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1. Search the target population. 

Go to “Population” and input “serama” to search this population. 

 
 

You will find the brief information for the Serama population.  

 

  



2. The information for population and samples sequenced. 

 

 

  



3.Variants annotation and statistics. 

 

 
 

 



4. Genetic differentiation. 

 

The values of FST genetic distance between the Serama and other populations (e.g. Ceylon 

Jungle Fowl) were shown. 

 

 

  



5. Genetic affinity.  

 

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

of G. gallus (inlcuing domestic chicken) without G. g. bankiva (1). Users can choose certain 

chicken populations (e.g. Shandong Yuanbao chicken and Daweishan mini chicken) (3) to 

showing genetic affinities under the PCA context (2). One Serama sample (ID YPT2423) was 

indicated (4). 

 

 

  

(1) 

(2) 
(3) 

(4) 



6. 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 Serama sample (ID YPT2423) 

was indicated under k7 condition. The Shandong Yuanbao chicken and Daweishan Mini chicken 

were used for comparison. 
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7. Runs of homozygosity.  

 

The inpopulationing and bottleneck were reflected by Runs of Homozygosity (ROH). The number 

and length of ROH for each Serama sample (e.g. ID YPT2423) were shown with the category of 

‘0.1Mb=<ROH<0.5Mb’. The Shandong Yuanbao chicken and Daweishan Mini chicken samples 

were used for comparison. 

 

The number or length of ROH for the Serama population were shown. The category of ROH range 

could be defined. The Shandong Yuanbao chicken and Daweishan Mini chicken populations were 

used for comparison. 
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8. Linkage disequilibrium decay.  

 

Linkage disequilibrium (LD) decay is measured by r2. The other populations/populations could be 

selected to show with the Serama population for comparison. 

 

  



9. Demographic history. 

 

The effective population size change along time schedule of the Serama population is inferred by 

using SMC++. The other populations/populations with interests could be selected to show with the 

Serama population for comparison. 

  



10. Selective signals.  

 

The selective signals in the target population are detected with multiple methods. The calculations 

of Pi-ratio with red junglefowl (wild progenitor population) and SweeD for each variant are 

indicated in Method-YL (Y axis of Left), whereas the results of Pi, Tajima's D, and Fst with red 

junglefowl based on 5 kb sliding window are displayed in Method-YR (Y axis of Right). The 

chromosome and region with interests can be defined by input the number of chromosome and the 

range of physical position. The genes along the region are shown. The levels of statistical 

significance are indicated by different colors. 

 

 

  



11. 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 image and sample information, clicking image to jump to 

the corresponding population page. 

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

4．Hovering over a node displays associated information. 

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

branches and the space between them. 

6．The items for tree displaying. 

 

 

 

 

 

 



12. Variation 

Go to “Variation”. 

 

 

There are three items: SNPs statistics for each sample (1), search or browse SNPs in 

populations/populations (2), and browse for SNPs in populations/populations (3). 
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Go to “Browse of SNPs statistics”. User can search for the sequencing information of samples. 

 

 

Go to “Search&Browse SNPs in populations”. User can search for SNPs in region with interests. 

 

 

 

 

 

 

 

 

 

 



Go to “JBrowse for SNPs”. User can check the characters for the SNPs of interests across 

populations/species/continents/regions/locations. 

 

 

 


