
 

How to upload your sequencing data using SRA: 

Overall introduction 

Below, we provide a step-by-step guide for uploading sequencing data using NCBI’s SRA 
platform. Sequencing data can originate from animals, plants, bacteria, viruses, or 
environmental samples. Compared to repositories like dbGaP, human data in this context 
must not pose privacy risks.  

There is no strict total dataset size limit for SRA submissions, as they can accommodate 
extremely large datasets — many laboratories even submit hundreds of terabytes. However, it 
is recommended to split very large individual files into smaller pieces, ideally below 10–20 GB 
each. This practice helps prevent transfer errors and makes files more manageable for both 
storage and download. 

An SRA submission typically involves three main components: 

• BioProject: Describes the goal and scope of your study and includes information 
about the project and any relevant grants. 

• BioSample: Provides detailed information about the biological specimen from which 
the sequence is derived. 

• SRA (metadata and sequence data): The metadata describes the sequencing 
platform and library construction, while the actual sequence data contains the raw 
reads. 

 

Repository: SRA (Sequence Read Archive) 

Make sure you have an NCBI account and have set up your profile information. Only then will 
you be able to upload to this repository. 

Submit your study 

Link to explanatory YouTube guide: 
https://www.youtube.com/watch?v=PTg9Ru68fc0&ab_channel=NationalLibraryofMedic
ine 

 

 

https://www.ncbi.nlm.nih.gov/sra/
https://www.ncbi.nlm.nih.gov/sra/
https://submit.ncbi.nlm.nih.gov/subs/sra/
https://www.youtube.com/watch?v=PTg9Ru68fc0&ab_channel=NationalLibraryofMedicine
https://www.youtube.com/watch?v=PTg9Ru68fc0&ab_channel=NationalLibraryofMedicine


First click this link, and choose Sequence Read Archive: 

 

Then, press new submission to start your submission: 

 

 

 

 

 

 

 

 

 

 

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


Submission steps: 

1. First, you will arrive at the Submitter page, where you provide information about the 
person submitting the data.

 
2. After filling in the personal information and clicking Continue, you will be prompted to 

provide the general information about the study.

 
Answer the questions that appear based on your specific intentions, and then click 
Continue. Note that for the question about an existing BioProject, you should select 
"No" if you have not already created one. 
 
 
 
 
 
 
 
 
 
 
 
 



3. If you have not already uploaded a BioProject and BioSample beforehand, several 
additional steps will appear in the top navigation bar. 

 
First, fill in the general information about your project, such as the title and description. 
This is the BioProject section of the submission, where you provide details about the 
project itself as well as any related grants. 
 

4. After clicking Continue, you will proceed to the BioSample section.

 
First, you will select the relevant package. A package determines how the BioSample 
Excel file is formatted by specifying which columns and metadata fields are required 
for your data. 
 
 
 

 



5. Now, you can either manually enter the relevant information or upload an Excel file. 
Make sure to fill in the information according to the specified headers, and use the ‘?’ 
symbol to see detailed guidance for each column. The portal will allow you to continue 
only if all information has been entered correctly; otherwise, it will display an 
appropriate error message.

 
 

6. In the next step, you will upload the relevant sequencing metadata. As before, you can 
either upload an Excel file or manually enter the required information.

 
 
 
 
 
 
 



7. Finally, you can upload your sequencing files containing the actual data. If you 
choose the web browser option, you will be able to drag and drop your files 
directly into the upload section. 

 
 

8. In the final section, you can review all the information you have provided to 
ensure it is correct. If everything looks good, click Submit to complete your 
submission.

 

Once finished, your submission will appear under my submission. 

 

Downloading and viewing SRA datasets: 

1. Visit the SRA webpage and search for the data you are interested in: 

https://submit.ncbi.nlm.nih.gov/subs/
https://www.ncbi.nlm.nih.gov/sra/


 
 

2. You will see several options. Note that you can use the filters on the left to refine 
your results. For example, select "Public" to view only publicly available data.

 
 

3. Once you have chosen a dataset (here is a link for the example data), you will see 
several available options. 

 

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE183947


For example, if you choose "Analyze with GEO2R," you can use an online 
analysis tool without needing to download the data itself. 
If you wish to download the data, please watch the following video for a detailed 
guide on how to download the entire dataset. 

https://www.youtube.com/watch?v=zE851fWCYQg&ab_channel=Bioinformagician

