
Data File: 

The data file containing the abundance tables and the taxonomic information has to be in these 

three specific formats: 

 

1. QIIME Output TSV Format: QIIME is a commonly used tool to find out, among other 

things, the abundance and the taxonomic information of the microbes which are present 

in a sample. QIIME offers the advantage that several samples can be processed and 

analysed in one run of their workflow. The output of QIIME can have a number of 

formats, the most common one being the BIOM format. The BIOM format is not 

readable by a normal text editor, but it can be easily converted to a TSV format file using 

the following command: 

 
biom convert -i table.biom -o table.from_biom_w_taxonomy.txt --to-tsv --header-key taxonomy 

 

The input file (“table.biom”) is converted to TSV format and the output TSV file 

(“table.from_biom_w_taxonomy.txt”) can be directly uploaded into TIME and the 

appropriate option must be selected. 
 

 

Figure 1: Image of a sample QIIME output file 

  



2. TSV File: Sometimes, if users have analysed the sequencing data using some software 

other than QIIME, they can upload their data in a slightly different format. This format is 

similar to the above format, with some major differences that provides flexibility to the 

user. The exact format (Sample File) can be downloaded from the TIME “Upload and 

Analyse Data” page.  

 

 

Figure 2: The TSV format with the taxonomic lineage information. 

3. Single Taxonomic Level TSV: In some cases, only the taxonomic information at a 

specific taxonomic level can be obtained. In order to make the upload and analysis of 

these kinds of data files, this format is provided. The users are recommended to see the 

exact format in the Sample file in TIME “Upload” page. 

 

 

Figure 3: TSV file with the taxonomic information at only one taxonomic level. 


