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Assembly

DNA sequence data has become an indispensable tool for Molecular Biology & Evolutionary Biology. Study in these fields now require a genome sequence to work
from. We call this a 'Reference Sequence.' We need to build a reference for each species. We do this by Genome Assembly. De novo Genome Assembly is the
process of reconstructing the original DNA sequence from the fragment reads alone.
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B Teaching and Hosting Galaxy training

Galaxy is a great solution to train the bioinformatics concepts: numerous bioinformatics tools are available (almost 5,000 in the
ToolShed), it can be used by people without any computer science skills, it trains to use technology, outlining available resources and
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efforts that have made them accessible to researchers, it is scalable.
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You can additionally read about our training philosophies. .. . .
Training Philosophies

We all teach in different ways, share your training philosophy and help other
instructors find the way that is best for them!
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website. | introduce the tutorial story: explain that we want to reproduce an analysis from a paper,
introduce this paper, talk about the datasets/samples we will use.
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