Cohort 2 (n=48)

Non-pCR pCR
GOBP_REGULATION_OF_T_CELL_ACTIVATION [ )
HALLMARK_INTERFERON_GAMMA_RESPONSE - (]
Gene counts
HALLMARK_INFLAMMATORY_RESPONSE o ® 20
@ 40
WP_CANCER_IMMUNOTHERAPY_BY_PD1_BLOCKADE - (] @
REACTOME_PD_1_SIGNALING 1 e
Nog1o P Value)
KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY - ® 60
KEGG_WNT_SIGNALING_PATHWAY - . 40
GOBP_REGULATION_OF_CELL_CYCLE_G1_S_PHASE_TRANSITION{ e 20
HALLMARK_P53_PATHWAY o .
KEGG_TGF_BETA_SIGNALING_PATHWAY 4
00 01 02 0X0 01 02 03
Gene Ratio
Cohort 2 (n=48)
Neutrophils TAN1 TAN2
0.4
0.051 0.012 0.02
L — L — L—
0.6 1
[ ]
0.2 o 0.4 1
[ )
(0]
= 0.3
Q 0.04 ° N °
&) i
1] g 0.2
[ ]
-024 0.0
0.2 °
[ ]
'* . 0.0
-0.4 ° -0.31
T T T T T T
& & & & & &
Q (\/Q < Q/Q Q (\/Q
Q O O
N S S

Figure S1. Identification of expression features in the cohort 2. (A) Results of
pathway enrichment under different therapeutic responses in cohort 2. (B) Boxplots
indicating the GSVA score of different neutrophils in patients with different responses
in the cohort 2.



