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1. Search the target population.

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

NEWS:Chicken2K is available now. V. 1.0

e}

Chicken2K: A Database for Global Chicken Genome Resource

valuable resources. We conduct the initial data analyses of 1986 genomes of different

develop the multi-function database, Chicken2K., to integrate the genomic data and multiple bioinformatic tools to facilitate data sharing and mining. More

As the most abundant and widespread domesticates, the characterization of genomic diversity of chickens at a global scale are indeed required for the sustainable conservation and utilization of these
otypes. imp d lines, and fancy chickens mostly from Asia. Africa and Europe. We

Explore a population

Serama chicken

Jump to section for this breed
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You will find the brief information for the Serama population.
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2. The information for population and samples sequenced.

Serama chicken
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Background Information A

Breed Card 1SN
Breed Serama chicken

Species taxonomy Gallus gallus domesticus

Classification Commercial

Region Malaysia A

Purpose Fancy

Description

The Serama (Malay Ayam Serama), also called the Malaysian Serama is a bantam breed of chicken originating in Malaysia within the last 50 years. It is thought to be developed by crossbreeding Japanese

Bantams with local Malaysian bantams. Seramas have the Japanese Bantam's lethal gene. It means that some embryos fail to hatch or that some chicks will die shortly after hatching.

Characteristics

The Serama is the smallest breed in the world, weighing less than 500 g. The Serama are characterized by their upright posture, full breast. vertical tail feathers held upright and tight up to the body and

vertical wings held down nearly touching the ground. Seramas are very upright little chickens with small neat single combs, red carlobes, and yellowish legs. Serama hens don't lay many eggs (80 - 160 eggs

per year) and don't tend to go broody too.

Samples Information

YPT2425 Female Xuzhou, Jiangsu province, China 4.67610 0941716
YPT2423 Male Xuzhou, Jiangsu province, China 4.13269 0928937
YPT2422 Female Xuzhou, Jiangsu province, China 8.03419 0965364
YPT2421 Male Xuzhou, Jiangsu province, China 5.43834 0950236
YPT2420 Female Xuzhou, Jiangsu province, China 5.04192 0947485

Showing 1 1o 5 filtered from 9 total entries




3.Variants annotation and statistic

Serama chicken
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lants Annotation& Density A
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4. Genetic differentiation.

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

Jungle Fowl) were shown.

@ Western Asia FST between Serama chicken and other populations
@ southern East Asia
@ southeast Asia
@ South Asia

@8 South America
@ Red Jungle Fowl
@ Northern East Asia
@ North America

Target pop.info.

@ Grey Jungle Fowl : Breed: Ceylon Jungle Fowl
Region: Ceylon Jungle Fowl
@ Green Jungle Fowl £ g
e FST: 0.4502
urope ‘
@ Ceyion Jungle Fowl
@ Central Asia

@ Africa




5. Genetic affinity.

Serama chicken
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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).
PCA for G.gallus without G.g.bankiva , G.g.jabouillei, and some G.g.gallus
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@ Serama chicken @ Shandong
sample: YPT2423

Breed: Serama chicken

Species : Southeast Asia

Species Name: Gallus gallus domesticus
Gender: Male

..-...

Region:

Country: Malaysia

Sequence Depth: 4.132690
Genome Coverage: 0.928937
PC1:-0.00531278
PC2:-0.01988630
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6. ADMIXTURE analysis.

Serama chicken
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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.

ADMIXTURE Analysis &

Sample ID: YPT2376

Daweishan Mini chicken
Gender: Female
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7. Runs of homozygosity.

Serama chicken

canatic Diffarantiatio
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Selection
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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.

[ Daweishan Mini chicken - ROH range | 0.1Mb =< ROH < 0.5Mb +

sample: YPT2423 ENeRY

@ Serama chi Gender: Male Mini chicken

Breed: Serama chicken
Species Name: Gallus gallus domesticus
Region: Southeast Asia

3005 Sequence Depth: Xuzhou,Jiangsu,China
Genome Coverage: 4.132690 °
6 250 Species : 0.928937
e classification: Domestic Chicken
5 2001 purpose: Commercial
- Number of ROH: 536
‘g"so- Total Length of ROH: 90.830910
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Number of ROH

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.

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

selected to show with the Serama population for comparison.

Linkage Disequilibrium Decay &

—@- Ceylon Jungle Fowl —@— Green Jungle Fowl —@- Red Jungle Fowl —@- Serama chicken Shandong Yuanbao chicken —@- Daweishan Mini chicken
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9. Demographic history.

Serama chicken
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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.

Demographic History &

[ Daweishan Mini chicken -
—@- Ceylon Jungle Fowl —@- Green Jungle Fowl —@- Grey Jungle Fowl —@- Red Jungle Fowl Serama chicken @ Shandong Yuanbao chicken —@- Daweishan Mini chicken
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10. Selective signals.

Serama chicken
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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.

Selection &
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11. Phylogenetic tree.

Go to “Phylogeny”.

@ Home Guide Statistics Panorama Population Phy Variation Jownload About us

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.

=3

OFPt O Circular Phylograry 6 -
Circular Phylogram B

Passport Data:

Sample ID: YPT2423

Gender: Male

Breed: Serama chicken

Country: Malaysia

Sampling Position:Xuzhou, Jiangsu
province, China

Sequence Depth: 4.13269

Genome Coverage: 0.928937

DEPTH:85 TOTAL NODES : 3971 LEAVES : 1985
Note
- Grey Jungle Fowl -Cr)']on Jungle Fawl -Grcrn Jungle Fowl -er Jungle Fowl Southeast Asia
- Southern East Asia - MNorthern East Asia South Asia Western Asia - Ceniral Asia
- Furope - Africa South America - North America




12. Variation

Go to “Variation”.

About Variation A

Vartation describes SNPs identitied in population genomes of chickens and junglefowls. It provides SNPs detector and visnalization tool and serves as a data resource for community. In the

current version of 2020-01, Variation contains 39,752 285 {undant SNPs of | 986 genomes.
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Access Data &

Download &

The BAM. Fastg and VCF files can be accessed via Download page

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).



Go to “Browse of SNPs statistics”. User can search for the sequencing information of samples.

Showing 1 to 9 of Y entries
| I serama I | [ ALl v] [ Al v] [ 5
L J
. . . . . Gallus gallus dom
YPT2374 Chicken2K Serama chicken Southeast Asia . Malaysia 485004 01945002 4476822
esticus
. - . . . Grallus gallus dom
YPT2375 Chicken2K Serama chicken Southeast Asia . Malaysia 527874 0950706 4602617
esticus
. . . . . Gallus gallus dom )
YPT2376 Chicken2K Serama chicken Southeast Asia . Malaysia 400283 0925425 3953048
esticus
. - . . . Grallus gallus dom
YPT2416 ChickenZK Serama chicken Southeast Asia . Malaysia 728006 NU62456 S15052
esticus
. . . . . Gallus gallus dom
YPT2420 Chicken2K Serama chicken Southeast Asia . Malaysia 504192 0947485 4753577
esticus
. . . . . Grallus gallus dom )
YPT2421 Chicken2K Serama chicken Southeast Asia . Malaysia 543834 0950236 4911244
esticus
. . . . . Gallus gallus dom
YPT2422 Chicken2K Serama chicken Southeast Asia . Malaysia RO3419 0965364 5255140
esticus
. . . . . Grallus gallus dom ) )
YPT2423 Chicken2K Serama chicken Southeast Asia . Malays 413269 0928937 4159381
esticus
. . . . . Gallus gallus dom .
YPT2425 Chicken2K Serama chicken Southeast Asia . Malaysia 4.67610 0941716 4533777
esticus
Showing 1 to 9 of % entries

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

Chr Pos Refl Alt

| 1 - | | 0 | - | 150000 | all - | | all - |
Feature Gene ID Biotype dbSNF rsID

Population

Feature Gene ID Symhbol Detail Strand Biotype Exonic_feature Dhsnp_rsid Transcript_id Maf_surena
1 C | A | Intronic | ENSGALGOUD + Protein_coding g g . A0.25
1 (€] T Intronic | ENSGALGOO + Protein_coding
1 C | T | Intronic | ENSGALGOUOL + Protein_coding
1 A G Intronic | ENSGALGOO + Protein_coding
1 G [ A | Intronic | ENSGALGOUOL + Protein_coding
1 136431 T o Intromic | ENSGALI + Protein_coding
1 136424 | € | T | Intronic | ENSGALGOOOOO0S + Protein_coding . . . T:0.166667




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

populations/species/continents/regions/locations.
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