digIS: automated pipeline for detecting distant and novel insertion sequence elements in prokaryotes
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Insertion sequences (ISs) are short DNA sequences that act as a simple transposable element. They play important role in prokaryotic genome structure and evolution. They can affect gene expression, for example by activating neighboring genes leading to antibiotic resistance. Currently available IS  annotation tools depend either on existing genome annotations or databases of known IS elements and are not capable to detect novel IS elements or distant members of individual IS families. Here we propose an enhanced approach based on manually curated pHMMs which tackles these shortcomings.

