
Users can enter their data 

as a CSV or TSV (delimited 

by semicolons, commas, or 

tabulations). Semicolons 

are used by default. 

Users can then choose the 

methods of their choice to 

predict MTBC families from 

their input data. 

Supplemental options will 

allow users to get 

information on “curated 

clades” (from SITVIT2 

database), potential 

correspondence to SNP-

based lineages, SIT 

numbers, and country 

distribution from 

spoligotypes (according to 

SITVIT2). 

Missing data are allowed 

by entering a dot (“.”) for 

the 43 spacers spoligo or a 

dash (“-”)  for 24-loci MIRU.   


