>
w
o
w)

.. 0.40{ R=036,P=0.0026 g ® R=03,P=04i3 o ° R=-022,P=000@® ©® CD274
Z [ o
= ® 10.0-
T o 0®ee @ e
k£ —~ 751 @ —
a S X *
2 0.35 5 5 _— ~
2 2 3 =

[ - I +
G g %0 E =
(I:t| » K7 o 5.0
< 0.301 Q ] = o
w %5 = <
m [0} » [@)]
|_|_I g 25- % 2
('_DI § § 2.5 °
o 0.25 9] o © e

o o
: S ed :
X 0H® @o ) 00

3 5 7 INHBB_Lo INHBB_Hi
INHBB_log2(TPM+1) CD274_log2(TPM+1) (n=33) (n=33)
E F
%

(=]
o
|

pPCR group:
pCR

—
T ¢ Non-pCR

[=2)
o
1

< W

% Tumor cells

AN
INHBB' cells

Cell proportion (%)
] =
T T

Tumor cells
/

Tumor cells

0 : “~
INHBB* panCK" cells

DAPI/PANCK/ANHBB

Figure S2. TGF-f-related gene INHBB was highly expressed in non-pCR patients. (A) Dotplot indicating the correlation between INHBB and KEGG_TGF
BETA SIGNALING PATHWAY in cohort 1. (B) Dotplot indicating the correlation between INHBB gene expression level and percentage of residual tumor in
cohort 1. (C) Dotplot indicating the correlation between CD274 gene expression level and percentage of residual tumor in cohort 1. (D) Expression of CD274
between high and low INHBB groups in cohort 1. (E) Representative mIF images of patients in cohort 2. Nuclei (DAPI, blue), PANCK (green), INHBB (red). (F)

Proportion of different cells in patients with different therapeutic responses in cohort 2. *, **_and *** represent P < 0.05, P < 0.01, and P < 0.001, respectively.





