TECHNOTE

IMMUNEACCESS

Quick start guide for immuneACCESS®

Overview
immuneACCESS is the world's largest open-access database of T- and B-cell receptor sequences
and repertoire data generated by the immunoSEQ® Assay. immuneACCESS also hosts the
ImmuneCODE™ database, which contains over 160,000 sequences mapped to SARS-CoV-2
antigens. It is home to data from an established and growing base of publications, many in high
impact journals such as Nature, New England Journal of Medicine, and Science, and contains over
12,000 unique samples. All the data is freely available and can be leveraged to drive research in
any application.

What is immuneACCESS?
With the immuneACCESS database you can engage with current published data, gain deeper
insights into the dynamics of the immune repertoire, find data to support in-progress research,
and explore the potential of the immunoSEQ Assay for your future projects.
• Search for specific sequences, sample types, and entire research projects.
• Access publications featuring each dataset, and view data in the immunoSEQ Analyzer.
• View, test and interact with immunoSEQ Data using Adaptive's online suite of visualization
and analytic tools.
• Add samples can to your own immunoSEQ projects as controls, comparisons,
or for new analyses.
• Export samples and data sets for use in third-party software for applications beyond
the scope of the Analyzer.
• View, explore, and export data, even if you do not have your own immunoSEQ Data.
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Getting started with immuneACCESS
To access the immuneACCESS database and the Analyzer:
1. Visit immuneaccess.com
and create a free account.
2. Search for publications, projects,
and samples of interest, either by
keyword or a range of filters.
3. When you select Follow or
open a project in the Analyzer,
you are Following the project.
Followed projects are available in
your workspace in the Projects
Dashboard, enabling you to
explore the data done by the
authors of the project and
incorporate samples into your
own datasets.

Figure 1: Searches for samples in
immuneACCESS can be based on
keywords from the title or abstract
to locate projects of interest or use
filters to identify similar samples
from multiple projects.

Figure 2: Project dashboard with several followed immuneACCESS projects.

4. Select Projects from the upper
left dropdown menu.
5. Select an existing project
and then Edit, or create a
new project and begin. In the
Samples tab, add samples from
the immuneACCESS project
(you will need to know the
names of these samples).
6. Select Save Project.

Figure 3: Adding immuneACCESS samples to your workspace.

For more information on creating a project in the Analyzer, visit www.immunoseq.com/analyzer.
In addition to the many tools within the Analyzer, data can be exported for whole samples
or from each of the views or tools in the Analyzer, to be used with the processing or data
visualization software of your choice.
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FEATURED PUBLICATIONS: CONTROL DATA
While immuneACCESS features thousands of samples from numerous research areas,
it also contains datasets from healthy controls. The following publication utilized
immuneACCESS controls data for mouse and human studies to support their research.
Mika, J., et al. Germline DNA Retention in Murine and Human Rearranged T Cell Receptor
Gene Coding Joints: Alternative Recombination Signal Sequences and V(D)J Recombinase
Errors. Frontiers in Immunology 10, 2637 (2019).
Data Utilized
Hamm, D. E. Control Data Set of Healthy Mice and Strain Comparison. immuneACCESS.
Adaptive Biotechnologies, Seattle WA. https://doi.org/10.21417/ADPT2015MC
Robins H. and Pearson, O. Normal Human PBMC, Deep Sequencing, TCRB vs. TCRG
comparison. immuneACCESS. Adaptive Biotechnologies, Seattle WA. https://doi.
org/10.21417/B7SG6T

Contributing to immuneACCESS
By contributing to the immuneACCESS database, your research becomes publicly and
freely available, propelling your research field forward and multiplying the positive impact
of your contribution.

Figure 4: Steps to submit a project to immuneACCESS

Submitting data to immuneACCESS provides better long-term storage and accessibility than in a
journal's supplemental material and can fulfill the data-sharing requirement of journals and grants.
Data can be shared privately with editors and reviewers in advance of publication.
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All immunoSEQ Data is high-quality, quantitative data. Unlike generalized expression-data
repositories, immuneACCESS is the only database designed specifically to house sample-level
immune receptor datasets. In addition, immuneACCESS projects can be appended with metadata
to enable comparability across any project.
Creating a project to upload to immuneACCESS works the same way as creating any other project
in the Analyzer, but it is important to provide the context of the source and thorough information
about the samples.
• Sample metadata is conveyed through tags and options for subject background, cell surface
markers, and more are available in the Tag library. Figure 3 shows an example of a welldescribed and tagged project.
Note: Tags can pertain to disease state, sample or subject characteristics, treatment,
clinical outcome, and more.
• Adaptive is happy to help authors tag samples appropriately so users can easily understand the
data and make use of filters.
• Only the data and analyses you choose in your project will be published to immuneACCESS,
and it will not impact the data and projects in your workspace.

Comprehensive T cell repertoire characterization of localized non-small cell lung cancer.
Nature Communications 01/30/2020 11(1):603

Figure 5: Example of an immuneACCESS project including metadata as tags.
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FEATURED PUBLICATIONS: DATA MINING
The immuneACCESS database contains a wealth of data for meta-analysis, including more
than one billion nucleotide sequences. The following publication is based solely on mining
and modeling immuneACCESS data to elucidate the process of VDJ recombination.
Davidsen, K., et al. Deep generative models for T cell receptor protein sequences.
eLife, 8, e46935 (2019).
Data Utilized
Emerson, R. and Robins, H. Estimating the ratio of CD4+ to CD8+ T cells using highthroughput sequence data. immuneACCESS. Adaptive Biotechnologies, Seattle WA.
https://doi.org/10.21417/B7H01M
Emerson, R. and Robins, H. Immunosequencing identifies signatures of cytomegalovirus
exposure history and HLA-mediated effects on the T-cell repertoire. immuneACCESS.
Adaptive Biotechnologies, Seattle WA. https://doi.org/10.21417/B7001Z
DeWitt, W.S. and Seshadri, C. A diverse lipid antigen-specific T cell receptor repertoire is
clonally expanded during active tuberculosis. immuneACCESS. Adaptive Biotechnologies,
Seattle WA. https://doi.org/10.21417/B7QG66
De Neuter, N. and Ogunjimi, B. Memory CD4+ T cell receptor repertoire data
mining as a tool for identifying cytomegalovirus serostatus. immuneACCESS.
Adaptive Biotechnologies, Seattle WA. https://doi.org/10.21417/B7R91W

Citing immuneACCESS data
Data accessed through immuneACCESS is available to the public under terms equivalent to the
CC-BY license. When publishing your work including immuneACCESS data, be sure to properly
reference the original publication and immuneACCESS. Publication information can be found in the
Project Details.
To cite the immuneACCESS database, we suggest the following standard format:
[Project name], [Authors last], [first initial], immuneACCESS, Adaptive Biotechnologies,
Seattle, WA. Available from: [URL], Accessioned on [time/date].
For advice and assistance in creating a project for immuneACCESS, contact us at
support@adaptivebiotech.com.

LEARN MORE
immunoSEQ.com
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