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Figure S1. Validation of the expression levels of CDCAs in HCC in GSE84402. (A-E) CDCA2 (A), CDCA3 (B),
CDCA4 (C), CDCAG5 (D) and CDCAS8 (E) were up-regulated in hepatocellular carcinoma.
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Figure S2. Validation of the correlation between CDCAs and overall survival in GSE116174. (A-E) High expression levels of
CDCAZ2 (A), CDCAS3 (B), CDCA4 (C), CDCAS5 (D) and CDCAS8 (E) were associated with poor OS in hepatocellular carcinoma.
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Figure S3. ROC curves of CDCAs in GSE116174
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Figure S4. Validation of the main functions of CDCA2 in GSE6764. (A-F) High expression level of CDCA2 might
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promote the biological processes of cytokinesis (A), mitotic nuclear division (B), mRNA export from nucleus (C), mMRNA
transport (D), protein localization to kinetoshore (E) and DNA repair (F).
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Figure S5. Validation of the main functions of CDCAS3 in GSE6764. (A-E) High expression level of CDCA3 promoted
the biological processes of cytokinesis (A), mitotic metaphase plate congression (B), mitotic nuclear division (C), protein
localization to kinetoshore (D) and DNA repair (E).
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Figure S6. Validation of the main functions of CDCA4 in GSE6764. (A-G) High expression level of CDCA4 promoted the
biological processes of cytokinesis (A), mitotic metaphase plate congression (B), mitotic nuclear division (C), mRNA export
from nucleus (D), mRNA transport (E), protein localization to kinetoshore (F) and DNA repair (G).
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Figure S7. Validation of the main functions of CDCADS5 in GSE6764. (A-F) High expression level of CDCA5 promoted the
biological processes of cytokinesis (A), mitotic metaphase plate congression (B), mitotic nuclear division (C), mMRNA export

from nucleus (D), mRNA transport (E), protein localization to kinetoshore (F) and DNA repair (G).
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Figure S8. Validation of the main functions of CDCAS8 in GSE6764. (A-E) High expression level of CDCA8 promoted
the biological processes of cytokinesis (A), mitotic metaphase plate congression (B), mitotic nuclear division (C), mMRNA
export from nucleus (D), protein localization to kinetoshore (E) and DNA repair (F).



Table S1. Clinical data of the patients that used in the RT-gPCR

Age Gender HBV Alcohol

HCC1 51 M Yes No
Paired Paracancerl

HCC2 43 M Yes No
Paired Paracancer2

HCC3 65 M No No
Paired Paracancer3

HCC4 58 M Yes No
Paired Paracancer4

HCC5 52 F Yes Yes
Paired Paracancer5

HCC6 55 M Yes No
Paired Paracancer6

HCC7 59 M Yes No

Paired Paracancer7




