
Supplementary material 

 

 

S1.  Purification of TMOF-FITC by HPLC 

 

 



 

 

S2.  Mass spectrometry of purified TMOF-FITC after HPLC purification, note the distinct 

expected ions at 455.7, 607.3 and 910.3. 

 



 

 

 

S3.  AeaABC-TMOF receptor sequence of  the 45 kDa  SDS PAGE stained band 

(Figure 1B) corresponding to the C-terminal end of the AeaABC-TMOF receptor 

sequence (Figure 3)  is highlighted in yellow.  The sequence highlighted in cyan 

corresponds to the  helical sequence involved in the binding of TMOF to its receptor 

(Figure 8 A,B).  The sequence highlighted in red corresponds to  MS/MS identified 

peptide.  The ATP binding domain at the C-terminal of the receptor is underlined. 

 

 



 

 

 

Original SDS PAGE that part was used for Figure 1B. 


