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Primary data submission Portal 

Kim D. Pruitt 
International Plant and Animal Genome XX 

January 15-18, 2011 

http://www.ncbi.nlm.nih.gov/ 



Building resources 
1988 

2012 

Data Submission Public 
Access 

Archival databases 

NON-archival resources 
• UniGene 
• RefSeq 
• Gene 
• HomoloGene 
• Genome 
• Map Viewer 

 

• GenBank (INSDC) 
• dbEST, GSS, PopSet 
• dbSNP, dbVAR 
• PubMed, PMC 
• PubChem 
• GEO 
• dbGaP 
• Probe 
• SRA 
• BioProject 
• BioSample 
• Assembly 

 



Getting organized - access 

• Global query 
• Site map 
• Style/Format 



Getting organized – submissions 

How to submit 



Provide a roadmap: links to resource-
specific submission help 

Links to submission 
documentation and tools. 



GenBank Sequence submissions 

• Submitted data: 
– Sequence (fasta) 
– Annotation  
– Assembly (AGP) 

• Tools 
– Details vary depending on data type 

• See documentation for details 

Data types: 
WGS (Whole Genome Shotgun) 
TSA (Transcript Shotgun Assembly) 
cDNAs, ESTs  
Genomic clones 

http://www.ncbi.nlm.nih.gov/genbank/submit.html 



Sequence Read Archive (SRA) 
• SRA accepts submissions of: 

– Genomic reads accompanied by WGS submissions 
– Transcript reads accompanied by TSA submissions 
– Expression abundance surveys with RNA-seq data 

are submitted via GEO 



TSA: Transcript shotgun assembly 

• Computationally assembled from primary data  
• Restrictions  

– Based on your owned data sets 
– Don’t mix different datasets  

• There is no physical reagent corresponding to the final 
transcript assembly. 

http://www.ncbi.nlm.nih.gov/genbank/TSA.html 

4,816,402 eukaryotic records 



GEO submission options 
http://www.ncbi.nlm.nih.gov/geo/info/submission.html 

FORMAT 

web forms 

spreadsheets 

plain text 

XML 

Bench biologists 

Large data producers 



SRA 
records 

Broker 
to SRA 

Upload to 
GEO 

GEO 
records 

Processed data Metadata Raw data 

•  Public resources 
•Epigenomics Resource 
•SRA BLAST 

 …etc. 
 

GEO handles functional genomic next-generation sequence submissions,  
including RNA-seq, ChIP-seq and methyl-seq studies 

GEO <-> SRA relationship 



A new model – centralized submissions 

• Tons of data 
• Many archival databases  
• Sites have distinct user interfaces 
• Submission sites can be hard to locate 
• You may not know what data should be submitted 



Submission Portal plans 

• A common submission portal system 
• Advantages include 

– Single start page 
– Secure login 
– Wizard-guided interface 
– Integrated help, error checks 
– Consistent interface 
– Access to previous submissions and reports 



Submission portal home page 

 
https://submit.ncbi.nlm.nih.gov/ 

Current support: 
• BioProject 
• Links to archival DBs 
 
Goals and Scope: 
• Archival databases 
• Options: 

• Wizard-guided 
• File upload 
• Programmatic 

• Collect meta-data once 
• Submit primary data 



 



Submission review options 

 

Start a new submission 

Finish an incomplete submission 

Review a prior submission 

Upload files 
Review messages 



BioSample  

• Metadata for the sample 
– Source 
– Other IDs (stock center etc.) 
– Sample type & method 
– Organism, Gender, Pathogen 
– Captive vs. wild 
– Free text  

 

http://www.ncbi.nlm.nih.gov/biosample 



BioSample 

 



 

The interface suggests 
attributes to provide 
based on an internal 
dictionary. For 
vertebrates, we may 
adopt the Genome10K 
Sample definitions.  
Suggestions welcome! 



Integrated QC 

• Connected to other data  
• Clear warnings and error reports 



The Plan: Submitting Genomes 
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