
December 2011 
Version 1.0 

 

 

Tutorial 3 – Searching the Chinese Hamster Genome Database 
 

There are separate search pages for the CHO-K1 genome and the Chinese hamster mitochondrial 

genome.  Both can be accessed from the Genomes menu at the top of the page.  The CHO-K1 genome 

can also be searched directly from the homepage using the search box located at the top of the 

homepage. 

 

Searching the CHO-K1 Genome 

 

1) Select the CHO-K1 genome from the Genomes menu. 

 

 

 

 

 

 

2) Type a keyword into the search box at the top of the page. 

    Typing % in the search box will list all 24,240 entries currently in the database. 

 

The CHO-K1 genome database can be searched by 

Accession number (i.e. EGV99227)  

The database can be searched using the GenBank WGS 

protein accession IDs.  For the CHO-K1 WGS project, these 

accession numbers are EGVXXXXX or EGWXXXXX. 

These accession numbers can also be found in the NCBI 

protein database by restricting the search to “cricetulus 

griseus” and the locus tag “I79.” 

 

Gene name or symbol (i.e.Transcription factor E2F3 or E2F3)  

The database can be searched using the protein names 

assigned to gene products during annotation of the WGS 

project.  The database can also be searched by gene 

symbols.  Gene symbols were assigned based on 

annotation of homologous proteins.  

 

Gene ontology (GO) term (i.e. GO:0003700 or Transcription factor 

activity)  

The database can be searched using a GO accession ID or 

term.  Searching by GO term will return all database 

entries annotated by that GO term.  
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Searching for “caspase” will return 13 entries from the 

database displayed in a table format.  

 

General information for the returned entries includes 

gene names, protein accession IDs, scaffolds (parent 

accession), locus tag, and protein name/description 

(product qualifier). 

 

To find more details about a single entry, click on a gene 

symbol or accession number. 

 

 

 

3) Clicking on either Casp8 or EGV99437 will open the Gene Details page for caspase 8. 

 

The General Information section contains 

information on gene names, symbols, IDs, and 

descriptions. 

 

The Genomic Information section provides the 

coordinates of the coding region of the gene and 

the WGS scaffold on which the gene is located. 

 

The Sequence Information section provides links 

to download the nucleotide and protein 

sequence in FASTA format. 

 

The External Links section provides links to CHO 

protein entries in the NCBI and EMBL databases. 

 

The Homologs section provides links to 

homologous proteins in other species in the 

UniProt databases. 

 

The Annotation section provides functional 

information and GO terms assigned to the gene 

product.  The GO terms link to the AmiGO gene 

ontology browser. 

 

Questions or comments can be sent by clicking on the Provide Feedback button located at the bottom 

of every Gene Details page.  
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4) The Genomic Information section provides information about the WGS scaffold on which the 

selected gene is located.   

 

 

 

 

 

 

 

 

 

 

In the WGS Scaffold field, clicking on the scaffold accession ID opens the NCBI database entry. 

In the CDS field, the scaffold coordinates of the coding sequence are listed. 

In the Graphics field, clicking on the scaffold accession ID opens the NCBI Map Viewer to view genome 

annotation in this region of the scaffold. 

 

 

5) The Sequence Information section provides links to download the nucleotide and protein sequence in 

FASTA format. 

 

 

 

 

 

 

6) The External Links and Homologs sections provide links to CHO proteins and homologs in the NCBI, 

EMBL, and UniProt databases. 
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Searching the Chinese hamster mitochondrial genome 

 

1) Select the Chinese hamster mitochondrial genome from the Genomes menu. 

 

 

 

 

2) Type a keyword into the search box at the top of the page. 

    Typing % in the search box will list all 13 entries currently in the database. 

    The Chinese hamster mitochondrial genome database can be searched only by Gene symbol (i.e. COX). 

 

Searching for “COX” will return 3 entries from the database displayed in a table format.  

 

General information for the returned entries includes gene 

symbols, NCBI Entrez Gene IDs, gene names and genomic 

coordinates (start and end positions). 

 

To find more details about a single entry, click on a gene symbol. 

 

 

3) Clicking on COX1 will open the Gene Details page for cytochrome c oxidase subunit I. 

 

The General Information section contains information on 

gene names, symbols, IDs, and descriptions. 

 

The Genomic Information section provides the gene 

coordinates in the mitochondrial genome 

 

The Sequence Information section provides links to 

download the nucleotide and protein sequence in FASTA 

format. 

 

The Homologs Information section provides links to 

homologous proteins in other species in the NCBI and 

Ensembl databases. 

 

The External Links section provides links to CHO gene and 

protein entries in the NCBI databases. 

 

The Annotation section reports GO terms and provides 

links to the AmiGO gene ontology browser. 
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4) The Genomic Information section lists the genomic coordinates and links to the NCBI Map Viewer to 

view annotations in the selected region of the mitochondrial genome.   

 

 

 

 

 

 

 

5) The Sequence Information section provides links to download the nucleotide and protein sequence in 

FASTA format. 

 

 

 

 

 

 

 

6) The Homologs Information and External Links sections provide links to CHO proteins and homologs in 

other species in the NCBI and Ensembl databases. 

 

 

 

 

 

 

 

 

 

 


