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Supplementary figure and legend
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Supplementary Figure 1. Identification of significantly dysregulated
IncRNAs in LIHC. (A) Hierarchical clustering of significantly dysregulated
IncRNAs in LIHC was performed using the multiple experiment viewer 4.7.1
software programs. (B-D) The Kaplan-Meier method was used to evaluate the
relationship between IncRNA CRNDE (B), OIP5-AS1 (C) and ZEB1-AS1 (D)

expression and overall survival of 371 LIHC patients from TCGA datasets.
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Supplementary Figure 2. The expression of OIP5-AS1 in LIHC samples.
(A-C) The expression level of CRNDE (A), OIP5-AS1 (B) and ZEB1-AS1 (C) in
371 LIHC tissues and 50 adjacent noncancerous tissues. (D-F) The correlation
of CRNDE (D), OIP5-AS1 (E) and ZEB1-AS1 (F) in 371 LIHC tissues and 50
adjacent noncancerous tissues. (G) OIP5-AS1 expression level was examined
in GSE104310 dataset. (H) OIP5-AS1 expression level was examined in
GSE84005 dataset. (I) The correlation of OIP5-AS1 expression level and
tumor stage in 371 LIHC patients.
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Supplementary Figure 3. The expression and prognostic value of

hsa-miR-26a-3p and in LIHC samples. (A) The expression level of

hsa-miR-26a-3p in 371 LIHC tissues and 50 adjacent noncancerous tissues.

(B, C) The expression level (B) and correlation (C) of hsa-miR-26a-3p in 50

pairs of LIHC tissues and adjacent noncancerous tissues. (D) The correlation

of hsa-miR-26a-3p expression level and tumor stage in 371 LIHC patients. (E)

The Kaplan-Meier method was used to evaluate the relationship between

hsa-miR-26a-3p expression and overall survival of 371 LIHC patients. (F) The

Kaplan-Meier method was used to evaluate the relationship between

OIP5-AS1/hsa-miR-26a-3p expression and overall survival of 371 LIHC
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patients. H/L, high OIP5-AS1 and low hsa-miR-26a-3p expression; L/H, low
OIP5-AS1 and high hsa-miR-26a-3p expression. (G, H) The correlation
between hsa-miR-26a-3p and OIP5-AS1 in 50 adjacent noncancerous tissues
(H) and 371 LIHC tissues (G). (I) Hsa-miR-26a-3p expression level was
examined in GSE21362 dataset. (J) Hsa-miR-26a-3p expression level was
examined in GSE36915 dataset. (K) Hsa-miR-26a-3p expression level in 241
adjacent noncancerous tissues, 180 non-metastatic and 60 metastatic LIHC
tissues from GSE6857 dataset. (L) Hsa-miR-26a-3p expression level in 178
alive and 59 dead LIHC patients from GSE6857 dataset.



