A Horse Is a Horse, of Course, of Course . . .
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First horses arose 4 million years ago and Ancient horse bone yields oldest DNA sequence
DNA from an ancient horse’s foot suggests horses have been horses for a long time.
An old horse has reportedly set a new record, not for winning a race but for providing the oldest genome yet sequenced. A horse’s foot bone, found at Thistle Creek in the Canadian Yukon, has given up its genetic secrets to the research team of University of Copenhagen’s Eske Willerslev. Improved technology combined with the preservative role of the cold permafrost made it possible to sequence 70% of the horse’s genome. Believing the sequenced DNA to be 560,000 to 780,000 years old, coauthor Ludovic Orlando says, “We have beaten the time barrier. All of a sudden, you have access to many more extinct species than you could have ever dreamed of sequencing before.”

Comparison of the Thistle Creek horse’s genome with the genomes of modern domestic horses, a donkey, the wild Przewalski’s horse, and a Late Pleistocene horse suggests that all contemporary horses, zebras, and donkeys are descended from the same kind of ancestral horse. The genetic variation credited with enhancing racing performance, incidentally, is found only in our modern domestic horses.
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Przewalski’s horses, the last remaining wild horses, are genetically distinct from modern domestic horses and zebras but share a common horse ancestor. Image: CLAUDIA FEH, ASSOCIATION POUR LE CHEVAL DE PRZEWALSKI, 
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DNA recovered from this ancient horse’s foot bone demonstrates that donkeys, domestic horses, zebras, and wild Przewalski’s horses share a common horse ancestor. Image: L. Orlando through www.bbc.co.uk
The controversial Przewalski’s horse is truly distinct from the modern domestic line, the findings suggest, its genome untainted by human tinkering. Named after Russian explorer Nikolai Przhevalsky, Equus ferus przewalskii is native to the Mongolian steppes. Becoming extinct in the wild in the 1960s, the horse has been reintroduced through successful breeding programs. Though it has one more pair of chromosomes than the modern domestic horse, their offspring are fertile. Experts debate whether the Przewalski’s horse diverged from a common ancestor with modern domestic horses or later from the line of domestic horses themselves. Comparison of the Thistle Creek horse DNA with that of modern domestic breeds and Przewalski’s horses suggests the Thistle Creek horse antedated their divergence from each other.

Asked to speculate on the Thistle Creek horse’s appearance, Willerslev said, since even the Przewalski’s horse differs somewhat from modern domestic breeds, “I would definitely say it would not look like a horse as we know it . . . but we would expect it to be a one-toed horse.”

These findings confirm what was already clear on the basis of both the Bible and biology: Zebras, horses, ponies, and donkeys are of the same created kind. Though we don’t have any three-toed horses around today to cross-breed with the one-toed variety, creation scientists consider a horse with three toes to still be a horse, a variant of the original created kind.1In fact, the fossil record has revealed evidence of a single-toed and a three-toed horse found together.

“Pushing back the time barrier is important because it has implications for our evolutionary understanding of anything from hominins to other animals, because we can look further back in time than people have done previously,” Willerslev says. “There were many things we said wouldn't be possible in ancient DNA not that long ago, until next generation sequencing came along and all of a sudden everything has changed, and I mean everything.”

Before the Thistle Creek horse foot’s genome was sequenced, the oldest sample to have its DNA successfully sequenced was a polar bear jaw deemed to be 130,000 years old. The jaw’s age was “stratigraphically validated.” In other words, its age was based on the usual radiometric dating assumptions applied to geologic strata in the vicinity of the fossilized jaw as well as the unverifiable assumptions used to calibrate infrared stimulated luminescence dating of the sediment around the fossil.2
The presence of preserved soft tissue in some fossils has led to recovery of collagen,3 keratin,4and even blood cells and blood vessels. Mary Schweitzer in 2012 confirmed the presence of cellular proteins and even DNA5 in dinosaur soft tissue. But identifiable DNA is not the same as sequence-able DNA. DNA degrades rapidly after an organism’s death. One study using radiocarbon dating to evaluate an extinct bird’s bones suggested DNA has a half-life of 521 years6 but noted that conditions greatly affect preservation. Thus, the fact that the small amount of soft tissue in this horse bone produced DNA that could be sequenced is indeed remarkable and attests to the quality of the technology as well as the fortuitously cold conditions. And because investigators assign the horse’s bone an age of 560,000 to 780,000 years, evolutionary scientists have now expanded their thoughts on how long DNA can last.

The Thistle Creek horse bone was not tested for the presence of carbon-14 because Willerslev thought the location of the bone in the permafrost showed it was of “infinite radiocarbon date”7and therefore too old to have any carbon-14 remaining in it. The foot bone was assigned an age based on radiometric dating of the host tephra, volcanic ash in which the horse was buried.

Geologist Dr. Andrew Snelling of Answers in Genesis explains:

Three methods were used. First was fission track dating, which is based on extrapolating the current rate of uranium fission and assuming it’s always been the same, and the samples were calibrated against a standard of “known age,” determined by Ar-Ar and U-Pb dating. Then they used paleomagnetic dating. The magnetic direction and strength “fossilized” in the rock when it cooled is measured, then compared against the paleomagnetic time scale. But that has been calibrated using K-Ar and Ar-Ar dating, which assumes today’s decay rate has been constant in the past. Third they used vertebrate paleontology, meaning the fossils in the tephra were compared to other vertebrate fossil assemblages of various “known” evolutionary ages.

So the bottom line is that as usual, once again, the dating all boils down to, and hinges on, radiometric dating methods that are subject to unverifiable assumptions about the past—decay rates, initial conditions, and no inheritance or contamination.

As for radiocarbon dating, I see no evidence of it being used on any of the samples or fossils, including wood found in the same tephra bed. So the comments about an “infinite radiocarbon date” are simply a throwaway line, because they have already decided it’s not worth looking for radiocarbon in such samples, which at supposedly 560,000-780,000 years old are “too old” for the method to work on them and would only supposedly give an “infinite radiocarbon age.” However, the published data in the journal Radiocarbon over the last 20–30 years indicates that even fossils supposedly 500 million years old when tested for radiocarbon yielded measurable radiocarbon equivalent to ages of only thousands of years. If they really did test for radiocarbon in this horse fossil bone, they might actually find some!

Applying these assigned dates to what is believed about the age of the oldest horse in the fossil record (2.0 million years),7 the investigators extrapolate backward through time to assert that a common ancestral horse evolved 4 million years ago. That they make this calculation by choosing assumptions that fit their presuppositions is illustrated by their statement that “Calibrations resulting in divergence times younger than the Thistle Creek bone age were rejected.”7 And having selected the calibration that provides internally consistent results, they write, “Our result indicates that the evolutionary timescale for the origin of contemporary equid diversity is at least twice that commonly accepted.”7 The circular reasoning underlying these dates is evident.

Molecular geneticist Dr. Georgia Purdom of Answers in Genesis comments:

While we would disagree that the horse ancestor lived millions of years ago (based on radiometric dating which uses unverifiable assumptions about the past), we would agree that all horses came from a common ancestor which, according to the Bible, was on the ark only around 4,300 years ago. The similarity of this fossil horse DNA to modern horse DNA further confirms that God created animals according to their kind (Genesis 1). There is variation within the kind, but even after the proposed hundreds of thousands of years the fossil and modern horse DNA are still very similar. We don't observe the types of changes necessary for a horse to evolve into a different kind of animal.

A pair of the equine kind got off Noah’s ark about 4,300 years ago, and genetic information in that pair provided the raw material for all the equine varieties we see today. Speciation mediated through natural selection and other means enabled their descendants to adapt to many environments in the post-Flood world.

God created animals to reproduce “after their kinds.” The fact that all these animals are able to mate and produce hybrid offspring that are fun to see and name—zonkeys, zorses, zebrulas, hebras, donkras, and mules—confirms they are of the same kind. The Thistle Creek DNA data, rightly interpreted, is consistent with biblical truth.
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Remember, if you see a news story that might merit some attention, let us know about it! (Note: if the story originates from the Associated Press, FOX News, MSNBC, the New York Times, or another major national media outlet, we will most likely have already heard about it.) And thanks to all of our readers who have submitted great news tips to us. If you didn’t catch all the latest News to Know, why not take a look to see what you’ve missed?
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Footnotes

1. The Hyracotherium, purported to be an ancestral horse by evolutionists, is neither a horse or ancestral to horses, however. See What’s Happened to the Horse? Back
2. Infrared luminescence dating assesses how much energy is stored in a mineral, assuming its electrons were excited by sunlight exposure in the past and trapped in crystalline imperfections. The energy it emits now when stimulated by heating is compared to emissions from specimens obtained from the present environment. This ratio is used to estimate how long the mineral has been buried. Like other dating methods, luminescence dating is calibrated on the basis of unverifiable uniformitarian assumptions. Can we know a sample has truly been in the dark for many thousands of years? Can we be sure no other factor such as heat or water exposure has altered the energy stored in it? Can we be certain the mineral’s sensitivity to energy has remained unchanged? It is impossible to know these conditions have been met. Furthermore, the overall method is calibrated by comparison to other dating methods based on their own unverifiable assumptions. (News to Note, October 27, 2012) Back
3. News to Note, June 25, 2011 Back
4. More Soft Tissue in “Old Fossils” Back
5. News to Note, October 27, 2012 Back
6. News to Note, October 20, 2012 Back
7. L. Orlando et al., “Recalibrating Equus evolution using the genome sequence of an early Middle Pleistocene horse,” Nature (2013), dx.doi.org/10.1038/nature12323. Back (1) Back (2) Back (3) Back (4)
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出现了第一匹马400万年以前，古马骨得到最古老的DNA序列
建议马一直很长一段时间马DNA从一个古老的马的脚。
据报道，老马已经创下一个新纪录，而不是为赢得一场比赛，但最古老的基因组测序。马的脚骨蓟溪，发现在加拿大的育空地区，已经放弃了其遗传秘密到哥本哈根的艾斯克Willerslev大学的研究团队。寒冷的永久冻土层的防腐作用结合改进技术使人们有可能马的基因组序列的70％。相信DNA序列是560,000到780,000岁，合著者朱利奥兰多说，“我们已经打败了时间屏障。突然，你有比你曾经梦想的测序之前多灭绝的物种。“
蓟小河马与国内现代马，驴，野生普氏野马，晚更新世马的基因组的基因组的比较表明，当代所有的马，斑马和驴的祖先是从同一种祖传的马。提高赛车的性能，顺便说一句，计入遗传变异被发现，只有在我们的现代家马。
 普氏野马，最后剩下的野马，是基因从现代家马和斑马不同，但都有一个共同的马的祖先。图片：克劳迪娅FEH，协会POUR LE CHEVAL DE普氏原羚，www.nature.com

 从这个古老的马的脚骨回收的DNA表明共享一个共同的马，驴，国内的马，斑马，野生普氏野马的祖先。图片：L.奥兰多通过www.bbc.co.uk

有争议的普氏野马是真正有别于现代国内线的，研究结果表明，它的基因组玷污了人类的修修补补。俄国探险家Nikolai Przhevalsky的命名后，雅科仕ferus圆柏原产于蒙古草原。在20世纪60年代在野外灭绝，马已重新通过成功繁殖计划。虽然它有一对染色体比国内现代马，其后代肥沃。专家辩论是否普氏野马从一个共同的祖先与现代国内马匹或以后从国内的马匹本身线分出。蓟的小河马与国内现代品种和普氏野马的DNA的比较表明蓟小河马早于他们彼此分歧。
Willerslev说，当被问及推测蓟小河马的外观，因为即使是普氏野马从现代国内品种有所不同，“我肯定会说，因为我们知道它，它不会像马。 。 。但我们希望它是一个趾马。“
这些发现证实已经很清楚什么是“圣经”和生物学的基础上创建相同类型的斑马，马，小马和驴。虽然我们没有任何三趾马的今天，跨品种与品种一趾，创造科学家认为有三个脚趾的马仍然是一匹马，一个变种的的独创的种类.1事实上，化石记录显示的单趾和三趾马一起被发现的证据。
“推回时间的障碍是重要的，因为它具有影响的任何其他动物的古人类进化的理解，因为我们可以进一步回看的时间比人们先前所做的一样，Willerslev说。” “有很多事情我们说古代DNA是不可能的，在不是很久以前，走过来，直到下一代测序和所有突然一切都已经改变了，我的意思是一切。”
蓟小河马足的基因组测序之前，其DNA测序成功的最古老的样本是一只北极熊颚视为13万年的历史。颚的年龄是“地层验证。”换句话说，它的年龄为基础的平常辐射约会假设在附近的化石颚以及用于校准红外线刺激发光约会的泥沙无法验证的假设地层上周围化石.2的
在某些化石保存完好的软组织的存在下，导致回收的胶原蛋白，角蛋白，甚至​​是4，而血细胞和血管。玛丽·施魏策尔在2012年确认的细胞蛋白质的存在，甚至DNA5恐龙软组织中。但可鉴别的DNA序列能够DNA是不一样的。 DNA降解后迅速生物体的死亡。一项研究建议使用放射性碳测年，以评估一种已经灭绝的鸟类的骨骼DNA有一个半衰期为521岁6
的但指出，保存条件极大地影响。因此，的确是显着的事实，在这马骨软组织产生少量的DNA测序，证明的技术质量以及偶然冷的条件。因为调查指派马的骨骼年龄为560,000到780,000年，进化的科学家现在已经扩大了他们的想法对DNA能持续多久。
蓟河马骨并没有测试，Willerslev碳14的存在，因为想在冻土层骨的位置表明它是“无限放射性碳日期”因此，7和太旧有任何留在碳14。足骨被分配了一个时代基于主机的火山灰，火山灰该驹被埋葬辐射约会。
地质学家安德鲁博士在创世记答案斯内林解释：
使用三种方法。首先是裂变轨迹约会，这是基于目前的铀裂变的速度推算，并假设它总是相同的，对“已知的年龄，”氩 - 氩和U-Pb 定确定的标准样品校准。 然后，他们用古地磁测。磁场的方向和强度“化石”在岩石冷却时测量，然后对古地磁的时间尺度相比。但是，已经使用的K-Ar和Ar-Ar 年龄， 假设今天的衰减率一直恒定在过去的校准。第三，他们用古脊椎动物相比其他脊椎动物化石组合各种“著名的”进化年龄，这意味着在火山灰化石。
因此，底线是，像往常一样，再次约会的一切都归结到，铰链，辐射测年方法，过去衰减率无法验证的假设，初始条件，并没有继承或污染。
至于放射性碳测年，我看没有证据表明被任何样品或化石，包括木材，发现在相同的火山灰床的使用。所以“无限放射性碳日期的意见”简直是暴殄天物行，因为他们已经决定寻找这些样本中的放射性碳，据称560,000-780,000岁 “太旧”的方法来工作，它不值得他们只会理应给予“无限的放射性碳年龄。”然而，在过去的20-30年 “放射性碳”杂志上公布的数据表明，即使化石据称500万岁放射性碳测试时取得了可衡量的放射性碳年龄只有相当于几千年前。如果他们真的在这马骨化石进行放射性碳测试，实际上，他们可能会发现一些！
应用这些指定的日期到什么被认为是最古老的马的年龄
（2.0万年前）的化石记录，研究者推断向后断言，一个共同的祖先马进化400万年以前。他们做出这一计算假设选择适合他们的预设说明了他们的声明说：“校准产生分歧时间未满蓟河骨龄被拒绝。”7选择校准提供内部一致的结果，他们写的， “我们的结果表明，至少两次的起源当代马多样性是进化的时间尺度，普遍接受的”循环论证，相关这些日期是显而易见的。
分子遗传学家博士格鲁吉亚Purdom答案在创世记评论：
虽然我们不同意，马的祖先生活在数百万年前（根据使用无法证实的假设，即将过去的辐射约会），我们会同意，所有的马来自一个共同的祖先，根据“圣经”，方舟约4,300年前。现代马的DNA的相似性，这马化石DNA进一步确认，上帝创造动物，根据他们那种（创世记1）。有那种内的变化，但即使在拟议的数百数千万年的化石和现代马的DNA仍然非常相似。我们不遵守必要的修改，演变成一种别样的动物马的类型。
下车一对马类诺亚方舟约4300年前，我们今天看到的所有马品种的遗传信息，对提供的原料。通过自然选择和其他途径介导的形态，使他们的后代，以适应许多环境中洪水后的世界。
上帝创造动物重现“后，他们的种。”事实上，所有这些动物都能够交配并产生杂交后代是有趣地看到并命名 - 的zonkeys，zorses，zebrulas，hebras，的donkras，和骡子确认他们是同类。蓟溪DNA数据，正确地解释，是符合圣经真理。
欲了解更多信息，请访问：
Zonkeys，狮虎，Wolphins的，呵呵，我的！
发生了什么马？
新闻附注2012年2月18日
辐射约会：与假设问题
辐射约会：返璞归真
欲了解更多信息：获取答案
________________________________________

请记住，如果你看到一些值得关注的新闻故事，让我们知道！ （注：如果故事来源于美联社，福克斯新闻，MSNBC，纽约时报，或其他主要国家媒体，我们将最有可能已经听说过它。）感谢所有我们的读者已提交伟大的新闻线索给我们。如果你没赶上所有最新的新闻知道，为什么不来看看，看到你已经错过了什么？
（请注意，该链接将直接带您到源。答案在创世纪是我们的网站上的内容不承担任何责任。如需更多信息，请查看我们的隐私政策。）
脚注
1。始祖马，自称是祖传进化论者马，既不是马或对马的祖先，但是。看看发生了什么马？后面
2。评估有多少能量被储存在矿物红外释光测年，假设它的电子被激发阳光下暴晒在过去，被困在结晶缺陷。现在它发出刺激时加热的能量相比，排放量从目前的环境下取得的标本。该比率是用来估计多久矿物已被埋葬。发光约会像其他交友方法，校准无法验证的均变假设的基础上。我们可以知道样品已经真正几千年一直在黑暗中？我们可以肯定没有其他因素，如热或与水接触，改变了存储在它的能量呢？我们可以肯定的矿物能源的敏感度一直维持不变？这是不可能知道这​​些条件已经满足。此外，整体校准方法通过比较其他交友自己无法验证的假设的基础上的方法。 （新闻附注2012年10月27日）
3。注意新闻6月25日，2011年返回
4。 “老化石”回到软组织
5。新闻请注意，2012年10月27日返回
6。新闻请注意，2012年10月20日返回
7。 L.奥兰多等人，“重新校准使用雅科仕演化的基因组序列中更新世早期的马，”自然“（2013年），dx.doi.org/10.1038/nature12323。回复（1）（2）（3）（4）
