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Supplement Figure 1. ldentification of the hub genes and PPI
network construction. A. Hub genes were identified based on the
overlap among the hub modules of the GSE66957 turquoise module,
GSE54388 blue module, GSE66957 DEGs, and GSE54388 DEGs. B.
GO enrichment for hub genes. C. The KEGG pathway enrichment for
hub genes. D. PPI network construction based on hub genes.
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Supplement Figure 2. Relationship between key genes and immune
infiltration. A. Relationship between expression and pathology grade
for ESM1, CENPH and HIST1H2AE. B. The mRNA level profile of 3
key genes in multiple immune cell types by the TCGA database. C.
CNV affecting the distribution of 3 key genes based on the TIMER
database.
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Supplement Figure 3. The significance of ESM1 in OC progression
based on TCGA database. A. The diagnostic value of ESM1 in OC
patients based on TCGA database. B. The overall survival values of
ESML1 in OC patients with lymphatic invasion (C), histologic grade G3
(D), Age>60 (E), or FIGO stage Il (F). The expression of ESML1 in

different anatomic neoplasm subdivision (G). DSS event (H), or OS
event (1).
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Supplement Figure 4. The expression of ESM1 in OC patients at
different stages. The ESM1 mRNA level of OC patients at different
stages based on GEPIA database (A) and TCGA database (B). **P <
0.01, ***P < 0.001 indicates statistical significance compared with the
control.



