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Unique genes 
(count)

TA genes 
(count) Expected

Over 
representation

adjusted p-
val

Aire -
positive 29 0 0.24 0 1
Ccl21a -

high 38 4 0.32 13 0.002
cTEC 52 3 0.44 6.9 0.069
TAC-
TEC 35 21 0.29 72.4 1.44E-34
Late-
Aire 69 0 0.058 0 1
Tuft 132 5 1.12 4.46 0.038

cTEC
Ccl21a-high
TAC-TEC
Aire-positive
Late-Aire
Tuft

0

50

100

150

200

250

G1 G2M S
Cell cycle phase

C
ou

nt

Classification
Aire+Ccl21a-
Aire-Ccl21a+
Aire+Ccl21a+
Aire-Ccl21a-

dcb

N
or

m
al

iz
ed

 lo
g 

ex
pr

es
si

on


