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FIG. S1. A. Alignment of the site-specific recombinase motif of selected representatives of the Ccr serine
recombinase family. The motif is defined as: Y-[LIVACST]-R-[VAQ]-S-[ST]-x(2)-Q, with the catalytic serine
residue indicated in bold, amino acids (aa) acceptable for one given position listed between square brackets and
x for any aa followed by the possible repetition range between the parentheses. This pattern is a modified version
of the Prosite entry PS00397. Invariant aa are shaded black, highly conserved aa dark grey, and less conserved
positions light grey. B. Two positive hits were obtained in the sequence of MRSP 57395 with this site-specific
recombinase motif. Both showed site-specific recombinases with a serine in the active site, but were unrelated
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	Protein  Strain       Species             Acc. No.   Position  Signature
	A  CcrA1    NCTC10442    S. aureus           BAA86648    7-15:4T    YLRQSTtkQ
	CcrA1    STU33        S. saprophyticus    BAG24390    7-15:    4TYLRQSTlkQ
	CcrA1    JCSC6943     S. aureus           BAK53058    7-15:    4TYLRQSTtkQ
	CcrA1    JCSC6945     S. aureus           BAK53158    7-15:    4TYLRQSTtkQ
	CcrA1    LGA251       S. aureus           CCC86806    7-15:4T    YLRQSTlkQ

