
Figure S2.  Open reading frame maps for plasmids carried by B. burgdorferi 
strains B31, N40, JD1 and 297.    

    Open reading frames (ORFs) that are considered to be potential functional 
genes were annotated as described in Methods of accompanying report. Above, 
names or predicted functions of genes of current interest are noted in red.   
     Yellow shading indicates highly similar (>85% nucleotide sequence identity) 
regions, and red text in these regions indicates selected identity values.  Blue 
shading and associated text indicate regions that are different among the 
plasmids from the four strains and are very similar to sections of other non-
cognate plasmids.  Asterisks (*) denote plasmids present in other B. burgdorferi 
draft genome sequences and in one case (N40 lp28-4 left end) sequence at the end 
of B31 plasmid lp28-1 that was not determined in the original genome sequence 
(accession #	  FJ472338).  The right end of the bp scale for each plasmid gives the 
length of the plasmids (this value and the bp scales do not include the B31 
terminal sequences determined by Tourand et al. [1]; these values in general 
extend each end less than 100 bp, except the left end of B31 lp28-1 in which 767 
bp were missing from the originally determined sequence [2]). 
     Putative pseudogenes are marked with “X”s and are defined as (i) regions of 
nucleotide sequence similarity to apparently intact genes but whose reading 
frame is disrupted and/or truncated relative to those intact genes or (ii) small 
ORFs which lie in a larger pseudogene [5].  It is not possible to know at this time 
whether or not some of these “pseudogenes” might actually be expressed and 
have a function. 
     Maps of lp5, lp21 and lp56 are not shown because they have no cognates in 
N40, JD1 or 297.  The maps of circular plasmids are linearized for displayed at 
arbitrary points, which match those previously used by Casjens et al. [3] where 
possible. 
 
S2A.  Key for color of ORFs in maps.  
 ORF colors in figure S2 maps denote known or predicted functions.   
                  (†) Includes genes that encode DNA restriction/methylation enzymes, 

transposase and plasmid partition proteins 
 
S2B. cp9 maps 
 
S2C.  cp26 maps 
 
S2D.   B31 cp32 maps 
Slanting black line on cp32-10 indicates the location at which it is integrated into 

plasmid lp56. 
 
S2E.   N40 cp32 maps 
S2F.   JD1 cp32 maps.  Plasmid cp32-1+5 consists of two fused cp32-type 

plasmids that are shown in the first two lines of the figure.  
 
S2G.    297 cp32 maps 
 
S2H. lp25 maps 
 



S2I. lp28-1 maps 
 
S2J. lp28-3 maps 
 
S2K. lp28-4 maps 
 
S2L. lp28-2, lp28-6 and lp28-7 maps. Green letters represent sequence types of 

b31_g10 and b31_g29 and homologues as discussed in text.  
 
S2M. lp54 maps 
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