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Sequencing of Transcriptome Relevant to Flowering and Analysis of Floral-Related
Genes Expression in Camellia oleifera
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Abstract:  In this study, total RNA of stem apex and bud in Camellia oleifera was sequenced and its flowering relation
genes were analysis. The results showed that transcriptome sequencing revealed a total of 28 448 847 reads,
5 742 023 480 bp data, and 46.52% GC content in whole genome. The Unigenes numbers with more than 200 bp were
94 476, and the Unigenes were very similar with grape’s. The N50 length was 806 bp, and 1 kbp or longer Unigenes
were 12 643, accounting for 13. 38% of total Unigenes database. The annotation number of Unigenes function in each
database was :9 095 Unigenes in COG, 27 201 Unigenes in GO, 6 431 Unigenes in KEGG, 24 534 Unigenes in
Swissprot, 36 393 Unigenes in TrEMBL, 36 400 Unigenes in Nr, and 30 858 Unigenes in Nt. The expression profile
showed that FLC, FCA, FT expression were lower than API, AP2, PI expression in the stem apex. The FT gene (ID:
Unigene60063) may be a key gene for Camellia flower, and PI genes (ID:Unigene56059) are closely related with the
stamen development.
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W RS L AR AR R S AL P RO R TR 3Rk 4 A 37

ZE 5 AR K (KD 3h 45, 1981 @ A4, 1981) o
SRl 2 A0 A B R 1 JF X JE ) S AR 4% 7B kit
A7 A O A5 0T R Rk R T R N R Ok B R R
RAEEAMM. Barx ek dama s A 24 2
i B 3 o A o R A e DR B, e R IR B i T ds
TR e & H I LR OR B AR H T B .
ot HE DR G T ) O B 5 ok o T LG ) BB A A A RS
HUT BE R POR AW 1 A B

FI O b 2% 0 B A6 AL T 7 B A7 0, 22 Bt
FUON T 48 28 6 25 RS2 7 IR0 (324l SL4%,
2011; FHIE%E, 2011) o 4% K 410 2 0F 9
W 23 5 WL A LA AR T B AH D il 2k B
CARECD 2n =90, FLERI20 AR pE K, 56T H B I
DR 247 JEROARR 2 B3 Bt M H BT AH R SCIROR
IS T A B A T i R TR Rk e ALY
VIRFAP R TIBUR TR AW D5 s 2 O N1 PP EY A = B R S e TR 23
S 34T W 5 00 (Mortazavi et al., 2008) o H Bl
T S 20 BOAR B AT — B R bR 45
2011; WO, 20011) , {H 2 Q0 FE A6 46 K & i 1 BT
FUHIR WARTE o A SO 2 46k 5 i L 6 AN B Be
R e i AR BEAT ey G0 R U 5 OF PR A6 R B A R A
FLC ( Flowering locus C), FCA ( Flowering time
control) , FT (Flower locus T) , API (Apetalal ) , AP2
(ApetalaZ) 1 PI(Pistillata) 75 {€ 7F & B i F2 h B9 £
LA LU A b 2% AR AL A F 9T die pt R il i

LR

L1 e ar 4

MZE KMk 4 5 (Camellia oleifera ‘Changlin 47)
RRILEHER
1.2 E#FHZ*

R A % SCRk AR 3 (FE B AR, 2008 ; 3% 48 4%,
2011; Efpg4E, 2011) , 43 Sl e fe 4 Ak ir (5 8
FD S 2 (58 28 H) e B &0 (6 H 15
H) MRS TE R (7 A 3 H) 1 3 F 48 25 JE i
(7 H 25 H) KM ss s (8 H 25 H) R 4
FF & RNA 43 85 K 56 Sl W s A8 420 0 28 009 (3
H 19 H) 75 B R A8 2F R AR 2% 10 )5 B i 10 KR 1
WEER R VIR 5 H 28 H (6 2 43 4k 58 BN
ER M) o B RS BT WA b A R
- 80 C 1) A UK A v AR A7 25
1.3 RNA i2H

RNA $2 IR ] 3 44 3 24 ] EASYspin Plus #i14)
RNA it 32 BOL 0 & (H 5% %5 0 RN38) , R A 1 i 4
J6 5% B i Nanodrop 2000 & Bt I 5 4 J5e v Uk 6 i)

RNA Jii &, {5 1iF RNA K 8 ok & 400 ng* pl™',
28S:18S KT 1.8,
1.4 A ENNFEREF &

FIH & 2 ploy (T) %W B % Bk %] Total RNA
¥ mRNA 247 5 4 4l 40 Ak 3], 75w i 46 18 R
B T AT W mRNA DLIE A& KN B H R
B R Y Jc Bt 5 Wi R B AL 510 K £1 W7 J5 mRNA v B
S ¥ s B e eDNA 35 1 5 4k, SR Ja N 92 ol s
dNTPs, £ RNase H fl DNA polymerase I [({F ] T &
JRE 2 4% cDNA, R e 5% 5 R XUEE cDNA 23R4T K
i N3 R g I A I B RSk G0 3 BIR B I
UK 5 I — 58 8 KN B Bre R T 2D AR BE L A
ThEEAT RS B 5 & (qubit) » 76305 F (flow cell) 3 T i
17 M 30 PCR, ff DNA J7 B 16 0 273 7 DNA % (it
T FREAE Cluster Station J13E47) , B4 7 DNA % 1 ik
JG ¥ Flow cell # N\ Hi-Seq #, #4T lllumina HiSeqTM
2000 Pl 7 -
L5 #HRANFHEELESSH

NS ENNER € N e SRl D5 e b
F, 8 N & ks LA R R s B s e A
Trinity Chttp: // trinityrnaseq. sourceforge. net) %X {4 il
P4 Z [ 1) Overlap K¢ 77 41 SE { B Contig, 7 A 4
J7 51 (1) Paired-end 15 &, # Contig 3% £z % ¥ sk A )¢
H; %) T Trinity 4 2% 45 3, 8 i3 41 %% ) Component
MV A (1) AT AR B 3 B o3 AR 30 M2 e o K1) e s AR
KA FE i 1) Unigene J37 31, 5 J5 % Unigene J7 51 55
Nr, Nt, SwissProt, TrTEMBL, GO, COG, KEGG ¥ ## J#
EEX] S 343 Unigenes HOVEREAS Bo 1 R A H] 22 1]
fREL XS &5 R AT 7 JE > W 4% Nr, Swiss—Prot, KEGG Al
COG A1t S 2 s€ Unigene (177 51 J5 Ia]» LEXSAS |
ff) Unigenes JUJ JIJ 8 1 ESTScan Fil Il F: 2 £t X JF #ff
SE F B B 75 10 o
1.6 Real Time-PCR

R A AR DG SCHR A 9 AR 5 7 e s 20 0 ) HHs
v, R R B, O 3t F T, FCAL FLC, APL, AP2
A PLEED 3 51, B Primer 5 BEAT 5140 Wt 514
FEAIW R 1. ¥ 1.3 4 A RNA, i TAKARA
N ) PrimeScript@ Reverse Transcriptase i 7] & (B
%5+ D2680A) J5ik (5% Ui W] 45) £ 1 cDNA 4 1
B, O 4 WL & BT P RRE 10 £, TR R
H CESA N2 (Zhou et al., 2013) , #2 3 TAKARA 2
#] SYBR® Premix Ex Taq"™ (Tli RNaseh Plus) (F§ f
%5 4 DRR420S) 4t W] 45 3k 47 ¢ 6 € & PCR [
(ABI 7300) , SN e W AT 3 R
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Tab. 1 Primer sequences

K DR 44 B

Gene name

519117 51

Primer sequences

FTF: 5'-GATGCTCCCAGCCCAAGTGAT-3"

FT
FTR: 5° -CTCCGCAAAGTCCCGAGTGTT3~
FCAF: 5" TCATCAGAGGACCAAGACGACG3~
Fea FCAR: 5"-TGGTGTGGGCAGATGGATAGAG-3"
FLCF: 5" -GCAAATCTGGACTCTGCTTCAC3~
FrLe FLCR: 5"-GAGGTGGATTGGTCAAGAAAGC3~
AP1F: 5-GGAGATGCGTGCTTGTTGAGGA3~
AP1 AP1R: 5"-ACCCTAAGCCTCCCAACAGCAT3"
AP2F: 5°-GCTGCTTCACCACTCTTACCTCT3~
Ap2 AP2R: 5"-CACTGAGTCTGAGGTGGAAGGTA-3"
PIF: 5" TGGAAAGATGCTGGAGGAGGATA-3~
PI

PIR: 5" -AGGCTTCTCTCCCACACAAAACA-3~

50 %
314 F 5
BE R K TR KR
Gene length /bp Annealing temperature (T,) /°C
231 61.9
138 61.9
205 60. 1
247 61.9
202 62.0
255 60.2

2 iR 50H

2.1 HREADWH

2011 BB SRR N RGP reads 1) Bl 45 R 5 OF
fli KL R B 6 A RNA i A5 &1 J7
XA 1A FE Wy &8 B (total reads)
28 448 847 4%, LB K Ky 5.74 Gbp, GC & & Ny
46.52% o CycleQ & I Fy- J5 & VF Al ) — > B 2 A
T JFC AR B R 5 15 22 B/, ATEL T Rl DL HH AR 7
¥ CycleQ20 percentage >4 100.00% , CycleQ30
percentage ﬁ%j(*glzﬁiﬁj%ﬁ 100. 00% , Uﬁ Hﬂ {l)-lu )? %
RAF A EOR, AT LLEEAT J5 8273 #T

2,12 P EE AL R A R ge it A Trinity 3
X8 it A R AT 20 2B 5 SR AT R BB Transcripts (4%
FA) FE 8. Trinity J&— A& 7% 530 Bt RNA=seq
B AT A I S AR R A AN TR T 3 A g 2
BERAT > I B 2 ORI 2 K A A Gap, 22

AN BB L 1 TG AR PR A A K S AR () A BE AR A
NSO < 2 7 8 20 e ORI — N AR bR, IR 2
H Contig F1 Transcripts 1) N50 K & (1) H {8 K /AT L
A A RO IEA ST K.

40

Phred Jf{ & {f Phred score

0 16 32 48 64 80 96 112 128 144 160 176 192
fEEFHL Cycle number

Bl 1 CycleQ 43 i

Fig. 1  Distribution map of the CycleQ

®2 NEFHEHEEMEL
Tab. 2 Sequencing data assembling and statistics
TS B Contigs B 5% K Transcripts
ER=3:394 S84 UPEY (GER A R AR K ISE 14 Py /R =
Contig length /bp Total number Percentage (% ) Transcript length/bp Total number Percentage (% )
0 ~300 5150 211 98.71 200 ~300 48 993 30.96
300 ~ 500 35277 0. 68 300 ~ 500 37 781 23. 87
500 ~ 1 000 18 361 0.35 500 ~1 000 30 411 19.22
1 000 ~2 000 9 602 0.18 1000 ~2 000 27 357 17.29
2 000 + 4 180 0.08 2 000 + 13 721 8.67
JL L Total number 5217 631 158 263
K E Total length 262 993 383 126 640 737
N50 K & N50 length 49 1381
P34 K J¥ Mean length 50.404 75 800. 191 7
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2.1.3  Unigenes H4fi FEAY . th TS LI RIEW  WHGETL 20 000 &, KA 50 4 b 48 30 000 4% A £ -

MR N AE A — AN 2 25 KL D R BB R HT A
L) 77 Ak @ Unigenes £l P2, RIS 5 51 1 LG %)
KR Ik BB K P 41 1K) 80% B BT 41 1K) 90% 1,
IR 2 P A UK K P 9 4 D AR 3 ) A
A G AT SR AT B JE D P AR B — B RO R 2K, A
74 21Z 50 H P)Fh Unigenes B4l 2. R 3 F 343
#l| Unigenes 94 476 4, Hotp KL 1 kbp BL L[
Unigenes f§ 12 643 %%, {§ Unigene JFE & % ¥
13.38% , N50 K& 0 806 bp, i W 41 & R R AL S o

%3 Unigenes K EHiT 4R

Tab. 3 The statistical results of unigenes length

Unigenes K /% S ENERige
Unigenes length/bp Total number Percentage (% )
200 ~300 40 923 43.32
300 ~500 27 155 28.74
500 ~ 1 000 13 755 14.56

1 000 ~2 000 8 386 8.88
2 000 + 4257 4.51
J %L Total number 94 476
KB Total length 53 644 108

N50 K J& N50 length 806
P24 K J¥ Mean length 567. 806 723 400 652

2.1.4  Unigenes 5 HAD ) FAHAVE LB A 2
AT LA A8 H AT Nre B0 e b, ol 2% B s 4000 e
ZH 25 () Unigenes 5 7 2§ (Vitis vinifera) f] Unigenes
MALE R e 2, BB T 53.44% , H k2 H A 4
T B (Populus trichocarpa) J 55 =, 1l 55 W 2% 3L 5%
BIFEh B 25 W ( Camellia  sinensis) AH L # % & X
55 0.58%

8 HAth Other

w &L Nicotiana tabacum

O %M Camellia sinensis

\ O 7KHE Oryza sativa

8RBT Arabidopsis thaliana

a B H T Medicago truncatula
KE Glycine max

8 ERE Ricinus communis

a8 £ R85 Populus trichocarpa

o A% Vitis vinifera

2 4 Nr #fdli E v Unigenes 55 Al 4 7 i) EE A

Fig.2 Unigenes similarity comparison with other species in Nr database

2.1.5 Unigenes D) BEVER A ] BLAST # {4
Unigenes J¥ %] 5 Nr, Nt, SwissProt, TrEMBL, GO,
COG,KEGG ¥ J2 Lt %, 3K 3 Unigenes (1) 71 B¢ {5
Boe WK 4 UEL, RERGERMGEN
Unigenes & 41 240 4%, 7 COG F1 KEGG ¥4 % vp &
FEH) Unigenes £ #84E 10 000 2% BT, T At £ 45

# 4 Unigenes MR IRESREESHIFR
Tab. 4 The database distribution of unigenes

functional annotation

Wokgaom S0 bpSKE < K>

TR B R A4 R 1 000 bp 1.000 bp
Database name A:::]t;::d 300 bp<Length < Length=
1 000 bp 1 000 bp
COG 9 095 2 981 5104
GO 27 201 11 406 10 515
KEGG 6 431 2372 2 904
SwissProt 24 534 10 064 10 376
TrEMBL 36 393 16 403 12 113
Nr 36 400 16 412 12 117
Nt 30 858 13 165 11 460
BEERE Unigenes B0 ) 18 743 12 220

Annotated total number

2.1.6 Pathway ¥R 487 Unigenes il it 5 KEGG
B Pa FE LX), %) 13 647 4 Unigenes #E4T T Pathway
R, W M i) Pathway 1 286 4> JL i 47 200 4%
Unigenes A _F ) Pathway 15 : B782{k (346 45) 5 =
K 2. 54% 53 FAEAR R AT 47 B i 4k (247 4%) (5 &
1. 81% » Gtk (360 4%) (1 S B 2. 64% » 4 5T I
g AN E (213 46) & RE 1.56% .32 FE R
g (314 45) T RH2.3% , MW FE 5 S (236
Z) ol BB 1L T3% , B s TR (267 4%) o RCH
1.96% , B3 B 1l (224 %) 5 B 80 1.64% , 1 A
Wl (201 2%) (& S K 1. 47 % » DNA 524 1 3 20 4 1
(281 4%) o KB 2. 06% » A AL BER 1K (237 4%) 5 &
1. 74% 5 % BE R (294 4%) 7 B %0 2.15% , HoAtb
Pathway [#J Unigenes 3 & #{7E 200 25 LA, K& 4R
FAE 100 2 DL A. W M S W AE K AR
Pathway 71 Hi 40 ¥ % 15 % # %, JL A7 236 4
Unigenes, [ 2 50 1. 73% ; ¥4 B %7, 3L 13 &
Unigenes, v 4500, 1% ; 34 A1 REAC I, JE47 168
2% Unigenes, 5 &% 1.23% »

2.1.7 GO BRI R AE GO Bl i b (1
3) AT 4N o 21 % B fig (cellular component) Unigenes
A 42 106 4%, H Pk %) 1 000 4 L) I Unigenes, 43 5
A K% 5102 5 R 4 259 o Ekidk 3 414 &
ZrAA 2 589  ANHHRER B 2 116 4 T I
1 999%% 41 JBE 1 548 4% M 3R I 7 #3601 413 J%
MM )51 330 S5 Ak 1 194 S5 IAE 22 1 140 4%
JLARIX 1 053 4% /R FE AR 1 047 4%, I Al 4 4E 700
UL Fe AT 2 T I 88 (molecular function) 7§
47 1924 Unigenes, .1 KT 1 000 44 : ATP 45 &
(3 0694¢) ¥ i 144 (1680 4%) %R 45 45 (1 658
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Fig. 3
MM A AR B AIRIEHE C: ARTS; D A ML B MUANX; Fr JUANKE R G RO THEGY: H: i 1 JE
TG ) BRI K: AT L g s M: MM TR Ne JERifk. 2 TOhRE: A HUAEALIGYE: B: g6 C: fE4LIGE; D:
WA B BRI P 0 TR SN G BIRA G SR TR B BIREWME I AL SRR T
Phy T UG E K S5 ik L BaEimrk . AR A AW B Wi YE s Co 40 MedE A D 40 i s o R AR
GG ED AR FrT G RE R He @M R R ) R RGO R K e L AR R M ZHLA
AR N: ZAEAH LR, 00 (RYAE: P HA Q AR R PN S: HEhd R, T: F5# %,

Cellular component: A: Cell; B: Cell junction; C: Cell part; D: Extracellular matrix; E: Extracellular region; F: Extracellular region

Unigenes functional annotation in the GO

part; G: Macromoleular complex; H: Membrane; [: Membrane part; J: Membrane-enclosed lumen; K: Nucleoid; L: Organelle;
M: Organelle part; N: Symplast. Molecular function: A: Antioxidant activity; B: Binding; C: Catalytic activity; D: Electron carrier
activity ; E: Enzyme regulator activity; F: Molecular transducer activity; G: Nucleic acid binding transcription factor activity; H: Nutrient
reservoir activity; I: Protein binding transcription factor activity; J: Receptor activity; K: Structural molecule activity; L: Transporter
activity. Biological process: A: Biological adhesion; B: Biological regulation; C: Cell proliferation; D: Cellular component organization
or biogenesis; E: Cellular process; F: Death; G: Developmental process; H: Establishment of localization; I: Growth; J: Immune

system process; K: Localization; L: Metabolic process; M: Multi-organism process; N: Multicellular organism process; O: Pigmentation;

P: Reproduction; Q: Reproductive process; R: Response to stimulus; S: Rhythmic process; T: Signaling.

%) A e A (1470 46) &8 & 7 45 & (1 442
%) DNA 445 (1353 4) g4 (1229 %) .«
SR /IR R R PE (1 037 4%) J4BsE (1019 %) «
W A% B W ik B2 1) B8 (biological process) [
Unigenes £7 80 231 4%, Horp g £ 2 S A ik Jit i 72
1 8334%, k2 B FABEIR AL 1 161 4%, oAt 4 5 # 7
1 0004 L.,

2.1.8 COG % ¥ Fe v B 43 7 4 W LUFE 1R
COG %4k 2 tf Unigenes $HAT B D G870 il B, 4
B AR 25 K A 4 4 B RNA N T RUE i, # 5% B
i) 2 RME 5, G 00 5 46 R R Bl g s A e R Y1
255 40 M 70 28 et Ak oy D B i kL B AR BL R 15 5
e G HLH] 40 B RE R A B 4l ML IS B, 1 4
J 4 G5 K8 40 i P 3 s o3 e RN IR IS e B PR S 8
M AT AR AR BE VR AR 7 R e, Bk K AL A W) s
S AARE 2 R B Az R AR % 1 IR B ds R AR
At g A A R A IR B0 R S o BB T B i
AR A AR = W 1) R A R~ 38 i AR A .
t U — M D 8 (1) Unigenes 05 B £, L A7 2 489
o Hokoe B G B4 R& 5 Uy e 1) Unigenes, %{
HIL 1 420 4%, ¥ F D) Be Unigenes Ei = 1 214

%0 15 5 ¥ 2 L] Unigenes #5871 065 4%, At T)
e’ Unigenes #4E 1 000 4 LA R, Hih & £ 1) 4 Bl
VE G WA M6 D g > £ 8 5T B 0 AE AR T g Unigenes
H 837 4%, ¥Rz 5 A Unigenes £ 690 4% .
2.2 ABHRXEREREERTIEPHRE
M S 7] LLE H FLC, FT f1 FAC % AP1, AP2
HPIHE 22K AL B AN BAK . FLC M &R Rk
wEigm,S 18 HREERIL; FT A3 H 19 HE
E R4 18 HIFaEF 5 J] 18 H R IL &AL F)
AR FAC A5 3 ]y 19 R34 f 3 oAt i 0] e, e 5
FLC SR RIE EAAMEMEWE KKK R PIIES J]
W) RIA B AR, AP2 AR AR A S T B Ay Rk
R AP AE 3 ]y Rk E AR
2.3 ABHXEFRELREELRIEPHRIE
M 6 T LLE s 75 4E a5 B B ek B2 AP2 I
PI O DRIAH T 2 38 7K 1 88 A G D] vy > AP2 G D] 7
TS A (8 H 25 H) AR R 1A 7 e iy, HLIR A2 A
MERESSTE e (7 H 3 H) L fE= e i (5 28
H) A6 320K B Al . PLE DR 7E M 1 85 70 i 390 (7
H3 B M Rk i dm LI T 5 S AR T K
W7 H 25 H)» mkCh I m e sy (6 H 15 H) .
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30007 = 160
Z 140 N
& N
L (=3
2500 g 120 ;§
2 100 7 N
k5 N A
5 2000¢ 5 80 A\ §§
5 i 60 A \
(= N
2 1500} X 40 A N
& # A A
% = 201089 A A
® 1000k = 0 73l E I fE - B i N
APL AP2 FLC FT rI FAC
P 4 FK Gene name
500 003-19 (# Root) =03-19 03-29
B04-08 = 04-18 004-28
@05-08 05-18 B05-28

0
ABCDEFGHIJKLMNOPQRSTUVWXY
ThfE4+2E Function class

4 COG H¥s FE vh Ty g v B (1 unigenes 433
Fig.4 COG function classification of unigenes

A T ROBE AR SRR A R s B RNA N R A
C: ¥es; D S VEALRE M B G 0k 45 M R 3 ) 2%
Fo 20 R 0 A A AR Rtk o B G RS H:
BifB AL T A5 SALEBALE] ;T 90 B B /40 B B A= 4 e A
K: g Mes vk Lo 4 i 28 M: bk giky: N: giffela iz

N7 I E SR VRN ¢ RE R RN Q&R ¢ RN A

P BRI A AL Q WKW E IS A R H I

FRFAZ AR 5 St AL IR P iz A s T il g % 38 MR

MEREIS RS Ve N T Hg AR W kAR
BRI A R B IS AR X A — DR TRIN ;Y R
KT e
A: Translation, ribosomal structure and biogenesis; B: RNA
processing and modification; C: Transcription; D: Replication,
recombination and repair; E: Chromatin structure and
dynamics; F: Cell cycle control, cell devision, chromosome
partitioning; G: Nuclear structure; H: Defense mechanisms; I:
Signal transduction mechanisms; J: Cell wall/ membrane/
envelope biogenesis; K: Cell motility; L: Cytoskeleton; M:
Extracellular structures; N: Intracellular trafficking, secretion,
and vesicular transport; O: Posttranslational modification,
protein turnover, chaperones; P: Energy production and
conversion; Q: Carbohydrate transport and metabolism; R:
Amino acid transport and metabolism; S: Nucleotide transport
and metabolism; T: Coenzyme transport and metabolism; U:
Lipid transport and metabolism; V: Inorganic ion transport and
metabolism; W: Secondary metabolites biosynthesis, transport

and catabolism; X: General function prediction only; Y:

Function unknown.

API BEDIEAE R H 1 S A IR IL 22 e AW, FT
A FAC £ 6 J 15 HATT J 3 H 3R 3K 5 4 3 Al v 3
s (SR R AL T R B R FCA R FLC
e [N [ 42 38 R B AE A e AL YA

3 giwhitie

3.1 BRANFIHT

5% 4 % (transcriptomics) S T g J& K 41 % Wf

K5 AR G R 7E 2R I Rk
Fig.5 The expression of flowering gene in shoot tips

03 — 19 S AR IR AL, Ho Al i 1 AR A R MAL. T
addition to 03 = 19 containing root tip, other times only refer
to the spring shoot tip

API: Apetalal ; AP2: Apetala2; FLC: Flowering locus C;
FT: Flower locus T; PI: Pistillata; FAC: Flowering time
control. RN [d]. The same below.

S B B
S S o

=
(=]
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HIXT X & Relative expression

APl AP2 FLC FT
He P 44 FF Gene name
B805-28 BD06-15 ®07-03 m(Q7-25 0O08-25

K6 et w8 RGE R R AE A 5 5 I 1 A
Fig. 6 The expression of floral organ gene during the

process of floral organ formation

T DNEENRE, E o IR K B0 5840 i
B DR S ) I 100 S G s R A A . e s LR
i1 Velculescu %5 (1997) B #2 o ¥ 3t 4] 42 15 %5
JE A AE R — D BEIR A F 4 0 R 0A 1Y JE IR
AR & mRNA SR, BE K308 B R E 7
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