
Tour Guide 

（Teabase Version 2023-2）      

 

1.Browse the 'home' page for the latest statistics and news 

 

(1) Quickly return to the “home” page. (2) Find the latest Camellia data news. (3) Exploring 

omics databases for other non-alcoholic beverage crops. 
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2.Species 

Go to “Species” and input “Camellia sinensis var. assamica” search for this species. 

You will find the brief information for the “Camellia sinensis var. assamica” population.   

 

 
 

Or you can use filter tools to find your interesting species 

 
Now you will see the Camellia sinensis var. assamica subpage. 

(1) The information for species 

 

(2) Currently available reference 

genomes for this species, Click on the 

‘Download’ button to jump to download 

these reference genome. 

 

(3) The corresponding germplasm of 

the species that have been collected. 

Click on the database ID to jump to the 

corresponding ‘Germplasm’ subpage. 

 

(4) Reference citation details 

corresponding to the reference genome. 
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3.Germplasm 

Users have three ways to view the germplasm they are interested in: 

1. Go to “Germplasm” and input “Cambod tea” of Camellia sinensis var. assamica or any of the 

letters to search for this cultivar. 

2. Use filter tools to find your interesting cultivar. 

3. Jump through the ‘Species’ page that the user is browsing and click on the germplasm of 

interest 

 

   

Now you will see the Cambod tea subpage. 

(1) The information for 

Cambod tea. 

 

(2) Currently available whole-

genome sequence data for this 

cultivar, Click on the 

‘Download’ button to jump to 

download these data. 

 

(3) Reference citation details 

corresponding to the whole 

genome sequenced. 
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4.Panorama 

Variation statistics 

 
Browse variants information in ‘Gene’ model and ‘JBrowse’ directly by clicking a button. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Phylogenetic tree. 

Go to “Phylogeny”. 

 
The Phylogeny is an interactive dynamic evolutionary tree based on Phylogeny.IO and can be 

scalable and collapsible. Users can freely view the whole as well as details for each branch with 

interests. Here are some tips: 

1．User can zoom and pan around the tree using trackpad or mouse. 

2．Clicking on a branch: show the sample information. 

3．Double-clicking on a node: collapsing or extending a clade. 

4．Sliders control the geometry of the tree. User can adjust the relative length of the 

branches and the space between them. 

5．The items for tree displaying. 

 

 

 

 

 

 

 

 

 

 

 

 



 Principal Component Analysis (PCA)  

 
Population genetic affinity was shown by principal component analysis (PCA) under the 

context of all species(1). Users can choose certain Camellia populations (e.g. Camellia) to 

showing genetic affinities under the PCA context (2). One Pu’er tea sample (ID Per84) was 

indicated (3).  
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ADMIXTURE analysis. 

 
Population structure and genetic admixture were shown by length of each colored bar represents the 

proposed proportion of representative ancestry in the individual. One Cambod tea sample (ID re119) 

was indicated under k7 condition. 
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5.Gene 

Go to “Gene”. 

(1) Select a reference genome of 

interest. There are currently four 

available reference genomes in the 

gene module. 

 

(2) Choose the information you are 

interested in to display 

 

 

(3) Click operate to display the 

detailed information of the modified 

gene, including downloading CDS 

and PEP sequences 

 

(4) Click on any gene to display the 

gene and its upstream and 

downstream mutation sites in the 

verified alleles section. 

 

(5) Click on any gene to display the 

expression level(FPKM) in different 

group. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

(1) 

(2) 

(4) 

(5) 

(3) 



6.JBrowse 

Go to “JBrowse” under the ‘tools’ page 

 
 
(1) Select the track in which you are interested. (base on reference genome YK10(2022)) 

(2) Use the tool bar zoom your interested area 

 
7.Blast 
Go to “Blast” under the ‘tools’ page 

 

There are four reference genome available now.  
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8.Genetic map 
Go to “Genetic map” under the ‘tools’ page 

(1) Select your interested 

genetic map. 

(2) Overview the genetic map 

and select the chromosome to 

view the detail 

(3) click and slide your mouse 

to view the marker on this 

chromosome. 
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9.Synteny Visualization 

Go to “Synteny Visualization” under the ‘tools’ page 

 

 

Refer to the page tutorial for online analysis, currently provides three sets of data sources 

 
 
 
 
 
 
 
 
 
 
 
 
 
 



10.Download 

Go to “Download” 

 

View the file details and click file link to download. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



11.Additional information 

Projects 

 

The Project module contains three individual projects of the Camellia: (1) One unpublished 

pangenome was constructed from 206 globally representative individuals, (2)1,350 unpublished 

whole genome sequences of ancient tea trees from Lincang, China, (3) and 448 soil metagenomes 

from the same region.  

Click any one project and view the preliminary results of all three projects are summarized in three 

subpages. And then jump to the Download get the complete data for this module. 

Submit data 
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Publication 

 
External link 
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About us 

 


