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Cryptochrome gene 1(CRY1) is a member of circadian clock genes, which play an important role in
adipocyte biology. CRY1 was reported to be related with the lipid metabolism, but the molecule
mechanism of CRY1 in regulating the adipogenesis remains unclear. Here we report that CRY1 is a key
regulator in adipogenic differentiation. We found that the expression levels of CRY1 in 3T3-L1 cells and
C3H10T1/2 cells gradually increased during the process of adipogenic differentiation. Knockdown of

Keywords: endogenous CRY1 significantly inhibited the expression of adipogenic markers and lipid droplet for-
CRY1 . . . .. . ..
Clock gene mation in cells under adipogenic induction. In addition, knockdown of endogenous CRY1 promoted the

Adipogenesis expression and nuclear accumulation of f-catenin, the critical signal molecular in the canonical canonical
Wt Wnt signaling pathway, suggesting the regulation effect of CRY1 in adipogenesis was mediated by ca-

B-Catenin nonical Wnt/B-catenin signaling. Taken together, our study suggests that CRY1 regulates adipogenic

differentiation through modulating the canonical Wnt/B-catenin signaling pathway.

© 2018 Elsevier Inc. All rights reserved.

1. Introduction

Steroid-induced osteonecrosis of the femoral head (SONFH) is a
common bone disease with high disability rate [1]. Due to excessive
use of glucocorticoid, trabecular bone and bone marrow necrosis
occur in the femoral head, and the femoral head collapses and
deforms, eventually leading to hip dysfunction [2]. SONFH is
characterized by lipid metabolism disorders such as increased
adipogenesis and fat cell hypertrophy in the bone marrow which
cause increased intraosseous pressure, ultimately leading to avas-
cular necrosis of the bone [3]. At present, the treatment of femoral
head necrosis is hip replacement, which has many problems such
as high cost, great pain and need for renovation. So, a better
treatment is urgently needed. Improving the lipid metabolism
disorder in the femoral head is of great importance to control the
necrosis of the femoral head from the root cause, such as inhibiting
the excessive adipogenic differentiation of stem cells, which may be
achieved through gene therapy.

Adipogenic differentiation is a complicated process involves the
determination phase and the terminal differentiation phase [4].
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During the former phase multipotent mesenchymal stem
cells(MSCs)commit to the preadipocyte, which is not morphologi-
cally distinguishable from MSCs. During the latter phase, pre-
adipocytes differentiate into adipocytes, which can synthesize and
store lipid. Throughout the adipogenesis, multiple signaling cas-
cades is involved such as Wnt Signaling, Hedgehog Signaling, and
BMP Signaling [5—7], converging at the level of peroxisome
proliferator-activated receptor-y (PPARy) transcriptional activity,
which is a master adipogenic transcription factor and play impor-
tant roles in adipogenic differentiation [4].

The circadian clock plays an important role in regulating the
coordinated and orderly progress of various complex life activities
in the body and maintaining normal life activities, such as circadian
rhythm, immunity, and lipid metabolism [8—10]. Abnormal
expression of the circadian clock genes due to circadian rhythm
disorders result in many diseases such as cancer, endocrine dis-
eases, cardiovascular diseases and lipid metabolism disorder
[11—14]. Lipid metabolism disorder has been reported to be
significantly associated with circadian disruption, and components
of the molecular clock network could regulate adipogenic differ-
entiation. As reported, BMAL1 can inhibits adipogenesis through
the TGF-B pathway together with BMP signaling [15]. Rev-erba. can
promote brown adipogenesis [16]. Deletion of Per3 promotes adi-
pogenesis by a clock output pathway [17]. These studies highlight
the connection between circadian gene and adipogenic
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differentiation.

Up to now, 14 circadian clock genes have been discovered. These
clock genes are present in almost all cells in the human body, which
interact to form a network of multiple positive and negative feed-
back loops at the transcriptional and translational levels [18].
Different clock genes affect the life activities of cells by regulating
different downstream clock controlled genes [19]. CRY1, one of the
core clock genes, plays an important role in lipid metabolism.
Toledo M et al. reported that high-fat-fed mice have reduced levels
of CRY1 protein, leading to obesity-associated hyperglycemia [20].
Griebel et al. knocked out the mouse CRY1 gene to study the rela-
tionship between CRY1 and fat metabolism, and found that CRY1
deficient mice are less likely to gain weight on a high-lipid diet [21].
These studies indicate that CRY1 is closely related to fat meta-
bolism. However, the effect and exact mechanism of CRY1 on adi-
pogenic differentiation of MSCs are still unclear.

In this study, we examined the role of CRY1 in the 3T3-L1 cells
and C3H10T1/2 cells, which well proved for the natural manner of
adipogenic differentiation. Our results show that knockdown of
CRY1 inhibited adipogenic differentiation, as well as the expression
of adipogenesis related genes. Besides, canonical Wnt/B-catenin
signaling pathway was activated in the CRY1 knockdown cells. All
the findings suggest that CRY1 is an important regulator of adipo-
genic differentiation.

2. Materials and methods
2.1. Reagents and antibodies

Dexamethasone (DM), Recombinant human Insulin (IS), Iso-
butylmethylxanthine (IBMX), Indomethacin (ID), Oil Red O were
purchased from Sigma Aldrich. Antibody to CRY1 was from Abcam.
Antibody to B-catenin was from Santa Cruz Biotech. Antibodies to
GSK-3p, Histone and B-Actin were purchased from Cell Signaling
Inc.

2.2. Plasmids

Three plasmids including pLKO.1-EGFP- puromycin, psPAX2,
and pMD2.G were purchased from GeneChem, CHN. They are
involved in the lentivirus system for short hairpin RNA (shRNA)
expression. we have designed two shRNAs (Table 1) to knockdown
CRY1, which were annealed and inserted into the lentiviral vector
pLKO.1-EGFP-puromycin.

2.3. Lentivirus production

To product lentiviruses, lentiviral vector (pLKO.1-puro or pCDH-
CMV-MCS-EF1-Puro), psPAX2, pMD2.G and Lipofectamine2000
(Invitrogen) were mixed and added into HEK293T cells which were
planted in high glucose DMEM without FBS. The cell density is
about 80%. 12 h after transfection, the medium was changed to high
glucose DMEM with 10% FBS. Two days after changing the medium,
the supernatants were collected and filtered through a 0.45-um
membrane (Millipore).

Table 1
Sequences of CRY1-shRNA.

2.4. Cell transfection

The 3T3-L1 cells and C3H10T1/2 cells were cultured to a density
of 80% in 6-well plates. 6 ug/ml polybrene (Sigma, USA) and lenti-
viruses were added to the medium to get CRY1 knockdown cells.
After 24h, the medium was changed to DMEM with 4 pg/mL of
puromycin (Sigma, USA) for 3 days. In the next week, the medium
was changed to DMEM with 1 ug/mL of puromycin. Then the stable
CRY1 knockdown cells were gotten and cultured in high glucose
DMEM with 10% FBS.

2.5. Cell culture and adipogenic induction

The 3T3-L1 and C3H10T1/2 cell lines were planted into growth
media (10% FBS in High Glucose DMEM) and changed with growth
media every three days. These cell lines were induced to differen-
tiate when they reached 100% confluence by replacing differenti-
ation medium, which was compounded with 500 uM IBMX, 200 uM
Indomethacin, TuM Dexamethasone and 10uM insulin in High
Glucose DMEM media containing with 10% FBS. Then the differ-
entiation media was renewed every 2 days until day 7.

2.6. Oil Red O staining and imaging

Oil red O Staining was taken to measure the accumulation of
liquid. The differentiated cells were rinsed with PBS and fixed in 4%
formaldehyde for half an hour in 25 °C. The stock Oil Red O stain
(0.5% in isopropanol) was diluted into 60% with ddH20. Then the
diluted stain was applied to fixed cells for 1 h in room temperature.

2.7. Quantitative real-time PCR

Total RNA was obtained from cells by using Trizol method ac-
cording to manufacturers' instructions. 500 ng of total RNA was
reverse transcribed to cDNA using a cDNA synthesis kit. The 10uL
reaction volume was diluted with 90uL water that was treated by
DEPC. The diluted cDNAs were combined with SYBR Green, Dye II,
forward and reversed primer in 96-well-plates. The real-time PCRs
were run on an ABI 7500 Real-time PCR system using the following
thermocycling conditions: (1) 95 °C 10 min, 1x (2) 95°C 15s, 57 °C
15s, 72 °C 15s, 40x. The qRT-PCR primers for CRY1, PPARy, CEBPq,
SREBP1and B-actin were searched from PrimerBank. Every qRT-PCR
was performed three times. All of primer sequences can be found in
Table 2. The data was analyzed by using the 228C method.

2.8. Western blot

The medium was removed and the adherent cells was washed
with cold PBS twice. 60 uL modified RIPA buffer with PMSF (1:200)
was added to the 60 mm dishes and the cells were scraped on the
ice. The cell lysate was collected into EP tubes and ice bathed for
30 min with a vortex for 10 s every 3 min. Then the cell lysate is
centrifuged (12000 rpm, 4 °C, 10min) and supernatant is taken and
the protein concentration was measured by the BCA Protein Assay
Kit (Beyotime, China) according to the manufacturer. The protein
sample was subjected to gel electrophoresis and transferred to a

Group Sense strand

Antisense strand

CRY1-shRNA1
CRY1-shRNA2
CRY1-shRNA3
Control-shRNA

5’-CAAGTGTTTGATAGGAGTT-3’
5'-GCCACCTCTAACATATAAA-3’
5'-ATCAGTGTTTGATCTAATT-3'
5'-TTCTCCGAACGTGTCACGT-3’

5'- AACTCCTATCAAACACTTGGC -3/
5'- TTTATATGTTAGAGGTGGCTG -3’
5'-AATTAGATCAAACACTGATGT-3'
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Table 2

Primer sequences.
Gene Forward Reverse
CRY1 5'-CACTGGTTCCGAAAGGGACTC-3’ 5'-CTGAAGCAAAAATCGCCACCT-3'
CEBP« 5’- GCGGGAACGCAACAACATC -3’ 5’- GTCACTGGTCAACTCCAGCAC -3’
PPARY 5'- GGAAGACCACTCGCATTCCTT -3’ 5'- GTAATCAGCAACCATTGGGTCA -3’
SREBP1 5'- TGACCCGGCTATTCCGTGA -3’ 5'- CTGGGCTGAGCAATACAGTTC -3’
B-actin 5’- GGGACCTGACTGACTACCTC-3' 5'- TCATACTCCTGCTTGCTGAT-3'

PVDF membrane (Millipore, USA). The PVDF membrane is then
blocked with 5% skimmed milk. These membranes were incubated
overnight at 4°C with primary antibody including CRY1,B-cat-
enin,gsk-3f3 and B-actin. The bands were visualized with a Fluor
Chem E system using the ECL Detection kit (Share-bio, China).
Every western blot was performed three times.

2.9. Statistic analysis

Each experiment was repeated 3 times independently, and
statistical analysis was performed using Statistical Package for So-
cial Sciences (SPSS) 21.0 software. The data were expressed as
mean + standard deviation. Statistical analysis of the differences
between the groups was performed by analysis of variance (one-
way ANOVA). P < 0.05 indicates that the difference was statistically
significant.

3. Results
3.1. Adipogenesis induces CRY1 expression

Before we evaluated the effect of CRY1 on adipogenic differenti-
ation, we first examined the expression of CRY1 in 3T3-L1 cells and
C3H10T1/2 cells by using Western Blotting. We found that CRY1 is
expressed in both 3T3-L1 cells and C3H10T1/2 cells. (Fig. 1A 1B). We
then measured the expression of CRY1 in 3T3-L1 cells and C3H10T1/
2cells treated with adipogenic differentiation medium(500 uM
IBMX, 200 uM Indomethacin, 1uM Dexamethasone and 10uM insu-
lin)for adipogenic differentiation. The expression level of CRY1
gradually increased with time during the adipogenic differentiation
(Fig. 1C 1D 1E). During this period, the mRNA expression of classic
adipogenic marker genes such as CEBP«, PPARy and SREBP1 were
increased (Fig. 1TF—H) and the fat droplets in the cells have also
increased as shown in Fig. 11. All of these findings suggest that CRY1
may be essential for adipogenic differentiation.

3.2. Establishment of CRY1 silencing cell lines

To investigate the potential role of CRY1 in adipogenic differ-
entiation, we knockdown the expression of endogenous CRY1 by
lentivirus-mediated infection with three specific sShRNAs (shRNA1-
3). The expression protein level of CRY1 was measured using
Western Blot (Fig. 2A—D) and the mRNA level of CRY1 was exam-
ined by qRT-PCR (Fig. 2E—F). Both methods show that the CRY1
expression level was significantly reduced in 3T3-L1 cells and
C3H10T1/2 cells expressing CRY1 shRNA-3.

3.3. Knockdown of CRY1 inhibits adipogenic differentiation and
adipogenesis-specific gene expression

We next examined the effect of CRY1 on adipogenic differenti-
ation. The control shRNA and CRY1 shRNA treated 3T3-L1 cells and
C3H10T1/2 cells were cultured in the adipogenic differentiation
medium. The Oil red O staining and its quantitative assay clearly

showed that CRY1 knockdown attenuated differentiation of 3T3-L1
cells and C3H10T1/2 cells from day 4 onward, as indicated by the
presence of fewer lipid accumulating cells (Fig. 3A—C). During the
adipogenic differentiation, the mRNA expression levels of classic
adipogenic marker genes such as CEBPa, PPARy and SREBP1
decreased compared with the control cells (Fig. 3D—I), which is
consistent with results of oil red O staining. Collectively, these
findings suggest that knock down CRY1 inhibits adipogenic
differentiation.

3.4. Knockdown of CRY1 activates canonical Wnt/@3-catenin
signaling pathway

To further explore the mechanism involved in the regulation of
adipogenic differentiation of CRY1, we examined signaling path-
ways which can regulate adipogenic differentiation such as Wnt
Signaling, Hedgehog Signaling, and BMP Signaling in control shRNA
and CRY1 silencing 3T3-L1 cells and C3H10T1/2 cells. We found that
canonical Wnt/B-catenin signaling pathway was significantly acti-
vated. As shown in Fig. 4A 4C 4D, CRY1 knockdown upregulated the
protein level of both total f-catenin and the f-catenin in nuclear, as
well as decreased the protein level of GSK-3f. We also examined
the canonical Wnt/B-catenin signaling pathway in response to
adipogenic stimulation. We found that as the time of adipogenic
stimulation increased, the protein levels of CRY1 in both the control
and shRNA cells increased, and the levels of B-catenin decreased. At
each time point, the protein levels of B-catenin in the shRNA cells
were always higher than the control cells. Thus, we considered that
the canonical Wnt/B-catenin signaling pathway may mainly
participate in the CRY1-regulated adipogenic differentiation.

4. Discussion

The importance of the present findings is that CRY1 is func-
tionally expressed in multipotent 3T3-L1 and C3H10T1/2 cell lines
and appears to regulate adipogenic differentiation and maturation.
Although C3H10T1/2 cells are more primitive than 3T3-L1 cells, as a
mesenchymal stem cell, C3H10T1/2 cells have strong differentia-
tion ability, especially the adipogenic differentiation model of this
cell has been widely used by researchers [22—24]. We examined
dynamic changes in CRY1 expression during adipogenic differen-
tiation and found that the levels of CRY1 were increased during
adipogenic differentiation in both cell lines, which indicated that
CRY1 may contribute to the differentiation of these cell lines.

The canonical Wnt/B-catenin signaling pathway plays an
important role in regulating adipogenic differentiation [25]. As
reported, multiple members of the canonical Wnt/B-catenin
signaling family have been verified to inhibit the early stages of
adipogenic differentiation. For example, overexpression of Wnt1
suppresses PPARy and inhibits adipogenic differentiation of 3T3-L1
cells [26]. In addition, Wnt10B has been reported to inhibit the
expression of PPARy and C/EBP-a to prevent 3T3-L1 cells adipo-
genic differentiation [26]. Inhibition of GSK-3f resulted in general
in the suppression of adipogenesis [27,28]. Other canonical Wnt
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Fig. 1. Expression of CRY1 was increased during 3T3-L1 cells and C3H10T1/2 cells adipogenesis. A. The expression of CRY1 in 3T3-L1 and C3H10T1/2 cells using Western Blot. B.
Quantitative data of immunoblots of fig A. C. The expression level of CRY1 gradually increased with time during the adipogenic differentiation in 3T3-L1 and C3H10T1/2 cells. D-E.
Measurement of CRY1 in protein levels in the 3T3-L1 and C3H10T1/2 cells. F-H. mRNA levels at time points of differentiation of 3T3-L1 cells and C3H10T1/2 cells. I. Microscopic
images (200X) of 3T3-L1 cells and C3H10T1/2 cells stained with Oil Red O during the adipogenic differentiation. (0d, 3d, and 7d represented O days, 3 days, and 7 days after
induction of differentiation, respectively. Values are expressed as the mean + standard deviation. *p < 0.05, **p < 0.01, ***p < 0.001 and ****p < 0.0001 compared with 0d.). (For
interpretation of the references to colour in this figure legend, the reader is referred to the Web version of this article.)

ligands, such as Wnt6 and Wnt10a, exhibit similar effects in
inhibiting adipogenesis [29]. In our current study, we found that as
the time of adipogenic stimulation increased, the protein levels of
GSK-3p increased, and the levels of f-catenin decreased, suggesting
the inhibition of canonical Wnt/B-catenin signaling pathway, which
is consistent with the literature report. Besides, CRY1 silencing

resulted in the up-regulation of the protein level of both total -
catenin and the B-catenin in nuclear and declined GSK-3f in adi-
pogenic stimulation. These results demonstrate that down-
regulation of CRY1 may activate canonical Wnt/B-catenin signaling
pathway.

CRY1 was also reported to be related with PPAR and SREBP



750 S. Sun et al. / Biochemical and Biophysical Research Communications 506 (2018) 746—753

3T3-L1

N
o
1

g

o
g

Relative protein level of CRY1
o -
- ?

S 1.5+
o
o
-
o
21-0- o
5
% 0.5
3
s
& 0.0
N o 3 v L]
M & ‘\V‘ ‘;V' QV'
< & & & &
< & & &

C3H10

g
o
]

-

L
1
*

.

o
o
1

Relative protein level of CRY1
o -
2 4

X
& & & &
(=)
RO S S
F $1.5+
o
o
b
1.0 - :
3 T
g i
o
[
2 e
5
éE 0.0 T { T T T
) N 9 )
N
> ‘S& ‘es" iﬁr ‘es"
) 8 és- f;°Q- gé‘L

Fig. 2. The establishment of CRY1 knockdown 3T3-L1 cells and C3H10T1/2 cells. A. Western Blot results of CRY1 silencing in the 5 groups of 3T3-L1 cells. B. Western Blot results
of CRY1 silencing in the 5 groups of C3H10T1/2 cells. C-D. Measurement of CRY1 silencing efficiency in protein in the 3T3-L1 cells and C3H10T1/2 cells. E-F. Measurement of CRY1
silencing efficiency in mRNA in the 3T3-L1 cells and C3H10T1/2 cells. (0d, 3d, and 7d represented 0 days, 3 days, and 7 days after induction of differentiation, respectively. Values are
expressed as the mean + standard deviation. *p < 0.05, **p < 0.01, ***p < 0.001 and ****p < 0.0001 compared with Control.)

[30,31], which can be considered as adipogenic marker genes. In
our study, during the adipogenic differentiation, the levels of CRY1
were increased and the expression of adipogenic marker genes
such as CEBPg, PPARY and SREBP1 are promoted, which is consis-
tent with the literature. When the CRY1 was knocked down, the
adipogenic gene marker was downregulated. Simultaneously, the
Oil Red O Staining showed that the accumulation of lipid has been
decreased, which is consistent with the adipogenic marker genes.
These results could demonstrate that CRY1 knockdown inhibit
adipogenic differentiation of 3T3-L1 and C3H10T1/2 cells.

Studies have shown that the transcriptional and translational
levels between the circadian clock genes in normal cells mainly
include three network structures of feedback loops [32,33]. In the
three feedback loops, CLOCK/BMAL1 heterodimers act as tran-
scription factors to activate the transcription of PERs, CRYs, DECs,
REV-ERBA and RORA genes, and initiate the expression of these
genes. PERs and CRYs combine as a heterodimer to undergo nuclear
transfer and inhibits CLCOK/BMAL1 transcriptional activation,
forming the canonical negative feedback pathway, which is also the
main pathway. Secondly, DEC1 and DEC2 combine to form a dimer
or heterodimer, which acts as a transcription inhibitor to transport
to the nucleus and compete with CLCOK/BMAL1 to reduce the

transcriptional activation of CLOCK/BMAL1 and form the second
negative feedback pathway. REV-ERBA and RORA are transported
into the nucleus to inhibit the expression of BMALI1, respectively,
forming a third negative feedback pathway. As reported, BMAL1
activates canonical Wnt/B-catenin signaling pathway [34]. In our
study, we found that CRY1 knockdown by shRNA activate canonical
Wnt/B-catenin signaling pathway. This may be caused by CRY1
silencing directly, or negative feedback effect of the clock gene
network. Knocking down CRY1 may cause the canonical negative
feedback pathway, leading to overexpression of BMAL1 which ac-
tivates the canonical Wnt/B-catenin signaling pathway. But the
specific mechanism of this still requires further research.

In conclusion, a major finding of our study is that CRY1, as a
novel regulator of adipogenic differentiation in vitro, inhibits adi-
pogenic differentiation after knocked down, at least in partial,
through the canonical Wnt/B-catenin signaling pathway. It is
conceivable that CRY1 knockdown may help to develop new ther-
apeutic strategies through inhibiting adipogenic differentiation of
MSCs in the femoral head of patients who have taken glucocorti-
coid for a long time. Therefore, CRY1 may be a useful target to
develop a gene therapeutics to prevent steroid-induced osteonec-
rosis of the femoral head.



S. Sun et al. / Biochemical and Biophysical Research Communications 506 (2018) 746—753

A Oil Red O Staining

od

A
—
s
i
¢ w »
m TS :
Y & g
Y
£i2o. @ ° +
= b ar
S, T
n 8 i ‘ Lo
©
< % 2 N
B
S
.~ o ~Q- l.‘
. . PRI
N
L 1 s 5
* P R
S %00 A
I
™M .- =
U i ez -y
. SN
o
< .
. *
s - 5
s x
. Yy
“ 3 )
% .

£ ‘1- 3T3-L1 e
S 5| W shRNA 5 5
w w
® ®
8% - g
i §
2 2
o

n
g
N

I 3731
B shRNA .

I C3H10
0 shRNA

N
hd
»

3

Relative mRNA level of PPARy
=
hd

Relative mRNA level of CEBP

9

0d 3d 7d

Control

shRNA

Control

shRNA

S
T

I 3731
B shRNA

@
4

N
hd

3

a
L

Il C3H10
I shRNA .

a
hd

w
(]

»
23

g

I > R > .. & ']
@ O 5
Relative mRNA level of PPARy Relative mRNA level of CEBPq £ Sl
|, e, e

L

of

Relative mRNA level

751

Fig. 3. Stable CRY1 knockdown inhibited adipogenic differentiation of 3T3-L1 and C3H10T1/2 cells. A. Representative microscopic images of Oil-Red-O staining of 3T3-L1 and
C3H10T1/2 cells during adipogenic differentiation. B-C. Quantitative data of lipid accumulation by measuring the absorbance of extracted Oil-Red-O at 510 nm. D-I. In shRNA-CRY1
cells, mRNA expression levels of classic adipogenic marker genes decreased compared with the control cells. (0d, 3d, and 7d represented 0 days, 3 days, and 7 days after induction of
differentiation, respectively. Values are expressed as the mean =+ standard deviation. *p < 0.05, **p < 0.01, ***p < 0.001 and ****p < 0.0001 compared with control cells.). (For
interpretation of the references to colour in this figure legend, the reader is referred to the Web version of this article.)



752

=4 _ 4 d B-catenin
‘d |“‘ B-actin
B-catenin

endonuclear

]
éz.o- B 3T3L1
(]
2 1.5 ™ shRNA
E TR
£ "
= 1.01 -
$
2
& 0.5
[
2
3 0.0-
AN & R & 5
S
L (<) 'g'b o\)
< S
N
L)

C3H10

3T3-11

S. Sun et al. / Biochemical and Biophysical Research Communications 506 (2018) 746—753

B

od 3d 7d

- 4+ = + = 4+ shRNA
- W | Ry
--- W === == | B-catenin
S S S e S ooctin
s M | CRYT
-
S e s | [3-catenin
— — - —— | (-actin

D

o
;2-0' El C3H10
o I shRNA
= 1.5+
°
> P
2
£ 1.0 e
2
g .
2.0.54
=
-]
]
&» 0.0~
N S R < L
GQ:\ @é\ v{-‘n’ 0(\‘0(}'50
2 ) P
L (<) LS
& s
()

Fig. 4. Knockdown of CRY1 activates canonical Wnt/B-catenin signaling pathway. A. Western Blot results of critical signal molecular of canonical Wnt/B-catenin signaling
pathway in 3T3-L1 and C3H10T1/2 cells after CRY1 knockdown. B. Critical signal molecular of canonical Wnt/B-catenin signaling pathway in control and shRNA cells changed during

adipogenic differentiation. C-D. Quantitative data of immunoblots of fig A.

Acknowledgement

This work was support by the Key Department of Minhang
District (2017MWTZ02); the Key Department of the Fifth People's
Hospital of Shanghai (2017WYZDZK02); the Natural Science
Foundation of Minhang District of Shanghai (2017MHZ15); the Fifth
People's Hospital of Shanghai, Fudan University (2018WYZT01);
and the Minhang District Leading Talent Development Funds.

Transparency document

Transparency document related to this article can be found
online at https://doi.org/10.1016/j.bbrc.2018.10.134.

References

[1] C.G. Zalavras, J.R. Lieberman, Osteonecrosis of the femoral head: evaluation
and treatment, J. Am. Acad. Orthop. Surg. 22 (2014) 455—464.

[2] A. Wang, M. Ren, J. Wang, The pathogenesis of steroid-induced osteonecrosis
of the femoral head: a systematic review of the literature, Gene (2018).

[3] G. Tan, P.D. Kang, F.X. Pei, Glucocorticoids affect the metabolism of bone

marrow stromal cells and lead to osteonecrosis of the femoral head: a review,

Chin. Med. J. (Engl) 125 (2012) 134—139.

AW. James, Review of signaling pathways governing MSC osteogenic and

adipogenic differentiation, Scientifica (Cairo) 2013 (2013) 684736.

[5] Z. Yuan, Q. Li, S. Luo, Z. Liu, D. Luo, B. Zhang, D. Zhang, P. Rao, ]. Xiao,

[4]

PPARgamma and Wnt signaling in adipogenic and osteogenic differentiation
of mesenchymal stem cells, Curr. Stem Cell Res. Ther. 11 (2016) 216—225.
B. Zhang, P.C. Tsai, M. Gonzalez-Celeiro, O. Chung, B. Boumard, C.N. Perdigoto,
E. Ezhkova, Y.C. Hsu, Hair follicles' transit-amplifying cells govern concurrent
dermal adipocyte production through Sonic Hedgehog, Genes Dev. 30 (2016)
2325-2338.

0. Donoso, A.M. Pino, G. Seitz, N. Osses, ].P. Rodriguez, Osteoporosis-associated
alteration in the signalling status of BMP-2 in human MSCs under adipogenic
conditions, J. Cell. Biochem. 116 (2015) 1267—1277.

G. Sulli, E.NN.C. Manoogian, P.R. Taub, S. Panda, Training the circadian clock,
clocking the drugs, and drugging the clock to prevent, manage, and treat
chronic diseases, Trends Pharmacol. Sci. 39 (2018) 812—827.

M. Zhou, W. Wang, S. Karapetyan, M. Mwimba, ]J. Marques, N.E. Buchler,
X. Dong, Redox rhythm reinforces the circadian clock to gate immune
response, Nature 523 (2015) 472—476.

RJ. Konopka, S. Benzer, Clock mutants of Drosophila melanogaster, Proc. Natl.
Acad. Sci. U. S. A. 68 (1971) 2112—-2116.

V. Blakeman, ].L. Williams, Q.J. Meng, C.H. Streuli, Circadian clocks and breast
cancer, Breast Cancer Res. 18 (2016) 89.

K.L. Gamble, R. Berry, S.J. Frank, M.E. Young, Circadian clock control of
endocrine factors, Nat. Rev. Endocrinol. 10 (2014) 466—475.

D.M. Pollock, Circadian regulation of cardiovascular and kidney function, Exp.
Physiol. 101 (2016) 1022—1024.

V. Leone, S.M. Gibbons, K. Martinez, A.L. Hutchison, E.Y. Huang, C.M. Cham,
J.F. Pierre, A.F. Heneghan, A. Nadimpalli, N. Hubert, E. Zale, Y. Wang, Y. Huang,
B. Theriault, A.R. Dinner, M.W. Musch, K.A. Kudsk, B.J. Prendergast, J.A. Gilbert,
E.B. Chang, Effects of diurnal variation of gut microbes and high-fat feeding on
host circadian clock function and metabolism, Cell Host Microbe 17 (2015)
681—689.

D. Nam, B. Guo, S. Chatterjee, M.H. Chen, D. Nelson, V.K. Yechoor, K. Ma, The
adipocyte clock controls brown adipogenesis through the TGF-beta and BMP

[6

[7]

(8]

[0l

[10]
[11]
[12]
[13]

[14]

[15]


https://doi.org/10.1016/j.bbrc.2018.10.134
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref1
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref1
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref1
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref2
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref2
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref3
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref3
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref3
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref3
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref4
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref4
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref5
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref5
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref5
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref5
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref6
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref6
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref6
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref6
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref6
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref7
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref7
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref7
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref7
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref8
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref8
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref8
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref8
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref9
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref9
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref9
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref9
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref10
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref10
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref10
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref11
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref11
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref12
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref12
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref12
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref13
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref13
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref13
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref14
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref15
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref15

[16]

[17]

[18]

[19]

[20]

[21]

[22]

[23]

[24]

[25]

[26]

S. Sun et al. / Biochemical and Biophysical Research Communications 506 (2018) 746—753

signaling pathways, J. Cell Sci. 128 (2015) 1835—1847.

D. Nam, S. Chatterjee, H. Yin, R. Liu, J. Lee, V.K. Yechoor, K. Ma, Novel function
of rev-erbalpha in promoting Brown adipogenesis, Sci. Rep. 5 (2015) 11239.
A. Aggarwal, MJ. Costa, B. Rivero-Gutierrez, L. Ji, S.L. Morgan, BJ. Feldman, The
circadian clock regulates adipogenesis by a Per3 crosstalk pathway to KIf15,
Cell Rep. 21 (2017) 2367—2375.

P.E. Hardin, Molecular genetic analysis of circadian timekeeping in Drosophila,
Adv. Genet. 74 (2011) 141-173.

N.B. Milev, A.B. Reddy, Circadian redox oscillations and metabolism, Trends
Endocrinol. Metabol. 26 (2015) 430—437.

M. Toledo, A. Batista-Gonzalez, E. Merheb, M.L. Aoun, E. Tarabra, D. Feng,
J. Sarparanta, P. Merlo, F. Botre, G.J. Schwartz, J.E. Pessin, R. Singh, Autophagy
regulates the liver clock and glucose metabolism by degrading CRY1, Cell
Metabol. 28 (2018) 268—281, e264.

G. Griebel, C. Ravinet-Trillou, S. Beeske, P. Avenet, P. Pichat, Mice deficient in
cryptochrome 1 (cry1 (-/-)) exhibit resistance to obesity induced by a high-fat
diet, Front. Endocrinol. 5 (2014) 49.

Y. Hashimoto, E. Matsuzaki, K. Higashi, F. Takahashi-Yanaga, A. Takano,
M. Hirata, F. Nishimura, Sphingosine-1-phosphate inhibits differentiation of
C3H10T1/2 cells into adipocyte, Mol. Cell. Biochem. 401 (2015) 39—47.

S.Z. Chen, X. Xu, LF. Ning, W.Y. Jiang, C. Xing, Q.Q. Tang, H.Y. Huang, miR-27
impairs the adipogenic lineage commitment via targeting lysyl oxidase,
Obesity (Silver Spring) 23 (2015) 2445—2453,

X. Guan, Y. Gao, ]. Zhou, J. Wang, F. Zheng, F. Guo, A. Chang, X. Li, B. Wang,
miR-223 regulates adipogenic and osteogenic differentiation of mesenchymal
stem cells through a C/EBPs/miR-223/FGFR2 regulatory feedback loop, Stem
cells (Dayton, Ohio) 33 (2015) 1589—1600.

N. Rahman, M. Jeon, Y.S. Kim, Delphinidin, a major anthocyanin, inhibits 3T3-
L1 pre-adipocyte differentiation through activation of Wnt/beta-catenin
signaling, Biofactors 42 (2016) 49—59.

Y.K. Park, B. Park, S. Lee, K. Choi, Y. Moon, H. Park, Hypoxia-inducible factor-
2alpha-dependent hypoxic induction of Wnt10b expression in adipogenic

[27]

[28]

[29]

[30]

[31]

[32]

[33]

[34]

753

cells, J. Biol. Chem. 288 (2013) 26311—26322.

A. Gambardella, C.K. Nagaraju, P.J. O'Shea, S.T. Mohanty, L. Kottam, ]. Pilling,
M. Sullivan, M. Djerbi, W. Koopmann, P.I. Croucher, 1. Bellantuono, Glycogen
synthase kinase-3alpha/beta inhibition promotes in vivo amplification of
endogenous mesenchymal progenitors with osteogenic and adipogenic po-
tential and their differentiation to the osteogenic lineage, J. Bone Miner. Res.
26 (2011) 811-821.

Z.Redshaw, P.T. Loughna, Adipogenic differentiation of muscle derived cells is
repressed by inhibition of GSK-3 activity, Front Vet Sci 5 (2018) 110.

W.P. Cawthorn, AJ. Bree, Y. Yao, B. Du, N. Hemati, G. Martinez-Santibanez,
0.A. MacDougald, Wnt6, Wnt10a and Wnt10b inhibit adipogenesis and
stimulate osteoblastogenesis through a beta-catenin-dependent mechanism,
Bone 50 (2012) 477—489.

S.D. Jordan, A. Kriebs, M. Vaughan, D. Duglan, W. Fan, E. Henriksson,
A.L. Huber, SJ. Papp, M. Nguyen, M. Afetian, M. Downes, R.T. Yu, A. Kralli,
R.M. Evans, K.A. Lamia, CRY1/2 selectively repress PPARdelta and limit exer-
cise capacity, Cell Metabol. 26 (2017) 243—255, e246.

P. Chen, R. Zhang, L. Mou, X. Li, Y. Qin, X. Li, An impaired hepatic clock system
effects lipid metabolism in rats with nephropathy, Int. J. Mol. Med. 42 (2018)
2720—-2736.

G. Mazzoccoli, T. Colangelo, A. Panza, R. Rubino, A. De Cata, C. Tiberio,
M.R. Valvano, V. Pazienza, G. Merla, B. Augello, D. Trombetta, C.T. Storlazzi,
G. Macchia, A. Gentile, F. Tavano, M. Vinciguerra, G. Bisceglia, V. Rosato,
V. Colantuoni, L. Sabatino, A. Piepoli, Deregulated expression of cryptochrome
genes in human colorectal cancer, Mol. Canc. 15 (2016) 6.

P.L. Lowrey, ].S. Takahashi, Mammalian circadian biology: elucidating
genome-wide levels of temporal organization, Annu. Rev. Genom. Hum.
Genet. 5 (2004) 407—441.

B. Guo, S. Chatterjee, L. Li, ].M. Kim, ]J. Lee, V.K. Yechoor, L]J. Minze, W. Hsueh,
K. Ma, The clock gene, brain and muscle Arnt-like 1, regulates adipogenesis
via canonical Wnt signaling pathway, Faseb. ]. 26 (2012) 3453—3463.


http://refhub.elsevier.com/S0006-291X(18)32300-3/sref15
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref15
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref16
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref16
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref17
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref17
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref17
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref17
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref18
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref18
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref18
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref19
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref19
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref19
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref20
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref20
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref20
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref20
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref20
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref21
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref21
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref21
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref22
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref22
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref22
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref22
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref23
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref23
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref23
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref23
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref24
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref24
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref24
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref24
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref24
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref25
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref25
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref25
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref25
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref26
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref26
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref26
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref26
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref27
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref28
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref28
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref29
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref29
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref29
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref29
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref29
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref30
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref30
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref30
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref30
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref30
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref31
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref31
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref31
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref31
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref32
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref32
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref32
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref32
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref32
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref33
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref33
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref33
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref33
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref34
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref34
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref34
http://refhub.elsevier.com/S0006-291X(18)32300-3/sref34

	Knocking down clock control gene CRY1 decreases adipogenesis via canonical Wnt/β-catenin signaling pathway
	1. Introduction
	2. Materials and methods
	2.1. Reagents and antibodies
	2.2. Plasmids
	2.3. Lentivirus production
	2.4. Cell transfection
	2.5. Cell culture and adipogenic induction
	2.6. Oil Red O staining and imaging
	2.7. Quantitative real-time PCR
	2.8. Western blot
	2.9. Statistic analysis

	3. Results
	3.1. Adipogenesis induces CRY1 expression
	3.2. Establishment of CRY1 silencing cell lines
	3.3. Knockdown of CRY1 inhibits adipogenic differentiation and adipogenesis-specific gene expression
	3.4. Knockdown of CRY1 activates canonical Wnt/β-catenin signaling pathway

	4. Discussion
	Acknowledgement
	Transparency document
	References


