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Figure S1 Relative frequency of TRBV and TRBJ segments are listed in (a) and (b),

respectively, according to their chromosome locations. (¢) TRBV and TRBJ pairing



for three donors are shown; similarly, both \VV and J gene segments are listed in

correlation with their chromosomal positions.
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Figure S2 Length distribution and nucleotides compositions of the
post-recombination gene segments. TRBD1 (a) and TRBD2 (b) length distributions
are illustrated as columns. Nucleotides compositions are represented using WebLogo
for TRBD1 (c) and TRBD2 (d). N represents the frequency of nucleotides trimmed

during somatic recombination.



Table S1 Primers for 5’RACE

s 3' primer
Steps Sprimer alpha chain beta chain
ACAGCAGGTCAGTCAAGCAGT GTGGCCAG
RT* | AGCAGCAGTTCGATAAGCGGC A%é:?;g’_?&pé T GCACACCA
CGCCATGGAGGGHN GTGT
1st | ACAGCAGGTCAGTCAAGCAGT | GGTGAATAGGCA g:g-(l;ig%(':r
PCR A GACAGACTT
CAG
CACAGCGGCCGC | TCTGATGG
ngg AGCAGTAGCAECAGTTCGATA GCTGGTACACGG | CTCAAACA
CAGGGTC CAGC

®RT represents Reverse Transcription



Table S2 TRAJ usage in TRDV1' TRA.

Donor 1 Donor 2 Donor 3
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TRAJ45 6 13 1
TRAJ46 0 0 0
TRAJ47 0 82 1
TRAJ48 1 30 3
TRAJ49 45 28 17
TRAJ50 1 3 0
TRAJ52 7 5 5
TRAJ53 7 2 6
TRAJ54 1 0 5
TRAJ56 1 0 1
TRAJS57 171 3 0

*Zero represents the corresponding TRDV1-TRAJ pair is not detected.
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