for EL, EIl and EIII) without
at least some changes being made to
the transposable elements? Negoro
speculated that the transposable
elements must have been a ‘late ad-
dition’ to the plasmids to not have
changed. But there is no evidence
for this, other than the circular rea-
soning that supposedly random mu-
tations generated the three enzymes
and so they would have changed the
transposase genes if they had been in
the plasmid all along. Furthermore,
the adaptation to nylon digestion
does not take very long (see point 5
below), so the addition of the trans-
posable elements afterwards cannot
be seriously entertained.

All three types of nylon degrad-
ing genes appear on plasmids and
only on plasmids. None appear
on the main bacterial chromo-
somes of either Flavobacterium or
Pseudomonas. This does not look
like some random origin of these
genes—the chance of this happen-
ing is low. If the genome of Flavo-
bacterium is about two million bp,’
and the pOAD?2 plasmid comprises
45,519 bp, and if there were say 5
pOAD?2 plasmids per cell (~10% of
the total chromosomal DNA), then
the chance of getting all three of the

genes on the POAD2 plasmid would
be about 0.0015. If we add the prob-
ability of the nylon degrading genes
of Pseudomonas also only being on
plasmids, the probability falls to 2.3
x 10, If the enzymes developed
in the independent laboratory-
controlled adaptation experiments
(see point 5, below) also resulted in
enzyme activity on plasmids (almost
certainly, but not yet determined),
then attributing the development
of the adaptive enzymes purely to
chance mutations becomes even
more implausible.
The antisense DNA strand of the
four nylon genes investigated in
Flavobacterium and Pseudomonas
lacks any stop codons.® This is
most remarkable in a total of 1,535
bases. The probability of this
happening by chance in all four
antisense sequences is about 1 in
10'2. Furthermore, the EIII gene in
Pseudomonas is clearly not phyloge-
netically related to the EII genes of
Flavobacterium, so the lack of stop
codons in the antisense strands of all
genes cannot be due to any commo-
nality in the genes themselves (or in
their ancestry). Also, the wild-type
POAD?2 plasmid is not necessary
for the normal growth of Flavo-
bacterium, so functionality in the
wild-type parent DNA sequences
would appear not to be a factor in
keeping the reading frames open in
the genes themselves, let alone the
antisense strands.

Some statements by Yomo et al.,

express their consternation:

‘These results imply that there
may be some unknown mechanism
behind the evolution of these genes
for nylon oligomer-degrading en-
Zymes.

“The presence of a long NSF
(non-stop frame) in the antisense
strand seems to be a rare case, but
it may be due to the unusual char-
acteristics of the genes or plasmids
for nylon oligomer degradation.

‘Accordingly, the actual ex-
istence of these NSFs leads us to
speculate that some special mecha-
nism exists in the regions of these

genes.’

It looks like recombination
of codons (base pair triplets), not
single base pairs, has occurred be-
tween the start and stop codons for
each sequence. This would be about
the simplest way that the antisense
strand could be protected from stop
codon generation. The mechanism
for such a recombination is un-
known, but it is highly likely that
the transposase genes are involved.

Interestingly, Yomo et al. also
show that it is highly unlikely that
any of these genes arose through a
frame shift mutation, because such
mutations (forward or reverse)
would have generated lots of stop
codons. This nullifies the claim
of Thwaites that a functional gene
arose from a purely random process
(an accident).

5. The Japanese researchers demon-
strated that nylon degrading ability
can be obtained de novo in labora-
tory cultures of Pseudomonas aeru-
ginosa [strain] POA, which initially
had no enzymes capable of degrad-
ing nylon oligomers.” This was
achieved in a mere nine days! The
rapidity of this adaptation suggests a
special mechanism for such adapta-
tion, not something as haphazard as
random mutations and selection.

6. The researchers have not been able
to ascertain any putative ancestral
gene to the nylon-degrading genes.
They represent a new gene family.
This seems to rule out gene duplica-
tions as a source of the raw material
for the new genes.?

P aeruginosa is renowned
for its ability to adapt to unusual food
sources—such as toluene, naphthalene,
camphor, salicylates and alkanes. These
abilities reside on plasmids known as
TOL, NAH, CAM, SAL and OCT
respectively.? Significantly, they do
not reside on the chromosome (many
examples of antibiotic resistance also
reside on plasmids).

The chromosome of P aeruginosa
has 6.3 million base pairs, which makes
it one of the largest bacterial genomes
sequenced. Being a large genome
means that only a relatively low
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mutation rate can be tolerated within
the actual chromosome, otherwise
error catastrophe would result. There
is no way that normal mutations in the
chromosome could generate a new
enzyme in nine days and hypermutation
of the chromosome itself would result
in non-viable bacteria. Plasmids seem
to be adaptive elements designed to
make bacteria capable of adaptation to
new situations while maintaining the
integrity of the main chromosome.

Stasis in bacteria

P aeruginosa was first named by
Schroeter in 1872.1° Tt still has the same
features that identify it as such. So, in
spite of being so ubiquitous, so prolific
and so rapidly adaptable, this bacterium
has not evolved into a different type of
bacterium. Note that the number of
bacterial generations possible in over
130 years is huge—equivalent to tens of
millions of years of human generations,
encompassing the origin of the putative
common ancestor of ape and man,
according to the evolutionary story,
indeed perhaps even all primates. And
yet the bacterium shows no evidence
of directional change—stasis rules,
not progressive evolution. This alone
should cast doubt on the evolutionary
paradigm. Flavobacterium was first
named in 1889 and it likewise still has
the same characteristics as originally
described.

It seems clear that plasmids are
designed features of bacteria that en-
able adaptation to new food sources or
the degradation of toxins. The details
of just how they do this remains to be
elucidated. The results so far clearly
suggest that these adaptations did not
come about by chance mutations, but
by some designed mechanism. This
mechanism might be analogous to the
way that vertebrates rapidly generate
novel effective antibodies with hyper-
mutation in B-cell maturation, which
does not lend credibility to the grand
scheme of neo-Darwinian evolution.!
Further research will, I expect, show
that there is a sophisticated, irreducibly
complex, molecular system involved in
plasmid-based adaptation—the evidence
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strongly suggests that such a system ex-
ists. This system will once again, as the
black box becomes illuminated, speak of
intelligent creation, not chance. Under-
standing this adaptation system could
well lead to a breakthrough in disease
control, because specific inhibitors of
the adaptation machinery could protect
antibiotics from the development of
plasmid-based resistance in the target
pathogenic microbes.
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Paleocene
dinosaurs and
the reinforcement
syndrome

Michael J. Oard

Evolutionary scientists have pro-
claimed for years that the dinosaurs died
out at the end of the Cretaceous, exactly
65 million years ago. This date has been
considered one of the evolutionary facts
of nature. Since dinosaur fossils have
been unearthed on all continents, the
timing suggests a global change in
the environment, or catastrophe. The
extinction of the dinosaurs is a great
mystery of paleontology, and there
have been dozens of hypotheses for its
cause.! During the past two decades,
however, most scientists have come to
believe the extinction was caused by an
asteroid hitting the Yucatan Peninsula of
Mexico. The precise timing of extinc-
tion, in so many locations, suggests it
was not a coincidence, so the evolution-
ary scenario must be correct. Such pre-
cision of events has likely caused many
Christians to shift their thinking toward
‘old earth’ ideas.

But now we have a solid report
that many dinosaurs survived the aster-
oid impact and lived another 1 million
years—close to the impact site! In a
new volume dedicated to impacts just
published by the Geological Society
of America, it appears that James Fas-
sett has incontrovertible evidence that
dinosaurs existed during the Paleocene
(within the evolutionary scenario).> Fas-
sett has spent many years studying the
Ojo Alamo Formation in the San Juan
Basin of north-western New Mexico.
He has long advocated that dinosaurs
lived beyond the Cretaceous/Tertiary
(K/T) boundary and into the Pale-
ocene. I get the impression that few
have believed him, but now he appears
to have collected enough solid evidence.
The thought of Paleocene dinosaurs is
quite heretical and has implications
beyond the issue of the extinction of
the dinosaurs.



