Figure S1

A Biallelic y-H2AX association on Tcra alleles: Foci with different size and intensity B Smally-H2AX focus on one Tcra allele
- representative of WT DP cells - - representative of R17-  DP cells -
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Figure S2

A Location of Tcra alleles relative to the chromosome 14 territory B Domainograms of the Tcra/d locus
p values : »
WT B - D708A-R17-f:2.73e-2 * K] §
WTB-R17-B:1.18e-4 *** m| @
WT B - splenic B : 4.31e-25 *** g =
] R1-- B - splenic B: 2.41e-10 *** % %
504 n
DP cells
1 Wwrs
401 D708A ol @
- = (]
A -R1-pB g =
s . R17-p ol =
- 301 N s
o Splenic B Z| =
2 ] |:| cells e
< 20
101 ol 8
% (7]
4 ol =
5| 2
Outside Outer Edge Inside T
(loops) edge
Vo and Vo Terd J-Co
[ | S -
53.05 54.84 (Mb)
C Monoallelic y-H2AX association

on Tcra in DP cells

On the 3'a end

On both 5/ 3'a. ends



Figure S3

A Separation of Tcra alleles in WT, RAG1-mutant DP and splenic B cells B Location of paired Tcra alleles relative
1 to the chromosome 14 territory
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Figure S4

A y-H2AX association on Tcra alleles in DP cells
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Figure S5

A

Cumulative frequencies

% of cells

% of alleles
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RAG-mediated mono-
allelic looping out of the 3’
end and pairing of Tcra.
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