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The classic work of Mendel on the precise inheritance of characters demonstrated an Intelligent
Design behind the Laws of Heredity. Those Laws can be linked now to our modern knowledge
of molecular biology to provide a clearer account of the molecular basis and limits to biological
change as well as to generate biodiversity.

Here are some approximations on such endeavor:

1.

By comparing different varieties of the same kinds of organisms, frequently misclassified
as if they were members of different 'species', a database or catalog can be prepared
referencing dominant versus recessive genes between groups of organisms that are able to
produce fertile offspring. For example, within the different finches, cranes, ducks,
Camelids, Delphiniums, Cetaceans, Coleopteran, Brassica, Canis, etc. /. E., dogs can
naturally be crossed with wolves and with coyotes; also finches interbreed among
themselves; preserving furthermore the genetic load of endangered animals like in the
case of cranes (see below).

The aforementioned classification can thus be useful for the natural Mendelian
engineering of biodiversity, to preserve endangered organisms. For example, by using the
old and well proven method of backcrosses described by Mendel near the end of his
classical article [1], through reciprocal crosses of the desired resulting F2 phenotypes.
This approach will produce new varieties, expanding our biodiversity without the primary
need of using artificial cloning, recombinant DNA, or any of the artificial and of the
Molecular Biology's techniques. Those methodologies may be used only in extreme
cases.

This databases classifying and comparing dominant versus recessive genes specific for
different organisms will be useful in helping us understand the molecular basis of their
segregation in the second hybrid generation, or F2. Enabling us then to answer the
question: Which molecular difference makes a gene able to become dominant or
recessive? The answer to that question will also help us to better understand the natural
span and limits to biological change, discarding 'anagenesis' and 'speciation’, speculations
both of fictitious origins and transmutations of one species into another. The novel use of
the Laws of Heredity proposed here for ecosystems may help us in the production of
varieties, races, lineages or sub-species under different and new environments, thus
preserving endangered species and generating biodiversity through the intelligent use of
those designed Laws of Heredity discovered by Mendel.

We can still declare today, as William Bateson declared 103 years ago: "In these pages I have
only touched the edge of that new country which is stretching out before us, whence in ten years'
time we shall look back on the present days of our captivity. Soon every science that deals with
animals and plants will be teeming with discovery, made possible by Mendel's work. The



breeder, whether of plants or of animals, no longer trudging in the old paths of tradition, will be
second only to the chemist in resource and in foresight. Each conception of life in which heredity
bears a part - and which of them is exempt? - must change before the coming rush of facts" [2].

Next, I will present few examples of organisms that putatively interbreed producing a fertile
offspring; few of them, identified below, are pending to the final report of the F2 presence,
which will mean that the initial offspring (the F1) was fertile. Leading that result at the same
time to conclude that those so-called different 'species' or 'genus', are only varieties of the same
kinds of organisms. Numerous other examples exist today and many others will be discovered.

As stated before, frequently and mistakenly organisms have been classified as if they were
members of different species, and even as if they were members of different genus. Below, in
example 5, we can see that in Hawaii a fertile offspring was obtained from a whale Pseudorca
crassidens and a bottlenose dolphin Tursiops truncatus. Then, indeed, they are only varieties of
the same kind of organism. That error seems to be very easy to occur in the human attempt to
classify nature. It is like mistakenly classifying varieties of dogs as if those were members of
different 'species' and 'genus'. Few examples are:

1 - Cichlids [3],

2 - The fishes Xiphophorus [4],

3 - Sunfish Lepomis [5], pending their report of the F2,

4 - Porpoises [6], many individuals with intermediate pigmentation have been observed,
indicating that such offspring may be viable, but still pending their report of the F2,

5 - Dolphins [7], to see an example of a fertile offspring from false killer whale (Pseudorca
crassidens) x bottlenose dolphin (Tursiops truncatus) in Hawaii [8],

6 - Whales [9, 10], the first example of any cetacean hybridization giving rise to a fertile
offspring,

7 - Acropora Corals [11], suggesting a large potential for natural hybridization and extensive
introgression,

8 - Finches [12], to read a comment on them [13]; Darwin took them as if they were different
species in an attempt to document his theory of evolution. However, finches always were and
have been just varieties of the same kind of organism.

9 - Macaques [14],

10 - Red wolves (a fertile offspring of coyotes x wolves) [15, 16]. Varieties of dogs, many of
them product of a deliberate process of artificial selection; dogs interbreed with wolves, coyotes,
jackals and dingos producing fertile offspring, being all varieties of the same kind of organism. If
we can do the "engineering of the perfect dogs" [17], we can do the same with all other living
organisms.

11 - Squirrels [18], hybridizations and backcrosses,

12 - Voles [19]

13 - Hieracium [20], successful backcrossings,

14 - Banksia [21], F2 unspecified,

15 - Tilia [22], F2 unspecified,

16 - Rhododendron [23, with an evidence of frequent backcrossing],

17 - Drosophila (fruit fly) [24],

18 - Carabid beetles Carabus [25], introgressive hybridization has occurred multiple times,



19 - Parnassius Butterflies [26], F2 unspecified,
20 - Saccharomyces (yeast) [27], the allopolyploid strains were able to undergo further
hybridizations.

Additionally, the Bison [28], and a more recent work awaiting its final results on fertility
presents the offspring of crossbreeding between camels and llamas [29].

The weakness in the evidence for 'speciation' is present in all published articles on the subject.
The next is a clear example on the fallibility for the classification of 'species', if based only on
phenotype or genotype without including the fact of the fertile descendants. We read in relation
to birds: "Among our sample more than half the crosses between species in the same genus
produce fertile hybrids" "...viable hybrids have been produced between taxa..." [30]. What the
authors are telling us here is that those birds, in the same way as the finches and like multiple
other examples, are just varieties of the same organism.

Other frequent position is the fearful and passive take regarding natural crossbreeding. For
example: "Identification of which species are likely to hybridize after contact is of critical
importance to prevent the further loss of native species... species at risk of introgression... the
extent and effects of hybridization in fishes, crayfishes, mussels, and other invertebrates... this
approach may be the first step in addressing the potential threat of hybridization between many
of the closely related species in North American fresh waters" [31]. The same negative and
fearful 'spin' exists in contemporary ecology opinions related to animals [16] and plants [21].

It can be seen that the three last references are opposed to the interbreeding of subspecies
because, they argue, the diversity of the parental line may 'disappear'. However, under a strictly
rational and controlled interbreeding between subspecies, instead of the 'disappearance' of the
parental lines, we will have just the opposite: a more increasingly diversity! Being that, only a
question of doing it ecologically wisely. This is a straight and dismissed Mendelian application,
which is also useful to preserve the genetic pool of endangered species before their extinction,
destroying any 'speciational’ fallacy, as we are only dealing with varieties or subspecies here.

When I found that the finches of Galapagos were able to interbreed and to produce fertile
offspring, that information opened my eyes to see the flaws in the weak definitions of 'species'
used by evolutionists to support their own unfounded hypotheses and claims. Those finches are
the very same that were used by Darwin as his inspiration for his theory on evolution. You can
see how the Grant's, the discoverers of the ability of the finches to interbreed producing fertile
offspring, struggle to try to fit their findings within the wrong theory of 'speciation’, a supposed
foundational 'evidence' for the theories of 'evolution' (as it was put in National Geographic, Nov.
2004). However, there is no transformism or 'transmutation' of one organism into another, there
is not a 'molecular evolution' leading to a gradual differentiation of species through millennia,
other two of the flawed 'evolutionary' claims.

On thinking of the finches, I thought that, if also all those cranes were also only varieties of one
same species, as the finches are amongst themselves, then different cranes could also be able to
interbreed having a fertile offspring (the second-generation fertility test). It is known that the two
Australian 'species' of cranes can interbreed and have a fertile offspring. In such a way we can



save the genetic load of the varieties of cranes which are endangered (the Canadian, the Siberian,
and the Korean), through crossing some of them with not endangered varieties. According to
Mendel's Laws, at least 1/4 of the F2 will present features corresponding to the endangered ones,
and if we cross those amongst themselves, plus back-crosses with the original endangered ones,
we can gradually increase and take out them of the list endangered varieties. Those cranes have
never been endangered 'species' but 'varieties'. We don't want to see the same organisms always
present on endangered lists.

With a better understanding of the real or true 'species', the plan for the full use of our natural
resources makes sense, as for example, not forever an organism like the salmon must be present
in a specific region on its list of 'endangered species'.

I am proposing here an organized and exhaustive research project focused on the "second
generation fertility test" of fauna, flora and micro-organisms, to set also a higher standard in our
understanding of which of them are real species, and which of them are just varieties, that is to
say, 'sub-species'.

This is another practical example of a perspective based on 'Intelligent Design' and in total
opposition to evolution and to the multiple mistakes of the official 'morphological' classification
of organisms.

This is also the opposite of a static conservationism versus a practical Intelligent Design
Research, as Mendel and our contemporary breeders are very well aware of. We have been given
the natural resources and here is a proposal to use them more adequately.

I am aware that to do such recoveries of 'endangered' organisms a lot of wise work is necessary,
but it is worthy, as that also will help us to shut down the wrong idea of 'speciation’, while
deliberately preserving and producing biodiversity in different and new locations.

Keeping those organisms producers of fertile offspring under the category of "subspecies" or
'varieties' will be closer to the facts. Then, we could be able to produce a wonderful array of
varieties and subspecies in the most diverse environments, like more diversity within those
cranes [32]. Obtaining new subspecies of cranes, as I have proposed before; a process already
done with many varieties of dogs that have been developed by man like the 'doberman’.

An expanded list of animals pertaining to the same kinds of organisms that remain mistakenly
classified as if pertaining to different species will be of great use for practical purposes; the
support of the readers is requested in this area. Preventing at the same time the further and
deliberate exploitation of biological ignorance by evolutionists. For example, 'dominant'
evolutionists, instead of the evaluation of misclassified organisms actually corresponding to the
same kind of organism through checking if they produce fertile offspring, are rather fully
assuming a priori as "fact" an evolutionary transformism reflected by all of those speculated
phylogenies [33], products of the human imagination. Those are just contradictory and multiple
guessworks [34-44].



In conclusion, what I propose here is to take the natural ability of the biodiversity to hybridize
producing a fertile offspring, in a controlled and rational way. Wisely to prevent ecological
disasters [45, 46] and at the same time promoting a biodiversity more than abundant!
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