
0.82

1

1.22

0.74
0.82
0.9

1
1.11
1.22

0.82

1

1.22

mTconv
(7.80e−01)

mTreg
(7.91e−07)

nTconv
(9.91e−01)

nTreg
(9.19e−01)

HA_1HA_2HA_3HA_4HA_5MS_1MS_2MS_3MS_4MS_5 HA_1HA_2HA_3HA_4HA_5MS_1MS_2MS_3MS_4MS_5 HA_1HA_2HA_3HA_4HA_5MS_1MS_2MS_3MS_4MS_5 HA_1HA_2HA_3HA_4HA_5MS_1MS_2MS_3MS_4MS_5

0.67

0.82

1

1.22

fo
ld

 c
ha

ng
e

disease HA MS total(k) 0.3 0.6 0.9

ENSG00000103479_RBL2

1

1.05

0.98
1

1.03
1.05

0.9
0.95

1
1.05
1.11

mTconv mTreg nTconv nTreg

A
D

C

A
D

D

A
D

E

A
D

C

A
D

D

A
D

E

A
D

C

A
D

D

A
D

E

A
D

C

A
D

D

A
D

E

1
1.04
1.08

fo
ld

 c
ha

ng
e

p−value

0.1

0.01

0.001

1e−04

1e−05

1e−06


