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Figure S4-1: Snapshots of the Browse page: browse genes by genomic position. 

This snapshot displayed 150 genes in region A01:1,000,000-3,000,000 in G. hirsutum 

(NAU assembly), which was the default value when first visiting the Browse page. 

 

  

User specify 

genome location 

Result gene  

list table 

An embedded  

JBrowse view 



3 

 

 

Continue on the next page… 

 

User specify a pair of 

genetic marker IDs 

Show marker 

information 

imported from 

CottonGen 

database 

Show markers 

physical 

positions among 

cotton species 



4 

 

  

Figure S4-2: Snapshots of the Browse page: browse genes by genetic marker.  

Since a single marker might map to multiple genomic locations, CottonFGD first 

displays all the possible mapped genomic locations to let users select the positions 

they want. By default, CottonFGD displays genomic locations that have ≥95% query 

coverage and ≥90% identity, which could be customized by users. Then CottonFGD 
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displays the result gene list table based on users’ selections. This snapshot displayed 

116 G. hirsutum genes (NAU assembly) between SSR marker JESPR0152 and 

NAU3040. 
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Figure S4-3: Snapshots of the BLAST page. This page mainly contains an embed 

SequenceServer App[1], a powerful BLAST front-end. After finishing the BLAST 

search, CottonFGD would automatically extract target gene IDs for each query 

sequence and rendered them in a table. This snapshot displayed the BLAST result 

using protein sequences of CYP78A7 as query to search against all the G. hirsutum 

proteins with an E-value of 1e-05 and returning top 10 hits. 
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Figure S4-4: Snapshots of the Search page: search by gene ID/name. This 

snapshot displayed 159 G. hirsutum genes using keyword “actin” as gene name 

search.  
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Figure S4-5: Snapshots of the Search page: search by domain or function 

annotations. As name match might be fuzzy, CottonFGD uses a two-step search 

method. This snapshot displayed searching G. hirsutum genes containing 

“Thioesterase” domain. The same method is also used for function 

(GO/InterPro/pathway) search. 
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Figure S4-6: Snapshots of the Search page: search by gene expression profiles. 

The expression FPKM threshold could be customized (default value is 1). CottonFGD 

would display a list of genes expressed in all the selected experiments. This snapshot 

displayed searching G. barbadense genes expressed in petal. 
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