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Supplementary	 Fig.	 1.	 Alignment	 of	 RoxP	 homologs	 of	 P.	 acnes.	 The	 common	 RoxP	45	
homologs	 were	 extracted	 from	 P.	 acnes	 genomes	 and	 an	 alignment	 was	 calculated	 with	46	
Clustal	Omega	and	visualized	with	BoxShade.	The	most	common	homolog	is	represented	by	47	
strain	 KPA171202;	 58	 strains	 carry	 an	 identical	 copy	 (see	 Fig.	 1).	 Most	 other	 homologs	48	
(represented	here	by	strain	266,	HL050PA2,	HL110PA1,	type1A2_P.acn31)	share	99%	protein	49	
identity.	 A	 cluster	 of	 11	 strains	 (represented	 in	 this	 figure	 by	 strain	 ATCC11828)	 has	 an	50	
identity	 of	 83%	 on	 protein	 level.	 Furthermore,	 some	 strains	 apparently	 carry	 a	 truncated	51	
RoxP	(JCM	strains).	52	
	53	
	54	
	55	
	56	
	57	
	58	
	59	
	60	
	61	
	62	
	63	
	64	
	65	
	66	
	67	
	68	
	69	

SK182B_JCVI        1 MFVQIAASLAAASTLALGAPGAPTPIDESHLPVGPQVSVTDSAQHTGPFTATTPLTIKVK
ATCC11828_clust    1 MFVQIAASLAAASTIALGVPGAATPLNGSQLPTGPQVSVTDPAQHTGPFSTATPLTIKVK
JCM18920           1 MFVQIAASLAAASTIALGVPGAATPLNGSQLPTGPQVSVTDPAQHTGPFSTATPLTIKVK
JCM18909           1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLAITVK
HL050PA2           1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLTITVK
HL110PA1           1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLIITVK
typeIA2_P.acn31    1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDFAQHTGPFAASSPLTITVK
266                1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLTITVK
KPA171202_clust    1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLTITVK
JCM18918           1 MFVQIAASLAAASSIALGIPGAATPIDESQLPVGPQVSVTDSAQHTGPFAASSPLTITVK
consensus          1 *************..***.***.**...*.**.********.*******....**.*.**

SK182B_JCVI       61 PNAPCVRADGYQASLVARVLDGKGRQVWTGTFDESQLIGGKGFGTATFHVDSAAVAFNYH
ATCC11828_clust   61 PSAPCVRADGRQQSLVARVLDDKGHQVWSGTFDESQLIGGTGRGTATFHVGSAAAAFNFH
JCM18920          61 PSAPCVRADGRQQSLVARVLDDKGHQVWSGTFDESQLIGGTGRGTATFHVGSAAAAFNFH
JCM18909          61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVESPAAAFNFH
HL050PA2          61 PGAPCVRADGYQQSMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
HL110PA1          61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
typeIA2_P.acn31   61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
266               61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
KPA171202_clust   61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
JCM18918          61 PGAPCVRADGYQESMVTRVLDDKGHQVWTGTFDESKLIGGTGLGTATFHVGSPAAAFNFH
consensus         61 *.********.*.*.*.****.**.***.******.****.*.*******.*.*.***.*

SK182B_JCVI      121 GDKRTTYRAVSYCAYPHYVNGARERLSQVSAKTFAVNPAAN
ATCC11828_clust  121 GGKRTTYRALGYCAYPHYVNGTRERLSQVSVKTFTVDPAIN
JCM18920         121 GGKRTTYRALGYCA---------------------------
JCM18909         121 GNERTTYRTLSYCA---------------------------
HL050PA2         121 GSERTTYRTLSYCAYPHYVNGTRERLSQVSVKTFMVDPALN
HL110PA1         121 GSERTTYRTLSYCAYPHYVNGTRERLSQVSVKTFMVDPALN
typeIA2_P.acn31  121 GSERTTYRTLSYCAYPHYVNGTRERLSQVSVKTFMVDPALN
266              121 GSERTTYRTLSYCAYPHYVNGTRERLSQVSVKTFMVDPTLN
KPA171202_clust  121 GSERTTYRTLSYCAYPHYVNGTRERLSQVSVKTFMVDPALN
JCM18918         121 GSERTTYRTLSYCAYPHYVNGTR------------------
consensus        121 *..*****...***...........................
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Supplementary	Fig.	2A.	Upstream	region	of	roxP:	Identification	of	the	transcriptional	start	75	
site	and	the	promoter	region.	The	transcriptional	start	site	is	highlighted	(‘G’)	as	well	as	the	76	
predicted	promoter	region.	77	
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CGTTGCCGCCGACACTTCGATGACACTATGCAGTGCTATACTTCAGCTGAAAGTCT 
-10	-35	
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Supplementary	 Fig.	 2B.	 Consensus	 sequence	 of	 the	 roxP	 upstream	 region	 based	 on	 an	105	
alignment	of	 sequences	 from	94	 strains.	The	alignment	was	 created	with	MEGA,	and	 the	106	
consensus	sequence	was	visualized	with	WebLogo.	107	
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	146	
Supplementary	Fig.	2C.	Phylogenetic	analysis	of	roxP	upstream	region.	The	roxP	upstream	147	
region,	containing	the	transcriptional	start	site	and	the	predicted	promoter	(shown	in	Fig	148	
2SA),	was	taken	and	blasted	against	all	P.	acnes	genomes.	The	corresponding	homologous	149	
sequences	were	extracted	and	phylogenetically	analyzed	with	MEGA6.	 150	
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Supplementary	Fig.	3.	Vitamin	E	and	RoxP	reduce	preformed	ABTS-radicals.	(A)	Vitamin	E	159	
(black	 line:	control;	gray	 line:	15	µM	vitamin	E;	blue	 lines:	1.5	µM	vitamin	E	over	0-5	min)	160	
was	incubated	with	preformed	ABTS-radicals	and	changes	in	absorbance	was	measured	over	161	
time	 (0-5	min).	 (B)	 RoxP	 (black	 line:	 control;	 blue	 lines:	 34	µM	RoxP	over	 10-60	min)	was	162	
incubated	 with	 preformed	 ABTS-radicals	 and	 changes	 in	 absorbance	 was	 measured	 over	163	
time	(10-60	min).	164	
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Supplementary	 Fig.	 4.	 Confirmation	 of	 successful	 deletion	 of	 roxP	 by	 2D	 gel	188	
electrophoresis	of	secreted	proteins	of	P.	acnes.	RoxP	was	previously	identified	among	the	189	
abundantly	 secreted	 proteins.	 2D	 protein	 gel	 electrophoresis	 of	 secreted	 proteins	 of	 the	190	
wildtype	and	DroxP-mutant	 strains	 clearly	 showed	 that	RoxP	 (arrow)	 is	 absent	 among	 the	191	
secreted	 proteins	 of	 the	DroxP-mutant.	 This	 confirms	 that	 the	 roxP	gene	was	 successfully	192	
knocked	out.	193	
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