HD domain DexD/H domain Helicase domain
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PA14
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Supplementary information, Figure S4 Homology comparison of Cas3 amino acid
sequence in PA14, E. coli UT189, PA2192, P. mendocina and P. stuzeri. Conservation
of Cas3 amino acid sequence around each domain/motif stars represents residues that
are 100% conserved. Boxes were drawn around key residues chosen for mutational

analysis.



