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Supplementary Figure 1. (A) Bar chart showing
population. (B) Bar chart showing the compositio

the composition of samples within each cell
n of tissue types within each cell population. (C)

Bar chart showing the composition of tissue types within each cell population before and after



neoadjuvant therapy. (D) Bar chart showing the composition of neoadjuvant therapy status within

each cell population.
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Supplementary Figure 2. (A) Dot plot showing marker genes for immune cell subtypes. The dot
size represents the proportion of cells expressing a gene. Color denotes the scaled expression level.
(B) Dot plot showing marker genes for stroma cell subtypes. The dot size represents the proportion of
cells expressing a gene. Color denotes the scaled expression level. (C) Bar chart showing the Jensen—
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Shannon divergence scores of each immune cell subtypes. (D) Bar chart showing the Jensen—
Shannon divergence scores of each stroma cell subtypes.
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Supplementary Figure 3. (A) Screening of cellular interactions circle plots with CD44* Malignant
cells as the source and tumor cells as the target. (B) Screening of cellular interactions circle plots
with SPP1* macrophages as the source and tumor cells as the target. (C) Circle plot showing the
strength of cellular interactions between SPP1* macrophages and other tumor cells on SPP1 signaling
pathway.
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Univariable Cox regression analysis

Class Hazard Ratio(HR) lower 95%CI upper 95%Cl pvalue
Risk score 0.12 0.035 0.414 —_— 7.84e-04
Age 1.02 0.975 1.07 =C= 0.3592
Tumor stage 0.574 0.104 0.217 ° 0.348
pathologic T -0.399 0.191 0.142 0.358
pathologic N 1.48 0.826 1.13 — 0.825
pathologic M 0.372 1.46 0.185 L 0.113
neoplasm histologic_grade -0.266 0.442 0.171 0.31
T T T
0 0. 1
Coefficient
Multivariate Cox regression analysis
Class Hazard Ratio(HR) lower 95%ClI upper 95%Cl pvalue
Risk score 4.19e-03 2.7e-03 0.0651 ) 9.154e-05
Age 1.02 0.944 14 . 0.6219
TumorstageStage I 0.122 0.00827 1.81 . 0.1263
TumorstageStage IlI 5.86e-03 7.04e-05 0.487 . 0.02268
TumorstageStage IV 13 0.0796 2120 . 0.3239
pathologic T2 5800 52.4 641000 3.076e-04
pathologic T3 2420 30 195000 — 5.027e-04
pathologic N1 37.7 3.13 455 ® 4.271e-03
pathologic N2 1010 18.4 55900 — 7.174e-04
pathologic N3 1690 16 179000 S— 1.771e-03
pathologic M1 32.2 0.78 1330 . 0.0674
pathologic MX 0.51 8.89e-03 29.2 . 0.7442
neoplasm_histologic_gradeG2 0.0192 1.18e-03 0.314 | 5.552e-03
neoplasm_histologic_gradeG3 0.127 0.013 1.24 * 0.076
neoplasm_histologic gradeGX 0.0675 1.58e-03 2.89 . 0.1595
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Supplementary Figure 4. (A, B) Univariate and multivariate Cox analyses evaluate the independent
prognostic value of ADRBL1 risk signature in the training cohort. (C-E) Calibration graphs of the
TCGA cohort’s 1-year, 3-year and 5-year survival probabilities.



