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[ Abstract] Objective To identify the differentially expressed in the high metastatic hepatocellular
carcinoma(HCC). Methods By the Agilent human miRNA array, we compare the miRNA expression profile
between four pairs high metastatic HCC tissues and their normal counterpart. Bioinformatics analysis was also
performed. Results A total of 22 dysregulated miRNAs were identified in high metastatic HCC compared to their
normal counterpart, including 13 upregulated miRNAs(miR-200a, miR-425, miR-221 and miR-20b, etc) and 9
downregulated miRNAs(miR-762, miR-638 and miR-1305, etc). Some of these miRNAs have been reported to be
dysregulated in other malignancies and have a potential role in cancer metastasis. Target genes prediction also
showed these targets can play important roles in HCC pathogenesis and metastasis. Conclusions We identified
miRNAs that are dysregulated in high metastatic HCC and bioinformatics analysis suggests that these miRNAs
may be involved in cancer pathogenesis and metastasis and have the potential to be biomarkers.
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miR-3137. miR-3679-5p. miR-1224-5p. miR-4257 .
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M0 SCERAZ A FATT A X L8 SR 1 )5 73 miRNAS

x1 S5IEEHHAZUALL, 22 MEkZ T miRNAS 76 5855 140 w2 200 i) b 15 i

miRNA Expressed in high metastatic HCC Foldchange P-value Genomic Location Validated targets
hsa-miR-200a iR 29.2 0.0066 1p36.33 ZEB1, CTNNB1
hsa-miR-425 iR 24.88 0.0022 3p21.31
hsa-miR-221 i 23.89 0.0132 Xpll.3 CDKN1B, CDKN1C
hsa-miR-20b iR 23.54 0.0409 Xq26.2 CDKN1A, MYLIP
hsa-miR-30e iR 20.08 0.0224 1p34.2
hsa-miR-193b iR 18.7 0.0492 16p13.12 CCND1, SHMT2
hsa-miR-222 iR 16.7 0.0344 Xpll.3 CDKN1B, CDKN1C
hsa-miR-423-5p iR 16.33 0.044 17911.2
hsa-miR-151-3p iR 15.34 0.0437 8024.3
hsa-miR-361-3p iR 9.11 0.0388 Xq21.2
hsa-miR-29a iR 2.24 0.0117 7032.3 PTEN, CDK6
hsa-miR-22 iR 2.09 0.0325 17p13.3 ALK?7, ERalpha
hsa-miR-27b iR 2.06 0.0133 9g22.32 PAX3, CYP1B1, NOTCH1
hsa-miR-762 i 2.09 0.0408 16p11.2
hsa-miR-638 i 2.12 0.0127 19p13.2
hsa-miR-1305 i 2.21 0.0106 4934.3
hsa-miR-3137 i 2.23 0.0338 16p13.3
hsa-miR-3679-5p i 2.39 0.0265 2q21.2
hsa-miR-1224-5p i 2.417 0.0298 3g27.1
hsa-miR-4257 i 2.51 0.025 1921.3
hsa-miR-671-5p i 2.62 0.0266 7036.1
hsa-miR-572 I~ i 2.75 0.0277 4p15.33 CDKN1A
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