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INTRODUCTION RESULTS

The CRISPRIoci results page is divided into three main sections.
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T Although characterising the leader has always been a challenge
et G due to low sequence conservation, a proper characterisation of CRISPRIloci employs advanced machine learning techniques to accurately determine the Cas subtype,
7s 3 the repeat will give clues to identitying the leader. We determine CRISPR orientation, leader location and extent, as well as proper annotation of cas genes, all of which have so
4 the location of the leader by first establishing the orientation of the far been missing from current online CRISPR resources. These features are presented in an interactive,
repeat. Then we determine the length of the leader by using the clickable web interface which makes it easy for scientists to gain a full overview of the CRISPR systems in their
S repeat to fish for similar leaders across different hosts. organism of interest.




