',\' frontiers
in Microbiology

ORIGINAL RESEARCH
published: 06 September 2019
doi: 10.3389/fmicb.2019.02043

OPEN ACCESS

Edited by:

Shiu-Wan Chan,

The University of Manchester,
United Kingdom

Reviewed by:

Eloi R. Verrier,

Institut de Recherche sur les Maladies
Virales et Hépatiques, France

Jean Dubuisson,

Centre National de la Recherche
Scientifique (CNRS), France

*Correspondence:
Leiliang Zhang
armzhang@hotmail.com

tCo-first authors

Specialty section:

This article was submitted to
Virology,

a section of the journal
Frontiers in Microbiology

Received: 10 June 2019
Accepted: 20 August 2019
Published: 06 September 2019

Citation:

Huang J, Yin H, Yin R Jian X,

Song S, Luan J and Zhang L (2019)
SR-Bl Interactome Analysis Reveals
a Proviral Role for UGGTT1 in Hepatitis
C Virus Entry.

Front. Microbiol. 10:2043.

doi: 10.3389/fmicb.2019.02043

Check for
updates

SR-BI Interactome Analysis Reveals
a Proviral Role for UGGT1 in
Hepatitis C Virus Entry

Jiazhao Huang2t, Han Yin?t, Peiqi Yin2, Xia Jian?, Siqi Song’, Junwen Luan’ and
Leiliang Zhang™

" Institute of Basic Medicine, Shandong First Medical University & Shandong Academy of Medical Sciences, Jinan, China,

2NHC Key Laboratory of Systems Biology of Pathogens, Institute of Pathogen Biology, Chinese Academy of Medical
Sciences & Peking Union Medical College, Beijjing, China

Hepatitis C virus (HCV) entry is mediated by multiple co-receptors including scavenger
receptor class B, type | (SR-BI). To elucidate the interactome of human SR-BI, we
performed immunoprecipitation (IP) experiment coupled with mass spectrometry (MS)
analysis. UDP-glucose:glycoprotein glucosyltransferase 1 (UGGT1), a key component
of calnexin cycle involved in protein glycosylation, was identified as a SR-Bl-interacting
protein. Silencing UGGT1 or N-glycosylation inhibitor treatment reduced SR-BI protein
level. Further study demonstrated that human SR-Bl was N-glycosylated at nine
asparagines. Moreover, HCV entry and infection were reduced by the absence of
UGGT1. Interestingly, silencing SR-BI reduced protein stability of UGGT1 and protein
quality control function mediated by UGGT1. Our finding not only identified UGGT1
as a HCV host factor, but also identified a UGGT1-mediated protein folding function
for SR-BI.
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INTRODUCTION

Hepatitis C virus is an enveloped positive-stranded RNA virus belonging to the Hepacivirus genus
in the Flaviviridae family (Lindenbach and Rice, 2003). Currently, no proved vaccine against HCV
is available. It is estimated that HCV chronically infected more than 71 million people worldwide,
despite the revolutionized hepatitis C management of direct-acting antiviral agents development in
recent years (Gotte and Feld, 2016; Martinello et al., 2018). HCV infection consequently increased
the risk of developing liver diseases, such as cirrhosis and hepatocellular carcinoma.

Following HCV attachment, the viral particle interacts with important entry co-receptors, such
as CD81, claudin-1, occludin, and scavenger receptor class B, type I (SR-BI) (Zeisel et al., 2013; Ding
etal,, 2014). SR-Bl interacts with HCV E2 to mediate HCV entry (Scarselli et al., 2002) and is shown
to be a promising anti-HCV target. Anti-SR-BI monoclonal antibodies and a small inhibitor against
SR-BI have been found to inhibit HCV infection (Colpitts and Baumert, 2016). SR-BI is also a key
receptor for high density lipoproteins (HDL), which mediates selective uptake of HDL-cholesteryl
esters into the liver (Acton et al., 1996). Recent study found that residue 175 of human SR-BI is part
of an N-linked glycosylation sequence (NXS/T) (Brunham et al., 2011; Chadwick and Sahoo, 2012).
Mutation of Thr175 to Ala disrupts proper glycosylation of Asn173 (Chadwick and Sahoo, 2012).
T175A mutant of SR-BI did not support HCV entry (Westhaus et al., 2017). Mouse SR-BI contains
11 N-glycosylation sites (Vinals et al., 2003). However, human N-glycosylation sites in human SR-BI
remain poorly defined.
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Glycoproteins were synthesized in the endoplasmic
reticulum (ER), where their folding is surveyed by the
UDP-glucose:glycoprotein ~ glucosyltransferase 1 (UGGT1)
(Christianson et al., 2011; Hebert and Molinari, 2012). This
enzyme acts as a glycoprotein folding quality control checkpoint,
which selectively reglucosylates misfolded glycoproteins,
promotes their association with calnexin/calreticulin chaperone
system, and prevents premature secretion from the ER (Hebert
and Molinari, 2012). UGGT1 recognizes hydrophobic or
disordered patches near asparagine-linked non-glycosylated
glycans in partially misfolded glycoproteins and reglucosylates
them, returning folding intermediates to the calnexin/calreticulin
cycle (Hebert and Molinari, 2012).

To obtain a more complete picture of interaction partners of
SR-BI and to predict function, we applied immunoprecipitation
(IP) coupled with a mass spectrometry (MS) based approach.
28 proteins were identified that potentially interacted with SR-
BI. One of novel hits was UGGT1. UGGT1 functioned in
N-glycosylation of SR-BI as a sensor for protein quality control.
Silencing UGGT1 reduced protein level of SR-BI and HCV entry.
Interestingly, we found that SR-BI stabilized UGGT1. Silencing
SR-BI resulted in reduction of UGGT1 protein and disrupted the
UGGT1-mediated folding of N-glycosylated protein. Our results
therefore identify UGGT1 as a player in HCV infection, and
provide a mechanism to explain the migration role of SR-BI.

MATERIALS AND METHODS

Cells, Virus, and Reagents

293T and Huh7.5.1 cells were maintained in Dulbecco’s modified
Eagle’s medium (DMEM, Thermo Fisher Scientific, Waltham,
MA, United States) supplemented with 10% fetal bovine serum
(FBS), glutamine and gentamicin. Jcl1Flag (p7-nsGluc2A) was
obtained from Dr. Charles Rice (Jones et al., 2010). For Jc1Flag
(p7-nsGluc2A) virus infection, Huh7.5.1 cells were incubated
with Jc1Flag (p7-nsGluc2A) virus in DMEM with 2% FBS for 6 h.
Then the inoculum was removed and the cells were incubated in
DMEM with 10% FBA. HCV pseudovirus particles (HCVpp) or
VSV pseudovirus particles (VSVpp) were produced in 293T cells
by transfection with plasmids encoding HIV Gag/Pol (pLP1),
HIV Rev (pLP2), pLenti6 encoding luciferase, and HCV E1E2
from genotype 2a strain or the VSV-G expression plasmid
(provided by Dr. Ping Zhao) (Cao et al., 2011; Guan et al., 2012).
Tunicamycin was from abcam (Cambridge, MA, United States,
catalog No. ab120296). PNGase F was from NEB (Ipswich, MA,
United States, catalog No. P0704S).

Plasmids

The constructs encoding SR-BI-Flag, CD81-Flag, occludin-Flag,
and claudinl-Flag were inserted into p3xFlag-CMV-14 vector.
The construct expressing calnexin-Flag is pPECMV-3 x FLAG-
CANX from Miaoling (Wuhan, China). The constructs encoding
SR-BI-Flag mutant N2Q, N4Q, N5Q, N6Q, N7Q, N8Q, N9Q,
and N9D were generated using a QuikChange site-directed
mutagenesis kit. Construct encoding Flag-SR-BI was inserted into
the PCMV-Tag2 vector. UGGT1-Flag is a gift from Dr. Shin-Ru

Shih (Huang et al., 2017). NHK-GFP is a gift from Dr. Ron R
Kopito (Christianson et al., 2011).

Antibodies

The following primary mouse antibodies were used: anti-actin
(Sigma-Aldrich, St. Louis, MO, United States, catalog No.
A2228), anti-Flag (Sigma-Aldrich, St. Louis, MO, United States,
catalog No. A2220), IgG control (MBL, Nagoya, Japan, catalog
No. M075-3), anti-SR-BI (BD Biosciences, Franklin Lakes, NJ,
United States, catalog No. 610883), and anti-UGGT1 (Santa Cruz
Biotechnology, Santa Cruz, CA, United States, catalog No. Sc-
374565). The following primary rabbit antibodies were used: anti-
calnexin (Cell Signaling Technology, Boston, MA, United States,
catalog No. 2433), anti-SR-BI (Novus Biological, Centennial, CO,
United States, catalog No. NB400-104). The secondary antibodies
included: HRP-conjugated ECL goat anti-rabbit IgG (Sigma-
Aldrich, St. Louis, MO, United States, catalog No. A6154),
HRP-conjugated ECL goat anti-mouse IgG (Sigma-Aldrich, St.
Louis, MO, United States, catalog No. A4416), donkey anti-
mouse-Alexa Fluor 488, donkey anti-rabbit-Alexa Fluor 594,
donkey anti-rabbit-Alexa Fluor 488, donkey anti-mouse-Alexa
Fluor 594, donkey anti-rat-Alexa Fluor 488 (Invitrogen, Carlsbad,
CA, United States).

Immunoprecipitation

The IP experiment has been described previously (Yin et al,
2016). Briefly, cells were lysed with lysis buffer (1% Triton X-100,
50 mM Tris-HCL, pH 7.4, 150 mM NaCl, and protease inhibitor
cocktail) and precleared by the addition of protein A/G beads for
30 min at 4°C. The lysates were then incubated with protein A/G
beads prebound with antibody for 1.5 h at 4°C. The samples were
washed three times with PBS, eluted in SDS sample buffer, and
analyzed by Western blotting.

Mass Spectrometry

To identify SR-Bl-interacting proteins, lysates from 293T
cells transfected with Flag-SR-BI, or Flag vector control were
immunoprecipited by Flag antibody. The interacting proteins
were analyzed by electrospray ionization tandem MS on a
Thermo LTQ Orbitrap instrument. Proteins identified from the
SR-BI-Flag but not from the p3xFlag-CMV-14 control sample
were detected. Individual ion scores are indicated in the form of
a Mascot-derived confidence score [calculated from the posterior
error probability (PEP) as 10 log(PEP)]. The default significance
threshold is a P-value of <0.05.

Immunofluorescence Microscopy

Immunofluorescence microscopy has been described previously
(Yin et al., 2017). Briefly, cells seeded onto glass coverslips were
washed with PBS and fixed with methanol (—20°C) for 5 min
at room temperature. Fixed cells were washed with PBS three
times and then incubated with blocking solution (PBS containing
10% normal donkey serum) for 5 min at room temperature.
Next, the coverslips were incubated with primary antibodies in
permeabilizing buffer (0.5% Triton X-100 in PBS containing 10%
normal donkey serum) for 1 h. The coverslips were then washed

Frontiers in Microbiology | www.frontiersin.org

September 2019 | Volume 10 | Article 2043


https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Huang et al.

UGGT1 Promotes HCV Entry

three times with blocking solution, followed by incubation with
Alexa Fluor 488- and Alexa Fluor 555-conjugated secondary
antibodies for 1 h at room temperature. After being washed three
times with blocking solution, the coverslips were mounted with
mounting medium containing 4’,6-diamidino-2-phenylindole
(DAPI). The cells were imaged using a Leica TCS SP5 microscope
(Germany) equipped with a 40X oil immersion lens.

Knockdown by siRNA

siRNAs were transfected into cells using Lipofectamine
RNAIMAX Transfection Reagent (Invitrogen, Carlsbad, CA,
United States). For a 24-well plate, 40 ul Opti-MEM was
incubated with 0.8 j11 of Lipofectamine™RNAiMAX, and 1.25 pl
siRNA was mixed with 40 ul Opti-MEM in separate sterile 1.5 ml
tubes. Then, the two tubes were mixed and allowed to stay at
room temperature for about 15 min. Digest the cells, and RNAi
mixture, cell suspension and medium were sequentially added to
the 24-well plate. The siRNAs were from GenePharma (Shanghai,
China): UGGT1 siRNA#1: GCUGUGAGCUCAGAACUUATT;
UGGT1 siRNA#2: GGUCAUUGCUACGACAUCATT; SR-BI
siRNA#1: CAAGUUCGGAUUAUUUGCUTT; SR-BI siRNA#2:
CAUGAUCAAUGGAACUUCUTT; UGGT2 siRNA: GCCUU
UGAAAGUCUGGGAATT; control siRNA#1: ACGUGACACG
UUCGGAGAATT; control siRNA#2: GCGACGAUCUGCCU
AAGAUdTdT.

™

Reporter Assay

Hepatitis C virus infection was assessed by monitoring
the Gaussia luciferase activity in JclFlag2(p7-nsGluc2A)-
infected Huh7.5.1 cells (Promega, Madison, W1, United States).
HCVpp- or VSVpp-infected Huh 7.5.1 cells were assessed by
monitoring the firefly luciferase activity (Promega, Madison, W1,
United States). Cell viability was determined by measuring the
cellular ATP level using a CellTiter-Glo luminescent cell viability
assay kit (Promega, Madison, WI, United States) according to the
manufacturer’s protocol. The normalized luciferase activity was
determined by dividing the luciferase activity by the ATP level.

PNGase F Treatment

1-20 g of cell lysates, 1 il of Glycoprotein Denaturing Buffer
(10X) and H2O (if necessary) were combined to make a 10 pl
total reaction volume. Samples were denatured by heating
reaction at 100°C for 10 min and then chilled on ice and
centrifuged for 10 s. A total reaction volume of 20 pl was made
by adding 2 pl GlycoBuffer 2 (10X), 2 pul 10% NP-40 and 6 pl
H20. 1 pl PNGase F was added to the reaction system and mixed
gently. The reaction system was incubated at 37°C for 1 h and
analyzed by SDS-PAGE followed by Western blotting.

Protein Folding Assay

Protein folding assay has performed according the reference
(Chen et al., 2017). Briefly, cells were treated with siRNAs for
48 h and then transfected with construct expressing NHK-GFP,
a GFP-fused version of the NHK folding variant of 1-antitrypsin
for another 24 h. Cells were lysed with NP-40-containing lysis
buffer (50 mM Tris-HCI pH 7.4, 150 mM NaCl, 5 mM EDTA,

and 0.2% NP-40, supplemented with protease inhibitor) for
1 h on ice. Lysates were then centrifuged at 13,500 g for
15 min at 4°C to separate insoluble portion (pellet) and soluble
portion (supernatant); the former were washed twice with lysis
buffer containing 0.1% NP-40 and material solubilized by 95°C
incubation for 10 min in SDS-containing sample buffer (50 mM
Tris, 4% SDS, 4% 2-mercaptoethanol, 12% glycerol) prior to
SDS-PAGE followed by Western blotting.

Quantitative PCR (qPCR)

Cellular RNA was isolated using TRIzol reagent (Invitrogen,
CA, United States) and reverse transcribed with the High
Capacity cDNA Reverse Transcription Kit (Applied Biosystems;
Foster City, CA, United States), then quantitated by qPCR
using the DyNAmo HS SYBR Green qPCR Kit (Finnzyme;
Espoo, Finland). Sequences of primers used in qPCR
were as follows: The forward and reverse primers for
GAPDH were 5-GAAGGTGAAGGTCGGAGTC-3' and
5'-GAAGATGGTGATGGGATTTC-3'; the forward and reverse
primers for UGGT1 were 5'-GCCTTCCAGCAGATAGCAGC-3’
and 5-GCTTTCAGGATTAGACGAGGGAT-3/;sthe forward
and reverse primers for SR-BI were 5-AGCCGCTCGAA
GTATGCAC-3" and 5'-CTTGCCACAGGACACCTTCA-3'.

Statistics

Statistically significant differences were assessed using the paired
Student’s t-test in GraphPad Prism 5 (GraphPad Software
Inc., La Jolla, CA, United States). Unless otherwise stated,
the data represent the means from at least three independent
experiments =+ the standard deviation (SD). **P < 0.01;
%P < 0.001; ns, not significant.

RESULTS

Interactome Analysis of SR-BI Identified
the Interaction Between SR-BI and
Calnexin Cycle Components

To gain insight into the cellular functions of SR-BI, we analyzed
the proteins that potentially interacted with SR-BI. Firstly, we
performed IP experiments with Flag antibody using 293T cells
transfected with plasmids expressing Flag-SR-BI, or Flag vector
control. Next, the samples were analyzed by MS. Supplementary
Table S1 was the list of the top 28 SR-BI interactors, whose
scores were above 500. String analysis of the top 10 proteins
identified calnexin cycle components including UGGT1 and
calnexin as putative SR-BI binding partners (Figures 1A,B).
Biological Process and KEGG Pathway analysis of the top 10
hits indicated that UGGT1 and calnexin are involved in the
N-glycosylation process (Figures 1C,D).

SR-BI Associated With UGGT1 and

Calnexin

To validate that UGGT1 and calnexin are SR-BI interactors, we
performed further co-immunoprecipitation experiments. SR-BI-
Flag and p3xFlag-CMV-14 empty vector were transfected into
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A
ATP1AL
B
Reactome Pathways

pathway description count in gene set false discovery rate
HSA-901042 Calnexin/calreticulin cycle 30f 26 3.83e-05
HSA-446203 Asparagine N-linked glycosylation 4 of 298 0.00040
HSA-168255 Influenza Life Cycle 30f 137 0.0011
HSA-597592 Post-translational protein modification 5 of 1366 0.0057
HSA-2132295 MHC class Il antigen presentation 20f 119 0.0222

Cc

Biological Process (GO)

GO-term description count in gene set false discovery rate
G0:0072583 clathrin-dependent endocytosis 20f 24 0.0444
G0:0051649 establishment of localization in cell 50f 1616 0.0444
G0:0051168 nuclear export 3of 161 0.0444
G0:0018279 protein N-linked glycosylation via asparagine 2 of 39 0.0444
G0:0015031 protein transport 50f 1391 0.0444

D

KEGG Pathways
pathway description count in gene set false discovery rate
hsa04141 Protein processing in endoplasmic reticulum 4 0of 161 3.44e-05
hsa04961 Endocrine and other factor-regulated calcium reabsorption 2 of 47 0.0048
hsa00510 N-Glycan biosynthesis 2 of 49 0.0048
hsa04918 Thyroid hormone synthesis 20f 73 0.0056
hsa03013 RNA transport 2 0of 159 0.0203
FIGURE 1 | Interactome analysis of SR-BI. (A) String analysis showed top 10 proteins that interacted with SR-BI from LC-MS/MS experiments. (B-D) Reactome
Pathways (B), Biological Process (C) and KEGG Pathway (D) analysis of the top 10 potential binding partners of SR-BI.

293T cells for 48 h. The cells were lysed by the IP buffer, and then
were incubated with anti-Flag antibody-coated beads and Co-
IP proteins were subjected to Western blotting for analysis. We
found SR-BI-Flag was precipitated successfully as well as cellular
UGGT1 and calnexin (Figure 2A).

To confirm the specificity of UGGT1/SR-BI interaction,
four C-terminal Flag-tagged HCV receptors (CD81, occludin,
SR-BI, and claudin-1) and p3xFlag-CMV-14 were individually
transfected into 100 mm plate of 293T cells for 48 h. The
cell lysates were incubated with Flag antibody for IP followed
by Western blotting analysis. Among those HCV receptors,

UGGT1 only associated with SR-BI but not other HCV-
receptors (Figure 2B).

Next, calnexin-Flag was transfected into 293T cells, and
cell lysates were incubated with anti-Flag antibody and IgG-
coated beads. SR-BI and UGGT1 were detected in the Flag
IP condition but not in IgG IP condition, suggesting that
SR-BI and UGGT!1 interacted with calnexin (Figure 2C). To
further confirm that endogenous SR-BI interacted with UGGT1
and calnexin, Huh7.5.1 were lysed by IP buffer and then
incubated with anti-SR-BI antibody and IgG-coated beads and
Co-IP samples were subjected to Western blotting analysis. As
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FIGURE 2 | Validation of the interactions between SR-Bl and components of calnexin cycle. (A) Co-immunoprecipitation assay showed SR-BI-Flag could interact
with UGGT1 and calnexin. SR-BI-Flag or p3xFlag-CMV-14 empty construct was transfected into 293T cells for 48 h. The cell lysates were incubated with anti-Flag
antibody-coated beads and co-IP samples were subjected to SDS-PAGE followed by Western blotting with indicated antibodies. * marked antibody heavy chain.
(B) UGGT1 interacted with SR-BI but not other HCV receptors. Four constructs expressing C-termed Flag tagged HCV receptors or p3xFlag-CMV-14 empty vectors
were transfected into 293T cells for 48 h. Cell lysates were incubated with anti-Flag antibody-coated beads and detected by SDS-PAGE followed by Western
blotting with indicated antibodies. (C) Co-immunoprecipitation assay showed calnexin interacted with SR-Bl and UGGT1. Calnexin-Flag construct was transfected
into 293T cells for 48 h and then cell lysates were incubated with anti-Flag antibody or control mouse IgG -coated beads. Co-IP samples were subjected to
SDS-PAGE followed by Western blotting with indicated antibodies. (D) Co-immunoprecipitation assay of endogenous SR-Bl showed SR-Bl interacted with UGGT1
and calnexin. Huh7.5.1 cell lysates were incubated with anti-SR-BI antibody or control mouse IgG-coated beads. Co-IP samples were subjected to SDS-PAGE
followed by Western blotting with indicated antibodies.

shown in Figure 2D, endogenous SR-BI could associate with
UGGT1 and calnexin.

The specific interaction of SR-BI with the UGGT1 and
calnexin promoted us to examine whether these proteins
colocalized within the cells. Huh7.5.1 cells transfected calnexin-
Flag were fixed by methanol, permealized by 0.5% Triton X-100
and immunofluorescently labeled. Immunofluorescence staining
showed that both UGGT1 and calnexin were present in the
ER (Figures 3A,B). SR-BI (green) and Calnexin-Flag (red) has
partial colocalization in Huh7.5.1 cells when their respective
images were merged (Figure 3A). Partial co-localization of SR-
BI and UGGT1-Flag in Huh7.5.1 cells was also detected by

the same method as above (Figure 3B). Taken together, SR-
BI and UGGT1/calnexin were partially present in the same
subcellular compartment.

Protein Level of SR-Bl Was Dependent

on UGGT1 and N-Glycosylation of SR-BI

To explore the relationship between SR-BI and UGGTI, we
knocked down UGGT1 in Huh7.5.1 cell using UGGT1 siRNA#1
and control siRNA for 72 h. Western blotting of cell lysates
showed that silencing UGGT1 decreased SR-BI protein level
(Figure 4A). However, the mRNA level of SR-BI was not
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Nucleus

Pearson correlation coefficient of SR-Bl/Calnexin-Flag in Huh7.5.1 is 0.4347.

A Calnexin-Flag Enlarge

SR-BI

Merge

B UGGT1-Flag SR-BI Nucleus

Merge

Pearson correlation coefficient of SR-BI/UGGT1-Flag in Huh7.5.1 is 0.4372.

FIGURE 3 | Scavenger receptor class B, type | partially colocalized with UGGT1 and calnexin. (A) Colocalization of SR-BI with calnexin-Flag in Huh7.5.1 cells.
Huh7.5.1 cells transfected with calnexin-Flag construct were fixed by methanol, permealized by 0.5% Triton X-100 and immunofluorescently labeled for SR-BI
antibody (green) and Flag antibody (red). DAPI marked nucleus (blue). Scale bar, 15 um. (B) Colocalization of SR-BI with UGGT1-Flag in Huh7.5.1 cells. Huh7.5.1
cells transfected with UGGT1-Flag construct were fixed by methanol, permealized by 0.5% Triton X-100 and immunofluorescently labeled for SR-BI antibody (green)

and Flag antibody (red). DAPI marked nucleus (blue). Scale bar, 15 um.

reduced by silencing UGGT1 (Figure 4B). UGGT1 was an
important glycosyltransferase, thus we hypothesized that UGGT1
may facilitate SR-BI glycosylation. SR-BI quantity decreased
may be due to mis-glycosylated SR-BI degradation. To test
this, we treated Huh7.5.1 cells with different concentrations
of tunicamycin, which was an inhibitor for N-glycosylation.
Protein level of SR-BI was decreased in the presence of
tunicamycin compared with control treatment (Figure 4C).
PNGase F is an enzyme to catalyze de-N-glycosylation. 293T cells
lysates transfected with SR-BI-Flag were treated with PNGase
F and detected by Western blotting using Flag antibody. As
shown in Figure 4D, the size of SR-BI-Flag was decreased
from about 90 kd to about 60 kd in the condition of
PNGase F indicating the N-glycosylation modification of SR-BI.
Furthermore, glycosylated bands of endogenous SR-BI vanished
after PNGase F treatment, suggesting that these bands were
N-glycosylated SR-BI (Figure 4E). Together, those data suggested
that UGGT1 might be involved in N-glycosylation and proper
folding of SR-BI.

All Nine Asparagines of Predicted SR-BI
N-Glycosylation Sites Participated in

SR-BI N-Glycosylation

Next, we predicted the potential N-glycosylation sites of human
SR-BI through N-Gly website'. Nine sites (N in red) were
identified as shown in Figure 5A. Based on this information,
we constructed seven mutants of human SR-BI (Figure 5A).

'http://www.cbs.dtu.dk/services/NetNGlyc/

As shown in Figure 4B, SR-BI protein size was decreased
when four most potential N-glycosylated N were mutated to Q
(N4Q). Interestingly, SR-BI protein was undetectable when all
nine potential N-Gly sites were mutated to Q (N9Q), indicating
that N9Q of SR-BI did not express well. Mutation of N4Q
appeared to disrupt N-glycosylation residues as judged by its
faster migration as compared to the wild-type SR-BI in SDS-
PAGE (Figure 5B). Glycosylated bands vanished after PNGase
F treatment, suggesting that these bands were N-glycosylated
SR-BI (Figure 5C). Size of SR-BI of N4Q mutant was still
larger than de-N-glycosylated SR-BI generated by PNGase F
treatment (Figure 5C). Size of SR-BI N2Q mutant was between
N5Q and WT. PNGase F treatment could make N5Q, N2Q and
WT decreased to de-N-glycosylation SR-BI size (Figure 5D).
Since SR-BI N9Q could not express well, we generated SR-BI
N9D mutant (Figure 5A). It should be noticed that we did not
detect the expression of SR-BI N8Q. When we compared the
protein sizes of SR-BI WT and SR-BI mutants, the more sites
in SR-BI were mutated, the smaller SR-BI size was (Figure 5E),
suggesting that all nine potential N-Gly sites were involved in
SR-BI N-glycosylation process.

UGGT1 Influenced SR-BI Level and

Promoted HCV Infection

As shown in Figure 4A, silencing UGGT1 with UGGT1 siRNA#1
decreased SR-BI protein level. To further confirm this result,
we added another UGGT1 siRNA to perform the knockdown
experiment. Both UGGT1 siRNAs reduced SR-BI level compared
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P < 0.001.

with control siRNA (Figure 6A). However, calnexin protein
levels remained unchanged in the presence of UGGT1 siRNAs,
indicating the UGGT1-dependent SR-BI protein quality control
was specific (Figure 6B).

Since UGGT1 increased HCV receptor SR-BI protein level,
we hypothesized that UGGT1 might promote HCV infection.
To test this, we transfected Huh7.5.1 cells with UGGT1 siRNAs
and control siRNA for 3 days, and then infected the cells with
Jc1Flag (p7-nsGluc2A), an infectious HCV strain, for another
3 days. As shown in Figure 6C, silencing UGGT1 decreased
HCV infection. To determine if UGGT1 was required for HCV
entry, we silenced UGGT1 by siRNA and examined its effect
on HCVpp entry. Knocking down UGGT1 by siRNA inhibited
the entry of HCVpp but not VSVpp (Figure 6D). To determine
whether UGGT1 was important for established HCV infection,
we infected Huh7.5.1 cells with Jc1Flag (p7-nsGluc2A) for 1 day
and then silenced UGGT1 by siRNAs for another 3 days. As
shown in Figure 6E, silencing UGGT1 had no effect on the
established HCV infection. These results demonstrated that
UGGT1 was important for HCV entry.

To confirm the specificity of UGGT1 siRNA on HCV
infection, we treated Huh7.5.1 cells with siRNA against UGGT1
or control siRNA for 48 h and then transfected UGGT1-Flag or
mock for another 24 h. Then the cells were infected with Jc1Flag
(p7-nsGluc2A) for 3 days. As shown in Figure 6F, overexpression
UGGT1-Flag slightly increased HCV infection accessed by
gaussia luciferase activity. UGGT1-Flag overexpression partially
restored HCV infection suppressed by UGGT1 siRNA.

SR-BIl Promotes UGGT1-Mediated

Protein Folding

The interaction between UGGT1 and SR-BI suggested that SR-
BI may have an under-appreciated role in N-glycosylated protein
quality control. We examined UGGT1 and calnexin abundance
during manipulation of SR-BI. Huh7.5.1 cells transfected with
SR-BI or control siRNAs for 72 h were analyzed by Western
blotting and immunofluorescence microscopy. In the presence of
SR-BI siRNA, UGGTT1 protein level was reduced while calnexin
protein levels remained the same (Figures 7A,B). However,
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FIGURE 6 | UDP-glucose:glycoprotein glucosyltransferase 1 maintained protein level of SR-BI and promoted HCV entry. (A) UGGT1 knockdown decreased SR-BI
quantity. Huh7.5.1 cells were treated with two individual UGGT1 siRNAsor control siRNA for 72 h and then cell lysates were subjected to SDS-PAGE followed by
Western blotting with indicated antibodies. The blots of three independent experiments were quantified using Imaged. Relative protein level of SR-Bl was normalized
to the blot signal of actin. (B) Silencing UGGT1 did not change calnexin level. Huh7.5.1 cells were treated with siRNAs against UGGT1 or control siRNAs for 72 h and
then cell lysates were subjected to SDS-PAGE followed by Western blotting with indicated antibodies. The blots of three independent experiments were quantified
using ImageJ. Relative protein level of calnexin was normalized to the blot signal of actin. (C) Silencing UGGT1 reduced HCV infection. Huh7.5.1 cells were treated
with siRNAs against UGGT1, UGGT2 or control siRNA for 72 h and then infected with Jc1Flag (p7-nsGluc2A) for another 72 h. The Gaussia Iuciferase activity and
ATP levels were measured. The relative Iuciferase activity was normalized to the cellular ATP levels. Data are presented as the means + SD. ***P < 0.001; ns, not
significant. (D) Silencing UGGT1 inhibited HCVpp entry but not VSVpp entry. Huh7.5.1 cells were treated with siRNAs against UGGT1 or control siRNA for 72 h and
then infected with HCVpp or VSVpp. The firefly luciferase activity and ATP levels were measured. The relative luciferase activity was normalized to the cellular ATP
levels. Data are presented as the means + SD. ***P < 0.001; ns, not significant. (E) UGGT1 knockdown had no effect on established HCV replication. Huh7.5.1
cells were infected with Jc1Flag (p7-nsGluc2A) for 24 h and then treated with siRNAs against UGGT1 or control siRNA for 72 h. The Gaussia luciferase activity and
ATP levels were measured. The relative luciferase activity was normalized to the cellular ATP levels. (F) Overexpression of UGGT1 rescued the HCV infection reduced
by UGGT1 siRNA. Huh7.5.1 cells treated with siRNA against UGGT1#2 or control siRNA for 48 h were transfected with UGGT1-Flag construct for another 24 h and
then infected with Jc1Flag (p7-nsGluc2A) for another 72 h. The Gaussia luciferase activity were measured every 24 h. Data are presented as the means + SD.

the mRNA level of UGGT1 was not reduced by silencing SR-
BI (Figure 7C). UGGT1 functions as a general protein quality
sensor, we hypothesized that other N-glycosylated proteins would
be influenced by SR-BI knockdown. Indeed, protein level of a

well known N-glycosylated protein integrin 1 was reduced by
SR-BI siRNA (Figure 7A). Next, we applied a classical UGGT1-
mediated protein folding assay using a GFP-fused version of
the NHK folding variant of 1l-antitrypsin (NHK-GFP). 293T
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40-

cells treated with SR-BI siRNAs for 72 h were transfected with
NHK-GFP plasmid for another 48 h. Cell lysates were separated
into insoluble and soluble and accessed by Western blotting
analysis. SR-BI siRNA increased insoluble portion of NHK-GFP
(Figure 7D). Thus, we concluded that SR-BI promotes UGGT1-
mediated protein folding.

DISCUSSION

UDP-glucose:glycoprotein = glucosyltransferase 1 is an ER-
resident enzyme that monitors glycoprotein folding by
retaining incompletely folded/assembled glycoproteins in
the calnexin/calreticulin cycle (Hebert and Molinari, 2012). In
this study, we uncovered a role for UGGT1 in N-glycosylation
of SR-BL. In the absence of UGGT1, the total level of SR-BI
was reduced, and HCV entry was inhibited. Interestingly,

SR-BI maintained the protein level of UGGTI to promote the
N-glycosylated protein folding.

N-glycosylation of human SR-BI was validated as the
molecular weight was reduced by PNGaseF treatment and
mutagenesis. Human SR-BI contains nine sequons for N-linked
glycosylation. N to Q mutation of N-glycosylation sites reduced
the protein sizes. N-glycosylation inhibitor tunicamycin reduced
SR-BI expression level. N-glycosylation deficient SR-BI couldn’t
fold properly and ultimately lead to ER-associated degradation.
Recently, one point mutations in human SR-BI — at Thr175 (to
Ala) — were identified in two subjects with high HDL-C levels
(Brunham et al., 2011). This mutation reduced N-glycosylated of
SR-BI and HCV infection (Chadwick and Sahoo, 2012; Westhaus
et al., 2017). Surprisingly, we did not detect non-glycosylated
SR-BI bands (around 55 kDa) in UGGTI1-silenced cells or
tunicamycin-treated cells. We reasoned that unglycosylated form
of SR-BI was not stable and would be degradated.
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UDP-glucose:glycoprotein glucosyltransferase 1 is a key
component of calnexin cycle in quality control system. As
a sensor, UGGT1 ensures that misfolded glycoproteins are
recognized by the lectin chaperones and do not leave the
secretory pathway (Maattanen et al, 2010). Interestingly,
calnexin was also present in SR-BI interactome data set providing
additional evidence that SR-BI associates with calnexin cycle.
Silencing UGGT1 by siRNA strategy reduced the protein
level of SR-BI, indicating the key role of UGGTI in SR-BI
folding. Importantly, HCV entry and infection were impaired
in the presence of UGGT1 siRNA. Our data suggested that,
UGGT1 added a new layer of control in the SR-BI quality
control, providing new insights on the biological role of the
N-glycosylation of SR-BI.

About one-third of eukaryotic proteins are destined for the
secretory pathway, of which 70% is N-glycosylated. Folding
progress of these N-glycosylated proteins is monitored by
UGGT1 that selectively recognizes and reglucosylates misfolded
and misassembled glycoproteins (Hebert and Molinari,
2012). Previous study found that SR-BI facilitates STATS5
O-glycosylation (Kinslechner et al., 2018). Interestingly, we found
a strong association of UGGT1 and SR-BI, which is unique
because that not all N-glycosylated protein strongly interacted
with UGGT1. We hypothesized that SR-BI might maintain the
function of UGGT1 to promote protein folding. Indeed, NHK
folding is reduced upon SR-BI silencing. The level of integrin 1
is lower when SR-BI is knocked down. These data suggested that
SR-BI played a critical role for N-glycosylated protein folding.
SR-BI/UGGTT1 interaction might provide a positive feedback for
SR-BI N-glycosylation.

SR-BI expression has been linked with during tumor
development and malignant progression in many different tumor
types (Schorghofer et al., 2015; Gutierrez-Pajares et al., 2016).
High level of SR-BI was associated with increased cell migration
and motility. SR-BI depletion decreased the migration and
invasion of melanoma cells (Kinslechner et al., 2018). Despite
these advances, the detailed mechanism how SR-BI contributes
cell migration remained to be determined. Our results provided a
partial explanation for that. SR-BI maintained the protein level of
UGGT!1 to enhance the N-glycosylation of integrin 1. Silencing
SR-Bl reduced the protein level of integrin p1, which is important
for cell migration and tumor development.

In this study, elucidating the SR-BI interactome identified
the interaction between SR-BI and calnexin cycle components

REFERENCES

Acton, S., Rigotti, A., Landschulz, K. T., Xu, S., Hobbs, H. H., and Krieger, M.
(1996). Identification of scavenger receptor SR-BI as a high density lipoprotein
receptor. Science 271, 518-520. doi: 10.1126/science.271.5248.518

Brunham, L. R,, Tietjen, I, Bochem, A. E., Singaraja, R. R., Franchini, P. L.,
Radomski, C., et al. (2011). Novel mutations in scavenger receptor BI associated
with high HDL cholesterol in humans. Clin. Genet. 79, 575-581. doi: 10.1111/j.
1399-0004.2011.01682.x

Cao, J., Chen, Z.,Ren, Y., Luo, Y., Cao, M., Lu, W., et al. (2011). Oral immunization
with attenuated Salmonella carrying a co-expression plasmid encoding the
core and E2 proteins of hepatitis C virus capable of inducing cellular immune

by affinity precipitation coupled with MS. UGGT1 played a
key role for SR-BI protein quality control. Moreover, UGGT1
promoted HCV entry. Interestingly, SR-BI is important for
UGGT1 mediated N-glycosylated protein folding. Thus, SR-
BI/UGGTT1 interaction played key roles for glycoproteins quality
control. The central role for UGGT1 in SR-BI ER quality
control machinery further makes it a potential pharmacological
target in SR-BI related pathological conditions including HCV
infection. Our findings will set up the basis for studying the more
function of SR-BL.

DATA AVAILABILITY

All datasets generated for this study are included in the
manuscript and/or the Supplementary Files.

AUTHOR CONTRIBUTIONS

LZ contributed to supervision, conceptualization, and funding
acquisition for this study. JH, HY, PY, X], SS, and JL investigated
the study. JH performed the methodology. JH and LZ contributed
to writing the original draft, review, and editing the manuscript.

FUNDING

This work was supported by the National Natural Science
Foundation of China (81871663 and 81672035), and the
Innovation Project of Shandong Academy of Medical Sciences.

ACKNOWLEDGMENTS

We thank Drs. Shin-Ru Shih, Ron R. Kopito, Ping Zhao, Charles
Rice, and Francis Chisari for reagents.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmicb.
2019.02043/full#supplementary-material

responses and neutralizing antibodies in mice. Vaccine 29, 3714-3723. doi:
10.1016/j.vaccine.2011.02.083

Chadwick, A. C., and Sahoo, D. (2012). Functional characterization of newly-
discovered mutations in human SR-BI. PLoS One 7:¢45660. doi: 10.1371/
journal.pone.0045660

Chen, D., Xiang, Q., and Nicholas, J. (2017). Human herpesvirus 8 interleukin-6
interacts with calnexin cycle components and promotes protein folding. J. Virol.
91:00965-17. doi: 10.1128/JV1.00965-17

Christianson, J. C., Olzmann, J. A., Shaler, T. A., Sowa, M. E., Bennett, E. J.,
Richter, C. M., et al. (2011). Defining human ERAD networks through an
integrative mapping strategy. Nat. Cell Biol. 14, 93-105. doi: 10.1038/ncb
2383

Frontiers in Microbiology | www.frontiersin.org

September 2019 | Volume 10 | Article 2043


https://www.frontiersin.org/articles/10.3389/fmicb.2019.02043/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2019.02043/full#supplementary-material
https://doi.org/10.1126/science.271.5248.518
https://doi.org/10.1111/j.1399-0004.2011.01682.x
https://doi.org/10.1111/j.1399-0004.2011.01682.x
https://doi.org/10.1016/j.vaccine.2011.02.083
https://doi.org/10.1016/j.vaccine.2011.02.083
https://doi.org/10.1371/journal.pone.0045660
https://doi.org/10.1371/journal.pone.0045660
https://doi.org/10.1128/JVI.00965-17
https://doi.org/10.1038/ncb2383
https://doi.org/10.1038/ncb2383
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Huang et al.

UGGT1 Promotes HCV Entry

Colpitts, C. C., and Baumert, T. F. (2016). Hepatitis C virus cell entry: a target
for novel antiviral strategies to address limitations of direct acting antivirals.
Hepatol. Int. 10, 741-748. doi: 10.1007/s12072-016-9724-9727

Ding, Q., von Schaewen, M., and Ploss, A. (2014). The impact of hepatitis C virus
entry on viral tropism. Cell Host Microbe 16, 562-568. doi: 10.1016/j.chom.
2014.10.009

Gotte, M., and Feld, J. J. (2016). Direct-acting antiviral agents for hepatitis C:
structural and mechanistic insights. Nat. Rev. Gastroenterol. Hepatol. 13, 338-
351. doi: 10.1038/nrgastro.2016.60

Guan, M., Wang, W,, Liu, X,, Tong, Y., Liu, Y., Ren, H., et al. (2012). Three
different functional microdomains in the hepatitis C virus hypervariable region
1 (HVR1) mediate entry and immune evasion. J. Biol. Chem. 287, 35631-35645.
doi: 10.1074/jbc.M112.382341

Gutierrez-Pajares, J. L., Ben Hassen, C., Chevalier, S., and Frank, P. G. (2016).
SR-BI: linking cholesterol and lipoprotein metabolism with breast and prostate
cancer. Front. Pharmacol. 7:338. doi: 10.3389/fphar.2016.00338

Hebert, D. N., and Molinari, M. (2012). Flagging and docking: dual roles for
N-glycans in protein quality control and cellular proteostasis. Trends Biochem.
Sci. 37, 404-410. doi: 10.1016/j.tibs.2012.07.005

Huang, P. N, Jheng, J. R., Arnold, J. ., Wang, J. R., Cameron, C. E,, and Shih, S. R.
(2017). UGGT1 enhances enterovirus 71 pathogenicity by promoting viral RNA
synthesis and viral replication. PLoS Pathog. 13:e1006375. doi: 10.1371/journal.
ppat.1006375

Jones, C. T., Catanese, M. T., Law, L. M., Khetani, S. R., Syder, A. J., Ploss, A.,
etal. (2010). Real-time imaging of hepatitis C virus infection using a fluorescent
cell-based reporter system. Nat. Biotechnol. 28, 167-171. doi: 10.1038/nbt.1604

Kinslechner, K., Schorghofer, D., Schutz, B., Vallianou, M., Wingelhofer, B.,
Mikulits, W., et al. (2018). Malignant phenotypes in metastatic melanoma are
governed by SR-BI and its association with glycosylation and STATS5 activation.
Mol. Cancer Res. 16, 135-146. doi: 10.1158/1541-7786.Mcr-17-0292

Lindenbach, B. D., and Rice, C. M. (2003). Molecular biology of flaviviruses. Adv.
Virus Res. 59, 23-61. doi: 10.1016/s0065-3527(03)59002-9

Maattanen, P., Gehring, K., Bergeron, J. J., and Thomas, D. Y. (2010). Protein
quality control in the ER: the recognition of misfolded proteins. Semin. Cell
Dev. Biol. 21, 500-511. doi: 10.1016/j.semcdb.2010.03.006

Martinello, M., Hajarizadeh, B., Grebely, J., Dore, G. J., and Matthews, G. V.
(2018). Management of acute HCV infection in the era of direct-acting antiviral
therapy. Nat. Rev. Gastroenterol. Hepatol. 15, 412-424. doi: 10.1038/s41575-
018-0026-25

Scarselli, E., Ansuini, H., Cerino, R., Roccasecca, R. M., Acali, S., Filocamo, G.,
et al. (2002). The human scavenger receptor class B type I is a novel candidate
receptor for the hepatitis C virus. Embo. J. 21, 5017-5025. doi: 10.1093/emboj/
cdf529

Schorghofer, D., Kinslechner, K., Preitschopf, A. Schutz, B, Rohrl, C,
Hengstschlager, M., et al. (2015). The HDL receptor SR-BI is associated with
human prostate cancer progression and plays a possible role in establishing
androgen independence. Rep. Biol. Endocrinol. 13:88. doi: 10.1186/s12958-015-
0087-z

Vinals, M., Xu, S., Vasile, E, and Krieger, M. (2003). Identification of
the N-linked glycosylation sites on the high density lipoprotein (HDL)
receptor SR-BI and assessment of their effects on HDL binding and
selective lipid uptake. J. Biol. Chem. 278, 5325-5332. doi: 10.1074/jbc.M21107
3200

Westhaus, S., Deest, M., Nguyen, A. T. X, Stanke, F., Heckl, D., Costa, R,, et al.
(2017). Scavenger receptor class B member 1 (SCARBI) variants modulate
hepatitis C virus replication cycle and viral load. J. Hepatol. 67, 237-245. doi:
10.1016/j.jhep.2017.03.020

Yin, P., Hong, Z., Yang, X., Chung, R. T., and Zhang, L. (2016). A role for retromer
in hepatitis C virus replication. Cell Mol. Life Sci. 73, 869-881. doi: 10.1007/
s00018-015-2027-2027

Yin, P, Li, Y., and Zhang, L. (2017). Sec24C-Dependent transport of claudin-1
regulates hepatitis ¢ virus entry. J. Virol. 91:e00629-17. doi: 10.1128/jvi.0062
9-617

Zeisel, M. B., Felmlee, D. J., and Baumert, T. F. (2013). Hepatitis C virus
entry. Curr. Top. Microbiol. Immunol. 369, 87-112. doi: 10.1007/978-3-642-273
40-7_4

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.

Copyright © 2019 Huang, Yin, Yin, Jian, Song, Luan and Zhang. This is an open-
access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner(s) are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

Frontiers in Microbiology | www.frontiersin.org

12

September 2019 | Volume 10 | Article 2043


https://doi.org/10.1007/s12072-016-9724-9727
https://doi.org/10.1016/j.chom.2014.10.009
https://doi.org/10.1016/j.chom.2014.10.009
https://doi.org/10.1038/nrgastro.2016.60
https://doi.org/10.1074/jbc.M112.382341
https://doi.org/10.3389/fphar.2016.00338
https://doi.org/10.1016/j.tibs.2012.07.005
https://doi.org/10.1371/journal.ppat.1006375
https://doi.org/10.1371/journal.ppat.1006375
https://doi.org/10.1038/nbt.1604
https://doi.org/10.1158/1541-7786.Mcr-17-0292
https://doi.org/10.1016/s0065-3527(03)59002-9
https://doi.org/10.1016/j.semcdb.2010.03.006
https://doi.org/10.1038/s41575-018-0026-25
https://doi.org/10.1038/s41575-018-0026-25
https://doi.org/10.1093/emboj/cdf529
https://doi.org/10.1093/emboj/cdf529
https://doi.org/10.1186/s12958-015-0087-z
https://doi.org/10.1186/s12958-015-0087-z
https://doi.org/10.1074/jbc.M211073200
https://doi.org/10.1074/jbc.M211073200
https://doi.org/10.1016/j.jhep.2017.03.020
https://doi.org/10.1016/j.jhep.2017.03.020
https://doi.org/10.1007/s00018-015-2027-2027
https://doi.org/10.1007/s00018-015-2027-2027
https://doi.org/10.1128/jvi.00629-617
https://doi.org/10.1128/jvi.00629-617
https://doi.org/10.1007/978-3-642-27340-7_4
https://doi.org/10.1007/978-3-642-27340-7_4
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

	SR-BI Interactome Analysis Reveals a Proviral Role for UGGT1 in Hepatitis C Virus Entry
	Introduction
	Materials and Methods
	Cells, Virus, and Reagents
	Plasmids
	Antibodies
	Immunoprecipitation
	Mass Spectrometry
	Immunofluorescence Microscopy
	Knockdown by siRNA
	Reporter Assay
	PNGase F Treatment
	Protein Folding Assay
	Quantitative PCR (qPCR)
	Statistics

	Results
	Interactome Analysis of SR-BI Identified the Interaction Between SR-BI and Calnexin Cycle Components
	SR-BI Associated With UGGT1 and Calnexin
	Protein Level of SR-BI Was Dependent on UGGT1 and N-Glycosylation of SR-BI
	All Nine Asparagines of Predicted SR-BI N-Glycosylation Sites Participated in SR-BI N-Glycosylation
	UGGT1 Influenced SR-BI Level and Promoted HCV Infection
	SR-BI Promotes UGGT1-Mediated Protein Folding

	Discussion
	Data Availability
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


