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How to use SpolSimilaritySearch 
 

This is a user manual helping researchers how to navigate and search similarities as compared to SITVIT2 

database with SpolSimilaritySearch tool. 

Keywords: Mycobacterium tuberculosis, Database, Spoligotyping, Evolution, Similarity. 

 

Home 
Homepage (Figure 1) briefly introduces the SpolSimilaritySearch Web tool which is dedicated to study 

similarities of all spoligotyping patterns recorded in the SITVIT2 database. The main functionalities of the 

Website are shown in figures below. 

 

 

 

 

 

 

 
Figure 1: Homepage and brief description of the main functionality. 

 

 

Select the 43 spacers of your spoligotype pattern 
This section is the main functionality of this tool. It allows users to select each of the 43 spoligotypes 

separately in order to catch, thanks to Regular Expression or REGEXP 

(http://en.wikipedia.org/wiki/Regular_expression), the most similar patterns (in function of the query conveyed) 

contained within SITVIT2 database. A spacer value can be either an absence (□), a presence (■), or an 

undetermined or doubtful value (-). 

Tool allowing Users to 
Compare Similarity of 
spoligotypes 

List of some resources 
and links of interest 

Contact the authors 
and virtually visit 
our Team!  

Tool allowing Users to 
visualize data through 
interactive maps 

http://en.wikipedia.org/wiki/Regular_expression
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Figure 2: Selection of each spoligotyping spacer for comparison. 

 

 

 

After submitting the spoligotype 

For example, after submitting the spoligotype profile composed of all the 43 spacers (spacers 33-36 missing 

and spacers 38, 39, and 40 undetermined (i.e. ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■---■■■), we obtained 

in the “Results” page a listing of all similar spoligotypes in the SITVIT2 database  (Figure 3). These results 

were provided in function of the query formulated, i.e. the pattern entered. Results provided also contained the 

Country Distribution of all similar spoligotypes. Countries were identified by ISO alpha-2 codes 

(http://en.wikipedia.org/wiki/ISO_3166-1_alpha-2), and distribution was provided in the decreasing order.  

 

 

 

 

 

 

Selection of each spacer 
separately 

http://en.wikipedia.org/wiki/ISO_3166-1_alpha-2


Supplemental File 2, Page 3 

 

 
Figure 3: Snapshot of ‘Results’ obtained in function of our selection or query. 

 

Note that in this Result section dots (.) are equivalent to dashes (-) in the Binary form of spoligotype.   

 

 

Geographical Distribution 
This section allows users to visualize geographical distribution of main lineages and spoligotype patterns (in 

octal format) through interactive maps. 

 

 

Figure 4: Snapshot of ‘Geographical Distribution’ page. 
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The user could visualize distribution by number of strains (i.e. number of strains by country, given the 

selection), or by percentage (%) of strains (i.e. number of strains given the selection divided by total number 

of strains according to SITVIT2 by country, and multiplied by 100). When no value of distribution is selected, 

the default value will be percentage (% of strains). 

 

 

In the following example, we can visualize distribution (by number of strains) of all isolates belonging to AFRI 

(M. africanum) lineage: 

  

 

Figure 5 : Global distribution (by number) of strains belonging to AFRI lineage 

We can notice that 98 strains belonging to AFRI are located in Nigeria (NG). 
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In this other example, we can visualize the distribution (by percentage) of strains belonging to spoligotyping 

pattern 000000000003771 (octal format corresponding to SIT 1 / Beijing): 

 

 

Figure 6: Global distribution (by percentage) of strains belonging to spoligotyping pattern 000000000003771 

 

 

We can notice that 72.91% of strains belonging to spoligotyping pattern “000000000003771” are located in 

Japan (JP).  

 

 

 

Resources 
This section provides a set of other Web resources or links related to analysis of Mycobacterium tuberculosis 

complex (MTBC).  

 

Contact 
This section allows to contact authors and supervisor of this tool, and briefly introduces the team working at 

the lab: “Unité de la Tuberculose et des Mycobactéries, Institut Pasteur de la Guadeloupe”. Users can also 

subscribe to our Twitter feed, and follow our Facebook page in this section.  

 

 

 


