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FIG. S1. Growth kinetics of Chlamydia muridarum Nigg and plaque-purified isolates in L929 cells. 



 
 
 
Fig. S2. Sequence alignment of the outer membrane-associated nuclease NucT of Helicobacter pylori G27 (1) with phosphatidyl choline-
hydrolysing phospholipase D proteins of C. muridarum. Alignment generated using CLUSTAL(2). Blue highlighting indicates amino acids conserved 
in ≥60% of aligned proteins, red stars denote functional residues important for NucT function (3). 
  



 

 
Fig. S3. Sequence alignment of the predicted C. muridarum CM001 and CM006 MOMP porin with other published sequences. Sequences were 
derived from the following strains; CMUT3-5 (4), G0.1.1, G28.38.1(5), Nigg3-28 (6), Var001, Var001.1, Var003, Var004 (7), Nigg (8), Nigg2MCR(9), 
Weiss (10). Amino acid ambiguities, substitutions or deletions are indicated in red. 
 
  



 
 
 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 
Fig. S4. Cartoon depicting the effect of MOMP sequence differences on 2-dimensional protein conformation for C. muridarum CM001 (top) and 
CM002 (bottom). CM002 serves as a representative example of all sequenced clonal isolates derived from C. muridarum Nigg. The models were 
prepared using the Topo2 program (Johns S.J., TOPO2, Transmembrane protein display software, http://www.sacs.ucsf.edu/TOPO2/) with data for 
predicted extracellular and cytoplasmic loops, and transmembrane spanning regions of C. muridarum MOMP (11).  The variable domains (VD1-4) 
are indicated in green, the conserved amino acids within VD4 are indicated in yellow and the glycine to cysteine substitution in VD4 present in 
CM002 is indicated in purple.  
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