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Register Form

Account Login Information
Email* | Enter user name
Password*

Confirm password

Personal Information
First Name*
Middle Name
Last Name*
Street Address”
City*
State/Province

Postal Code*

Country  Afghanistan

Institutional Information

Institute/Oganization® | Beijing Institule of Genomics (BIG)

Department*

Lab

Title/Position

Research area
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Select a data type to be submitted BIG Sub Quick Start Guide[US) BIG Sub Quick Start Guide(CN)

The BIG Submission (BIG Sub)is a unified submission portal . It facilitates users to submit data in a single place and accordingly delivers a one-stop senvice for data submission to
BioProject, BioSample, Genome Sequence Archive, Genome Warehouse, Genome Variation Map and BioCode

{®

BioProject BioSample

A collection of biological data related to a single Discriptions of biological source materials used in
initiative, originating from a single organization or from experimental
a consortium.

@

Genome Warehouse (GWH)

A-data repository for archiving raw se ce reads. A centralized resource housing genome-scale data.

®

Genome Variation Map (GVM) BioCode

A data repository of genome variations. Archive bioinformatics codes for open source projects.
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BIG Sub / BioProject

BioProject is an overall description of a single research initiative; a project will typically relate to multiple samples.

| BioProject Quick Start Guide(Us) BioProject Quick Start Guide(CN) | BioProject 1EFH ﬁ{l'ﬂﬂ
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BicSample is a description of the biological source material; each physically unique speci should be regi d as a single BioSample with a unique set of attributes.
Create BioSample I BioSample Quick Start Guide(US) BioSample Quick Start Gulde(CNJI BioSample 1%% iﬁ HH
Accession Submission 1D Title Project Accession Organism Rz':f:e Status Operation
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BIG Sub / GSA

GSAis a data repository specialized for archiving raw sequence reads. Before create a new GSA submission, you should create BioProject (an overall description of a single research
initiative) and BioSample (a description of biolagical source material) if needed. Please refer to the GSA Submission Quick Start Guide.
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