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1. Why is this a valuable species to study? In other words, why did the authors choose to sequence this organism's genome? 
The species selected by the team for research is the Komodo dragon, Varanus komodoensis. Even though they are cold-blooded, the species can ramp up their metabolism to almost levels recorded for mammals. The cardiovascular physiology of the komodo dragons also resembles that of the endothermic mammals. The species are also ectothermic reptiles, in that they have the capacity for aerobics. The above factors represent innovation and diversity in the non-avian reptiles that represent physiological and anatomic adaptations. The paper sought to understand how the adaptations evolved through changes in biochemical and cellular processes. The above reasons compound why the komodo dragon is a valuable species to study for this particular team. 
2. Given what you know from class, how was the genome sequenced? You do not need to get into the details of the protocol – try to relate what you know from class to what is explained in the paper. 
Professor Bruneau indicates the use of physical mapping and long-range sequencing protocols to develop a high-quality and in-depth sequence for the species. The former technique makes use of singe-strained molecules referred to as optical maps. The visual mapping makes use of a single DNA molecule for analysis and abides by sequence-by-synthesis. The fluorochrome label the nucleotides, which the team then incorporates through DNA polymerases. The fluorescence microscopy is the technique used to track the labeled nucleotides, and the process allows for counting of the nucleotides at the gap. Long-range sequencing requires single strands of DNA, and the sequencing happens in real-time, with or without amplification. The reads are considerably longer, and repetition allows for real-time sequencing of nucleic acids. 
3. What statistics about the genome are provided? This may include genome size, number of chromosomes, number of genes, comparisons to other organisms, etc. 
The distribution of chromosomes in the genome of the komodo dragon has 20 pairs, of which eight are large, and 12 are micro. The distribution of vertebrate genome for the species is similar to that of other reptiles in a single copy (95.7%), fragmented (2%), missing (1.9%), and duplicated (0.4%). The GC content of the Komodo dragon genome is 44.0%, similar to that of the S. crocodilurus genome (44.5%) but higher than the GC content of A. carolinensis (40.3%;). Repetitive elements accounted for 32% of the genome, most of which were transposable elements. Repetitive elements account for 49.6% of the S. crocodilurus genome. 
4. In any genome paper, there are many stories the authors could tell. Which story are these authors telling? What details of the genome do they choose for their focus? Why do you think they chose this story instead of another? 
The story that appeals to the team follows the assessment of the komodo dragon. Notably, the changes in the genome that foster the adaptation of the species to its environment. The focus chosen by the team in the paper highlights the function of the mitochondria. The assessment follows the cell, particularly the energy powerhouses within, in how they control muscle function inclusive of the heart. Another adaptation of focus is the many number of genes that encode the vomeronasal receptors. The chemical sensors have adaptive features such as avoiding predators, hunting, and choosing a mate. 
5. What did you get out of this paper? There is no right answer here, but I'd like you to reflect on recent class discussions, the paper itself and where you are in your own understanding of genomes and DNA more broadly.
The paper analysis indicated that Komodo dragons could detect hormones and pheromones. The species accomplishes this with their vomeronasal chemical sensors. The same genes are found o be unique to each lizard, which dictates that the results are specific only to komodo dragons. However, the receptors do not evaluate how the komodo detect prey over vast distances and the limit to detection. 
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