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Supplementary figure S1: Yearly expansion of the 

TB outbreak in East Greenland.  

Expansion of the maximum parsimony tree built 

from 1,385 SNP positions detected by WGS 

analysis of all culture-positive TB patients in East 

Greenland 1992-2012 (n=182). Isolates sampled in 

the respective year are marked in red, and detected 

outbreaks defined as 3 or more isolates within a 

maximum distance of 3 SNPS from each other 

appearing in the same year are encircled in orange.  

 

 

 



Supplementary figure S2: Experimental outbreak detection algorithm 

This figure includes isolates from East Greenland from 1992-2012 and shows the number of new 

isolates within a maximum distance of 3 SNPs of either outbreak isolates (n=89) or non-outbreak 

isolates (n=73) and appearing in the following year. An outbreak isolate were defined as an isolate  

within a maximum distance of 3 SNPs of at least 2 other isolates in the same year. Hence, an 

outbreak were defined as 3 or more isolates within a maximum distance of 3 SNPS from each other 

appearing in the same year.  

 

First, for each year, we determined the number of outbreak isolates in each outbreak (1992-2011). 

Then for these isolates as well as for the non-outbreak isolates, we determined how many new 

isolates that were detected within a maximum distance of 3 SNPs in the following year (1993-

2012). If more than three new isolates appeared within 3 SNPs in the following year (per definition 

a new outbreak), the isolates from the first year was considered connected to an ongoing outbreak. 

The size of the bubbles reflects the number of isolates in each group.  

 

 

 

 

 


