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Accepted Data
The Genome Sequence Archive (GSA) is a data repository archiving raw sequence
reads. GSA accepts binary files such as BAM format and text files such as FASTQ. In
addition, GSA does not accept multiplexed data. Users need to register and log in to the
BIG Sub portal first, then register the BioProjects, BioSamples and GSA step by step, and
upload data files to the FTP server via FTP clients

Steps for Sequence Reads Submission


Log in to the BIG Submission Portal



Create a BioProject for the Sequence Reads



Create a BioSample Submission for the Biological Sample(s)



Create a New GSA Submission
a. Creating and Describing Experiment(s)
b. Creating and Describing Run(s)

Log in to the BIG Submission Portal
Login to the BIG Submission (BIG Sub, http://bigd.big.ac.cn/gsub/): Click the “login” tab,
and then login. If you do not have an account yet, click the “Register” tab to create one
(see Figure 1). If you have any problems about your account usage, please contact bigdadmin@big.ac.cn for assistance.
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Figure 1 Click the login/register link to login/register for Submission.

After logging on the login system, you can use the BIG Sub system and follow steps below
to finish the submission.

Create a BioProject for the Sequence Reads data
The BioProject database serves as an organizational framework to provide access to
metadata of research projects, ranging from genomic, transcriptomic, epigenomic and
metagenomics sequencing efforts to genome-wide association studies and variation
analyses.
If no BioProject yet exists for this research, you can create one by following the link to
‘Create BioProject’ on the BIG Sub homepage (Figure 2).
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Figure 2 Click the ' Create BioProject ' tab to register BioProject.

The page tabs presented by the Submission wizard are:


Submitter – the name and email information is auto-filled if you have logged on using our
login system. In that case, the system can identify the person who is entering the data in the
form (Figure 3).
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Figure 3 Submitter information of the BioProject.


General information – this page collects general descriptive information of the project, its
relevance, whether it is part of a larger initiative that has already been registered in the
BioProject resource, related web resources that are specific to the project, funding, and
information about the consortium or center name and/or the data provider (Figure 4).
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Release Date is the date your submission can be publicly accessed. If your
submitted information need to be protected for some time, you can set this
date not exceeding two years from now.

Umbrella Project only serves for Strategic Priority Research
Program of the Chinese Academy of Sciences

Figure 4 General information of the BioProject


Project Type – this page collects more specific information about the Project Data Type and
Sample Scope (Figure 5).
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Fully considering the need of users, Project Data Type can support
multi-selection.

Monoisolate:

a single animal, cultured cell-line, or inbred population.

Multiisolate:

multiple individuals, a population (representative of a
species).

Multi-species:

sample represents multiple species.

Environment:

the species content of the sample is not known.

Synthetic:

the sample is synthetically created by a machine.

Other:

specify the sample scope that was used.

Figure 5 Project Type information about BioProject


Publications – this page collects publication information specific to the registered project. A
publication identifier is required. A PubMed ID is preferred, but if you do not have a PubMed
ID, a DOI should be supplied (Figure 6).

Figure 6 Publications information about BioProject


Overview – this page presents a summary of the provided information. Click the ‘Submit
Project’ button at the bottom of the page to complete the submission (Figure 7).
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Figure 7 Overview of BioProject

Note: If you are submitting data for an existing BioProject, you can enter the accession for the
project in the provided text field. Please note that BioProject bear an accession like PRJCA#.
Incomplete projects bearing a temporary submission ID like SUB# (Figure 8).

Figure 8 The summary of a BioProject is displayed
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Create a BioSample Submission for Biological Sample(s)
The BioSample database provides structured and indexed descriptive information on
biological materials. A BioSample record clarifies context to the derived data, with
reciprocal links to BioProject as well as other relevant database resources.
If the submission contains more than 10 BioSamples, a batch submission offline is
preferred, please see the “Batch Submission”.
If the submission contains less than 10 BioSample(s). Then follow steps below to create
new Sample(s) in BioSample database (Figure 9).

Figure 9 Click the ' Create BioSample ' tab to register BioSample
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The page tabs presented by the Submission wizard are:


Submitter –the name and email information is auto-filled if you have logged in, and in this
case the system is able to identify the person who is entering the data in the form.



General information – this page collects general descriptive information about the sample
Release Date and General Information (Figure 10).

Set the BioSample release date, usually not earlier
than the BioProject release date, you can set this
date but not exceed two years.

BioProject ID you created. If no BioProject exists yet
for this research, please see the “Create a BioProject
for the Sequence Reads”.

Figure 10 General Information of a BioSample


Sample Type – this page collects information of the Sample Type (Figure 11).
Pathogen

Used for pathogen samples that are relevant to public health. Required attributes
include those considered useful for the rapid analysis and trace back of pathogens.

Microbe

Used for bacteria or other unicellular microbes when it is not appropriate or
advantageous to use for Pathogen or Virus packages

Animal

Used for multicellular samples or cell lines derived from common laboratory model
organisms, e.g., mouse, rat, Drosophila, worm, etc.

Human

WARNING: Only used for human samples or cell lines that have no privacy
concerns. If you submit the controlled access data, please contact Database
Working Group first.
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Plant

Used for any plant sample or cell line.

Virus

Used for all virus samples not directly associated with disease. Viral pathogens
should be submitted using the Pathogen: Clinical or host-associated pathogen
package.

Metagenome or

Used for samples not appropriate to use "Environmental/Metagenome sample (GSC

environmental

MIMS)”

Environmental/Metagenome

Used for environmental/Metagenome samples defined by the Genome Standards

sample (GSC MIMS)

Consortium (GSC MIMS), e.g. human-gut, soil, water.

Select the type of your Sample, for example ‘Human
sample’.

Figure 11 Sample Type



Attributes –this page collects attributes information of the sample. its relevance, related
information that are specific to the sample, isolate information, and information about sex,
tissue and disease of every sample (Figure 12)
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e.g. Isolate: Prostate Cancer Cell
Line from SAMN06642685 (NCBI)

Figure 12 attributes information of a BioSample



Overview – this page presents a summary of the provided information. Click the ‘Submit
Sample’ button at the bottom of the page to complete the submission (Figure 12).
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Figure 12 Overview of BioSample

Notice: Registered BioSamples have accessions like SAMC#. The same with a BioProject,
incomplete submissions only have SUB# IDs (Figure 13).

Figure 13 The summary a BioSample is displayed
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Create a New GSA Submission
If the submission contains more than 10 BioSamples, a batch submission offline is
preferred, please see the “Batch Submission”.
If the submission contains less than 10 BioSamples. Click the ‘Create GSA’ button to
create a new GSA Submission (Figure 14). All data associated with the same project
should be submitted to a single GSA.

Figure 14 Click the ' Create GSA ' tab to register a GSA

14

Note: Alias is an ID used by submitters to track the submission of a set of Experiments and
Runs. The release date is required for all submissions. It is advisable to enter a release date
before loading any data into a Submission. This will prevent accidental early release of data.
Dates can be set for up to two year in the future in anticipation of a publication release date
(Figure 15).

Set the GSA release date, usually not earlier than
the BioProject release date, you can set this date
but not exceed two years.

Figure 15 New GSA Submission

Creating and Describing an Experiment
An Experiment describes a sequencing library and the instrument. An Experiment
references one BioProject and one BioSample. Click the ‘Add Experiment’ button to begin
creating an Experiment (Figure 16a), and then fill in the Meta Information and Additional
descriptions of the library(Figure 16b).
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Figure 16a Click the ‘Add Experiment’ button to begin creating an Experiment.

Link to BioProject ID and BioSample ID you created

There are two options for the Layout, ‘FRAGMENT’ and ‘PAIRED’,
and is closely related to the number of Run files.

Figure 16b Creating and Describing Experiment

Creating Runs and Describing a Run
Runs describe the files that belong to a previously created Experiments. They specify the
data files for a specific sample to be processed by GSA submission. Experiments may
contain many Runs depending on how many sequencer runs were involved in data
acquisition (Figure 17).

Figure 17a Click the ‘Add Run’ button to begin the process of creating a Run.
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We recommend that read data is either submitted in FASTQ or BAM
format. In addition, GSA only accepts GZIP and BZIP2 compression
formats (and DOES NOT accept 7-ZIP, RAR or TAR).

Figure 17b Creating and Describing a Run

Note:
1)

MD5 checksums are used to verify the integrity of transmitted data. An MD5 checksum is
a 32-character alphanumeric string.

2)



For Linux users, use: $ md5sum



For Mac users, use: $ md5



Windows users need to use a third-party tool, e.g. winmd5free.

Once there is data loaded for the Run, it will be locked from further updates. Contact GSA
team for changes to be made to locked Runs (Figure 18).
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Data File Upload
After the metadata is submitted, data can be uploaded to the GSA. Please use the binary
mode to transfer files. If you are using the FTP client software (such as FileZilla Client) to
log in to the FTP server, follow the tool's instruction to set the transfer mode; If you are
using ftp command, type the binary command before the mput command.
Transmitting your data files to the GSA FTP site
Address:

ftp://submit.big.ac.cn

User:
Password:

Same as you login the BIG Sub
Same as you login the BIG Sub

After you connected to the FTP server：
1. Navigate (use command cd) to GSA folder in the Remote Site box.
2. Upload files will be removed after the whole submission is finished processing.

After finishing all above tasks, GSA team will check your information and files, and give
your feedback.
Notice:
If you need any help during data file upload, please contact GSA staff at gsa@big.ac.cn
or QQ group: 548170081. Our team will help you for your data submission.

18

Batch Submission
If the submission contains more than 10 BioSamples, a batch submission offline is
preferred, please follow steps below to finish the submission:
1. Please enter GSA database to select the batch submission.

2. By Clicking “Batch Submission ", you use the “Download Excel” button to
download the submission template. Then fill in the required items and send by email
to gsa@big.ac.cn.
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Data Model and Triggering Mechanism
Linked BioProject, BioSample, and GSA data are released as in the figure below:
1. The release of the BioProject records DO NOT trigger the release of the other linked
data
2. The release of the BioSample records JUST triggers the release of its BioProject
3. The release of the GSA nucleotide sequence data DO trigger the release of the linked
BioProject and BioSample records

Notice:
Therefore, please carefully fill in the "release time" of a BioProject, BioSample and GSA.
Once published, the representative data or information can be retrieved or downloaded
by other users.
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