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rearrangement_id
sequence
segment J
call IGHJ6*01
score
cigar
...

rearrangement_id
sequence
v_call
d_call
j_call
junction_nt
...
(approx 70 fields)



my_study/my_awesome_airr_study.yaml
my_study/my_awesome_airr_study.tsv





All AIRR rearrangement format mandatory fields

AIRR compliant 
Repository/Tool 1

AIRR compliant 
Repository/Tool 2

IMGT: “AA Junction” 
MiXCR: “aaSeqCDR3” 

IgBlast: “CDR3” 

AIRR: “junction_aa” 

Study/Sample Metadata Study/Sample Metadata
IMGT annotations

Change-O clones
IgBlast annotations
MiXCR clones

AIRR 
rearrangements

AIRR:
YAML/JASON/Tab-delimited 

via API

AIRR clones format?
AIRR lineage format?

PARTIS clonal lineage IgPhyML clonal lineage
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