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Figure S1 Expression and prognostic analysis of CSNK2A1 in LUSC. (A-F) Kaplan-Meier survival curves of risk model genes. (G)
Differential expression analysis of CSNK2A1 between LUSC tumor tissues and adjacent normal tissues. LUSC, lung squamous cell

carcinoma.

© AME Publishing Company. https://dx.doi.org/10.21037/ter-2025-aw-2476



(_SK-1  _H226
@‘8&6$C é\'\ &Lﬂ@?“%@ '\,\ é\:L rb,i\(&

50kDa—
40kDa—

B
SK-l _H226
@&%c N @g@‘%c 3 '\3@\%‘\‘6
50kDa— i T
40kDa— ‘| CSNK2AL1
1
K I IR0 ey
€ 90 0 2w o o
50kDa—, 2B
A0kD o8 ~CSNK2A1
50kDa— ‘ i
o i B-actin

Figure S2 Original Western blot images for H226 and SK-1 cell lines and other replicates. (A-C) The images for the three repeated
Western blot experiments. The H226 in the main text corresponds to (C), and SK-1 corresponds to (A). NC, negative control; si, small
interferring RNA.
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Figure S3 Drug sensitivity prediction of consensus clusters. (A-]) OncoPredict-derived drug sensitivity landscapes of consensus clusters.
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Figure S4 Interplay between consensus clustering and prognostic risk stratification in LUSC. (A) Kaplan-Meier survival analysis of

integrated subgroups. (B) Risk score distribution across clusters, demonstrating significantly elevated scores in Cluster B. (C) Mortality

incidence stratification. ARG, anoikis-related gene; LUSC, lung squamous cell carcinoma; OS, overall survival.
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