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B Small γ-H2AX focus on one Tcra allele
- representative of R1–/– β DP cells -
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Monoallelic γ-H2AX association
on Tcra in DP cells 
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Outside
(loops)

Outer
edge

Edge Inside
0

10

20

30

40

50

A
lle

le
s 

(%
)

WT β

R1–/– β

D708A
-R1–/– β

Splenic B

DP cells

cells

p values : 
WT β - D708A-R1–/– β : 2.73e-2 *
WT β - R1–/– β : 1.18e-4 ***
WT β - splenic B : 4.31e-25 ***
R1–/– β - splenic B: 2.41e-10 ***



A

Nuclear location of paired Tcra alleles with
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A γ-H2AX association on Tcra alleles in DP cells
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