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Abstract: MADS-box family genes play important roles in the determination of floral meristem identity and the
development of floral organ identity. Here we reported a full length MADS-box gene obtained from the flower
bud of Bambusa oldhamii. It was named as BoAP3 based on sequence similarity. DNA sequence analysis
showed that the BoAP3 was 654 bp length and contained an open reading flame (ORF) encoding a protein of
218 mino acids that shared over 80% homology with Oryza sativa and Triticum aestivum of APETALA3 homo-
logues. The protein showed a typical MADS-box gene structure containing MADS domain, K domain, I region
and C terminus. Quantitative real-time PCR analysis revealed that the expression level of BoA P3 in flower buds
was 8.1 times higher than in vegetative shoots, suggested that BoA P3 may be involved in floral organ develop-
ment. [Ch, 4 fig. 14 ref.]

Key words: forest tree breeding; Bambusa oldhamii; BoAP3; MADS-box

MADS-box % R ik & — Je e sk N 1, fie Jo NI R e sk X 5~ MCML . fLR§ 3% Arabidopsis thaliana
B AG £ | 45 Antirrhinum majus 1Y) DEF(DEFICIEMNS ) 3R F1 N B9 %% 5% R SRF(SRFA) % 52 1
K, TEDRSE AL TF AL I [A) FIAE T 285 i n b 20 36 AF o S A AE 0 T e X 0L R O R 4 B R Y
Bowman &2 I T BT R E B ABC BLAL, s A PR AL 20 A, B I C 45 3 28, JES I B EBLAE
X 3 R IS BRI B e o A EFEDNIR A AR TR B 1, A 28RN B RN L[ A HTE JICAE R, B
P C ARIEPIC R T Bt 85, C 3L A 11 0 sUMESE . APETALA3(AP3)/DEFICIENS (DEF) g

Weks H . 2012-11-215 &= H . 2013-01-07

FEATH . FHEARPEESLS I H (31000295); K H AR & JETHI (“973 1)) H (2012CB723008)

TEH T A RIEC, NFHY S FEY ¥ . E-mail: longfzhu@163.com, JBASIEH : MHiE, A8, WL,
IWFAEY) 57 FHE Y25 o E-mail: Ixe@zafu.edu.cn



840 /A N (N N N S S 2013 4E 12 A 20 H

MR T RE BRI, AEMAEYBERN LT, AP3 K H IR U5 55 AR SE Ho g it (0 8 % C o — BeRe
SN R ALY N 3 AN FEN AR paleoAP3 &, eu-AP3 ZH1 TM6 2. JEAFNK, AP3 IR N7ER
ZY R AR B T CHGE T, EAEMT T A X RIRIE . TR SR, R AT
Y, T PITAE ST MO T SE T LR, X A AR B AL 2 2 il RARCR By iy, L, %4751
BRI A 0 B E X o ALK LALEAT Bambusa oldhamii 41551} 525644 8E, A A cDNA oK i b
Y1 AR (RACE)H R 3KME T BoAP3 JLH 1 cDNA &K, FIFAE W5 B 2E % k47 174307, [R) it %o
HRBBXHEAT 700, BN — BT IAE KT 1 o0 1 I P B ] B4 5E S At
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BRATAEZFFE 5 28500k AWM A # A = 40 1 RIS A E RS, KREN Lem 2
fio KM Trizol I 52 UL BRMERZIR (RNA), 70 CLRAFFHI.
1.2 & AP EEMEESF I 54

i 8 Reverse Transcription System( H AX TAKARA A &) ) J2 5% A & UL B & A6 2F cDNA 25 1 5,
W 4% 38 2% (http . //www.ncbi.nlm.nih.gov/nucleotide/) , R RAE} Poaceae A P3-like [W] i 5 X 7 %1 i
Primer 5.0 i —BARSF 519, EifsI¥% -k 5'-CGGGGATCATGAAG AAGGCG-3', Tiiisl®W R 5 -
TCATACTGCTCGATCCATAG-3", Wit Bl TAY) TRBEARA RS A G WRAEY 3889 0y )5 51 3%
il RACE 5149, 3'RACE %5 1 %54k 5'-TGATATCTGTGCCTGGG CTG-3", %5 2 %54} . 5'-TAG-
GCTGGTCCCGATGCCCT-3', 5'RACE % 1 #5|%)~ 5'-CCATCATCATGTTCTCCTCC-3", % 2 %5\ R 5’
-CGCACGGGGATCATGAAGAA-3", Y& RACE 253 4531 i & 2 HE (open reading frame, ORF)5|4y, I
E5149 R 5" -ATGGGGCGCGGCAAG-3", FiiE51¥k 5'-TTAACCGAGGCGCAGGTCGC-3" . & [l 5 = e
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%Lﬂcﬁﬁ, TE I BL Rl A 21 Y SERRTGCIMNEERARELTVLCD
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‘ ,EF/I E,J \ fj% o 181  GGCACAGATATCAAGGGGATCTTTGACCGCTACCAGCAGGCCATOGGGACCAGCCTATGG
DR GITITESEEHAAEZTM 61 6 T DI KG6GIFDRYQQATIGTSLYVY
RIS WIS 22 bR, $RE 241 ATCGAGCAGTACGAGAATATGCAGCOCACGCTGAGCCATCTCAAGGACATCAATCEARAC
A o 81 I EQYEMNMNQRTLSHLEDTIMNREN
RNA, S BRI BIHEAT R, 301 CTaceCACO0MsATCARGCARRGGATOR0 T ARG ATC TOGADGGOC TR AL TTTGACGAG
FIFH ABL7500 ‘e B A M (PCR) 101 L R T E I R QR M G EDLDGLETFTDE

361 CTGCGOGGTCTTGAGCAAAATGTCGACACOGCTTTGAMGGAGGTTCGCCACAGGAAGTAT
V S Q‘ . j: AN S N . 4
BORPERAT LR AL AP HHMRIAHEAT 13) L R o L E QN VDT ALEKEVRERESY

EENN . LA Actin ZH AR, 421  CATGTGATCACCACACAGAC TGAAACC TACAAGAAG ANGG TGAAGCACGCG TACGAGGCA
] s g S 141 HVITTQTETTYEKEKEKVYEHATYEA
ABL7500 Sz i #8 ¥ g« 95 CHIZEE 5 481 TACAAGAACCTGCAGCAGGAGC TGGGCATGOG0GAGGACCO0GCG T TOG6G TTO0 ToGAC
min; 95 CAEMH: 15s, 59 CiBk 1min, 161 Y K WL QQELGMERETDTPAFGFUVD
40 AHEFE. Actin [ 4 5 TGAGCT. 541  ANCATGGGGCRGC0GGATCOGACGGOGCHGC6GCGGACATG TACGCCAGCTICCGOGTG
iR cmhﬁ?l%ﬁh L. 181 N M A A AGVWDGAAADMYASEFRY
TCCTGATGGG CAAG-3', TG4 3'- 601 GT6CCGAGOCAGCCCAACC TGCACGGCATGGOC TACGGOGACC TECGOCTOGGTTAA

CCTGATA TCCACGTCGCACTT-5', BoAP3 201 Y B S @ P N L H G M AYGDLELG®*

F519170 5 -GG AGGTTCGCCACAGGAA- HE 2 AURMADS S, SE4AUKRKIX, MADSHE FIKIX 2 [i]
3, FUEI4 N 5'-GCTCCTGCTGCAGE- e
TTCT-3', B 1 BoAP3 3 & Rk T 7

Figure 1 Putative amino acid sequence of BoA P3
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Figure 2 Amino acid sequence comparison of BoA P3 and the related MADS domain proteins of other species
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100L CsAP3b Crocus sativus /
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Figure 3 Phylogenetic analysis based on the amino acid sequence of MADS-box genes
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