
0.82

1

1.22

0.37

0.61

1

1.65

0.47

0.61

0.78

1

1.28

mTconv
(3.78e−06)

mTreg
(9.49e−12)

nTconv
(2.90e−05)

nTreg
(5.60e−05)

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

0.78

1

1.28

fo
ld

 c
ha

ng
e

total(k) 0.1 0.2 0.3 0.4 0.5 disease HA MS

ENSG00000235532_LINC00402

0.9
1

1.11

0.82
1

1.22
1.49

0.82
1

1.22
1.49

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

0.82
0.9

1
1.11
1.22

fo
ld

 c
ha

ng
e

p−value

1e−05

1e−06

1e−07

1e−08

1e−09

1e−10

1e−11


