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Figure S2

MND1 Association Result

T T T T T T
0s oy 0E 02 O 0

(anjead)q 6o

<15 10 05 00 05 10 15 20

Pearson Correlation Coefficient (Pearson



Figure S3

Th2 cells 4

TFH 4

aDC 4

T helper cells 4
NK CD56bright cells 4
TReg

T cells
Macrophages
Th1 cells

B cells

NK CD56dim cells
pDC H
Cytotoxic cells
NK cells 4

iDC 4

Tem

Tad

DC A

Tem

Th7 cells 4
CD8 T cells 4
Mast cells
Eosinophils
Neutrophils

"Hllll

e,

-0.2 0.0

Correlation

*p<0.05
" p<0.01

P value
08
0.8
0.4
0.2

Correlation
Q o2
QO os
O 06

MND1 Expression Level (log2 TPM)

MND1 Expression Level (log2 TPM)

Purity B cell_TIMER T cell CD4+ _EPIC T cell CD8+_TIMER
ho = 0.162] Rho = 0.286 . Rho = -0.048 Rho = 0.191]
p = 2.55e-03 P =6.31e-08 p=371le-01 o P=360804

0.5 1.0 15
Infiltration Level

03

Infiltration Level

Macrophage TIMER

Neutrophil_TIMER J

Myeloid dendritic cell_TIMER

. Rho = 0.202
p = 1.64e-04

Rho = 0.069]
p=2.02e01

. Rho = 0.4
p=20lel

0.0 0.5 1.0
Infiltration Level

: 0.4 0.6
Infiltration Level

0.0 o5 1.0 15 2.0
Infiltration Level

5 1.0 15 2.0
Infiltration Level



