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Supplementary Figure S1

Effect of over-expression or knockdown of LUC7L3 on the cell viability.
For knockdown of LUC/7L3, HuH7 cells were transfected with siRNAs
(siLUCY) or its negative control (siINC), and harvested 4 days later. For
over-expression of LUC7L3, HuH7 cells were transfected with the
LUC7L3-expression plasmid (LUC7) or an empty vector (EV), and
harvested 2 days later. For the analysis of cell viability, amounts of total
cellular RNAs were determined (upper) and ATP contents in cells were
measured by CellTiter-Glo luminescent cell viability assay kit (middle).
Protein expression of LUC7L3 as well as of GAPDH was assessed by
iImmunoblotting (lower). Values shown represent the means with SEM
obtained from three independent transfection of siRNAs or plasmids.
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Supplementary Figure S2

The electrophoretic mobility shift assay based on in vitro synthesized
LUCT7L3. A series of DNA probes for ENII/BCP region of the HBVY genome
used in this study were indicated (A). Aliquots of in vitro synthesized
LUC7L3 or ATF2 were mixed with a probe shown in (A), leading to the gel
shift assay. Consensus binding sequences of CRE were used as probes
for positive controls (B). In vitro translation of LUC7L3 was confirmed by
immunoblotting (C).
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Supplementary Figure S3

Effect of LUC7L3 on mMRNA expression of SMC5 and SMCG6. After
overexpression or knockdown of LUC7L3, mRNA level of SMC5
(upper) and SMCG6 (lower) was determined by gRT-PCR. For over-
expression of LUC7L3, HuH7 cells were transfected with the LUC7L3-
expression plasmid (LUCY7) or an empty vector (EV), and harvested 2
days later. For knockdown of LUC7L3, HuH7 cells were transfected
with siRNAs (siLUCY7) or its negative control (siNC), and harvested 4
days later. Values shown represent the means with SEM obtained
from three independent transfection of siRNAs or plasmids. Statistical
significances compared with EV or siNC were shown. *p<0.05,
**n<0.01 , Student’s t test.
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Supplementary Table S1. Proteins pulled down by ENII/BCP (nt 1627-1817) DNA probe.
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Note: Genes analyzed in this study are highlighted in bold. *Swiss-Prot/UniProtKB
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