Reading for Week 7
Week 7: Genome Assembly and Validation 
Pre-Class Reading
A5 (Andrew And Aaron's Awesome Assembly pipeline)
1. http://journals.plos.org/plosone/article?id=10.1371/journal.pone.0042304
2. http://bioinformatics.oxfordjournals.org/content/31/4/587.full.pdfa recent version
Genome Assembly Gold Standard Evaluations (GAGE)
3. http://gage.cbcb.umd.edu/
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What is de novo gemome assembly? *
 
 
 
 
 
What happens in the A5 pipeline? What processes/steps does it automate? *
 
 
 
 
 
Why is the A5-Miseq better for our purposes than the A5 (original)? *
 
 
 
 
 
On the results page of the GAGE website, take a stab at explaining why the BOLDED values in the "Assemblies of Staphylococcus aureus" are the best *
Hint: “N50” represents the contig size at which at least 50% of the assembly is contained in contigs of that size or larger. This metric, combined with the number of contigs is the most common measure of assembly quality; larger is better. An N50 of 5,000bp would be quite poor, meaning that half of the entire assembly is in contigs smaller than 5,000bp. On the other hand an N50 of 1,000,000bp is considered very good for bacterial genomes sequenced with Illumina technology.
 
 
 
 
 
Send me a copy of my responses.
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