FoH WHHEEHAFEOBERE: OstemiR
(AATFIT)DORE

A TFEREH

T LINODORREEY DL, HED
AT I, =T NVTUREER LB, FRHDH
HUKD037%3 microRNA HiiBE{& (primary miRNA,
pri-miRNA) Z 7279, HFLIE T, RNaselll TH
% Drosha #2782 LAz k > T, pri-
miRNA O IVEIAR AT A LT L — T
EH &Y D premiRNA B AETEH. F0%
Exportin-5 IZL->THIIBE ~tBkEN 5
(Grimm and Streetz, 2006; Diederichs and Jung,
2008). &51Z pre-miRNA [, *°1ZY RNaselll T
&5 Dicer BEMIZL - TV —TE4 UK
EINDHIETIAREE RNA BENERSHS.
TREH miRNA DT e b— A mature
miRNA &HAE siRNA X, BEF 20-30 XU/
FFRO—AE RNA THY, Argonaute XL 737
& L RNA-induced silencing complex (RISC)Z7
AL (Siomi H and Siomi MC, 2009), ¥ E D
mRNA EDHFSFHIRNATVZ A B —a142db,
FIED mRNA BRI E~DOFR O
(Olsen and Ambros, 1999), mRNA D4 fiEsk#E
(Hatvagner and Zamore, 2002; Llave and Xie,
2002) Z4TH. MR T, =IV Y —LDHFITh
miRNA DBTEETAHIEN MO TE= (Hu and
Drescher, 2012).

FEAEBBIZBITOIEHERBLOREIC
BULERBHZIEST, BFEMIRBIOE M
EELRBREZESMETHS. B ML,
ZHEMEE L DRI ERBHIICH R TS
(Harada and Rodan, 2003). B 3EMAIL, X512
BAROM LB THLE ML~ ERBL, <R
VI ADFTE &« OFHIRILT 7 FEEEN DR
\ZTETET 5 (Aarden and Burger, 1994). ZD4y
LEREL, B FMAL LD~ 27— B F
LTI ETIZ Runx2/Chfal, Sp7/Osterix,
beta—catenin 2% &1 5 41 T & 7= (Karsenty and
Kronenberg, 2009; Komori T, 2006). F7-&
M 2R T DR ERFELT BMP 773
J—=x CCN Z7IU—0H5N T3S (Perbal
and Takigawa, 2005; Kubota and Takigawa,
2011D). ZHETIZ, Runx2 (Zhang and Xie, 2011),
FAK (Eskildsen and Taipaleenmaki, 2011),
Connexin43 (Inose and Ochi, 2009)D % -FiL
? mRNA ZEBEZFHTHIZSICL > THEMA
SLERIET 5 miRNA 2A7REN TET-.

B ML 2 L OB FEITIE, MC3T3-EL
(MC3T3), C3H10T1/2, ST2, C2C12, KUSA-
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Al (KUSA) BLUOEBRBHB LM LD TS
AV —HBEPAVLENTEEZ. ZhbDHb
KUSA HRfa I35 I CHEBKICHAL, B8k
ALP J&, ‘B 54 37 (bglap/osteocalcin)
DEEAR, AIR{LERL, Sca-1, CD44, Ly-6C,
CDI40 EWoicfifaREi~— I —%RHET5H
(Ochi and Chen, 2002; Kawashima and Shindo,
2005) . 617, KUSA Mifaz <o AR FIoiEs
THEERFMEELEFZR L. £, BHaoE
BECRE R BN THHI LA 7B ks
1D, oA~ —MEAR I TEE
(Kato and Windle, 1997; Kamioka and Honjo,
2001) . BRI D ML ~— A —& L TiX, DMPI,
FGF-23, Sclerositin 7% %1 & AU TV % (Franz-
Odendaal and Hall, 2006; lkeda, 2008). 4344
V8B ThD DMPL BEPNCRRSNT-EH
fi~—%—"T&A(Toyosawa and Shintani, 2001).
FGF-23 1%, BlgcB T2V Ot #3I D
DIEMWALERE T HETEEDIRTI L DE
EHAHER TV EERAAEELL D
(Lorenz-Depiereux and Bastephe, 2006; Feng
and Ward, 2006;) . ##5EAE{LAE (Sclerosteosis)
DFRKEBLE T THD sost ICa—FREnb
Sclerostin b7 F M~ —H —Th 5
(Bezooijen and Roelen, 2004; Winkler and
Sutherland, 2003).

AAFFETIL, MR miRNA Array
RATEAE 35281285 T, KUSA M 0B
s bIBFRIZI1T5H miRNA RIET (& —
ZALT D, FNHO miRNA OHSE MR
RBEEZ T miRNA ZHHL, Bk
B DB b a7,

B. B3 F ik

MR LSILHE

<~ A BERIE B3 KUSA-AL (KUSA) #8fa &
VU AHHE T B # MC3T3-E1 (MC3T3) flfaIZ,
MR N 7 X0 B &% 1) 7~ (Ochi and
Chen, 2002). ZNOOHEMIL 10%MIEE2E T
DMEM 17T, 5% "R LR FZIRE THEERSNE.
MlZa 7V NETERSN, L 77Xl
U, TRV AZY L, R—=27 a7y R
=— IR 2 B BXIZEIMENT.

NI AEEOTA
TV by NG, BIEICREVERSNT-
(Kawata and Eguchi, 2006).

RNA O



KUSA-A1

MC3T3-E1

€537 RNA ZE T h—4%/L RNA OREUT,
miRNeasy mini kit (7 4°2) ZH >, DNase #L
BLLLIZAToT-.

miRNA qPCR 7L A

THETEZ—%EA LT cDNA A kiE RT2 first
strand kit (SABiosciences) Z W\ T~ 7=.
miRNA gPCR 7L A%, miFinder miRNA PCR
array % V> CT4T o 72 . miScript array data
analysis (SABioscience) ZH W\ T, b—hvwv 7
AT (2 YT NH)  ITRET T LENT (%
BTN AX v F—T oy Mg (2
YT N 21T o7,

774~ —=DFT A& qRT-PCR
cDNA 1F LR #EHDUNE All-in-One miRNA

gRT-PCR kit (Gene Copoeia)ZFVTHRLLT.

% mature miRNA [CHEFEB TS A4~—1F,
miRBase [ZHIFAH— R E O " kEEIZESWD
Tix #t L 7= (Griffiths—Jones and Saini, 2008) .
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Oday

1. KUSA-AL (A)BEIOMC3T3 B)DE ML S LIERIZBITA TV Ly R M,

miRNA ZE & T57-H D ¢PCR %, SYBR
Premix Ex Taq (TaKaRa)% H\VT{To72. qRT-
PCR {Z&% mRNA OE EITEIEICHEWTo7
(Eguchi and Kubota, 2008).

miRNA 0% —757 v T #l
TargetScan Z# L7 (Lewis and Burge, 2005).

weat

MiX, 727V —bHBNIN TV —bT
BEIREBRIZHVWLNE. VT AVZ A2 PCR
XN TV —hCiron, EHEBEHIRE
Wons. BERERR, MY LERELOT —
ZEbHEIZEENT.

(HHEEOEE)
WM TR E T, BB TN e MR R SRR
BHRLNCEBREMMAFEHL TOeLy,



C. FERR
KUSA #l iz & # ja 45 1k

B {bDOET LT, KUSA #ifa
& MC3T3 Mifa D F AMEEZRF L (K1).
SAEFEY VA NERRMT 52812k - T,
KUSA #IJE TIZWMO 4R %5528 % 12
T TEBERR AN LOEFELIRD, AR
EMSIFEENT- (K1A) . ZOH NI AOEFE
1% KUSA fiiZB W CIE2B B % ICHEETH-
723, MC3T3 R TIZREERL)TH-7- (%

A dmp1

8act

B bglap /

70, osteocalcin

ol
el
i
ot
20/

’ 4hrs 2days 1wk

Relative expression levels, / gapdh

w/o induction
B with induction

2wks/ 4

B MR S Ak LR O ER P (stemness) %
HIETHHH D miRNA DIEZRDOT=HIZ, qRT-
PCR %#JEALL7- miRNA 7L A2 AL,
BLLT, BHifabEFE 2 M T miRNA %
WL~ o EBRSM: GEERIBLIUXNE
FH) LB TEEIZEN 7= (K3A) . B
DRBLEHE, 1ZEAE D miRNA 1Z, KUSA #
RO KRR Bl & He N TR T B R D B
FEICBWTERSBBEL TV (T —218) . B
BO2BMZICEBL TLE miRNA (21X let-

ccnt/
cyr61

ccn2/
| ctgf
15
10}
5
G - s B RTINS . e | v o N
E cen3/
3 nov
4hrs ‘ 2days 1wk | 2wks

2. KUSA-AL MIfa D53 LIBT3 1T D853 BZE{L. Dmpl (A) & ¥ bglap/osteocalcin (B) ¢ mRNA 1%
HMla~—I—L L CTEBEIN. Cyr6l/cenl (C), ctgf/cen2 (D) & Uf nov/cen3 (E) @ mRNAs 1%, 153 4

AL MO~ —h—E L TEBSNZ.

1B).

MK D LB Z DWW T OREREE 155
=0, Gib~—h—DEEXT-1-. B
~—71—"Tb5 Dmpl %, KUSA #ifao B ey
RARILDORIC, BHEIZHFEINT (M2A). b
F—DODFHME~—H—T&5 Bglap/F AT A
TN AL, SACFE RGO 2 B % ICFHEN
fesda - (M2B). AT, CTGF, Cyr61, Nov
LWV o7z CCON 773 —D AL R—BE D4y
LR L > TFEEIN-(K2C, D, E). Zh
HOFERNG, KUSA iR 2 E #Aa 5{LBFFE o
ETNELTHEH THAIENHERINT.

miRNA 7L A O E
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7a 773V —BL miR-30 773U — (miR-
30a/d/e) BEFEN TNV (F—FEK).

KIZEELT-E miRNA 2052875 A
IZXoTHHTLIZ([M3B). 7T AZ S FLDFER
IZHE-3%, miRNA 28I HELE(F—4
B%) . fxb EEe miRNA B, BFHERLO28
B RICL>THEMN EH L miRNA BETh
7.

FAFITIZOWTEVEMT57-D1Z,
2ODERBEMIZEITS miRNA OFHL L
L -e— by 7 B EA L. miR-30d @
FERL U, dh-OFMLEB L5 A, 4ht,
2w-, 2WwHDOWVTRDORBEIZB O THLEN- T
(K4A-C). BFEEDO=DO—FEDORIEIZL->



T, miR-30d 7217 T/4< miR-155 bFE I
(K4A) . miR-16 ORI ~), [FERED B
WAL TR LT (14A) . B8O KAE R
{Z& - T, miR-30d & miR-30c 2335 E X 41, miR-
503, miR-322, miR-125-3p DRI L ~LiTkb
iElENn - (M4B) . miR-30d & miR-150 |,
® miRNA EEFRIZ2EBORHEEIZL->TH
RHRFEIN- (K4C0) . miR-503 LY miR-
T44 IIRBIFE R IC L THA L.

miRNA ZEROEEILINT-EE

KUSA OB #Mf4ybizBiT5 miRNA E&D
O ONIZEEEZ R TE T D7D IZ, Snordss,
Snord66, Rnu6, miRTC, PPC MR N — %
miRNA 7L ADFE R B L7 (K5A). Zi
HDHH Snord66 & PPC DFE/Z — 34 E
BEFMICBOTRLEELTEY, Ruub &
Snord85 MIFIF N — NIEEL TN hoT-.
6>, Snord66 & PPC #ZD# D KUSA B #l

Time after Induction

4h+

Percentage of genes

2w-

Threshold cycle value range

¥3. & EERGAR TO miRNA FEEAE M OFHE.

A (4h+/ 4h-)

£1 02 03 04 05 06 07 08 09 10 11
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Al
B
C
D
E
¥
G

B (2w+/ 4h-)

01 02 03 G4 05 06 07 O8 00 310 11 12

Sagnitiade o g 2(f ald Lhange)

C (2w-/ 4h-)

0F 02 03 04 05 06 07 08 09 10 11 12

Hagritue of gy} okt {hange)

-
upP up upP
B05: miR-30d B05: miR-30d B05: miR-30d
B08: miR-155 E02: miR-34c¢ D086: miR-150
DOWN DOWN DOWN
A02: miR-16 E03: miR-503 E03: miR-503
B11: miR-322 HO2: miR-744
G04:miR-125b-3p

4. miRNA 7L A R e —hv o7 4. %8 ERIR, BERIE M3 oRLE.

BHE D4R 1% (4h+,

A), 28O EFHE (ws), 2B B OEBIEE 2w-) % miRNA BT, Bl O miRNA 3R & (4h-)

L EgE .
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A

Rl o3 (L SEBRICH1T D mIRNA EEONEEREEL  HALFERRZ, B HEMIEOSBMEO MR 2ME 3
LTEALT. BAREMEDSH D, miR-34c & miR-16 1TV 1
BHRAT—VTHD 2wrTERLEED, B
ML~ —H—THDH LRI, B IR
KIZ, miRNA T ADFRERDOEFERMEIZOWVWT mF2IETHEEENHS.
MEZB 9572012, % miRNA IZ T AR5
A~—%Z&arL, TNHLEMNT qRT-PCR 21T BHIBERFE2Z—4vhe33% miRNA OF
S72. miR-21 BE miR-155 OFEIL, qRT-  Hl
PCR 1Z&»>TH miRNA 7L AIZE>THEAID HHEREF 22 —5 v heF5 miRNA O
FBIZE>TERLELOD, BKMEEEIC FRICEST, FHBWE CEESHE, BY,
BOWTEIIMHIENZ. miR-322 2OV THEE HOALTHREFEEN:, HANVIER THIRTE
DIFETHRFIL, qRT-PCR 3L miRNA 7L L TV720 miRNA BRI 234 3° IEEIERE
ADWHIZEBNT, BEFEO2BE B OB AT S ECTFHEN. LT ClEEEI R RE
FBROETZRLI(T—F8). miR-16 23F iz, HBVIIEFLE THRESR miRNA 12
MRAAT — B W TM#HIEND DR BT, DHIZONWTIRTH. Blifa~—h—Th5
qRT-PCR IZL>TH miRNA TLAZE->ThHE  Dmpl @ 3 FEFIRMERA R TS miRNA &L
ENTZ (T —ZBS) . miRNA 7L A DHE R, T, let-7/miR-98 3FRENT= (T —ZBE) . let-
miR-30d (T ELHIHL, MEEERE, RIEEROV 7 77V —DRAL R— L, Bl LoER
TNTOLHFEINDIEDOR/EREBZLDOD, THRBMHIESNIZZE0D, let-T 773V —0DIK
qRT-PCR DFERTITEFEOAIZE->THE  Fid dopl BEFORBMEIZMERTEIEN
SNDHLEDFERERT- (T —505). RBEINT. EHI, BRREREFTHS
ctgf/ccn2 @ 3’ FEFHFRIEIKA BT DL THIS
F A7 I7 (ostemiR) ¥ — 7 v b B LUK A7z miRNA O H T, miR-18ab & miR-19 13F
BEDFH HR S LDOBRETERTHEATIT ThH -
BHASEOBBE CHEICRRELHL 7.
7= miRNA OEEELZ— 7o MZH>WT, FHIK
UHEEEIT-12(£2). ZRHDOFZTFITIT, BHFMREEIILEEER 7
BRRDDIDITMAO @I LS EE 52X BHEMBES{IZE VT Runk2 ®
—ToheTRETHENE. 2V RT 47 R Osterix BV EDOKREIZH-TWBZLITTTIC
BEBEEFLELAATITOZ—F b ThDHE BHLNIIRSTVER, BEOSME (BfE~D
FRISHZ. BMREMEOMICEFLEZ—BD BRSOV TIRRETHE, 22T,
miRNA, 972 H miR-30d, miR-155, miR-21, MC3T3 OEHIEEBIZBWTRRG YN
miR-16 Z & e miRNA B, BEK~—H—T EBEEFOBRBEETo-, BHESMMLO~—H—

miR-21/snord66

g Snord®S o Snordé€ o Rnué  miRTC F‘F‘Ci B b0 miR-21 > mIP-155 r;‘(‘,}

Redatve expression level O
33

ah() 2w() 4n(+) 2w(+)

D  mir-155/snord66
k-3
H
5 i
== - § 1
4h() 2w() 4 2wy E L L
4h(-) 2w(-)  4h(+)  2w(#) 4h() 2w(-) 4h(+) 2w(+)

X5, HHlasLiRERIZBITS miRNA DOREBERE. (A) miRNA %iﬁ‘%%d)f:y)@lj\]%ﬁ%ﬁ@%ﬁgj B
miRNA 7L 1255 miR-21 & O miR-155 DI LS. (C, D) YT /L Z AL PCR IZES miR-21 & U8 miR-
155 DREHRLE). WHIRHELL T Snord66 & AV /-,
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L1 T, sost, phex, mepe DB FIIREIFIEIZ
LT, MC3T3 fifazx 7 @EREHbEEEL, Zib
DESFHFEB MR LI, ZOBRE T, dixs,
mef2c, tcf7 LW\ o7-8RE KR OB TTED
BHETHDHILE RNIZ UL, 22T, Znb 0l
BRFEOBRBIFEBROWNIZ 0o F N85
FEBETUE SR BE I LA B MR K o1k
DTaT 7 AV T EfToloel A, DIx3 FRiil %8
B2 CTHEMBEDILNTTEL, /2, Mef2e &
Tef7 OIEHFE IR TIEFB oL TUEL T,
— 75, DIx3, Mef2e, Tefl DWTF D /v H T
THE FMIE &K bIZ®l <7z, B
I TOMIERZENZ OV TEEMTHD Runx,
Osterix OFRHIFETIET TIL, Runx2 (35 3
Fatg B 43 LIz 3\ W THNH ., Osterix IXT0HEL T,

INBO I E A TEE ESFE FME DML
FRENME T L, AU EWEB LB T L7,

D. &£

AKRFFE T, £ KUSA MIIRZEALT, &
IR E AT AR R AL LT
Osteocytogenesis 123175 miRNA DB
IR B ARNT I X - T, Osteocytogenesis (20
KRB ZE 75— F D miRNA 258570
LD ENBE OstemiR &M% L. Z0O—E%,
fERIDEE PCR THATL, miRNA PCR Array
L{ERID PCR OB THEELIEREHT.
OstemiR D& —7 v MFRIDHFER, BRI H
HOLRERF THD Runx2 0F— kI
WBOREERF Wnt family 728 23 PRI,
FEE Vo RT A7 RACEDLLEBERETD
OstemiR DF—47 v LU TTFEENT. BEK

2B 5 dmpl, ctgf, runx2 BL 1 osterix @ 3’
FETNER BRI IR R DFE R, miIRNA Array THIHL
7= OstemiR 2% dmpl, ctgf, runx2 3L osterix
ERERET A EN RIS,

EHMESEHFRICBITA KUSA MlsnH
A

BIEMAE LTS L ELT KUSA fljas kO
MC3T3 MifdZafL= (K1), TR E,
KUSA HMifa CIEBEEN DB A Kb &
N dmpl & bglap/ocn MR _EHERD-. T
S FEE YR CTGF/CCN2, Cyr61/CCN1,
Nov/CCN3 &\ o7z CCN BEEF77IV— D5
R FR AR ZHIIKL, MC3T3 T
IEN R A IRALLDZERD 2T, ZOIHTE
BHISE MM TH D KUSA Mfas, & BV-3
TYVAVMZE S TRIBICEMIEE THokFEL
TeDIZHRL, BEEBHK THS MC3IT3 1Z4[H
OBy F Lot ELxbNT-. &
NHEDOFERNG, KUSA BHliSLRIT, BHF
FDT=DIZHHTHHIIEN DT,

miRNA Array BXWERE PCR L34 R
FI7 DN

AZ, miRNA Array (25> CHEHEEAYEITE
Tol-fR, ETFMEIIEAT -V THD
2wt T, MOEBRFHLHEKL TZEALED
miRNA OFBE MK TL, TN 61T Let-7
family 3L miR-30a/d/e 23 & £ T - (X3,
#1). $6- 7T, miRNA O EIVE M TIZK
FT+hHEEZLND. ZDOZLIT, F—IT, 2D
BEFORRISIOMRRSEZLHZELEERT

miRNA Re;f;t::" q:;?(:n; ;:‘) Possible actions P.O “i? le target TargetScan, bone- and stem-related TargetScan, epigenetic and others
—— TTGA, ML, SNAIT, JMIDTA, TTGES, SIRTA,
. Repressing stemness | v FGF RUNXZ, SOX0, LRPG, SMAD2, SMAD1,  |HDAGS, ITGAS, NCOA1, HOXBS,IGF,
miR-30d | Lowin4h- | Highin2he | oo binst factors ;g: b, RumxZ,  INOTCH1, NOV TET1,TET3, FOXO3, SENPS, MBDS, IGF2R, IGF1R,
KLF9, KLF11, ZEB2, BONF, HSPAS,
miR-ss | Hiohindbs, | o L Repressing stemness Y ¥ o1 BWP/ | Rp1g, TCF4, SP1, SMAD2,GDFS, FGF7, | JHOMID, TRS3INPY, JARIDIB, SIRT,
Low in 4h- or osteoblast factor Osx ' ' IFOS, SMAD1, SP3, TGFBRZ, ACVR2B, SMARCAD1, KLF3, DNAJB1, Claudin-1,
— ) Wnt, FGF, BMP/ |BMPRE, ACVRAC, SKI, LIFR, TGFBI, SOX5,
miR21 | HIRINY | giiar  [ROProssing S1OMness 1ary, Runxz, |FGFY, SMAD?, LRP6, KLFS, SOX2, RECK, (TGBS, KLF3, JHOMTD, TIMP3,
Osx TGFBR2, MSX1, TET1. g
miR-adg | Highin2ws, Repressing stemness """ ° SUF! |MvCH, FGF23, NOTCHI/2, ACVRZS, HSPA1B, CTNNDZ, BGL2, JHDMAD, ITGBS,
iow in 4h- or osteoblast factor Osx ) XS, SMAD4, FOSB TTGA10, TGIF2, POGFRA,
miRagr | ORI i 2w INSR, ACVRZB, SMURF1, FGF7 LRP2/6,  |MYB, GFAP, SIRTA, MYBL1, VEGFA, RECK,
ot it S Wnt, FGF, BMP! [FGFR1, SMAD?, WNT3A, NOTCH2, SMADS, |BDNF, HSPG2, SUMO3, [TGA10,LITAF,
ot foioes | TGFb, Runx2, |SMAD3, IHH, WNT4, TGFBR3, LRP1B,  |FOXO1,CREBZF, CTNNBIP1, FOSLY, TET3,
miR- | Highindh-, | Highin dhe, Osx, CCN TGF3, SMURF2, BMPR1A, IGF2R, WNT7A, |IGFIR, IGF1, GHR, RICTOR, GLON2,
322/424* | Lowin2ws | Low In 2w+ BMPBA, WISP1, SOXS5, WNT5B, ACVR2A  |DNAJB4, PTH,
miR-503 | Highin 4, Repressing stemness | o D, I e, s |RECK, JARIDZ, VEGFA, MYBL1, FOSLY,
Low in 2w or osteoblast factors cen » V8%, HH ’ * * ' * IHSPGZ, IGF1, IGF1R,
 miR-541
miR-744 ”'Lﬂ‘x';fm"* 2:‘::’:""9 stemness JUNB, TGFB1 LRP3

#1. AA737 (OstemiR) DR/ F —1 T OZ—4 b FHl. miRNA OFIR X - b REE ¥ — 4 ok
mRNA BFRENT-. e MIBITAZ—4 v mRNA 1%, TargetScan 5.2 # W CTFRILE. &, @pERB L0
P XTI A AE —4 v mRNA 7% L7, miR-16 }& U miR-322/424 13 % — 7 v &L 45,
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5.

SHICb— vy T HT EAF v o — Ty MiF
Hriz&->T, OstemiR ZHlH L7 (4) . miRNA
PCR Array {Z&-> THiH 4172 OstemiR (200
T, RDEE PCRIZES>THIER A E — iR
HrE1To7=. £9° miRNA Array OF5E05, N
EREHER R ET U7, Snord66 2SR R B
B3 iehnol=T- 2 E KUSA ‘B /a5 %
WZRITANIZEREL LT, R0 E & PCR O
B, miR-21, miR-155, miR-322/424 {25\ T,
2ODERZOM T, FERBOKELELN,
T OEEMENE E-o7-. miR-16, miR-30d
WZOWTE, 220EBRFROMT, Li@lin
oMol RERFHEHAEEL TEETLHL,
miRNA PCR Array {3 A7) —= 27" U CTHEZRY
FRMTIZEANTOWDH DD, D725 53% E &
FHIIEMAD72 0. {HBD miRNA DEEDT-H
W2V, SO T =T 2R IR DS R T X A
BDYT NEAL PCR BENWNTWS., LI=23-T,
BAEHNTIZI T V2 A PCR DF —ZDIFHN
BEHEERE.

FATFITDE—F Y NFH

ZNWETDRBNRE—RITIZE ST, B
7o BB A BN AR L2 miRNA 22OV T, FOR
RETFRILS— 7y b PRIE T (51) . #—4y
FPHENZE ST, OstemiR 13 FE MBI O &
BRI BB TEY— T yheT5IERN
FHIENE. Foe Y2 TF 4R CET A
BE T OstemiR OF—F R TFRIENT-.
OstemiR OH>H 5 LFFEEIZHEWRER EF 95
miR-30d, miR-155, miR-21, miR-16 1%, B 34
oS5k~ —H—THY, k7
Osteoprogenitor ##EFF 32K F &2+ 5 7
BMENRSHD. BHIRERETHD 2wr THE L
95 miR-16, 34c 1%, B~ —b—Thy, &
HERA 53 AL M OB SEMA B HE B B s T 2 80
TAHEREMEDDD.

BHMRESLEEHEBRTFEZ2ZF—-F bt 3
miRNA O %
BHFEMBEE~— P —ZEALT 5 miRNA %
FRILIZEZA, FHBMB CLEIBRESNE
miRNA FBFEEAL, WA B CORREESNT
miRNA FRFEGAL, PR E DRV miRNA Rk
EBRENENTRIENT-. 22T, BHEEYH
HOITHFLE CRFEENAE miRNA BLIUOFD
B DO A HONWTELET D, Fifa~—h
—TdH5 dmpl @ 3 IEFREHZEH TS
miRNA LT let-7/98 N FHIENT-. S EDE
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BRC, let=7 family DAL R — 214 B IS
FETRBUR T L2, let-7 family DI
K TICE>T Dmpl ORBIHIRRISEZ -7
EEZLND.

CCN2/CTGF ® mRNA %I

ML B KO MR O S L RER F T
&5 ctgf/cen2 @ 3’-UTR M5 FHI &N 72
miRNA @5%, miR-18ab, miR-19 }Z OstemiR T
®Y, fLZ miR-26ab/1297, miR-132/212, miR-
133 23 PRSI, cen2/ctgf mRNA @ 3’ FEFH
RAEILIZIL CAESAR &VV)3E =T 38 B0 48
H53%Y (Kubota and Kondo, 2000; Eguchi and
Kubota, 2001), £/~ A (Kondo and Kubota,
2000) B L O =Y (Mukudai and Kubota,
2005; 2008) @ ccn2/ctef ICHEIETFHRELZA
R T AN REN T, KFRD
OstemiR &L T miR-18ab 23fiHH &7~ 285, miR-
18a IZBEIZEMI RN T ctgf/cen2 mRNA (T B HE
TER 3 220 HE S TV 5 (Ohgawara and
Kubota, 2009). F£7= ctgf/ccn2 OBEEF R,
T XY AZ NCE S THESNHIEN SN T
VWA (Dammeier and Beer, 1998: Kubota and
Moritani, 2003), K TOBEFEICLD
ctgf/cen2 ORIMBRBE EALEICHELE LD
N5, FleT XV AF AT LD ctgf/cen2 FEHR
FHEBIOHENL, BB O miR-18a BLUK
WFFE T LD LR BTR D E D miRNA O
TERIZEALDEE ZBND.

Runx2 %##l#9 5 miRNA

FEMBEIIEO~ZAZ—EERFTHD
Runx2 I, 0 {b75#E% 4h, 2d, 1w ORETH
FISITZR, 2w TRIEX EHLZ. Runx2 @ 3’
FEFRESIIZ2 AT D miR-30a/d/e FREEAD
B, BIO—HFTD miR-23ab SREIREF23F HI
SN, TNHETSEOERTRALTHL -
OstemiR T&®»5. #1112 miR-205, miR-218, miR-
338, miR-106/302, miR-203, miR-217, miR-
204/211 3 FHIETz. EE PCR Tt miR-30d
1L 4h+THER EH 25500 2w+ Tidar ba—
WERIBEDOBBL X)L Tho72. 5T, miR-
30d 1& Runx2 OFEHZIH T 553, miR-30d @
FENE T3 5ZET Runx2 OIS EINH DR
PEIBHEEZHND. miR-30a/e ¥ Runx2 »1E
BIETHETRIEN, 2RO 2w-THRBE TS
HZEND, miR-30 family 1% Runx2 #ERE LT
BOMBESEIZEETEELLNS.

Runx2 #4195 miRNA &L T miR-30c,
miR-135a, miR-204, miR-133a, miR-217, miR-



205, miR-34, miR-23a, miR-338 MSILFEESINT
V4 (Zhang and Xie, 2011). F5® miRNA &
Runx2 D& /3B OFBEIH T DT TS,
3'-UTR DL R—F—3B LT ALP {&HE SN
L, &HI2FN 60 Anti-miRNA 1, Runx2 3°-
UTR DUAR—Z—%iEME LT, Fox DFRRIC
BT miR-30a/d/e , miR-34c DRI EH)
L7272, Zhang HORE THLNIZLIIZ
Runx2 OFBLZIHTHLEZOHND.

Osterix %l 4% miRNA

HH— DD FFHIB DO~ AE — B[] F
Sp7/Osterix MFEIIL, 1w+ TEHELIIPHI ST
V=, Osterix ZIEANETAL T RIS miRNA
5%, miR-96/1271, miR-125, miR-27ab I
OstemiR T&Y, 12 miR-383, miR-145 23 F
X7z, miR-27ab, miR-96, miR-125 1% 2w-T
B EHRL, $1Z miR-125 13 2w+ TR
TFL7-. Osterix OB LEFNNF— T N v —
TIEH BN, miR-96, 125, 27ab, miR-383, miR-
145 |2 LB BN EMREBRPHEESINLD.

oz, eNERERE B R E RS IED
BEMB~DEHEIH T2 miRNA &L T
miR-138 2 # 4 X 7L T\ 5 (Eskildsen and
Taipaleenmaki, 2011). miR-138 iZ FAK il
AU THIFMR S LEIET 5.

BMESLICBEO2EER 73

B M40 Runx? 225 ONT Osterix B34
A THDHIENREINTEEN, Bk, 7
fa LIz E AR CHRE T AR B K FE L
SITVRV, AHFFE TH 7= 3 DDERE K+
FEIELE, D55 Mef2e XEFEKOMREIZ
B3 sost OEERTHABICEOLIERMLN
TWND, — ., TNHOERE R 73 aiE o BEA
DORRE R FLI1XT &0 | OO TH 3
BLTRBY, BEMETIEBEHIcEHFELT
WBHEEZ LIS, — ., Runx2 3% BICKE
LTI BIZ BTG, ZRVETIC Runx2 @
BHFEMECOBRBBE~YATIL, ZOLHER
RENZHLBE DL, BEOK TEEMEOEL
NEWEEZH TWAD (Liu et al., 2001), 7=,
Osterix (T BMBTORBENEL, avyT 43
TNy T IR ATE, CEMROBRERRE
B 57 ORTREESNTWS (Zhou et al,
2010) ., BMAITE OEFEICH LT, B
ZHIET AAZ R AL Y N EEI RS TS
IEMEEZ LN TWAEDNDS (Watanabe and
lkeda, 2010), H72 2855 K1 DEAIZLD5
ALTTHETIE72<, B EE (O bR R ) e R B
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RED, HEOINVFOFBAIZBNTHLEESL
Bbohbd, 208280 TH miRNA ORI H
HTHDHEEZHLND,

AHFFE THHLMMIENTE OstemiR X, 5H D
BEREMAATIZ L o T, D miRNA HDHV T
anti-miRNA, HLITEHOMA G HEIZLST,
BHEMABESEEERICHE TIEEZLND.
miRNA [ ZZ 2 7B PR LD &N+ T
HDHEYD, W EN OZHICARBLOE
BT&5A. £2 miRNA s nbde
VIOEYFEHBLOEFOICEERBENEZ
TW5 (Hu and Drescher, 2012). it~ T, AW
ZeClRlZE LT OstemiR BL N anti-ostemiR 13,
AR BRI OMAEIZE B THHEREFRZ,
RSB HREDORBBBLORED DT
HRZRFLNBERIONY — 7220955,
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ARTICLE

Joumal of Cellular Biochemistry 111:1607-1618 (2010)

ABSTRACT

CCN1, a member of the CCN family of proteins, plays important physiological or pathological roles in a variety of tissues. In the present study,
we initially found a highly guanine-cytosine (GC)-rich region of approximately 200 bp near the 5'-end of the open reading frame, which was
always truncated by amplification of the corresponding cDNA region through the conventional polymerase chain reaction. An RNA in vitro
folding assay and selective ribonuclease digestion of the corresponding segment of the ccn] mRNA confirmed the involvement of a stable
secondary structure. Subsequent RNA electromobility-shift assays demonstrated the specific binding of some cytoplasmic factor(s) in chicken
embryo fibroblasts to the RNA segment. Moreover, the corresponding cDNA fragment strongly enhanced the expression of the reporter gene
in cis at the 5'-end, but did not do so at the 3'-end. According to the results of a ribosomal assembly test, the effect of the mRNA segment can
predominantly be ascribed to the enhancement of transport and/or entry of the mRNA into the ribosome. Finally, the minimal GC-rich mRNA
segment that was predicted and demonstrated to form a secondary structure was confirmed to be a functional regulatory element. Thus, we
here uncover a novel dual-functionality of the mRNA segment in the ccnl open reading frame, which segment acts as a cis-element that
mediates postiranscriptional gene regulation, while retaining the information for the amino acid sequence of the resultant protein. J. Cell.
Biochem. 111: 1607-1618, 2010. © 2010 Wiley-Liss, Inc.

KEY WORDS: con FAMILY; CCN1; CYR61; POST-TRANSCRIPTIONAL REGULATION; RIBOSOME

C CN1 {Cyr61/CEF-10) is a cysteine-rich secretory protein, and

amember of the “CCN family” [Lau and Lam, 1999; Brigstock
et al., 2003; Perbal and Takigawa, 2005], which also includes CTGF/
Fisp12 (CCN2) [Almendral et al., 1988; Bradham et al., 1991; Ryseck
et al., 1991}, Nov (CCN3) [Joliot et al., 1992], ELM-1/WISP-1 (CCN4)
[Hashimoto et al., 1998; Pennica et al., 1998], CTGF-3/WISP-2/COP1
(CCN5) [Pennica et al., 1998; Zhang et al., 1998}, and WISP-3 (CCN6)
[Pennica et al., 1998]. Each of the CCN family proteins consists
of four conserved modules, that is, the insulin-like growth
factor-binding protein (IGFBP), von Willebrand factor type C repeat
{VWC), thrombospondin type I repeat (TSP1), and carboxyl terminal
(CT) modules. These modules are known to interact with a number of
biomolecules to conduct extracellular signaling network that yields
multiple effects on the development of a variety of tissues.

¢

Cyr61, a human and mouse ortholog of CCN1, was first identified
as a growth factor-inducible immediate-early response gene by
differential hybridization screening of a cDNA library prepared from
serum-stimulated mouse fibroblasts; [Lau and Nathans, 1985] and
CEF-10, a chicken ortholog of CCN1 (cCCN1), was identified as a v-
src-inducible gene in chicken embryo fibroblasts (CEF cells)
[Simmons et al., 1989]. Thereafter, a number of biological functions
of CCN1 were clarified. CCN1 enhances growth factor-stimulated
cell migration [Kireeva et al., 1996, 1998; Babic et al., 1998] and
mediates cell adhesion [Kireeva et al., 1996, 1997, 1998;
Jedsadayanmata et al., 1999; Chen et al., 2001]. Recent reports
revealed that CCN1 plays important roles in tumorigenesis or tumor
suppression. Namely, CCN1 stimulates tumor progression of breast
cancer [Tsai et al,, 2000; Xie et al., 2001] and enhances the
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malignant phenotype of a gastric adenocarcinoma cell line [Babic
et al., 1998]. By contrast, it was also reported that expression of
CCN1 is down-regulated in prostate cancer [Pilarsky et al., 1998] and
leiomyoma [Sampath et al., 2001] and that overexpression of CCN1
suppresses cell proliferation associated with enhanced expression of
p53 and p21*¥" in non-small cell lung cancer cells [Tong et al.,
2001]. Of note, the involvement of CCN1 in the induction of
apoptosis has been described as well [Juric et al., 2009]. CCN1 also
plays important roles in skeletal formation and acquisition of
vascular integrity during fetal development [O’Brien and Lau, 1992].
Expression of ccnl is observed in developing cartilage and the
circulatory system during embryogenesis [0'Brien and Lau, 1992],
and CCN1 promotes the differentiation of murine limb bud
mesenchymal cells into chondrocytes [Wong et al., 1997]. Finally,
cenl-null mice suffer embryonic death due to a failure of
chorioallantonic fusion or placental vascular insufficiency and
compromised vessel integrity [Mo et al., 2002]. As such, CCN1
displays various functions in physiological and/or pathological
processes; however, the molecular mechanism of its gene expres-
sion, particularly that at the post-transcriptional level, still remains
unclear.

Recent studies have demonstrated that post-transcriptional
regulation of mRNA plays important roles in gene expression, as
well as in transcriptional regulation and that cis-elements on mRNA
and trans-factors in the cytoplasm and/or nuclei are involved in the
regulation. A variety of mRNA regulatory cis-elements, such as
adenine-uridine-rich elements (ARE) [Bevilacqua et al., 2003] and
micro RNA targets [Siomi and Siomi, 2009] in a number of
transcripts mediate post-transcriptional and translational gene
regulation during the transport of mRNA from the nucleus to
ribosome in the cytosol [St Johnston, 1995; Moallem et al., 1998] via
the regulation of the stability of mRNA [Moallem et al., 1998] and
translation efficiency [Siomi and Siomi, 2009]. Our recent studies
also uncovered a cis-acting element of structure-anchored repres-
sion (CAESAR]) and the 3/-100/50 element in the ccn2 gene, which is
another member of the CCN family [Kubota et al., 2000, 2005;
Mukudai et al., 2005, 2008]. Most of these elements are reported to
be present in 5~ and 3’-untranslated regions (UTRs) [Kubota et al.,
1999]. However, certain RNA cis-elements are also present in the
open reading frame (ORF) of several genes, such as those for
interleukin 2 [Chen et al., 1998], thymidylate synthase [Lin et al.,
2000], and manganese superoxide dismutase [Davis et al., 2001].

In the present study, we focused on a secondary-structured GC-
rich region in the ORF of the chicken ccn I mRNA, and found that the
region functions as a positive post-transcriptional cis-regulatory
element of gene expression, by promoting the ribosomal entry of the
cis-linked mRNA in a location-dependent manner.

CELL CULTURE

CEF cells were isolated from a day-10 chicken embryo by
trypsinization, and maintained in Dulbecco’s modified Eagle’s
minimum essential medium supplemented with 10% fetal bovine
serum in humidified air containing 5% CO, at 37°C, as described
previously [Mukudai et al., 2003].

PURIFICATION OF TOTAL CELLULAR RNA AND REVERSE
TRANSCRIPTASE-MEDIATED POLYMERASE CHAIN REACTION
(RT-PCR)

Total RNA was isolated from sub-confluent CEF cells according to
the method of Chomczynski and Sacchi [1987], and was treated with
250 pg/ml of protease K (Invitrogen, Carlsbad, CA) for 16 h in the
final step of RNA preparation. Reverse transcription by avian
myeloblastosis virus (AMV) reverse transcriptase was conducted by
using a commercially available kit (Takara, Tokyo, Japan) with 1 pg
of total RNA and random primers. The polymerase chain reaction
(PCR) was carried out with a recombinant Tag DNA polymerase
{Invitrogen), according to the manufacturer’s protocol, in the
presence or absence of “PCRx Enhancer Solution” attached as a
supplement of the polymerase. Nucleotide sequences of the primers
for amplification of the 5'-region of ccnl were 5-CGC TAA GAC
ATG GGC TC-3’ for the sense, and 5'-CCT CAG AAG CGT CCA GA-3’
for the anti-sense. These primers were designated ““S-1" and “AS-1,”
respectively. The amplification cycle consisted of 30 s at 95°C, 30 s at
70°C, and 1min at 72°C. After 35cycles of chain reaction and
subsequent incubation at 72°C for 5min, the PCR products were
analyzed by conducting 1% agarose gel electrophoresis.

The amplicons were subcloned into pGEM T-Easy (Promega,
Madison, WI) by a TA-cloning method and sequenced. Among the
clones, those yielding sense transcripts from the T7 bacteriophage
promoter in the plasmid were utilized for subsequent in vitro
transcription experiments.

DNA SEQUENCING AND COMPUTER ANALYSIS

The ¢cDNAs subcloned into the respective plasmids were sequenced
with a Big Dye Terminator Cycle Sequencing Ready Reaction Kit ver.
2.0 (Applied Biosystems, Foster City, CA), 1x SEQUENCERx
Enhancer Solution A (Invitrogen) as a supplement, and an ABI
PRISM 310 Genetic Analyzer (Applied Biosystems). DNA sequence
alignments and RNA secondary structure predictions were made by
using a commercial computer software package, GENETYX-MAC
ver. 11, or GENETYX ver. 6.1.2 (Software Development, Tokyo,
Japan).

PREPARATION OF NUCLEAR AND CYTOPLASMIC EXTRACTS (S-100)
The nuclear fraction and cytoplasmic fraction (S-100) of CEF cells
were prepared according to a previously described protocol
[Glickman and Ripley, 1984] with a slight modification. Sub-
confluent CEF cells in 10-cm dishes were washed with phosphate-
buffered saline (PBS), collected into 1ml per dish of hypotonic
buffer [10 mM HEPES (pH 7.9), 1.5 mM MgCl,, 10 mM KCl, 1 pg/ml
leupeptin (Sigma-Aldrich, St. Louis, MO), 1pg/ml aprotinin
{Sigma-Aldrich), and 0.5mM ditiothreitol (DTT)], and chilled on
ice for 10 min. Then, the cells were homogenized by 10 strokes in a
Dounce homogenizer on ice, and centrifuged at 3,000¢ for 15 min at
4°C to obtain the crude cytoplasmic and nuclear fractions,
respectively.

For purification of the nuclear fraction, the crude nuclear fraction
was re-suspended in the same volume of a low-salt buffer [20 mM
HEPES (pH 7.9}, 25% glycerol, 1.5 mM MgCl,, 0.02 mM KCl, 0.2 mM
EDTA, 1 pg/ml leupeptin, and 1 pg/ml aprotinin], and was gently
shaken for 10 min at 4°C. Afterwards, the same volume of a high-salt
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buffer [20 mM HEPES (pH 7.9), 25% glycerol, 1.5 mM MgCl,, 1.2M
KCl, 0.2 mM EDTA, 1 ug/ml leupeptin, and 1 pg/ml aprotinin] was
added drop wise into the swollen nuclear suspension; and the
suspension was gently shaken for an additional 30 min at 4°C. The
soluble nuclear fraction was obtained as the supernatant after
centrifugation at 25,000¢ for 30 min at 4°C. Finally, it was dialyzed
against a moderate salt buffer [20 mM HEPES (pH 7.9), 20% glycerol,
0.2mM KCl, and 0.5mM EDTA] for 16 h at 4°C, and then stored at
—80°C until used.

For preparation of the cytoplasmic fraction, a 0.11 volume of 10x
cytoplasmic buffer [0.3 mM HEPES (pH7.9), 1.4 M KCl, and 30 mM
MgCl,] was added to the crude cytoplasmic fraction, and centrifuged
at 10,000¢g for 1h at 4°C. The supernatant gave the cytoplasmic
fraction (S-100), which was dialyzed and frozen in the same way as
the soluble nuclear fraction.

The protein concentrations of both fractions were determined
with a BCA protein assay kit (Pierce, Rockford, IL), utilizing bovine
serum albumin (BSA; Sigma-Aldrich) as a standard.

PREPARATION OF RNA IN RIBOSOMAL FRACTION

The ribosomal fraction of CEF cells was prepared as described earlier
[Canceill and Ehrlich, 1996] with slight modification. Sub-confluent
CEF cells were washed with PBS, collected in PBS, and centrifuged at
500g for 5min at 4°C. The cell pellet was re-suspended in a lysis
buffer [50 mM Tris-HCl (pH 7.4), 0.25 M sucrose, 25 mM KCl, 5 mM
MgCl,, 2mM DTT, 100 units/ml RNase inhibitor (Takara), and 0.7%
NP-40], chilled on ice for 4°C, and centrifuged at 750¢ for 10 min at
4°C. The supernatant was re-centrifuged at 12,500¢ for 10 min at
4°C. The secondary supernatant was transferred to a new tube, and a
0.32 volume of high-KCl solution [50 mM Tris-HCl (pH 7.4}, 0.25M
sucrose, 2 M KCI, 5 mM MgCl,, 2mM DTT, and 100 units/ml RNase
inhibitor] was added, in order to adjust the KCl concentration to
0.5M. The solution was layered onto 1ml of a sucrose cushion
solution [50 mM Tris-HClI (pH 7.4), 1 M sucrose, 0.5 M KCl, and 5 mM
MgCl,], and centrifuged at 245,000g for 6h at 4°C. The pellet
(ribosomal fraction) was composed of ribosomal proteins, ribosomal
RNAs, and ribosome-associated messenger RNAs. Then, RNAs in the
ribosomal fraction were purified by using the same method as used
for the purification of total cellular RNA. Involvement of
comparable quality and quantity of 28s and 18s rRNAs in each
ribosomal fraction was confirmed by agarose gel electrophoresis.

IN VITRO TRANSCRIPTION OF RNA

The in vitro transcription reaction was carried out with a commercial
kit, Riboprobe Combination System Sp6/T7 (Promega) according to
the manufacturer’s protocol. The plasmids described in another
subsection were linearized by Spel, Pyull, or Ncol, transcribed by
Sp6 or T7 bacteriophage RNA polymerase for 1h at 37°C in the
presence of alpha-[*’PICTP (Amersham Pharmacia, Backingham-
shire, UK} or digoxigenin-11-UTP (Roche, Basel, Switzerland), and
subjected to DNase digestion and spin-column (Amersham
Pharmacia) purification [32]. Thereafter, the labeled transcripts
were suspended in a Tris-borate EDTA (TBE)-urea sample buffer
{(45mM Tris-borate, 45 mM boric acid, 1mM EDTA, 2M urea, 6%
Ficoll, 0.005% bromophenol blue, and 0.005% xylene cyanol},
heated at 95°C for 10 min, and cooled on ice. Then, the denatured

RNAs were analyzed by conducting 6% polyacrylamide gel
electrophoresis (PAGE) in the presence of 6 M urea in 1x TBE
buffer. The gel was subsequently dried and autoradiographed, or
processed for signal detection with a commercially available kit,
following the manufacturer’s indications (DIG Nucleic Acid
Detection Kit; Roche). Unlabeled RNA transcripts were produced
in a similar manner, but in the absence of labeled nucleotides.
Schematic representations of the method and of the lengths of
several transcripts are shown in Figure 2A.

RNA molecular size standards were produced by in vitro
transcription of a mixture of RNA templates (Century Marker,
Ambion, Austin, TX) in the presence of alpha-[*’P]JCTP. The
radiolabeled RNA transcripts were subjected to spin-column
purification, and 1.5 x 10*cpm in total was used as an RNA
molecular standard in each experiment.

RNA IN VITRO FOLDING AND ANALYTICAL RNASE PROTECTION
ASSAYS

The RNA folding assay was carried out as described previously
[Dignam et al, 1983; Odelberg et al, 1995] with a slight
modification. Forty-thousand cpm or 100 ng of labeled RNA was
heated at 95°C for 5 min, gradually cooled to room temperature, and
then chilled at 4°C for more than 2 days in an RNA folding buffer
[tomM HEPES (pH 7.9), 40mM KCl, 3mM MgCl,, 1mM DTT,
0.5mg/ml yeast tRNA (Boehringer Mannheim, Mannheim, Ger-
many) and 0.5mg/ml BSA], in order to allow the RNA to form a
secondary structure. The folded RNAs were then digested with 1 pul
of 100-fold diluted RNase T1 solution (1,000 units/j.l, Ambion) for
10min at 37°C. After phenol/chloroform extraction, the digested
RNAs were precipitated by 2.5 M ammonium acetate and ethanol at
—30°C for 2h. The RNA pellets were dissolved in a TBE-urea sample
buffer and then subjected to 6% TBE-urea PAGE as described in
another subsection.

RNA ELECTROMOBILITY SHIFT ASSAY (REMSA)

The nuclear or cytoplasmic extract containing 0-10 pg of protein
was incubated at 25°C for 30 min with 40,000 cpm of radio-labeled
RNA in 19 pl of a binding buffer [5 mM HEPES (pH 7.9), 7.5 mM KCl,
0.5mM MgCl,, 0.1M EDTA, 0.5mM DTT, and 0.1 mg/ml BSA]
containing 0.1mg/ml of yeast tRNA to rule out non-specific
interaction. Then, the binding mixture was incubated with 1 ul of
100-fold diluted RNase Cocktail (Ambion) for a further 10 min at
37°C. The RNA-protein complex was subjected to 6% native PAGE
in 0.5x TBE buffer. The gel was subsequently dried and
autoradiographed.

For competition experiments, proteins were pre-incubated with
0-100 ng of unlabeled competitor RNA for 30 min at 25°C, followed
by incubation with the radio-labeled RNA for another 30 min at
25°C.

WESTERN BLOTTING ANALYSIS

The nuclear and cytoplasmic proteins were separated in a 12% SDS-
PAGE gel, and then transferred to polyvinylidene difluoride
membrane (Hybond-P; Amersham Pharmacia). The blot was blocked
with 5% skim milk in Tris-buffered saline (TBS) for 16 h at 4°C. The
blot was next incubated with a 1/2,000 dilution of monoclonal anti-
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alpha tubulin antibody (Sigma-Aldrich) or 1/1,000 dilution of
monoclonal anti-lamin B1 antibody (Zymed, South San Francisco,
CA) in TBS containing 0.05% Tween 20 (TBS-T) for 1 h at 37°C and,
thereafter, incubated with a 1/20,000 dilution of peroxidase-
conjugated goat anti-mouse IgG antibody (American Qualex, La
Mirada, CA) in TBS-T for 1h at 37°C. Subsequently, the
immunosignals were visualized with an ECL Western Blotting
Analysis System (Amersham Pharmacia).

PLASMID CONSTRUCTS

The SV40 promoter-driven firefly luciferase expression plasmid
(pGL3; Promega) was modified by inserting multiple cloning sites at
the downstream end of the luciferase gene, as described in our
previous studies [Kubota et al., 1999, 2000]; and this plasmid,
designated pGL3L(+), was used to elucidate the cis-acting effects of
the cenl fragment. A HSV-TK promoter-driven Renilla-luciferase
expression plasmid (pRL-TK; Promega) was used as an internal
control for transfection experiments to monitor the transfection
efficiency. The 5’ ¢cDNA fragment of ccnl was obtained by PCR. For
ligation at the upstream end of the luciferase gene, a sense primer
(5'-AAG CTT GGG CTC TGC GGG AGC TCG-3') and anti-sense
primer (5-CCA TGG TCT CCC CIC AGA CTG TGC TC-3') were
prepared. The sense and anti-sense primers contained flanking
Hindlll and Ncol sites, respectively; hence the amplicon was double-
digested with HindllI site and Ncol, purified, and subcloned between
the corresponding sites in pGL3L(+). On the other hand, for the
insertion of the fragment at the upstream end of the luciferase gene,
the sense primer (5-TCT AGA TGG GCT CTG CGG AGC C-3') and
anti-sense primer (5'-GAA TTC TCC CCT CAG ACT GTG CTC-3') were
designed to contain flanking Xbal and EcoRI sites, respectively.
Thus, the amplicon was double-digested with these enzymes,
purified, and subcloned between the corresponding sites in
pGL3L(+). For the construction of the plasmids expressing the
minimal structured segment of 209 bases fused to the luciferase
mRNA, four long oligonucleotides were synthesized and assembled
between the unique HindIll and Ncol sites in pGL3L(+), utilizing the
internal Pyull site in the ccnl ¢cDNA fragment. On the way to the
construction of this plasmid, pGL3-RPC, two derivatives were also
obtained as intermediate products. These plasmids, designated
pGL3-RPF and pGL3-RPL, contain the former HindllI-Pyull and
latter Pyull-Ncol subfragments of the minimal segment, respec-
tively. These short ¢cDNA segments were also subcloned into
pGEM3Zf{—) {(Promega) for in vitro transcription of RNAs with SP6
or T7 RNA polymerase. The structures of the newly constructed
plasmids were confirmed by restriction enzymatic digestion and
nucleotide sequencing analyses.

DNA TRANSFECTION

Two-hundred thousand CEF cells were seeded into a 35-mm tissue
culture dish 24 h before transfection. Cationic liposome-mediated
DNA transfection was carried out with 1pg of each pGL3L{+)
derivative in combination with 0.5 ug of pRL-TK, according to the
manufacturer’s methodology (Lipofectamine; Invitrogen). Forty-
eight hours after the transfection, the cells were lysed in 500 pl of a
passive lysis buffer (Promega); and then the cell lysate was directly
used for the luciferase assay.

LUCIFERASE ASSAY

The dual luciferase assay system (Promega) was applied for the
sequential measurement of firefly (reporter) and Renilla (transfec-
tion efficiency standard) luciferase activities with specific substrates
ofbeetle luciferin and coelenterazine, respectively. Quantification of
both luciferase activities and calculation of relative ratios were
carried out manually with a luminometer (TD20/20: Turner Designs,
Sunnyvale, CA), as described in our earlier study [Kubota et al.,
1999].

QUANTITATIVE RNASE PROTECTION ASSAY

For preparation of the probe for the firefly luciferase gene transcript,
pGL3L(+) was double-digested with HindIIl and Xbal. The resulting
1.7-kbp fragment containing the firefly luciferase gene was
separated in 1% agarose gel, excised, purified, and subcloned
between the corresponding sites in pGEM3Zf(+) (Promega). The
plasmid was linearized by Hincll, and in vitro transcription was
carried out by using T7 bacteriophage RNA polymerase, as described
in another subsection. The length of the probe was approximately
400 nt.

RNase protection assays were carried out with a commercial kit
(RPA 1I kit, Ambion), according to the manufacturer's protocol.
Twenty-four hours after the transfection of CEF cells, total cellular
or ribosome-fractional RNA was prepared, as described in another
subsection. Two micrograms of RNAs was hybridized with the radio-
labeled firefly luciferase probe, digested by the RNase cocktail, and
precipitated in ethanol. The recollected RNA was subjected to 6%
TBE-urea PAGE. Thereafter, the gels were dried and autoradio-
graphed.

A HIGHLY GC-RICH SEGMENT IN THE ORF OF THE CCN1 cDNA AS
INDICATED BY TRUNCATION DURING PCR

Initially, RT-PCR was carried out with CEF RNA, in order to simply
obtain a cDNA fragment corresponding to the upstream end of the
ORF of cenl, which was predicted to be 600-bp in length (Fig. 1).
However, to our surprise, the length of the resultant amplicon was

IGFBP _VWC

TSP1 CT

cent

! Y
5 ==TCTGCCTEGCCCm=~GCCGCCACCAAC~3 *

Fig. 1. Schematic representation of the cDNA structure of chicken ccn? and
the truncated area. The entire ¢cDNA structure that is composed of a signal
peptide-encoding region (gray box) and module-encoding regions are shown
at the top. An enlarged illustration is also provided for the IGFBP region to
specify the approximate location of the truncated region of 209 bp and the
nucleotide sequences at the boundaries.
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Fig. 2. Invitro transcription and analysis of folding of ccn7 mRNA segments.
A: Schema for preparation of radiolabeled RNAs in vitro. The structures of each
transcription template and the resultant transcripts are shown as combined
illustrations. The amplicons of RT-PCR were subcloned into pGEM T-Easy
(Promega) for in vitro transcription of the corresponding RNAs. The names of
transcripts are shown therein. Prior to the transcription reaction, the plasmids
were linearized, and transcription was carried out by using T7 or SP6 RNA
polymerase for sense (S) or anti-sense (As) transcripts, respectively. The
orientation of transcription and sizes of transcripts are denoted. Double lines
represent nucleotide sequences originating from the vector. B: Analysis by use
of 6% PAGE of the transcribed RNAs shown in panel A. M represents RNA
molecular size markers, produced by in vitro transeription of a mixture of RNA
templates {Century Marker, Ambion), and the sizes of the transcripts are
indicated at the left of the panel. C: Susceptibility of the ccn? mRNA fragments
to RNase T1 after folding. Radio~labeled RNAs were heated at 95°C, gradually
cooled to room temperature, and thereafter cooled further to 4°C, in order to
aliow them to self-fold. Then, the folded RNAs were digested with RNase T1.
After digestion, the RNAs were purified through phenol extraction, precipi-
tated with ethanol and ammonium sulfate, and separated by denaturing 6%
PAGE. M refers to RNA molecular size markers, with sizes indicated at the left
of the panel. The data in panel B and C are representative of two separate
experiments with similar results.

approximately 400 bp, which was 200 bp shorter than that expected.
In contrast, in the presence of PCRx Enhancer Solution, which is a
reagent that facilitates the amplification of GC-rich sequences, an
amplicon with the expected length was obtained.

To confirm their identity, these 400 and 600-bp amplicons, which
were designated RP-A and RP-B, respectively, were subcloned into
pGEM T-Easy vector by a TA-cloning method, and sequenced
{Fig. 1). The nucleotide sequence of RP-B was exactly the same as
that of the ccn I reported in GenBank (accession number: J04496) by
Simmons et al. In contrast, the nucleotide sequence of RP-A lacked

an internal 209-bp portion, and the GC-content of the deleted region
was particularly high (73.5%). These findings firmly indicate a novel
GC-rich segment in the ORF of ccnl ¢DNA, which is suspected to
yield a secondary-structured mRNA segment.

SECONDARY STRUCTURE FORMATION OF RP-B RNA IN VITRO

In order to examine whether or not this region was able to actually
form a stable secondary structure on mRNA through internal base-
pairing, we carried out RNA in vitro transcription for use in an RNA
in vitro folding assay. Figure 2A illustrates the length and
orientation of the radio-labeled RNA corresponding to each RT-
PCR amplicon (RP-A or RP-B). On 6% TBE-urea PAGE, the radio-
labeled transcripts gave single bands of expected electromobility, as
shown in Figure 2B, indicating proper RNA synthesis in all of the
samples. Thereafter, the RNAs were subjected to extensive RNA in
vitro folding assays using digestion with RNase. The RNAs were
heat-denatured, and gradually cooled, in order to allow them to
form a secondary structure, and then, incubated with RNase T1,
which digests single-stranded RNA at “G” (Fig. 2C). Both the sense
and anti-sense (negative control) of RP-A were digested almost
completely, leaving only small (<50 nt) and faint bands correspond-
ing to the undigestable region. However, the sense strand of RP-B
was partially protected from digestion, leaving discrete bands of
> 100 nt, which indicates double-stranded regions resistant to RNase
T1 digestion. Interestingly, the anti-sense strand of RP-B was
digested almost completely, in contrast to the sense strand. These
results indicate the existence of a stable secondary structure through
internal base-pairing in the 5 region of ccnl mRNA, further
suggesting a capability of acting as a cis-element in the regulation of
cenl.

DIRECT BINDING OF CYTOSOLIC FACTOR(S) TO THE STRUCTURED
REGION OF CCN1 mRNA

In general, protein counterparts are required for an element to
regulate gene expression. Therefore, by utilizing RNA electro-
mobility shift assay (REMSA) methodology, we next investigated the
existence of a possible trans-factor protein(s) that could bind to this
putative cis-element. As shown in Figure 3A, incubation of the
folded sense-strand RNA of the corresponding region (RP-B S) with
5-10 pg of the cytoplasmic extract from CEF cells resulted in the
retardation of the RNA in the gel. In contrast, no shifted band was
observed after the incubation of the sense-strand RNA from the
¢DNA region with the internal 209-nt deletion (RP-A S), either with
the nuclear or cytoplasmic extract, indicating that the interaction
depended upon the 209-nt region. Western blotting analysis
(Fig. 3A) revealed that lamin B1 (a marker of the nuclear fraction}
and alpha-tubulin {a marker of the cytoplasmic fraction) were
present only in the nuclear and cytoplasmic extract, respectively,
confirming no cross contamination between each fraction.
Furthermore, pre-incubation with unlabeled folded competitor
RNA abolished the formation of a complex between RP-B S and
cytoplasmic protein (Fig. 3B). Together with the fact that all binding
reactions were carried out in the presence of 190 ng of non-specific
tRNA, this result indicates that the interaction of the cytoplasmic
protein with RP-B S RNA fragment was specific.
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Fig. 3. Binding profile of chicken nuclear or cytosolic factors to the ccn7 RNA
segments, as evaluated by RNA gel electromobility shift assays (REMSA). A:
Binding analysis of the ccn? mRNA segments to nuclear or cytosolic protein.
The radio~-labeled and folded RNA probes (RP-A S or RP-B S) were incubated
with 0, 1, 5, or 10 pug of nuclear (N) or cytosolic (C) protein extract. After
RNase digestion, the complex was subjected to 6% native PAGE. Western
blotting analysis of the lamin or alpha-tubulin in the indicated amount of the
extract was also performed to confirm successful subcellular fractionation in
these experiments. B: Competition analysis to confirm the specificity of the
interaction. Five micrograms of nuclear (N) or cytosolic (C) protein extract was
pre-incubated with 0~100ng of unlabeled RP-B S RNA as a competitor,
followed by incubation with radio-labeled RNA probe (RP-B S). After RNase
digestion, the complex was subjected to 6% native PAGE. The data in both
panels are representative of two separate experiments, yielding comparable
results.

THE RP-B FRAGMENT OF CCN1 cDNA-ENHANCED GENE
EXPRESSION IN CIS

The results described in the previous subsection suggest the
collaboration of the 5-end ORF portion of ccnl mRNA and the
cytoplasmic binding protein to exert post-transcriptional regulation
of cenl. Therefore, we evaluated the validity of this hypothesis by
employing a system of chimeric firefly luciferase fusion gene
constructs [Kubota et al, 1999, 2000; Mukkudai et al., 2003].

Initially, RP-B cDNA was minimally modified by deleting the “ATG”
initiation codon to avoid translation interference and inserted in the
sense direction at the 5'- or 3’-end of the firefly luciferase gene in a
parental expression plasmid, pGL3L(+) (Fig. 4A). The resultant
plasmid constructs were designated pGL3-5'-RPB’ and pGL3-3'-
RPB’, respectively. The parental and two chimeric expression
plasmids were subjected to a calibrated transient expression assay
using CEF cells, with Renilla luciferase (pRL-TK) co-expression as an
internal control. As demonstrated in Figure 4B, both pGL3-5'-RPB’
and pGL3-3’-RPB’ enhanced reporter gene activity in comparison
with pGL3(+). However, importantly, the fragment RP-B located at
the 5'-end of the reporter gene enhanced the reporter gene
expression much more strongly (approximately 3.5-fold vs. control)
than that at the 3'-end (approximately 1.5-fold vs. control). The
difference in enhancing effects on the reporter gene expression
between these two chimeric genes indicates not only that the 5’-end
of the ORF of ccnl mRNA acted as an enhancing cis-element, but
also that the effect was site dependent.

A Hind 11 Neo | Xbai PstiEco Rt AR EcoRV Nt
PGLAL(+) -—4 SVp Luciferase poly A H SVe !
ftnami\ Neo 5 \

pGLS—S’-HPB’-—{ Svp Luciferasej{ H poly A H SVe]

Xbat Eco B
pGLI3-APE'— SVp H Luciferase poly A }f sve |
B ..
L L
g 10
i
§ o
<
g
g
E I
ot ol
£ =
2
g .
0
PGL3L{+) pGL3-5-RPB’ pGL3-3-RPB'

Fig. 4. cis-enhancing activity of RP-B S on reporter gene expression. A:
Structures of the plasmids utilized in this evaluation. The pGL3L(+) was derived
from pGL3-control vector (Promega), as described previously (Kubota et al., 1998,
2000; Mukudai et al., 2003) and contains restriction enzyme cleavage sites as
indicated. Both pGL3-5'-RPB’ and pGL3-3'-RPB’ were derived from pGL3L{+),
and thus, the basic structure of every plasmid was the same. In pGL3-5'-RPB’, RP~
B cDNA was inserted between Hindlll and Ncol sites upstream of the firefly
luciferase gene. On the other hand, in pGL3-3'-RPB’, RP-B cDNA was inserted
between Xbal and EcoRl sites, downstream of the firefly luciferase gene.
Abbreviations: SVp, SV40 promoter; SVe, SV40 enhancer; polyA, SV40 poly-
adenylation signal; Luciferase, firefly luciferase gene. B: Firefly luciferase activ~
ities from the plasmid in panel A in CEF cells. CEF cells were co-transfected with
one of the plasmids in panel A and pRL-TK (Promega: as an internal control). After
2 days, a Dual Luciferase Assay (Promega) was carried out. Activity levels are
represented as relative values of the measured luminescence of firefly luciferase
versus Renilla luciferase. Mean values of the results of three experiments are
displayed with error bars of standard deviations.
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EFFECTS OF THE RP-B FRAGMENT ON THE RIBOSOMAL ASSEMBLY
OF LINKED mRNA

It is now recognized that RNA cis-elements play important roles in
post-transcriptional regulation in collaboration with nuclear and/or
cytosolic frans-factor protein(s) at various stages, such as
stabilization or destabilization of mRNA, transportation from the
nucleus to the cytosol and ribosomal entry of mRNAs. Based on this
knowledge and the results of the reporter gene assay (Fig. 4), we
evaluated the effect of the fragment of ccn 1 mRNA on the ribosomal
association of mRNA. The total RNA and ribosomal RNA fractions of
the CEF cells, into which the chimeric constructs described in the
previous subsection were transfected, were subjected to an RNA
protection assay, with a 400-nt RNA of the firefly luciferase gene
probe (Fig. 5). As a result, total luciferase mRNA level was
significantly, but modestly (<2-fold) increased by the addition of
the RP-B fragment at the 5'-end, whereas it enhanced the ribosomal
association of the reporter gene mRNA much more strongly. Indeed,
it was fivefold higher than the control value and was consistent with
the result of the reporter gene assay. In contrast, RP-B fragment at
the 3'-end conferred no significant effect on the ribosomal entry of
the cis-lined luciferase RNA. These results indicate the RP-B
segment to function as a post-transcriptional regulatory segment
that predominantly enhances the ribosomal association of the
mRNA when located in cis at the 5'-end.

SECONDARY STRUCTURE OF THE GC-RICH REGION IN THE RP-B
SEGMENT

In order to further confirm the secondary structure formation and to
analyze the structure actually formed in solution, we performed an
RNase T1 protection analysis of the RP-B segment. Unless forming a
secondary structure, the cis-regulatory element was anticipated to
highly susceptible to RNase T1 digestion, since it was characterized
by quite high GC-content. As observed in Figure 6A, the anti-sense
form of the RP-B segment was digested into small pieces by RNase
T1. In contrast, three major RNA fragments of 50-100 bases in the
RP-B sense transcript were resistant to RNase T1, whereas no longer
than 22 base fragment can be expected without secondary structure.
To gain more insight into the structure of the cis-regulatory element
in the RP-B segment, we analyzed the region truncated through
regular PCR in the initial experiments in silico. The computer
program predicted that this region would form a stable secondary
structure through internal base-pairing; indeed more than 65% of
the bases in this region would be able to be paired by hydrogen
bonds (Fig. 6B). Thus, it was strongly suspected that the protected
RNA segments observed in Figure 6A could originate in this minimal
GC-rich segment. In order to confirm this point, we repeated
analytical RNase protection assay with the minimal RNA segment
(RPC) and its subfragments (RPF and RPL; Fig. 6C). Consequently, an
RNA segment in RPC was distinctly protected from RNase T1
digestion. In contrast, RPL, the latter-half subfragment of RPC was
totally degraded by the RNase. It should be noted that an RNA
segment in RPF, the former-half fragment was also protected. As
such, these major bands were anticipated to originate in the two
stem loops formed at the upstream side of the GC-rich region. These
findings further provided a structural basis for this segment to
function as an RNA cis-regulatory element.
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Fig. 5. RNase protection analysis of the luciferase mRNAs with or without
RP-B expressed in CEF cells. CEF cells were transfected with each plasmid
shown in Figure 4. After 2 days, total RNA (A) and the ribosomal fraction RNA
(B) were coliected and purified (see Materials and Methods section). Two
micrograms of each RNA was subjected to the RNase protection assay. The free
probe (P} and protected probe fragments of each sample were separated by
denaturing 6% PAGE. M represents RNA molecular size markers, with the sizes
indicated at the left of the panel. Relative ribosome-associated mRNA levels
versus that of L{+) are shown below the autoradiogram. The data are
representative of three separate experiments.
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given at the left, while protected bands are pointed by arrowhead at the right.

EVOLUTIONARY CONSERVATION OF THE GC-RICH REGION AMONG
VERTEBRATES

Generally, important nucleotide sequences are highly conserved
among species that need the function of the corresponding regions. In
this context, we compared the cDNA sequences of the GC-rich region
in the ccnl gene among chick, mouse and human species. Alignment
of the three sequences clearly indicated that the GC-rich region has
been highly conserved during the evolution of vertebrates (Fig. 7A).
This is partly because these sequences are involved in the ORF
encoding CCN1. However, the results of maximum-matching analysis
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Fig. 6. Secondary structure of the GC-rich region. A: Analytical RNase protection assay of the folded RP-B RNA segment. Three major protected RNA fragments in denaturing
gel electrophoresis are indicated by arrowheads (right). Positions of RNA chain-length markers are shown at the left. B: Predicted secondary structure of the 209-base region
truncated during RT-PCR of the RP-B segment. Numbers are counted from the upstream boundary of the amplified and truncated areas. C: RNase protection assay of the minimal
GC-rich region and its subfragments. Left panel represents the RNA structures of the entire 209-base region and its subfragments. Each in vitro transcribed RNA was folded and
subjected to denaturing gel electrophoresis with or without RNase T1 digestion, which is displayed in the right panel. Approximate chain lengths of the undigested RNAs are

in comparison with those of the other ORF regions clearly indicated
that the GC-rich region has been further conserved. Indeed, the
matching score was 7-8% higher in the GC-rich regions than the
others (Fig. 7B). These findings suggest the functional significance of
the GC-rich segment in the natural context, at least in vertebrates.

FUNCTIONAL CONFIRMATION OF THE MINIMAL STRUCTURED
REGION AS A REGULATORY ELEMENT

Finally, to examine if the GC-rich structured region of 209 bases was
necessary and sufficient to enhance gene expression per se, the
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