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In this study, we analyze fragment information (spacer sequence) contained
in Clustered Regulatory Interspaced Short Palindromic Repeat (CRISPR) which is a memory region of
foreign DNA existing in a non-gene region on the bacterial genome, and found a basis for development

of a novel bacterial memory device. Especially when we examined the CRISPR region of group A
streptococci and Streptococcus suis, although it is difficult to develop memory devices, CRISPR is
highly accurate for strain typing and CRISPR also appears to be a mobile element in these bacterial
species, which open new insights into this CRISPR research field.
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