
Genome Search 
 

 

Introduction 
 
Home > Find Genomes > Genome Search 

 

 

Genome Search 
 

Genome Search is another way to for selecting and browsing genomes in IMG. 

 

Genomes can be searched via implicit attributes using the Quick Genome Search box at the top-

right corner of every IMG page, as shown in Figure 1.  A detailed search of genomes can be 

carried out using Genome Search on the second-level menu of Find Genomes.   

 

 
Figure 1: Genome Search: quick search, keyword field search, and metadata attribute search. 

 
The result of Genome Search is a list of genomes, such as that shown in Figure 3 and Figure 5, 

which can be examined individually, or selected and saved for reducing the genome context for 

future analysis. 

 

 

By Fields 
 

Genome Search can use genome fields as search filter to find genomes, as shown in Figure 2. 

 



 
Figure 2: Genome Search by Fields 

 

Searchable fields are available in the pull-down filter list, including "Genome Name," "NCBI 

Taxon ID", “RefSeq Project ID”, “GenBank Project ID”, “Scaffold External Accession”, “Taxon 

Object ID", “Domain,” “Phylum”, "Sequencing Status", "Sequencing Center", "Funding 

Agency", “IMG release” and “All field names*”.   

 

The “All field names*” is aka „Quick Genome Search‟.  In addition to searches on genome name, 

taxonomy ranks, certain attributes and various IDs, it also covers area such as “RefSeq Project 

ID”, “GenBank Project ID”, “Is Public”, “IMG Release”, “IMG Product Assignment”, “Gold ID 

in IMG Database” and “Add Date” (in format: yyyy-mm-dd). 

 

Keywords or substrings are used to search names and descriptions. ID values should be exact.  

As an example, in order to perform a general search of all genomes added in a particular IMG 

release, such as 1.2, select the “IMG Release” filter, type “1.2” in the keyword box, and click on 

the “Go” button. To view all genomes sequenced at JGI, select “Sequencing Center” filter, type 

“JGI” in the keyword box, and click on the “Go” button. 

 

As shown in Figure 3, the result page now displays “Domain” and “Genome Completion” as 

default.  In addition, through the selection in search page, the result can display a variety of 

“Additional Output Columns”:  

1. Taxon Object ID; NCBI Taxon ID; RefSeq Project ID; GenBank Project ID 

2. Phylum; Class; Order; Family; Genus; Species; Strain 



3. Sequencing Center; Funding Agency 

4. Add Date; Is Public 

5. IMG Submission ID; IMG Release; IMG Product Assignment; GOLD ID in IMG Database 

 

 
Figure 3: Example of Genome Search by Fields and results. 

 

 

By Metadata 
 

Genome Search also can use metadata attributes as search filter to find genomes, as shown in 

Figure 4. 

 



 
Figure 4: Genome Search by Metadata. 

 

Genomes also can be searched using specific metadata values. Each metadata category is 

displayed as one tree.  User can click-open the tree, or use provided buttons to expand or 

collapse all trees. 

 

Select one or more values for each metadata category. Metadata categories without a selected 

value will be ignored in the search. A logical "OR" is used when searching multiple values 



selected for a single metadata category (intra-category). A logical "AND" is used when searching 

for values across multiple metadata categories (inter-category). Once the selection is completed, 

click on the “Go” button to see the search results, as illustrated in Figure 3(ii), which shows the 

result of searching for genomes with “Blood” or “Bone” in “Body Site”. 
 

 
Figure 5: Example of Genome Search by Metadata and results. 

 

 


