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Figure S5-1. Snapshots of the gene profile page. This snapshot displayed profile 

pages of gene Gh_A01G0139 (GLK1) in G. hirsutum (NAU assembly).  
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Figure S5-2. Snapshots of the transcript profile page: Basic information. This 

snapshot displayed ID/name, transcript/CDS/protein sequences and cross-database 

references of transcript Gh_A01G0139.1 (GLK1) in G. hirsutum (NAU assembly). 
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Figure S5-3. Snapshots of the transcript profile page: DNA/protein statistics. This 

snapshot displayed base composition, protein residue composition and protein 

physical/chemical properties of transcript Gh_A01G0139.1 (GLK1) in G. hirsutum 

(NAU assembly). 
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Figure S5-4. Snapshots of the transcript profile page: Exon-intron structure. This 

snapshot displayed all the sequences of each exon and intron in transcript 

Gh_A01G0139.1 (GLK1) in G. hirsutum (NAU assembly). Users can download these 

sequences together with upstream/downstream sequences in custom length. 

 

  

Number 

statistics 

Sequence 

display 

Sequence 

download 



6 

 

 

Figure S5-5. Snapshots of the transcript profile page: Protein domain. This 

snapshot displayed domains in protein Gh_A01G0139.1 (GLK1) in G. hirsutum (NAU 

assembly). Users can switch among different domain databases. 
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Figure S5-6. Snapshots of the transcript profile page: Homology. This snapshot 

displayed orthologs and paralogs in protein Gh_A01G0139.1 (GLK1) in G. hirsutum 

(NAU assembly). Users can select several target species and CottonFGD would draw 

an interactive alignment. 
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Figure S5-7. Snapshots of the transcript profile page: Function. This snapshot 

displayed associated GO terms in protein Gh_A01G0139.1 (GLK1) in G. hirsutum 

(NAU assembly). Interactive graphs showing the relationship between associated GO 

terms and their parent terms were also presented in three categories: Molecular 

Function, Biology Process and Cell Component. (This gene only has GO terms in 

“Molecular Function”). 
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Figure S5-8. Snapshots of the transcript profile page: Expression. This snapshot 

displayed the expression pattern of transcript Gh_A01G0139.1 (GLK1) in G. hirsutum 

(NAU assembly) in salt treated experiment compared in time-series (1h, 3h, 6h, 12h). 

CottonFGD would display a JBrowse snapshot of relevant RNA-seq coverages. 
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Figure S5-9. Snapshots of the transcript profile page: Variation (currently we only 

implemented SNPs in G. hirsutum NAU assembly and G. barbadense NAU 

assembly). This snapshot displayed the SNPs of transcript Gh_A01G0139.1 (GLK1) 

in G. hirsutum (NAU assembly). Length of upstream/downstream regions, parameters 

of population genetics analysis (currently only nucleotide diversity and Tajima’s D are 

implemented) and sample selection could be customized. 

 


