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Table S1: Patient´s characteristics of expression profiling cohort 

Gender 
male 
female 

 
29 (76%) 
9 (24%) 

Etiology 
HBV 
HCV 
alcohol 
cryptogenic 
genetic hemochromatosis 
alpha1-antitrypsin deficiency 

 
8 (21%) 
9 (24%) 
7 (18%) 
10 (26%) 
3 (8%) 
1 (3%) 

Grading 
well differentiated HCC 
moderately differentiated HCC 
poorly differentiated HCC 

 
5 (13%) 
28 (74%) 
5 (13%) 

Localization 
bilobar 
left lobe 
right lobe 
unknown 

 
2 (5%) 
7 (18%) 
19 (50%) 
10 (26%) 

Nodules (n=) 
single 
up to three 
more than three 

 
24 (63%) 
5 (13%) 
9 (24%) 

Vascular invasion 
present 

 
9 (24%) 

Metastasis 
intrahepatic 
extrahepatic 

 
13 (34%) 
2 (5%) 

UICC stage 
I 
II 
III 
IV 

 
27 (71%) 
9 (24%) 
0 (0%) 
2 (5%) 

Previous treatments 
liver resection 
transarterial chemoembolisation 

 
2 (5%) 
1 (3%) 

Liver fibrosis 
stage 1 
stage 2 
stage 3 
stage 4 
unknown 

 
5 (13%) 
4 (11%) 
5 (13%) 
17 (45%) 
7 (18%) 

  



 

 

Table S2. Predicted LINC00152-binding miRNAs 

miRNA 
hsa-let-7f-1-3p 

hsa-miR-155-5p 
hsa-miR-139-5p 
hsa-miR-18a-5p 
hsa-miR-139-3p 

hsa-miR-125a-5p 
hsa-miR-150 
hsa-miR-143 

hsa-miR-125a-3p 
hsa-miR-193b 
hsa-miR-223 
hsa-let-7d-5p 
hsa-miR-497 
hsa-miR-195 
hsa-miR-23a 

hsa-miR-125b 
hsa-let-7g 
hsa-let-7c 
hsa-let-7a 

hsa-let-7b-5p 
hsa-miR-216a-5p 
hsa-miR-138-5p 

  



 

 

Table S3: Patient´s characteristics of TMA cohort 

Gender 
male 
female 

 
39 (78%) 
11 (22%) 

Etiology 
HBV 
HCV 
co-infection 
alcohol 
metabolic syndrome 
alcohol + metabolic syndrome 
primary biliary cholangitis 
unknown 

 
9 (18%) 
5 (10%) 
1 (2%) 
3 (6%) 
5 (10%) 
3 (6%) 
1 (2%) 
23 (46%) 

Grading 
well differentiated HCC 
moderately differentiated HCC 
poorly differentiated HCC 

 
6 (12%) 
22 (44%) 
22 (44%) 

UICC stage 
I 
II 
III 
IV 

 
16 (32%) 
21 (42%) 
12 (24%) 
1 (2%) 

Vascular invasion 
present 

 
22 (44%) 

Liver cirrhosis 
present 

 
25 (50%) 

  



 

 

Table S4: Primer, siRNA and sgRNA sequence list 

Gene name Sequence 
GAPDH-fw 5’-TGCACCAACTGCTTAGC-3’ 

GAPDH-rev 5’-GGCATGGACTGTGGTCATGAG-3’ 

18s-fw 5’-AAACGGCTACCACATCCAAG-3’ 

18s-rev 5’-CCTCCAATGGATCCTCGTTA-3’ 

LINC00152-fw 5’-CCACCAGCCTCTCCTTGAATA-3’ 

LINC00152-rev 5’-GGCTGAGTCGTGATTTTCGG-3’ 

FUT4-fw 5’-GGTCCGCTACTACCACCAAC-3’ 

FUT4-rev 5’-CGAGTTCTCGAAAGCCAGGT-3’ 

STK39-fw 5’-CAGGAGGTTATCGGCAGTGG-3’ 

STK39-rev 5’-CACGTTCTTGCCTGGGTTTG-3’ 

MAP3K1-fw 5’-GCAGCGTTCTGTCAATGGTC-3’ 

MAP3K1-rev 5’-ACCAGCATGGCTCTCAATGT-3’ 

ABCC5-fw 5’-AGCAGGGGCGCAGGAAT-3’ 

ABCC5-rev 5’-GTGCTGGTTCTCTCCCTCAC-3’ 

E2F3-fw 5’-GGAGCTAGGAGAAAGCGGTC-3’ 

E2F3-rev 5’-TGAGGGAGATTTTGGAGTTTTTGG-3’ 

KLC2-fw 5’-AGGGGATGTGTCTGGTCAG-3’ 

KLC2-rev 5’-CCTGTGAGGCGTATTGGATCA-3’ 

PLAU-fw 5’-CGCAGCCACCGAGCC-3’ 

PLAU-rev 5’-CTTTGGAGTCGCTCACGACC-3’ 

UBE2Q2-fw 5’-GTCAGTTGGAAGCTGGACGA-3’ 

UBE2Q2-rev 5’-AGGATTCCGTGATGTTGCAGT-3’ 

PHF19-fw 5’-ACTGGCTGTGCGGAAAGG-3’ 

PHF19-rev 5’- AGGACAGCACCATCTTCACG -3’ 

hsa-let-7c-5p 5’-GTAGTAGGTTGTATGGTTG-3’ 

hsa-miR-125a-5p 5’-AGACCCTTTAACCTGTGAG-3’ 

hsa-miR-125b-5p 5´-GAGACCCTAACTTGTGAG-3´ 

hsa-miR-143-3p 5’-ATGAAGCACTGTAGCTCG-3’ 

hsa-miR-155-5p 5´-CTAATCGTGATAGGGGTTG-3´ 

hsa-miR-193b-3p 5’-CCCTCAAAGTCCCGCTG-3’ 

hsa-miR-195-5p 5’-CAGCACAGAAATATTGGCG-3’ 

hsa-miR-23a-3p 5’-CATTGCCAGGGATTTCCG-3’ 

mQRT 5’-CCCAGTTATGGCCGTTTATGCAGGT-3’ 

UPm2A 5’-CCCAGTTATGGCCGTTTA-3’ 

RNU6 5’-GCAAGGATGACACGCAAATT-3’ 

siKLC2_1 (final concentration 40nM) 5’-AGGACAGCACCATCTTCACG-dTdT-3’ 

siKLC2_2 (final concentration 40nM) 5’-CTGGTACAAGGCCTGTAAA-dTdT-3’ 

siLINC00152_2 (final concentration 60nM) 5´-GGAGATGAAACAGGAAGCT-dTdT-3´ 

siLINC00152_3 (final concentration 60nM) 5’-TCTATGTGTCTTAATCCCTTGTCCT-dTdT-3’ 

nonsense siRNA (siNS) 5´-TTCTCCGAACGTGTCACGT-dTdT-3´ 



 

 

sgLINC00152_1 5´-GCAGCCTCAGAAATACAAAA-3´ 

sgLINC00152_2 5´-CGGGATATCGGGTGGCGGCT-3´ 

  



 

 

Table S5: Antibody list 

Gene name Species Catalog Number Vendor 
KLC2  Rabbit Polyclonal ab254848 Abcam (Cambridge, MA USA) 
GAPDH Mouse Monoclonal MCA4739 Bio-Rad Laboratories (Hercules, CA, USA) 
PARP Rabbit Polyclonal #9542  Cell Signaling (Danvers, MA, USA) 
β-ACTIN Mouse Monoclonal A5441 Sigma-Aldrich (St. Louis, MO, USA) 
Ago2 Rabbit Monoclonal 03-110 Millipore, Merck (Darmstadt, Germany) 

  



 

 

 

Figure S1. Unchanged expression of some genes potentially involved in the LINC00152-driven ceRNA network. Data are rep-
resented as mean ± SD of 4 biological replicates. Abbreviations: gGFP, guide RNA targeting GFP; gLINC, guide RNA targeting 
LINC00152; rel., relative. 

 

Figure S2. KLC2 and LINC00152 RNAs are co-expressed in human HCC. Additional representative images of human HCCs 
from TMA analysed by RNA-scope technology in Figure 5B; high LINC00152 RNA signals are associated with high KLC2 levels 
and vice versa. 


