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Supplementary Figure 1: Wild-type endolysins (EL1-EL14) encoded on prophage-like regions of
Gardnerella genomes. A multiple sequence alignment was performed by Clustal Omega analysis
(https://www.ebi.ac.uk/Tools/msa/clustalo/). The protein accession numbers are given after each
endolysin name (e.g. EL1_AEF31373.1). The yellow background indicates the EAD (H-domain), the
linker sequence is highlighted in grey, and the cell wall binding domain (B-domain) in blue. The domain
regions were predicted by Interpro (https://www.ebi.ac.uk/interpro/).
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Supplementary Figure 2. (a) PM-477 endolysin protein was recombinantly expressed and purified via
Ni-NTA chromatography (FPLC). Fractions obtained from the final size exclusion chromatography
(FPLC) were analyzed for purity by SDS-PAGE and Coomassie blue staining. MWM was used to
confirm the expected protein size (left). Fractions 1-11 were pooled and used for further experiments.
(b) FPLC chromatograph of PM-477 purification on a Superdex 75 column resulting in a defined peak
from 182 mL to 222 mL. Red bar represents the fractions 1-11 that were pooled and concentrated to a
final volume with a concentration of 0.616 mg/mL (determined by A280 measurement).
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