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Abstract: Comparative Genomics Perspective on Discovery and Functional Diversity of
CRISPR-Cas Systems
Computational biology and comparative genomics play a dominant role in identification of novel
CRISPR-Cas systems. Over the five recent years one new type and twelve new subtypes have
been added to the two types and four subtypes known in 2015 for Class 2 (single protein effector)
CRISPR-cas systems. Furthermore, multiple variants of Class 1 (multi-subunit effector
complexes) systems were found lacking the interference capacity and therefore are predicted to
perform functions, distinct from adaptive immunity in the narrow sense. In the first part of my
talk I will present the timeline of discovery of new CRISPR-Cas systems and tell about
computational biology approaches employed in those studies. The second part of my talk will be
focused on evolutionary classification and origin of the CRISPR-cas systems and on further
perspectives on discovery of new CRISPR-cas systems and their roles in microbial cells.

