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The staphylococcal cassette chromosome (SCC) is a bacterial mobile genetic
element inserted in the genome of staphylococcal species. SCC contains a variety of functional genes
that provide biological benefits to the host bacteria. Staphylococcal species exchange genetic
information by horizontal gene transfer of SCCs, which enables rapid adaption to changing
environments. Three ST5-MRSA strains (SC640, SC792, and SC955) positive for both ACME-arc and speG
were subjected to whole-genome sequencing, and their SCC composite islands (SCC-CIs) were
determined. The SCC-Cls of these strains contained following novel SCCs: novel SCCs containing speG
gene (SC640, SC792, and SC955), a novel SCCmec type XIV (SC792), and a truncated SCCmec type
XIV-related structure (SC640).
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