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Find Functions: TIGRfam 

TIGRfam Browser 
From the Find Functions top-level menu, the TIGRfam option on the second-level menu leads to the 

TIGRfam Browser, as shown in Figure 1(i). This is a two-level display with TIGRfam main categories 

shown on the first level, and TIGRfam roles listed under the corresponding main categories. 

Top-level TIGRfam main categories include: 

 Amino acid biosynthesis 

 Biosynthesis of cofactors, prosthetic groups, and carriers 

 Cell envelope 

 Cellular processes 

 Central intermediary metabolism 

 DNA metabolism 

 Energy metabolism 

 Fatty acid and phospholipid metabolism 

 Hypothetical proteins 

 Mobile and extrachromosomal element functions 

 Protein fate 

 Purines, pyrimidines, nucleosides, and nucleotides 

 Regulatory functions 

 Signal transduction 

 Transcription 

 Transport and binding proteins 

 Unclassified 

 Unknown function 

Clicking on any of the function role will lead to a page showing all TIGRfam IDs associated with this role 

and the corresponding isolate genome and metagenome counts (Figure 1(ii)). Clicking on any of the 

TIGRfam ID will lead to the corresponding summary page at JCVI (e.g., http://www.jcvi.org/cgi-

bin/tigrfams/HmmReportPage.cgi?acc=TIGR00564) (Figure 1(iii)). 



 

Figure 1. TIGRfam Browser. 

Users can select any subset of listed TIGRfam IDs to be saved to Function Cart or Workspace Function 

Set for further analysis. 

Users can also click on a genome count to view all isolate genomes or metagenomes having genes 

associated with a particular TIGRfam ID. For example, Figure 2(ii) lists all metagenomes having genes 

annotated with TIGR00564. Clicking on a gene count will lead to a page listing the actual genes (see 

Figure 2(iii)). Genomes and genes can be selected to add to analysis carts or Workspace for further 

analysis. 



 

Figure 2. TIGR00564 Detail and Associated Genomes and Genes. 

  



TIGRfam List 
The TIGRfam List option shows all TIGRfam IDs in a table display (Figure 3(i)). 

Users can select a subset of TIGRfam IDs to be added to Function Cart or Workspace for further analysis. 

Clicking on a TIGRfam ID will lead to the corresponding summary page at JCVI (Figure 1(iii)). 

 

Figure 3. TIGRfam List. 

TIGRfam List w/ Stats 
This option is similar to TIGRfam List except that there are additional genome counts (Figure 3(ii)). Users 

can click on a genome count to view the list of genomes or metagenomes having genes annotated with 

a particular TIGRfam ID (Figure 2(ii)). 

 

 


