
ge
ne

ral

Trm Te
ff

na
ive

/Tc
m

Treg gd
T

MAIT
cy

tot
ox

ic

NK/NKT

pro
lif.

20 40 60 80100

Fraction of cells
in group (%)

0.0 0.5 1.0

Scaled expression

CD4+ Teff
CD8+ Teff

CD4+ Tcm/Tem
CD4+ Tcm

CD4+ naive
CD8+ naive
CD4+ CTL

Treg
MAIT/gdT

NKT
Prolif

C
el

l t
yp

es
Marker gene expression of broad T cell types

CD4+ and CD8+ T effector 
subsets

0.0

0.2

0.4

0.6

0.8

1.0

NKT

Tnaive/Tcm

Tc1-like

Tc1

0.8

1.0

Tfh

Th1-like

Th1

Th17

Th1
7

Th1 Tfh

10 30 50 70

Fraction of cells
in group (%)

0.0 0.5 1.0

Scaled expression

C
C

R
6

R
O

R
C

IL
17

A

IL
17

F

IL
23

R

C
XC

R
3

IF
N

G

TN
F

TB
X2

1

C
XC

R
5

C
D

20
0

IL
21

BC
L6

Th17
Th1

Th1-like
TfhC

el
l t

yp
es

Tc
1

na
ive

/Tc
m

NKT

10 20 30 40 50 60

Fraction of cells
in group (%)

0.0 0.5 1.0

Scaled expression

C
XC

R
3

IF
N

G

TN
F

TB
X2

1

LE
F1

C
C

R
7

SE
LL

KL
R

B1

N
C

AM
1

FC
G

R
3A

Tc1
Tc1-like

naive/Tcm
NKTC

el
l t

yp
es

ba

c d

Supplemental Figure 8: Ustekinumab treatment group single cell T cell atlas marker genes and T effector cell type composition.
a Marker gene expression for the broadly annotated T cell clusters. b CD4+ and CD8+ T effector subset cell type composition. c Marker gene 
expression for the CD4+ Teff subsets. d Marker gene expression for the CD8+ Teff subsets.
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