Supplementary File S1. Cuproptosis-related genes selected by genome-wide
CRISPR-Cas9 loss-of-function screens after treatment with elesclomol-copper in
OVISE cells.

Supplementary Table 1. Differences in clinicopathological characteristics between
ICGC training set and ICGC validation set.

Supplementary Figure 1. Construction of the prognostic model using LASSO-Cox
regression analysis. (A) Analysis of LASSO regression in the training set. (B) The
confidence interval of each lambda. (C) The hazard ratio of three genes was
calculated by multivariate Cox regression analysis in the prognostic model.

Supplementary Figure 2. Evaluation of prognostic model in the GEO testing set. (A)
The risk score, survival time, survival status, and 3-gene expression trend in the
testing set (GSE85916, 80 samples). (B) ROC curves for the sensitivity and
specificity of one-, two-, and three-year OS according to the risk score in the
GEO-testing set. (C) Kaplan—Meier curve for OS between the high- and low-risk
groups in the GEO-testing set.

Supplementary Figure 3. Comparison of the molecular characteristics and immune
landscapes between the risk groups. (A) Correlation between the risk score and TMB.
The Spearman correlation coefficients (R) and corresponding p values are shown. (B)
The relationship between the risk score and MSI in TCGA-PAAD cohort. (C) The
expression levels of representative immune checkpoint genes in the high- and
low-risk PAAD patients from the TCGA cohort. * p < 0.05; ** p < 0.01; *** P <
0.001; **** P <(0.0001.

Supplementary Figure 4. The prognostic value and expression of 7SC22D2. (A)
Kaplan - Meier curve for OS between the high- and low-7SC22D2 expression groups
in the TCGA cohort. (B) The expression of 7SC22D2 in pancreatic cancer cells was
analyzed in the Cancer Cell Line Encyclopedia database.
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Supplementary Table 1

Variants ALL ICGC training set ICGC validation set P Value
N=213 N=152 N=61
(percent of (percent of ICGC (percent of ICGC
whole cohort)  training set) validation set)
Overall survival 0.349
Alive 34 (16.0%) 22 (14.5%) 12 (19.7%)
Death 179 (84.0%) 130 (85.5%) 49 (80.3%)
Gender 0.916
Female 86 (40.3%) 62 (40.8%) 24 (39.3%)
Male 136 (63.8%) 90 (59.2%) 36 (59.0%)
Age 0.974
>065 years 111 (52.1%) 80 (52.6%) 31 (50.8%)
<65 years 66 (31.0%) 47 (30.9%) 19 (31.1%)
AJCC stage 0.745
Stage I/I1 159 (74.6%) 114 (75%) 45 (73.8%)
Stage III/IV 9 (4.2%) 6(3.9%) 3 (4.9%)
Histological grade 0.606
Well 20 (9.4%) 13 (8.6%) 7 (11.5%)
Moderate 57 (26.8%) 43 (28.3%) 14 (23.0%)
Poor 49 (23.0%) 37 (24.3%) 12 (19.7%)
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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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