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CRISPR-cas systems are found In

CRISPR-Cas systems: RNA-interference-based immune systems in procaryotes
approximately 48% of sequenced bacteria and -
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Bioinformatic tools for studyingthe diversity of CRISPR and cas genes In six pyrococcal
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Pyrococcales illustrates the modularity and instability of
CRISPR systems.
There are lot of things that we still do not understand but
knowledge In the CRISPR field is added as quickly as
guide sequences in an active CRISPR array.
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