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SABBSA- Believing the Bible from the first verse
It’s a great time to be a creationist! Science is absolutely exploding with evidence of the Creator and His creation!  This month’s Communiqué contains background on how the supposed creation of a synthetic cell (which is not truly synthetic) is both a testament to God’s creation and evidence for it. We also have the stunning news of the discovery of the Splicing Code buried within the DNA code. It was only found with the use of information theory and shows both the intricacy of God’s design and is proof positive of a designer. Just to top it all off, we will have an exploration of God’s design in the human body in this month’s presentation of “Fearfully and Wonderfully Made. “ We hope you both are uplifted by this month’s articles and get a feel for how great our God really is!
I Heard a Story about Man Made  Life or a “Synthetic”  Cell. Is it true?
Indeed it’s far from true, but some like promoting the idea that we can make life so that evolution and naturalism seem plausible.  Around May21, 2010, Business Week, the Journal of Science and many other venues published stories saying we had made “man made DNA.”  At the J. Craig Venter Institute in Rockville, Maryland, they reported that they “made” a copy of a bacterium’s entire genome and then transplanted it into a related organism (another bacterium), where it functioned normally. It took 15 years for them to obtain these results and it cost forty million dollars.
What they did was to painstakingly copy the genome (DNA) of the Mycoplasma bacterium into a computer and then ordered the pieces (DNA fragments which they collected from other living cells), which they then had to biochemically stitch together. Scientists have moved single genes and even large chunks of DNA from one species to another for decades. A few years ago, the researchers transplanted an entire natural genome (the genetic code or DNA) of one bacterium into another and watched it take over, turning a goat germ into a cattle germ.

When these scientists first implanted this so called “man made DNA” into another bacterium’s cell, nothing happened! The team scrambled to find out why, creating a genetic version of a computer proofreading program to “spell check” the DNA fragments they had pieced together. They found that a single “typo” in the genetic code was rendering the “man made DNA” inactive, delaying the project by three months to find and restore that single bit of information. “It shows you how accurate it has to be, one letter (base pair) out of (1.1) million.” Venter said. 

That fixed, the transplant worked. The recipient cell started out with “synthetic DNA” and its original cytoplasm, but the new genome “booted up” that cell to start producing only proteins that would normally be found in the copied Mycoplasma germ, the researchers had tagged the synthetic DNA to be able to tell it apart, and checked as the modified cell reproduced to confirm that new cells really looked and behaved like M. mycoides.
While their work is impressive, no new life was created. They brought together the codons God created, in the exact order God created to encode for a known life form. They did not design their own life form. No original DNA or enzymes were produced. No new life form was created. The mere fact that when one base pair, out of 1.1 million was incorrectly encoded, the organism did not function shows how specifically designed the whole system is.  And it makes this possibly the highest order irreducible complexity argument ever made for life. And it was made by evolutionists! Nothing was “man made”, not the genetic code, not the chemicals, not the cell it was injected into. 

As many have said before, the challenge is not to rearrange and play with what God has already made. The challenge is to make your own matter! In other words, when we say that we can show that we can create life, we need to not start to with the parts God already made, but we need to start by making our own “dirt” from which to make everything else. We are nowhere near that kind of “from nothing” creation.

Notice too, the exorbitant cost in time and money this adventure cost. If we ever do duplicate the making of life, it will only be after many years of directed research and billions of dollars expended for that research. It will not be by chance, but by intelligent design! 
Also, note that there is still the suggestion here that none of this would have worked had they used all “man made” parts. The Bible says that God injected each living animal cell with what is called in the Hebrew “the nephesh” or breath of life. Did this DNA function in the cell only because the correct instructions were put into it and thus it’s all a purely chemical reaction, or is there something more? If  and when man actually fully constructs his own cell and we see whether it boots up and works, or not will we know whether that’s what God meant by “the nephesh” and if it doesn’t work we will have confirmation of what many of us believes the Bible suggests, that life is more than a mere set of chemical reactions. 
Breakthrough: Second Genetic Code Revealed     
From www.creationsafaris.com 

May 06, 2010 — It’s sometimes difficult to assess the impact of a scientific paper when it is first published, but one that came out on the cover of Nature today has potential to equal the discovery of the genetic code.  The leading science journal reported the discovery of a second genetic code – the “code within the code” – that has just been cracked by molecular biologists and computer scientists.  Moreover, they used information technology – not evolutionary theory – to figure it out.
    The new code is called the Splicing Code.  It lives embedded within the DNA.  It directs the primary genetic code, in very complex but now predictable ways, how and when to assemble genes and regulatory elements.  Cracking this code-within-a-code is helping elucidate several long-standing [image: image2.jpg]Fearfullyé;ﬁ
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mysteries about genetics that emerged from the Human Genome Project: Why are there only 20,000 genes for an organism as complex as a human being? (Scientists had expected far more.)  Why are genes broken up into segments (called exons), separated by non-coding elements (called introns), and then spliced together after transcription?  And why are genes turned on in some cells and tissues, but not in others?  For two decades molecular biologists have been trying to figure out the mechanisms of genetic regulation.  
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      This important paper represents a milestone in understanding what goes on.  It doesn’t answer all the questions, but it shows that an inner code exists – a communication system that can be deciphered so clearly, that the scientists could predict what the genome would do in certain situations with uncanny accuracy.
     Imagine hearing an orchestra in an adjacent room.  You open the door and look inside, and find just three or four musicians producing all that sound.  That’s what co-discoverer Brendan Frey said the human genome is like.  We could only find 20,000 genes, but we knew that a vast array of protein products and regulatory elements were being produced.  How?  One method is alternative splicing.  
   Different exons (gene elements which code for proteins) can be assembled together in different ways.  “For example, three neurexin genes can generate over 3,000 genetic messages that help control the wiring of the brain,” Frey said.  The paper explains right off the bat that 95% of our genes are known to have alternative splicing, and in most cases, the transcripts are expressed differently in different cell and tissue types.  Something must control how those thousands of combinations are assembled and expressed.  That’s the job of the Splicing Code.
    Readers wanting a quick overview can read the Science Daily article, “Researchers Crack ‘Splicing Code,’ Solve a Mystery Underlying Biological Complexity.”  It says, “Researchers at the University of Toronto have discovered a fundamentally new view of how living cells use a limited number of genes to generate enormously complex organs such as the brain.”  In Nature itself, Heidi Ledford led off with an article called “The code within the code.”1  Tejedor and Valcárcel followed with “Gene regulation: Breaking the second genetic code.2  Then the main dish was the paper by the University of Toronto Team led by Benjamin J. Blencowe and Brendan J. Frey, “Deciphering the splicing code.”3
    The paper is a triumph of information science that sounds reminiscent of the days of the World War II codebreakers.  Their methods included algebra, geometry, probability theory, vector calculus, information theory, code optimization, and other advanced methods.  One thing they had no need of was evolutionary theory, which was never mentioned in the paper.4  Their abstract reverberates with the dramatic tension of a rousing overture: 

Here we describe the assembly of a ‘splicing code’, which uses combinations of hundreds of RNA features to predict tissue-dependent changes in alternative splicing for thousands of exons.  The code determines new classes of splicing patterns, identifies distinct regulatory programs in different tissues, and identifies mutation-verified regulatory sequences.  Widespread regulatory strategies are revealed, including the use of unexpectedly large combinations of features, the establishment of low exon inclusion levels that are overcome by features in specific tissues, the appearance of features deeper into introns than previously appreciated, and the modulation of splice variant levels by transcript structure characteristics.  The code detected a class of exons whose inclusion silences expression in adult tissues by activating nonsense-mediated messenger RNA decay, but whose exclusion promotes expression during embryogenesis.  The code facilitates the discovery and detailed characterization of regulated alternative splicing events on a genome-wide scale. 
The interdisciplinary team that cracked the code consists of specialists from the Department of Electrical and Computer Engineering as well as the Department of Molecular Genetics – and Frey works for Microsoft Research.  Like the codebreakers of old, Frey and Barash developed “a new computer-assisted biological analysis method that finds ‘codewords’ hidden within the genome.”  Taking vast amounts of data generated by the molecular geneticists, the group “reverse-engineered” the splicing code until they could predict how it would act.  Once they got a handle on it, they tested it with mutations, and watched exons get inserted or deleted as they predicted.  They found that the code can even cause tissue-specific changes, or act differently when the mouse is an embryo or an adult.  One gene, Xpo4, is implicated in cancer; they noted that “These findings support the conclusion that Xpo4 expression must be tightly controlled such that it is active during embryogenesis but downregulated in adult tissues, to avoid possible deleterious consequences including oncogenesis” (cancer).  It appears they were quite astonished at the level of control they were witnessing.  Intentionally or not, Frey used the language of intelligent design – not that of random variation and selection – as the key to their approach: “Understanding a complex biological system is like understanding a complex electronic circuit.”
    Heidi Ledford said that the apparent simplicity of the Watson-Crick genetic code, with its four bases, triplet codons, 20 amino acids and 64 DNA “words” – conceals a universe of complexity beneath the surface.1  The Splicing Code-within-the-code is much more complex: 

But between DNA and proteins comes RNA, and an expanding realm of complexity.  RNA is a shape-shifter, sometimes carrying genetic messages and sometimes regulating them, adopting a multitude of structures that can affect its function.  …A team of researchers led by Benjamin Blencowe and Brendan Frey of the University of Toronto in Ontario, Canada, reports the first attempt to define a second genetic code: one that predicts how segments of messenger RNA transcribed from a given gene can be mixed and matched to yield multiple products in different tissues, a process called alternative splicing.  This time there is no simple table – in its place are algorithms that combine more than 200 different features of DNA with predictions of RNA structure. 

The work highlights the rapid progress that computational methods have made in modeling the RNA landscape.  In addition to understanding alternative splicing, informatics is helping researchers to predict RNA structures, and to identify the targets of small regulatory snippets of RNA that do not encode protein.  “It’s an exciting time,” says Christopher Burge, a computational biologist at the Massachusetts Institute of Technology in Cambridge.  “There's going to be a lot of progress in the next few years.” 
Informatics – computational biology – algorithms and codes – such concepts were never a part of Darwin’s vocabulary as he developed his theory.  Mendel had a vastly oversimplified computational model of how traits could be sorted out during inheritance, but even then, the idea that traits were encoded awaited discovery till 1953.  Now we see that the original genetic code is itself subject to an even more complex embedded code.  These are revolutionary ideas.  And there are indications of even further levels of control.  For instance, RNA and proteins have a three-dimensional structure, Ledford reminds us.  The functions of the molecules can change when the shape changes.  Something must control the folding so that the 3-D structure performs as required for function.  And then the access to genes appears to be regulated by another code, the histone code, that is encoded by molecular markers or “tails” on the histone proteins that serve as nuclei for DNA coiling and supercoiling.  Ledford spoke of an “ongoing renaissance in RNA informatics” characterizing our time.
    Tejedor and Valcárcel agreed with the complexity concealed by the simplicity.2  “At face value, it all sounds simple: DNA makes RNA, which then makes protein,” they began.  “But the reality is much more complex.”  We learned in the 1950s that the basic genetic code is shared by all living organisms from bacteria to humans.  But it soon became apparent that there was a bizarre, counter-intuitive feature in complex organisms (eukaryotes): their genomes were interrupted by introns that had to be snipped out so that the exons could be spliced together.  Why?  Now the fog is lifting: “An advantage of this mechanism is that it allows different cells to choose alternative means of pre-mRNA splicing and thus generates diverse messages from a single gene,” they explained.  “The variant mRNAs can then encode different proteins with distinct functions.”  You get more information out of less code – provided you have a code-within-the-code that knows how to do it.
    What makes cracking the splicing code so difficult is that the factors controlling what exons get assembled is determined by multiple factors: sequences adjacent to the exon boundaries, sequences in the exons, sequences in the introns, and regulatory factors that either assist or inhibit the splicing machinery.  Not only that, “the effects of a particular sequence or factor can vary depending on its location relative to the intron–exon boundaries or other regulatory motifs,” Tejedor and Valcárcel explained.  “ The challenge, therefore, is to compute the algebra of a myriad of sequence motifs, and the mutual relationships between the regulatory factors that recognize them, to predict tissue-specific splicing.”
    To solve the puzzle, the team fed the computer huge amounts of data on RNA sequences and the conditions under which they formed.  “The computer was then asked to identify the combination of features that could best explain the experimentally determined tissue-specific selection of exons.”  In other words, they reverse-engineered the code.  Like WWII codebreakers, once they knew the algorithm, they could make predictions: “It correctly identified alternative exons, and predicted their differential regulation between pairs of tissue types with considerable accuracy.”  And like a good scientific theory, the discovery led to new insights: “This allows reinterpretation of the function of previously defined regulatory motifs and suggests previously unknown properties of known regulators as well as unexpected functional links between them,” they said.  “For instance, the code inferred that the inclusion of exons that lead to truncated proteins is a common mechanism of gene-expression control during the transition between embryonic and adult tissues.”
    Tejedor and Valcárcel see the publication of the paper as an important first step: “revealing the first piece of a much larger Rosetta Stone required to interpret the alternative messages of our genomes.”  Future work will undoubtedly improve our knowledge of this new code, they said.  In their ending, they referred to evolution briefly in a curious way: not to say that evolution produced these codes, but that progress will require understanding how codes interact.  Another surprising possibility is that the degree of conservation seen so far raises the possibility of “species-specific codes” – 

The code is likely to work in a cell-autonomous manner and, consequently, may need to account for more than 200 cell types in mammals.  It will also have to deal with the extensive diversity of alternative-splicing patterns beyond simple decisions of single exon inclusion or skipping.  The limited evolutionary conservation of alternative-splicing regulation (estimated to be around 20% between humans and mice) opens up the question of species-specific codes.  Moreover, coupling between RNA processing and gene transcription influences alternative splicing, and recent data implicate the packing of DNA with histone proteins and histone covalent modifications – the epigenetic code – in the regulation of splicing.  The interplay between the histone and the splicing codes will therefore need to be accurately formulated in future approaches.  The same applies to the still poorly understood influence of complex RNA structures on alternative splicing. 
Codes, codes, and more codes.  The near silence about Darwinism in any of these papers suggests that old-school evolutionary theorists will have a lot to ponder after reading these papers.  Meanwhile, those excited about the biology of codes will be on the cutting edge.  They can play with a cool web tool the codebreakers created to stimulate further research.  It can be found at the University of Toronto site, called WASP – “Website for Alternative Splicing Prediction.”  Visitors will look in vain for anything about evolution here, despite the old maxim that nothing in biology makes sense without it.  A new version for the 2010s might read, “Nothing in biology makes sense except in the light of informatics.” 



1.  Heidi Ledford, “The code within the code,” Nature 465, 16-17 (06 May 2010) | doi:10.1038/465016a.
2.  J. Ramón Tejedor and Juan Valcárcel, “Gene regulation: Breaking the second genetic code,” Nature 465, 44-46 (06 May 2010) | doi:10.1038/465045a.
3.  Yoseph Barash, John A. Calarco, Weijun Gao, Qun Pan, Xinchen Wang, Ofer Shai, Benjamin J. Blencowe and Brendan J. Frey, “Deciphering the splicing code,” Nature 465, 53-59 (06 May 2010) | doi:10.1038/nature09000.
4.  “Conservation” information is mentioned several times, but refers only to a measure of sequence similarity between species, e.g., between mice and human genomes.  Conservation does not have evolutionary significance without begging the question of evolution.
Editor’s Note: When the human genome was mapped in 2003, it was hailed as a breakthrough which would usher in an era of startling discoveries in genetics leading to a wealth of cures for diseases. Seven years later, there have been few breakthroughs and the data which has been gathered seems to be inconclusive or misleading (some scientists admit that what they see in the statistical anomalies of certain genes are nothing more than statistical “red herrings” and are not leading them to the genetic markers for diseases nor cures.)
The reasons for this frustration is many fold. First is that while we have most of the human DNA mapped, we chose to skip mapping 8% of the  heterochromatic regions (believing they are either telomere endpoints or unexpressed genes). That was a foolishly bold move for a sequence we admittedly still today have not decoded. Thus, we are still operating without 8% of the 3 billion + letters of the DNA instructions using a code we have yet to decipher.
Another problem in this whole mess is that we do not know the reference frame to read the genome. That is a sequence of CATGTACTTCGGA and ATACTTCGGATTCG contain the same underlined code, but we do not know whether or not this codes for the same instructions, the same codons for amino acids or what it means, because we do not know where a genetic word begins or ends. We have identified some places that we believe are word ends or “splitters” and “periods” in the genome, but we don’t understand enough of the sequence make up t o recognize where most coding starts and how many base pairs are used to code for any activity or to make a sentence or whether conventional sentences even exist in the genome. Indeed, the great lie is that we solved nothing when the genome was “mapped”, but we simply set the stage for more research into the vast amount of what we don’t know.

To try and decipher this immense amount of 3 billion + base pairs, scientists for the last 10 years have made two assumptions when trying to decode DNA. First, coming from an evolutionary viewpoint they assumed the coding positions for proteins (genes) to be the only places which need to be studied (since the rest in “junk DNA” or unexpressed silent DNA). Thus, they have focused on only 1% to 5% of the total base pairs and found nothing statistically significant to aid in research. Second, they assumed that the code was to be translated as a linear code. This too was predicated on an evolutionary view. The article you have just read says that both of these assumptions were dead wrong. Their evolutionary bias has led them to try and read Chinese from left to right (backwards) and not to even recognize the fact that the Chinese characters are not simple symbols for letters, but complex symbols for complete words. The breakthrough of the “splicing code’s” discovery was made only by breaking away from the evolutionary viewpoint that this code happened by chance, and examined the code from the standpoint of information theory and the assumption that DNA is a highly complex design. Without this viewpoint, this discovery could not have been made!
At our June Meeting - Dr. Jason Lisle’s “The Ultimate Proof of Creation[image: image4.jpg]


” - DVD
Based upon Proverbs 26:4 and 5, Dr. Jason Lisle delivers his presentation in the video, "The Ultimate Proof of Creation...Resolving the Origins Debate" (58 minutes). This seminar summarizes his book of the same name. It is a 4 DVD set and we saw the fourth and culminating video in the set. 
This video attempts to set forth the superiority of pre-suppositional apologetics over evidential apologetics. He says we should start from the word of God (pre-supposition), Who is infallible, and judiciously use evidence to support and find agreement with those views. 
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He says that the evidential method supposes that we can bombard people with so much evidence that they will have to come to the conclusion without scripture that God exists and God created. The problems with this method he says are twofold. First, as it has been demonstrated time and again, even when given ridiculous probabilities which guarantee that evolution could not have happened, the evolutionist will hold on to that 1 chance in 1X10450 chances because to do otherwise would be to admit that there is a God to Whom he is responsible, and that is a line they will never cross. 
Second, and this is the primary reason the evolutionists will never accede to evidence alone, is that his mind is unregenerate. The Bible says in Romans 1:18 – 28,  “18The wrath of God is being revealed from heaven against all the godlessness and wickedness of men who suppress the truth by their wickedness, 19since what may be known about God is plain to them, because God has made it plain to them. 20For since the creation of the world God's invisible qualities—his eternal power and divine nature—have been clearly seen, being understood from what has been made, so that men are without excuse.  21… their thinking became futile and their foolish hearts were darkened. 22Although they claimed to be wise, they became fools …  25They exchanged the truth of God for a lie, and worshiped and served created things rather than the Creator….  28Furthermore, since they did not think it worthwhile to retain the knowledge of God, he gave them over to a depraved mind…” Thus, they are blocked from being able to understand the evidence for God’s existence by the depravity of their own minds. This is a sobering thought for someone who has been using creation science for 24 years. This point says that in most cases we can make a perfect argument via evidence for the creation and the Creator, and the unregenerate mind of men cannot comprehend the evidence given them because of the block in their minds placed there by Satan.
We had a lively discussion on these points. If you would like more information on pre-suppositional and evidential apologetics go to http://www.yutopian.com/religion/theology/Apologetic.html 

Also, that evening we agreed to back an initiative to create and market a teaching program which can be done in a maximum of two sessions and which will be geared to the needs of the churches and this generation as described by the Beemer Report data (see our June 2010 issue for more on this report). It will be fashioned after the Answers in Genesis “Answer Books”, giving answers to the most asked questions of youth, laymen and clergy today. But, it will also be tailor made for each audience, with the second session being filled with responses to the questions their congregation wants asked.
At our July Meeting
On Tuesday, July 13 at 7 pm we will have our monthly SABBSA meeting. Our program  on July 13th will be the video “Fearfully and Wonderfully Made” featuring anatomist Dr. David Menton, who allows us to take a fascinating look at the development of human life. He follows an unborn child at each step in its growth, relishing the chance to show the birth process' intricate design. He illustrates how miracles are required every step of the way, giving as examples twins having the same DNA, and the ability of the uterus to accept the 'foreign' child. 
Psalm 139:13-16 tells us how God knit us together in the womb, and Dr. Menton demonstrates that we were indeed created by a series of "irreducible complexities" that couldn't just have happened at random. Rather, we were deliberately designed by a caring God who gave us not only our first natural birth, but our second spiritual birth as well. 63 minutes. As always we will meet at the Jim’s Restaurant at the corner of San Pedro and Ramsey. We invite the public to attend and welcome their fellowship as we explore God’s creation.
