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Our preliminary data for Aim 2 also supports feasibility.  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Our preliminary Cryo-EM work confirms that CdeC self-assembles forming repetitive density patterns (lamellae-
like structures) in E. coli (Figure 2).  
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 

 
Figure 1. A) Image slice from the tomogram 
reconstruction of C. difficile whole spore with a thin-
exosporium layer. B) Enlarged view of the region 
boxed in red from panel A to show the surface layers 
of C. difficile spore. Yellow dotted lines indicate the 
thin exosporium layer used during the tomogram 
segmentation. C) Manual segmentation of the thin 
exosporium layer (yellow dotted lines of Panel B. The 
segmentation was done by using 150 tomogram 
slices along z-axis. Scale bars denote 100 nm. 
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Figure 2. Cryo micrograph of vitrified inclusion body of 
recombinant CdeC. Bar in Panel A: 250nm; Bar in Panel B: 
50 nm 
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Figure 11. A) Schematics of CdeC amino acid sequence. Redox 
sensitive disordered regions (RSDR) are highlighted  RSDR 1(residues 1-
166), RSDR 2 (residues 209-241), RSDR 3 (residues 379-404) as 
predicted through IUPred2. Within the amino acid sequence there are 
putative  metal binding domains (MBD) containing CXXC metal binding 
motif. Romero-Rodríguez et al (2020) mSphere. B) AlphaFold predicted 
structure of CdeC R20291 RSDR highlighted in red, metal binding 
domains in blue (1-4). C) Cryo-EM representative micrograph of vitrified 
inclusion body of recombinant CdeC at 33 kx (2.7 Å/pixel). Bar: 250nm
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