CS342: Bioinformatics
Lecture 12
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POLICY-ISH

As Made-To-Order DNA Gets Cheaper,
Keeping It Out Of The Wrong Hands Gets
Harder

September 24, 2019 - 713 AMET
Heard on Morning Edition
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An employee of the Boston biotech company Ginkgo Bioworks runs a gene sequencing machine through its paces. The

company synthesizes thousands of genes a month, which are then inserted into cells that become mini factories of useful
products.



Protein Domains and Local Alignment

Example: Proteins often consist of multiple functional units, called
domains. Number and order of domains varies in different proteins.
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From Pfam database (http://pfam.sanger.ac.uk/)



http://pfam.sanger.ac.uk/
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A naive approach.

* |dea: Add a new set of edges to the edit graph,
representing all possible gaps.
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