
kD
a	  

35	  

75	  

48	  

60	  

25	  

A	  

100	  

Supplementary Figure 1. !

IPTG	  

+	   -‐	  

20	  

15	  

10	  
kD

a	  

35	  

75	  

48	  

60	  

25	  

B	  

100	  

20	  

15	  

10	  
Fi
na
l	  p
ro
du

ct
	  

Size	  exclusion	  fracGons	  

C	  

ml	  

A
28
0	  
(m

AU
)	  

D	  

0.3	  
0.35	  
0.4	  

0.45	  
0.5	  

0.55	  
0.6	  

0.65	  
0.7	  

0.75	  

3	   3.5	   4	   4.5	   5	  

Ka
v	  

Log	  Mw	  

R2=0.996!

Vitamin	  B12	  (1.3)	  

Carbonic	  anhydrase	  
	  (29)	   MntA	  (35)	  

Ovalbumin	  (43)	  

Conalbumin	  (75)	  

Electronic Supplementary Material (ESI) for Metallomics.
This journal is © The Royal Society of Chemistry 2015



A	  

Supplementary Figure 2. !

B	  

C	   PsaA	   Model	  

Template	   Model	  

Phi	  (degrees)	Phi	  (degrees)	

180	

135	

90	

45	

-‐45	

-‐90	

-‐135	

0	

180	

90	

45	

-‐45	

-‐90	

-‐135	

Ps
i	  (
de

gr
ee
s)
	

0	

180	135	90	45	-‐45	-‐90	-‐135	 0	-‐180	180	135	90	45	-‐45	-‐90	-‐135	 0	-‐180	

135	

Template	   Model	  

Z-‐
sc
or
e	

Z-‐
sc
or
e	

10	

-‐10	

-‐15	

-‐20	

-‐5	

5	

0	

0	

10	

-‐10	

-‐15	

-‐5	

5	

0	

0	 200	 400	 600	 800	 1000	 200	 400	 600	 800	 1000	-‐20	

Number	  of	  residues	Number	  of	  residues	

X-‐ray	
NMR	

X-‐ray	
NMR	

Ps
i	  (
de

gr
ee
s)
	



MntA: 1 ----MKFKNVVLSILCIFVFALTACSSN------------TN--GKEEGS--GKLKVVTTYSIIYDMVKQIGGEKVEIHS-60 
PsaA: 1 ----M-KKLGTLLVLFLSAIILVACAS-----------------GKKDTTSGQKLKVVATNSIIADITKNIAGDKIDLHS-58 
TroA: 1 ---------MIRERICACVLALGMLTGF------------THAFGSKDAAADGKPLVVTTIGMIADAVKNIAQGDVHLKG-59 
ZnuA: 1 ----MLHKKTLLFAALSAALWGGATQAA-------------------------DAAVVASLKPVGFIASAIADGVTETEV-51 
MntC: 1-MATSFASRGGLLASGLAIAFWLTGCGTAEVTTSNAPSEEVTAVTTEVQGETEEKKKVLTTFTVLADMVQNVAGDKLVVES-80 
MtsA: 1-----MGKRMSLILGAFLSVFLLVACSS-----------------TGTKTAKSDKLKVVATNSIIADMTKAIAGDKIDLHS-59 
 
MntA: 61-LVPIGANPHEYDPLPKDVMKMTDADMVLYNGLNLEEGG-AWFKKLLKTANKSEKDAPVYKVSEGV---EAIYLETKGLE--135 
PsaA: 59-IVPIGQDPHEYEPLPEDVKKTSEADLIFYNGINLETGGNAWFTKLVENAKKTE-NKDYFAVSDGVDV---IYLEGQNEK--133 
TroA: 60-LMGPGVDPHLYTATAGDVEWLGNADLILYNGLHLE-------TKMGEVFSKLRGSRLVVAVSETIPVSQRLSLE----E--127 
ZnuA: 52-LLPDGASEHDYSLRPSDVKRLQNADLVVWVGPEME----AFMQKPVSKLPGAK--QVTIAQLEDVKPLLMKSIHGDDDDH-125 
MntC: 81-ITRIGAEIHGYEPTPSDIVKAQDADLILYNGMNLER----WFEQFLGNVKDVP----SVVLTEGIEPIP--IADGPYTD--149 
MtsA: 60-IVPIGQDPHEYGPLPEDVEKTSNADVIFYNGINLEDGGQAWFTKLVKNAQKTK-NKDYFAVSDGIDV---IYLEGASEK--134 
  
MntA: 136-------------KEPDPHAWMNIKNGILYAENVKKALIKEDPKNKEFYTKNADNYVAELQKLHDETVNRIHQIPEEKRFL-203 
PsaA: 134-------------GKEDPHAWLNLENGIIFAKNIAKQLSAKDPNNKEFYEKNLKEYTDKLDKLDKESKDKFNKIPAEKKLI-201 
TroA: 128-------------AEFDPHVWFDVKLWSYSVKAVYESLCKLLPGKTREFTQRYQAYQQQLDKLDAYVRRKAQSLPAERRVL-195 
ZnuA: 126-DHAEKSDEDHHHGDFNMHLWLSPEIARATAVAIHGKLVELMPQSRAKLDANLKDFEAQLASTETQVGNELA--PLKGKGY-203 
MntC: 150--------------KPNPHAWMSPRNALVYVENIRQAFVELDPDNAKYYNANAAVYSEQLKAIDRQLGADLEQVPANQRFL-216 
MtsA: 135-------------GKEDPHAWLNLENGIIYSKNIAKQLIAKDPKNKETYEKNLKAYVAKLEKLDKEAKSKFDAIAENKKLI-202 
 
 
MntA: 204-ISSEGAFKYFGKAYDIKTGYIWEINSENQGTPDQIRDVVSVIQTNKVPALFVETSVDRRSMETV-----SKETNVPIAGT-278 
PsaA: 202-VTSEGAFKYFSKAYGVPSAYIWEINTEEEGTPEQIKTLVEKLRQTKVPSLFVESSVDDRPMKTV-----SQDTNIPIYAQ-276 
TroA: 196-VTAHDAFGYFSRAYGFEVKGLQGVSTASEASAHDMQELAAFIAQRKLPAIFIESSIPHKNVEALRDAVQARGHVVQIGGE-275 
ZnuA: 204-FVFHDAYGYFEKQFGLTPLGHFTVNPEIQPGAQRLHEIRTQLVEQKATCVFAEPQFRPAVVESV-----ARGTSVRMGT--277 
MntC: 217-VSCEGAFSYLARDYGMEEIYMWPINAEQQFTPKQVQTVIEEVKTNNVPTIFCESTVSDKGQKQV-----AQATGARFGGN-291 
MtsA: 203-VTSEGCFKYFSKAYGVPSAYIWEINTEEEGTPDQISSLIEKLKVIKPSALFVESSVDRRPMETV-----SKDSGIPIYSE-277 
 
MntA: 279-IFTDSLGKSGEDGDTYLKMMKWNIDTIINGLQK-------311 
PsaA: 277-IFTDSIAEQGKEGDSYYSMMKYNLDKIAEGLAK-------309 
TroA: 276-LFSDAMGDAGTSEGTYVGMVTHNIDTIVAALAR-------308 
ZnuA: 278---LDPLGTNIKLGKTSYSEFLSQLANQYASCLKGD-----310 
MntC: 292-LYVDSLSTEEGPVPTFLDLLEYDARVITNGLLAGTNAQQ-330 
MtsA: 278-IFTDSIAKKGKPGDSYYAMMKWNLDKISEGLAK-------310 

Supplementary Figure 3. !


