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HEEEREFERE CoSOC1T-like HYJ
S PEFRIA S

EESC, BRER, BE =, BRI, X%

(WIRERHE B EBE, WIRE A 425199)

HWE.[BH ] ka2 SOCT [RIRIEE ( CoSOCT-like ), 43 HiFF 5 Hr 4 1 2% A 4 =8 B Hi & 13tk o
[ 753% 1 DL 3 4EAE 2RI A RHEE RNA, FH] RT-PCR Fl RACE 77 v: ikl 45 CoSOCT-like %4,
AEWE B2 T RN P HIREE, FZO6E  PCR /M AR, Ik DR R 2R3 1 oA LR 11 1) S0 40
Efi, [ &R ] iM% CoSOCT-like FEH Y CDS 42K N 654 bp, I M FH 127 NMEIMRA N, EHS T8
4 24.958 kD, “HL A (pl) N 6.8, FRHFEHE FE N MT036382, CoSOC1-like B 7 #i 4 I # MADS-
box FEFE R HE5 1, H CRu& A MOTIF 4545k, J&—1 MADS-box K5 5K+, CoSOC1-like &
B 31 RN, BT REEHILRL Y CoSOC1-like & 1114 =2t 45 ¥ BA B BIE ML ; CoSOCT-
like FEHWERT Fik 4T3R5 CoSOC1-like & &N TAIAZ, 6 5 kB F R4z € AL RRIE . R GeiE
TR T . JhZS CoSOC1-like 5 45# SOC1-like 2 1K AE R — itk 32 | . 786 it PCR 40 H .
CoSOC1-like FEFEAETMATA M E S, LA TN RiILERZEZ . [ &it 1CoSOCT-like HH 1
MR ZE L PR EZAE RS SR 2. MM TFERENAERET . ARER 050 m A
FER 53 F AL BE T S

KA A; SOCT-likes Jile; FFHIMT; Fibihr

FEHEKS:S794.4 AR ERD: A X E4E:1001-1498(2022)02-0129-11
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2% ( Camellia oleifera Abel. ) “AILIZERHLIZR R
WEREARTUNRA, S —FhE B AR AR R,
FZE A0 A R VTR S % D R s X e
BRI SR ZRIME A 90% L
EAFRRIR, BEATREMAR . F5057 o ki 10
IR, RAFIT NIRRT, AR
B PIPEAER) AR A o IR A BLAE I TR .
“WAk 1 57345 ( Camellia oleifera ‘Xianglin1) )
250N 5 A MR RE 9 H BRZE R, 45
AR ERIE RSN . AR U . MEMESSTE
B . 5 FAE 2508 0T L M A A 4
BB SR, KAk 4 5% ( Camellia oleifera

ks H . 2021-08-18 fEEHY . 2021-11-28

‘Changling) f£255- kYT IR RS 6 A LAP, 10
A TNRITHEZE SR . Y RAEZ e Rgs . AE
HALEIE . R R BRI S & HE HET,
W2 IR A T SOCT, FT. LFY %5 5 [H 14
W, BEZFREREILIERE AP1, SEP. AG %1
B RE LZF, SOCTH [H /& MADS-
box R 22—, MADS-box 3t A 5 Ji 15 I8 1 A
YIRIESR S KT . JFAERT], IRERE R . AR K
R PRI AR 5 B 25 T A T, e B4
H1, MADS-box 3K 5 I it — Gt 5 R 71 5L
2R R, H 8 i B A AR SF 9 MADS 25 1)
B0, Bes A B R BRI RS S HE

T : MR RS SR TIH (20182D02); IR AR TR EATIH (2014NK2021); IR DL SR % I & R I R A

AT EHIH (XNZW15C16)
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2 W5 % 35 %

IR 1R DNA, 8755 FE R i 25 3Rk o FERE T
Wb, KZ8 SOCTIHEAH 7 AF 5 F M
6N E T, HEmEHMEART SAMRTN
MADS-box LAk, 3 &4 K-box FIHEMRSF ) 11X |
CIX, Hitk, J&T MIKC #®, K-box &—/>F 1%
SFRB, FEMA 3D oA, Hd, A
2 IR TE A 3 MR E A VR H A )R e AR
BEARANFEFEAERERESY, B2EA
AN EAE RN | X P F AR bR R, AR
P AR B 5 DNA 19454 C X lTsik i
AR 2 B B AN PR ST DX, e 3 PR SR ) SRS
X, {HA L SOCT & HWHEA —Mi5Fr) MOTIF
shbals, R, #ikIA SOC1/TM3 IEZE, SOC1
A F Dy R R 2 AR C XL F 58, H
T, 1EKE. (Glycine max (Linn.) Merr. ) 314 $k
( Zea mays L.) ' W% ( Nicotiana tabacum

L.) 8 8 ( Mangifera indica L.) "7, ji 3
( Brassica campestris L.) 8 #l B IF

(Arabidopsis thaliana ( L.) Heynh)'®?% %
(Camellia sinensis (L.) O. Ktze)?"?2 | %+ (Citrus
reticulata Blanco)®, ‘k J& H (Hylocereus
polyrhizus (Haw) Britt & Ros)??. 4} ( Paeonia
suffruticosa Andr. ) P9 S5 ) SOCT K 5]
FE ARG i, (HOCTiliZsHh SOCT [mlili 5L
IS FIE AR ETR > . ABFFER ] RT-PCR £
AF1 RACE ( Rapid Amplification of cDNA Ends )

HAR FFEIMZE 1) CoSOCT-like KM, HI/EWI(E B
SOTIEME ST HNRRIE,, PO E i PCR H AW
5% CoSOCT1-like F:H M FRIkHE, FHEEK i) 3%
IREWTICE AR e, k2B AR sE o
CoSOCT1-like JLH M ZHREST T LA, AR/~ IMAS AL
AER 3 FHLHIFN A A T SR SR

1 MHE57 %

p s

T ZSRERERAH T390 B Rk 2% e i 45 7 v SR
i) 3 AEAE A AR 210°( Camellia oleifera “Xianglin
210) P SRAJE B0 S RIECF T oK E A R
RAEIE N, JEHEAN-T0 C BIRIRIKAE, 7 48 h
PIHEE RNA,

1.2 RKWEH*

1.2.1 k% CoSOC1-like 2B # %% K1 RACE
D7 ¥ eSS CoSOCT-like FEPKPS, LI 2% 4 ik

11

R oAA R, H RNA #RBGAH & (db st REER
HFABRAR ) $2EM F & RNA, i/ 1.0% 3g
R 00 HL Uk 7 RNA I i, L RNA 523 H G
FEATS YR RNAVERIRY), el R % sk &
(AR EYHARAIRAT ) A1 cDNA 23—k,
P18 CoSOC1-like FHII5 WIFFIINAE 1., LI cDNA
HE—HEMREH, F1 A R1. F2 Fl R2 N5 HE
PRER PFU B (b X e EYHEARERAF )
R N R R, P E S PCR Y 1S, SRAFIE M
¥ B, ffi ] 3'#11 5'RACE cDNA 34371 &
(AR AEYMBEARBRAF ) #4051
F3 A1 R3. F4 fl R4 5|¥itfT PCR ¥4, FR153HE
KL 3 4 v BOR 5" 81 B, B R Bl
BENEMEEE I MG & ( IR TR A BR A
A B, 5 pGM-T ik (b REENF ) iE
PEHEEAL R AT DH5a 4, IR ATE A 100
pg-mL™ R HE R A EA LB K573 Lk Tk
BEFiE, 37 C 3537 16 h, ] PCR % & A
VeI B R . A ORI E (A TR
O BRZS 7)) $RE 5~ 10 /> BH P 5 J 110 ok,
P B AU GUEER A YR A BRA w1 RS 22 FINT o
P 5 7EDNAMAN #E b pis, SRS 4
K CoSOC1-likeHLN F51) () Fr Bt .

%1 CoSOC1-like BEEHIG|¥FFF
Table 1 Primer sequences of CoSOC1-like
ClEvER HRMERT ] 53
Primer name Oligonucleotide sequence 5-3'
F1 ATGGTGAGNGGNAARACNCA
R1 AGCTGCTCDATYTGYTCYTT
F2 ACAAGCAGNCARGTNACNTT
R2 TTCTCAAGYTGYTGYTCDAT
F3 AGGTTGCTCTCATCATCTTCTCTC
R3 TTTGAACATCTTTTGTATGCCTCT
F4 CAGAGGCATACAAAAGATGTTCAA
R4 TAGGAGAGAAGATGATGAGAGCAA
ES GCTCTAGAGATGGTGAGAGGGAAGACTCAGATGA
R5 TCCCCCCGGGGTAACTTCTGAGGCGAAGCACGCT

1.2.2 k7 CoSOCT-like & B 37 44 £ M 12 B 3
44 F DNAStar 5.0 % £ 43 #r il 25 CoSOC1-
like B& PR JF e 324, JFHE S & R IF 5. H
DNAMAN #4133 2% CoSOC1-like & & %1
B K PE . SRR RS S F 0. R ] SOPMA
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T2 T H ( http://npsa-pbil.ibep.fricgi-bin/ ) 43
FUB 4545 1] Phyre2 fe28 T H rHr 1 o —
g 2E Ky ; 7E PSORT 7E 2k T. 2 ( http://psort.hgc.
jp/) b HEAT WA B A T i HO7E 4R
KinasePhos 2.0 # - x} CoSOC1-like & FH1E H )7
AT 5 FIH MEGAS.0%8 {4 Clustal W k17
Foxt, HABEaAMEREEAREL BTN (HRBE
Bootstrap % 4 1 000, HESH A LA HAE),
1.2.3 7% CoSOCT-like B &k # X 4 1F
2020 4F 12 H 20 HEALFIFAEF AR . 4
R MR CBIRZE. IEME. MESS . ANFCHE (FEAA .
TEFEFMESR 1B FR, ORI BAEFE R+
B S, NG I HARMESN B ) S50/ 4
& RNA, 7F 2021 4F 5 H 30 HEALFAEZE A # )
EEIMAS AR . 225 nh R, T02E CRIBIMER
). B ALY I RNA, TR
2021 4F 6 J1 30 H HuAL T M 85 Rk 358 1 A
AR . ZE. R EFRF (04em &ty ). B
(0.8 cm A4 ). R MAFEH 0 H RNA,
£ 2021 4 7 H 30 H BT AEZE T B FIAE 258 i
(Lt e ZE A IR AT LAY 2 2 mm A4y
RS 1 mm ZEATHESS ) THASHORR . 25 A,
BIE (05 emZAZEL ). 4 (1.3 emZEf ).
T T 12550 2 B0 RNA, FA 9 RNA FH R
SR & A 8 cDNA J5 H T2t & PCR, &
SRR EGIY R, WA CoSOCT-like 3 5]
Y/ F: 5 TCTCTGCGATGCTGAGGTTG 3', R:
5' TCTATCTGCTTTGCCATGTCTG 3', H KK
J¥ 195 bp, ACTIN 51914 F: 5' TAGACTTGC
GGCATCAGTTAGA 3', R: 5' TTCACGGTTTTT
GGACGGATT 3', FBKJE 176 bp, Fr{ERH
BIO-RAD i CFX Connect Real-Time System,
A EPEBR KRB A BR /A F 9 Power SYBR™
Green PCR TiliR i (155 4367659) . L A FL
20 uL, NEEF A 95.0 € 3 min, 95.0 C
15s, 55.0 C 20's, 72.0 °C 30 s, 35 4 EF,
72.0 C 5min, 4 CRfF. BADFEMBE 3 KE
2, RH 27T Jr ki RE R A N ek, )
JH SPSS19 i1 iy B8 1 )5 2243 Afr ) Duncan £
AR T M 2 S AR R AT
1.2.4 % CoSOC1-like & & # T 2wl & A5 55 #7
DI 12 CoSOCT-like J: A4 K fin A Xba |
WIS TEIS 14 (F: 5 GCTCTAGAG ATGGTG

AGAGGGAAGACTCAGATGA3). AT Xmal i
YIS 514 (R: 5 TCCCCCCGGGGTAACT
TCTGAGGCGAAGCACGCT 3') i PFU
i1 PCR ¥ 34 3£ 24 . X} CoSOCT-like %
Kl 4Kl pBI121-EGFP ki (i rd F A5 E YRk
HIRAF ) 49347 Xba | #il Xma | ( k5T NEB
oaE]) WD), FHEIE RS DNA Fr B Dot
G EEY) R Btk AT e, SRJS F T4 DNA & #: 1l
( £ clontech 23 /] ) %X 2 MR BL, #bk
kT DH5a SRz 28400, & A HiEE Amp 19
LB 35 3R IG5, WREBEHE T PCR % Fill 5 4
SRAFBAVE TE B o K b BH P 7 A FH A i AL 3 A
FFHE EHA105 Btk . & 0.1 mol-L™ T
AR 25 ug-mL™" FIFEF-) YEB Br 2 i 2 R AT
# EHA105 ] ODgyy N 0.5~0.6 i, #45# 5000 rpm
B0 10 min WA E, HEEWR (10 mmol-L™
MES, 0.1 mmol-L™" Z T #&ElA1 10 mmol-L™" 44
o8k, HUERRTE ) BIRARFTE, FEG AR FT
TESBIVEZL (Allium cepa L.) 5 N3k, 1d
Jo BOPE 28 8% N R 2 AR 9Ot B ( H AR Nikon
ECLIPSE Ni-U ) W% EGFP & H Lk 656,

2 EHRHH

2.1 iHiZ CoSOC1-like EEFE I = EFF 557

CoSOC1-like JEH ) #%L> l Bt PCR Wi 7™
W, HpeY st Ik, R AT
350 bp Zefiib A —4c5es, TTH e (K1), H
5'RACE J2 i f1 3'RACE [ I, ¥ H8 %R (1) 5"
FEBA ' AR F 1 ek P fPrds, R F 51
1025 bp F Bt Sl R SEHE BT, 1t DNA J
Bt 1 1 52%4 1% 654 bp CDS #il 150 bp 5'UTR.
221 bp 3'UTR (& 2),
2.2 jHZ% CoSOC1-like EARMEEBRIFEM—
RIS

2% CoSOC1-like $:[H ) CDS 751 4t 217
DRIERA R E AT (8 2), EHBS RN
24.958 kDa, % Hi 5k 6.8, 7 7 i faf 1) 2 3 R
(Asp + Glu) £t = 37 4, 7 1E H fof A 2 5 R
(Arg + Lys) it 36 1>, FHHKIEMHE H-0.77,
SRR PR 0.361, JB TaRKIEEA. ZEA
TeAF T RO 8, BRI R T, e AR HEX

i CoSOC1-like & 11 i1 5 H. & ¥ Fl SOC1
EEAMFEIEE TR (B 3) £ B5EW
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1 TTGGTAGAGTCTTGTTCTCATCAGATC AGAITT AMATCAGT TTTTTCCT ATATT TAGCE

61 CTATTGTCCTCACCTGAACTCACCCCTART ATCECT AMMACCTTTTCTGGGTTGTTTT TG

121 -ccmrrrmrnsnmcrsmmﬂ@mmmcmnm

T e ~M-V-R-6-K-T--@-M R - B

2 000 bp, 181 - - - - ATAGAGAACGCTACANGCAGGTAAGTC AL TTT TCC ARMGGAGARAT SGGLT TCTGAAG.

11 IEFATSRERQYTTFSEEREREDY¥GLLE

241 AAGGTATTTGAGCTCTOGGT ICTCTR0GATECT GAGGT TEC TCTCATCATC TICTCTCCT

1000 bp 31 .- E-A-FEL-S-¥-LCD A-E V¥ -ALII-F-SP-

\ 301 - - AGGGHANAGE TCTATGARTT TG TAGTTCANGC ATGCAGHAGAC ANTACAGOGCTATCAG.

51 B GELYEEASSSAHQETIQERTQ

750 bp —— 361 AGGCATACAAAAGATGTTCAAAL TGACARCTCATCAGT GRAAGAAC ATGCAGC ATT TG

71 - EKTEDYQETDHKSSVEEN®QIHNL

500 b / 421 ------- ANGCACGAGEC AGCAGACATGOC AMNGC AGKT RGAGCT TCT TGAAGTTGTGAMARGGAAR

p 91 - KK E AADNAELERTIELLEVVYXREL-

481 CICT TGGEGTC AT GCACT ACTGEAGCAMMTTGAAC MCAG

250 bp 1M1 LLGEDLGSCTMNEELQLIEQQ:

541----- - TTGGAGTGGAGTCTANSCAGAGTCCHEGCT AAAAGAT GRAGETTTICATSGAACAGATT

131---------L--I--B--S--V--S--B--'J--k--A--K--I--N--I--V—-F--ﬂ--!--ﬁ--l--

100 bp 601 GATCAACTTAAGGAAAAGGAGAARGTCC TAN AGCTGARATGCARMGCTC TS TGAGANG.

151 D QLEEKEEVLTAEUNAKLTCETEK

661 TATGGCTTATTACCGTGACAAGART CAARC GANGAGAGASAAGTT GTGCCATACACAGAA

171---~---¥-6--L-L-F-K-Q-E-5-§ E-E-R-E-V-¥V-FP-T--T--E-

E: M, DL2000 DNA Marker; A, #%.00 H B i97r=4) 721----- - AGCAGTGAGATT TCAGACGT AGAGALTGATCTGTITAT O3 GALCCLCAGANGGGAGAATC

191 S SEISDYETDLFIGPFPEGETI
Notes: M, DL2000 DNA Marker; A, Core fragment products 251511 <o RAGCGTGCTTOGCCTCAGAAGTAMMCAGC MCT TG ANTTGTOCRGATATATATATCTA

oo BB oA-SFQ Kok,

1 jBZ CoSOC1-like EFA K BRI =4 e ik & 841 - CATATTTATGATCATAGTCATTICCATATATTT TGTATGTC TARC TT AARAT TGTIGET
901 GCCACTGAAGTATTTTGECC TTGCTCANGC AT AMTGTGL T TTATATTGAGTGCAGCATT

Fig. 1 Electrophoresis result of CoSOC1-like ?60121 TIGEICATTGCAMCTTTAATCTATCIATCT KIGTATCTATGTCAT IOGAT NTGGTCLAAG

. . AATAA
fragment of Camellia oleifera from RT-PCR
TE: W HERY ATG I TAA 435l Fe 7R R IR B 5 1 F 2 1L 35 1,
SOC1-like ( XP-028068271.1) 1y [a] i 4 Ky ormmsmsst

97.7%. 5% ( XP_022769695.1) () SOC1-
like [l 78.4% . &%k ( XP_018851690.
1) 1) SOC1-like [F 1Ky 75.46% . 5 H#k
( XP_030930174.1) f SOC1[A N 79.1%,
5 8k Mk ( AKH61958.1) SOCH1e [q] I 4 H
82.16%. SiLikZkk ( AHI85950.1) Ky SOC1 [i
P4 75.35%, Szt (KAB1200892.1) iy SOC1
[ U5 M0 75.94%, 2% B Jr o b 31 14 B BE R il 4%

MADS-box
CoSOC1-like =
CsSOC1-like
DzSOC1-like
JrSOC1-like
QISOC1
AcSOC1e
CcSOCH1
MrSOC1

Consensus rvrgkwmiera

I-Domain

CoSOC1-like
CsSOC1-like
DzSOC1-like
JrSOC1-like
QISOcC1
AcSOC1e
CcSOC1
MrSOC1
Consensus

CoSOC1-like
CsSOC1-like
DzSOC1-like
JrSOC1-like
QISOC1
AcSOC1e
CcSOC1
MrSOC1
Consensus

. Coiizk; Csifhf; Dz,

Cc: Carya cathayensis; Mr: Morella rubra

B 3 CoSOC1-like EFRmIEHEERMSH

Notes: ATG and TAA with boxes and *
and the termination of protein translation,

represent the starting and
termination codon,
respectively.

B 2 CoSOC1-like EE cDNA £ 517N
FFRFEIER R ERF
Fig.2 cDNA sequence and deduced amino
acid sequence of CoSOCI-like

SOCT [AJRFLRA , ARz F 44 A CoSOCT-
like, 3{7¢ GenBank &/, %ﬁ%@% MT036382. %

A s A
DDA D
[elelalalalclele]

s.vet 1 ig'pe r kr
S0C1 MOTIF

Jrgdks QUM ERE; AcRiERE; Coulitik; Mrizt

Notes: Co: Camellia oleifera; Cs: Camellia sinensis; Dz: Durio zibethinus; Jr: Juglans regia; Ql: Quercus lobata;Ac: Actinidia chinensis;

EEMR SOC1 K 5l bk xF

Fig. 3 Alignments of the CoSOC1 -like deduced amino acid sequences with other SOC1 proteins from plants
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J¥ %) % 1 Jii CoSOC1-like 45 ¥4 13 £ MADS-box
(1-74 PP R FERL ). 1-domain ( 75-83 i 12 5
%2 ). K-box ( 84-172 v i) & L2 ) . C-domain
PURDZERIR, J& TAEH 11 % MADS-box E K i85
45y, C-domain 1 & 45 SOC1 MOTIF, [ it
CoSOC1-like J&T SOC1/TM3 %l
2.3 jli% CoSOC1-like A RHI R LT
B RS AR A T 2 e rh 2 i 3=
BRI T T ST A U A A%, R
15 o-iRE . B-IrS h. B-HE A ATC R il .
25 CoSOC1-like A i 4hk (1K1 4) FH]:
%% CoSOC1-like & 1% fi a-IR i€ 56.68% . B-i%
1 4.15% . T2 IEHEE 10.14% FICH T 29.0%.
TEHE T ) 84—172 i K-box & 5L/ By 3 4
TRIA R o-1205E, X 3 4> a-12EE MIKC % MADS-
box K BHEFIEF 41 . 7EFE 1 FiAY C-domain AU
FETR B 32 LA AT 2B T AR 2

\}‘v 4

5IO 1(I)O 1;50
I CHRRESM (BE); ERFISEMEE (L6 ); HER
aBhE (W), | FoRTeiislh (%)
Notes: C: corner(green); E: folded extented strand(red); H:
alpha helix(blue); I: irregular coil(purple)
4 CoSOC1-like BEHA K K LEHTN
Fig. 4 Secondary structure prediction of
CoSOC1-like protein

2.4 H% CoSOC1-like EARM =R LT
BT =R SRt — SR 2 IRBETE — 45
FE RSP RN b, AR IR I B A A B K
YERT . Yuflte)) R g /ER, S0 fefm
Pr& I e 25 (B 4548 . JhAS CoSOC1-like &
=4 (1815 ) 769 CoSOC1-like J&T SRF-LIKE
FIGE AT, W24 CoSOCT-like — 2 2
P Y K B 5 g 45 0 B T 45 SRR — . FE
CoSOC1-like & H i i & i A 2 A~ W 1Y o-12
JiE (LrEme @IRiER s ), BT MADS-box
X ThEESE 2 RTS8
AP EW o-I20E (HEE o80Ty ) BT
K-box il ; & 1 12 H e oA it ( TR 5
) BOMEARTIER T —TREMIFHA S

B 5 CoSOC1-like &R R =R LEHTN
Fig. 5 Tertiary structure prediction of
CoSO0C1-like protein

FOCIEHERAL ) WS g, XSS ESE
DNA FIE J PR s D R AR L o
2.5 jHZ%t CoSOC1-like & H Yyl 40 Al XE L FNR R
WALE T

5 3 25 CoSOC1-like # M Ji 1 V. 40 fifd 5 iz
FM . %k CoSOC1-like EHNATE T, N
AN A FEEF R 153 (L b AFE AR
B ( LKEKEKVLTAENAKLCEKYGLL ), 31
A71E SRF RIEESEIR T DNA 454 Fil  RAb 45 Fa i
(RGKTQMRRIENATSRQVTFSKRRNGLLKKAFE
LSVLCDAEVALIIFSPRGKLYEF), CoSOC/1-like
LT HMAZ AT REPER R, HUCHZRiR T (35 2).

% 2 CoSOC1-like ZERRIHMIIE LML R
Table 2 Subcellular localization prediction of
CoSO0C1-like protein

(A= S

Position Probability/%
4% Nuclear 47.8
ki Mitochondrial 304
YU Plasma membrane 4.3

AL FEYH 0 BE 41 i 485543 Extracellular, including cell wall 43

/R EEE Golgi 43
M) Cytoplasmic 4.3
ARG Peroxisomal 4.3

¥ CoSOC1-like 3£ A 57k pBI121-EGFP fil
4, HE pBI121-CoSOC1-like-EGFP filt & #5844
ALTEA R AN, DIt as AR AT 2 2R e 4 i
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R

i35 %

YERXTIR, FESOG R TSR B, X g
PEAREZ AN (AUFGANM R An e ) # & ek
wht (Kl 6a, c), WHzEHEEAEERN;
Rl BRI AL B PR R B it v R A% b &
GaBt (K 6d, f), Uil CoSOC1-like % I
W0 oyed AR 5 % YA £ NN (T iye ham ez ;00 24 K

e .

: a. b, c: EGFP Jukif, kB2 41; d. e. f: CoSOCT-

like 5 EGFP il & FUR AL ZI A 400 a. d: WLk s @5
S5 b.oe: BIFHTMER; . f: 45hafb, dflemEgHiEA

Notes: a , b , c: Oinion epidermial cells transformed with
plasmids EGFP; d , e, f: Oinion epidermial cells transformed with the
CoSOCT1-like -EGFP fusion plasmids; a , d: The green fluorescence
in the dark field excited by blue light; b , e:The images of the same
cells in the bright field; c , f: Merged images of aand b, d and e,
respectively

B 6 AEHME (200X) THE CoSOC1-like ZEHTE
FERR R BREH E RE L
Fig. 6 Localization of CoSOC1-like protein in oinion
epidermal cells observed in a fluorescence
microscope ( 200X )

Xf CoSOC1-like 1 F MBI 5. 73 TR B -
CoSOC1-like T H & A 17 22 &R W IL AL 14
10 D75 & R R AL L 5 . 4 A I8 2 R W R 1k A
R, UINZE PG T2 B L E . TihAs CoSOC1-
like %% s A ¥ W] BE 20l i £ 1 R PR AL . S A
REER A I 3l XA B HTA B R0 BRI ek
HiY.
2.6 iH% CoSOC1-like EBFIIRGL BN
Xf il %5 CoSOC1-like #5 M 5 28 B . Hh 4E

( Monotropa hypopitys Linn. ) . BrEsk . /> Fuf
ME ( Coffea arabica L.) . X4 I ( Spatholobus
suberectus Dunn) . K& . M AR B R

( Quercus suber L.) . #Hfg. WM. &bk,
BIF . BRI (Jatropha curcas L.). HH#E . T 2
W % (Vitis riparia Mchx.). B Wt (Ricinus
communis L.). /NZ (Triticum aestivum L.), 7K
F4 (Oryza sativa ‘ Japonica Group’ ). @& %#
(Sorghum bicolor L.). T K% Hi¥ SOC1 I H: [

BHEN, ARERKTEEREHR, 45
(B 7) &M DI/NE . KRS, m5. ERGERTI
T4 SOCH K Ho Rl FHAE R AMEE, AT LK LR
() HABAE Y SOC KRR 1430 2 o ek
o 1 DEBEP A A CoSOC-like, A5
21> SOC1-like. #b4E SOC1. BBk SOC1e
F1 SOCHi, /NE#mME SOC1-like., X ifil B SOC1 .
KE I SOCT. i FI#%k SOC1. # J#k SOC1
isoform X1. ## SOC1. LBk SOCT. bk
SOC1-like. #IFITF SOC1T. FIH SOC1 isoform
X1, HREZEHRA 100%; % CoSOC1-like 5
2B 2 4~ CsSOC1-like T 1 [f] — ik fk 7 F
H RS HFRN 100%, 45 2 PEREUFG 2R SOC-
like isoform X1 1 X2, JH % SOC1-like. 0]/ %
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Fig. 7 Phylogenetic evolutionary tree analysis of CoSOCI-like and homologous SOC1 proteins form other plants
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Fig. 8 Relative expression level of CoSOC1-like gene of
different parts of Camellia oleifera in the late flower stage
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Molecular Cloning and Expression Analysis of Transcription
Factor Gene CoSOC1-like in Camellia oleifera

HUANG Guo-wen, GUAN Tian-qiu, ZHAQO Yu-yun, CHEN Mo-lin, LIU Hong-hui

(Department of Chemical and Biological Engineering, Hu’nan University of Science and Engineering,
Yongzhou 425199, Hu’nan, China)

Abstract: [Objective] To clone the homologous gene of SOC7 from Camellia oleifera (CoSOC1-like) and
to analyze its sequence structure, expression pattern and protein evolution. [Method] Total RNA was ex-
tracted from the young leaves of three-years-old C. oleifera, and the CoSOC1-like gene was cloned by us-
ing RT-PCR technology and RACE (rapid amplification of cDNA ends) technology. The sequence and ex-
pression pattern of CoSOC1-like were analyzed using the bioinformatic tools and fluorescence quantitat-
ive PCR, respectively. The subcellular localization and evolution of CoSOC1-like protein were analyzed us-
ing the method of gene transient expression and MEGA7 software, respectively. [Result] The full length
cDNA of CoSOC1-like contained 654 bases, encoding 217 amino acids, and the relative molecular weight
was 24.958 kD and the isoelectric point was 6.8. The Genbank accession number of CoSOC1-like is
MT036382. The CoSOC1-like protein had the structure of MADS-box family transcription factors of plant
type II, and there was a SOC7 MOTIF in C-domain. The CoSOC1-like protein had 31 phosphorylative loci
in its amino acid sequence, and its tertiary structure based on secondary structure had obvious active
sites, and the transient expression of CoSOC1-like gene showed the CoSOC1-like protein located in nucle-
ar, which was consistent with the nuclear localization characteristics of transcription factors. The phylogen-
etic analysis showed that the CoSOC1-like protein was clustered in the same evolutionary branch with
SOC1-like protein of Camellia sinensis. Fluorescence quantitative PCR analysis showed that the CoSOC1-
like gene could be detected in all organs, and there was a maximal relative expression level in flower buds
of C. oleifera. [Conclusion] The CoSOC1-like gene may play an important role in the flower bud differenti-
ation, and participate in the growth and development of other organs such as root, stem, leaf and seed of
C. oleifera.

Keywords: Camellia oleifera; SOC1-like; cloning; sequence analysis; expression analysis
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