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Table	  S1.	  Gram-‐positive	  bacterial	  pathogens	  iron	  uptake	  systems	  

	  
Organism	  

	  
	  

	  
Transporter	  

	  
Function	  

	  
Reference	  

Staphyloferrin	  a	   Siderophore,	  (transferrin)	   62	  63	  
Staphyloferrin	  b	   Siderophore	  (unknown)	   64	  
Aurochelin	   Siderophore	  (unknown)	   65	  
FhuABC	   ABC	  transporter	  (ferrichrome	  

uptake)	  
66	  67	  68	  

SirABC	   ABC	  transporter	  (unknown)	   69	  
SstABCD	   ABC	  transporter	  (unknown)	   70	  
SitABC	   ABC	  transporter	  (unknown)	   71	  
Glyceraldehyde	  3	  
phosphate	  
dehydrogenase	  

Transferrin	  receptor	   72	  

IsdE	   Heme	   73	  

S.	  aureus	  

FeoB	   Transmembrane	  transporter	   74	  
SiuADG	   ABC	  transporter	   75	  
MtsABC	   ABC	  transporter	  (multi-‐metal	  

transporter)	  
76	  

S.	  pyogenes	  

SiaABC	   ABC	  transporter	  (Heme)	   77	  
PiaABCD	   ABC	  transporter	   78	  
PiuBCDA	   ABC	  transporter	   78	  

S.	  pneumoniae	  

PitADBC	   ABC	  transporter	   79	  
B.	  anthracis	  

	  
IsdX1	  &	  IsdX2,	   Heme	  transport	   80	  

ciuABCD	   ABC	  transporter	  (siderophore)	   81	  
HmuTUV	   ABC	  transporter	  (Haemin	  &	  

haemoglobin)	  
82	  

C.	  diptheriae	  
	  

HmuO	   Haem	  oxygenase	   83	  
FhuCBDG	   Heterologous	  siderophore	  

(ferric	  hydroxymate	  transporter)	  	  
84	  

FeoAB	   Uptake	  of	  ferrous	  iron	   84	  

L.	  monocytogenes	  	  

hupDGC	   ABC	  transporter	  
(Haemin/haemoglobin)	  

84	  

M.	  tuberculosis	  
	  

irtAB	   Transporter	  of	  Fe-‐
carboxymycobactin	  

85	  
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Figure	  S1.	  	  Cluster	  consensus	  alignment	  of	  FTR1	  homologs	  from	  B.	  breve,	  B.	  longum,	  T.	  

denticola,	  E.	  coli,	  Campylobacter	  jejuni,	  Bacillus	  subtilis,	  Listeria	  monocytogenes,	  

Streptococcus	  thermophilus,	  Mycobacterium	  smegmatis	  and	  Saccharomyces	  cerevisiae.	  
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