pathogens ﬁw\p\py

Supplementary file

M UD Agel

—13792
—38118
— 5135

—3817

1000 —

500 —

Supplementary Figure S1. Agarose gel electrophoresis of C. acnes KB112 plasmid DNA and
restriction enzyme digestion. Lane 1: (M) 1-kb DNA ladder; Lane 2: (UD) Undigested plasmid
DNA (30,947 bp); Lane 3: Digested by Agel restriction enzyme (expected size in bp: 13,792; 8,118;

5,135; 3,817, respectively).
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Supplementary Figure S2. Hemolysis of C. acnes KB112 and C. acnes ATCC 11828 on blood agar
plate. Anaerobic incubation for 72 h at 37°C. (A) C. acnes KB112 shows hemolysis (clearing of

blood agar) and (B) C. acnes ATCC 11828 shows no hemolysis.
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Supplementary Figure S3. The phylogenetic tree highlights the position of C. acnes KB112 in
relation to several related bacterial strains. The tree was constructed using the Mega software and
the neighbor joining approach. The scale bar shows the divergence times of various strains. The

genome of Mycobacterium tuberculosis strain H37Rv (AL123456) was used as an outgroup.



