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1.  WG’s mission 
2. Describe the progress
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Overview



Working Group Mission
Propose standard for data deposition with publication & sharing

Data should be described in sufficient detail such that a person skilled 
in the art of AIRR sequencing and data analysis will be able to 

reproduce the experiment and data analyses that were performed

Data should be described in sufficient detail such that a person skilled 
in the art of AIRR sequencing and data analysis will be able to 

reproduce the experiment and data analyses that were performed



AIRR Community Minimal Standards WG
Set of data elements to describe data with publication/release

Monthly teleconferences, votes at AIRR Community annual meetingsMonthly teleconferences, votes at AIRR Community annual meetings

• Eline Luning Prak (co-chair), Steven Kleinstein (co-chair)
• Syed Ahmad Chan Bukhari, Brian Corrie, Bjoern Peters,

Bojan Zimonja, Chaim Schramm, Christian Busse, Corey
Watson, Encarnita Mariotti-Ferrandiz, Felix Breden,
Florian Rubelt, Jean Bürckert, Jerome Jaglale, Lindsay
Cowell, Marie-Paule Lefranc, Nishanth Marthandan,
Richard Bruskiewich, Scott Boyd, Scott Christley, Uri
Hershberg, Uri Laserson, William Faison, Brandon
DeKosky





MiAIRR Standard + implementation @ NCBI
AIRR-seq data can be deposited over 4 linked NCBI data repositories

Details are available at: http://airr-community.orgDetails are available at: http://airr-community.org

BioProject BioSample Sequence Read Archive GenBank

All of these repositories are linked by identifiers at NCBI.

To deposit data at SRA, first need to create BioProject and BioSample
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MiAIRR includes processed sequences
Deposition of raw and processed sequences facilitates secondary analysis
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MiAIRR can be implemented by multiple repositories beyond NCBIMiAIRR can be implemented by multiple repositories beyond NCBI



Implementation of AIRR Standard @ NCBI
MiAIRR-compliant templates have been developed in collaboration with NCBI

Details are available at: http://airr-community.orgDetails are available at: http://airr-community.org



Example GenBank Record
Processed sequence data, including V(D)J assignments and CDR3 sequence

Detailed “how-to” document available on AIRR Community websiteDetailed “how-to” document available on AIRR Community website



5-steps to submit MiAIRR-compliant data



Do you have AIRR-seq data to deposit?
We need users for MiAIRR and the NCBI data submission system…

MiAIRRhelp@googlegroups.com –or- @miairrhelpMiAIRRhelp@googlegroups.com –or- @miairrhelp

(and are willing to help deposit your data)



AIRR standards 2018 - MiAIRR 1.1
Make it known, make it easy, demonstrate its utility

• Reach out to and assist other labs to submit their data
• Bug-fix MiAIRR-NCBI implementation
• Refine MiAIRR 1.0 data fields as absolutely necessary
• Must remain compatible with current NCBI submissions

• Further develop submission + retrieval toolkit/pipeline
• Make available as NCBI package
• Identify ontologies for a limited number of key data elements
• Evaluate submission to other INDSC repos (EBI/ENA)

• Showcase with a meta-analysis using multiple data sets 

Main Goal: Increase # of public data sets
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AIRR Standards 2018: 
Proposed Work Products 

Paper : Analysis & comparison of AIRR data

● Requesting collaborators with data sets for this 
project: Autoimmunity, Infectious Disease, 
Cancer.  

● Data can be previously published, but would 
need to be submitted via MiAIRR standard.

Please contact us!



AIRR standards >2018 - MiAIRR 2.0

• develop mechanisms how AIRR studies can report data 
related to single cells:
– cell phenotypes (e.g. flow cytometry)
– Ig/TCR reactivities and functional properties
– structural information

• Identify repositories able to host such data (together with 
ComRepo WG)



Thank you…
To join the AIRR Standards Working Group, please contact us

join@airr-community.org 

Contribute MiAIRR data for meta-analysis paper...
luning@pennmedicine.upenn.edu –or- steven.Kleinstein@yale.edu

Contribute MiAIRR data for meta-analysis paper...
luning@pennmedicine.upenn.edu –or- steven.Kleinstein@yale.edu



The End



Published MiAIRR data standard


