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52 CiBk 1 min,72 CY 3 3 min,30 MEF ;72 °C HEfH
10 min, ¥ 55 JE 4 CA IR . PCR =44 1% 35
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1. & RNA;M. 100 bp DNA Ladder Marker,
Note: 1. Total RNA;M. 100 bp DNA Ladder Marker.
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Fig.1 Agrose gel electrophoresis of total RNA
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# : M. Marker DL 2 000;1. P1.P2 5| #%f PCR 3374 ;2. P3.P4 5]

Y%t PCR § 3724
Note:M. DL 2 000 Marker; 1. The PCR amplification of P1 and P2
primers; 2. The PCR amplification of P3 and P4 primers.

2 PCR ¥ 357 g ¥ ek B FR 3K

Fig. 2 Agrose gel electrophoresis of PCR amplification
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Fig. 3 The prediction of GBSS protein conserved region
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Fig. 4 Multiple alignment amino acid sequences of GBSS from different plant
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2.4 AR GBSS & EH 5 54 RIS b

& GenBank H1Xf GBSS J¢ 51| #£17 Blast HXT, 45 R
W 4 Bis. RFFIIEBEPLED FiFR B, REE
DNAStar MegAlign ¥4, F§ Cluster W 3 {4 X 2 Bk
Sesamum indicum (XM_011083059) .4 1 B Antirrhinum
majus (AJ006293) . B 4% B Solanum tuberosum (XM _
006343701) , H 2 I pomoea batatas (AB524727) K& Gly-
cine max (XM _003556383) . ¥ Nelumbo nucifera (XM _
010253872) M1t Gossypium hirsutum ( F1713477)  BRIK,
W Jatropha curca (XP_012086631) \3E 5 Malus domestica
(NM _ 001293995 ). &L Pyrus bretschneideri ( XM _
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31.6 . , . , , , ,
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SRR Amino acid substitutions(x100)
B 5 FREEY GBSS iR £ E & gt L 5 i
Fig. 5 Phylogenetic analysis of GBSS homologous genes
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E T &M ndh A EFRRNEFFFIE DNA
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B, FE 8,

% ﬁ /‘1\1\19

E X F

A R EREBE T IOEYPTI P bk 54100652, ARG AR KAE PR 5 XSRS A T 510642)

8 o018 ARG BALM AR A T et K ndhA KB A &F 7 B, AR Codon Code

Aligner #3155 &

,iB it MEGA 3 A4F# 47 v 3 3F 1 J 19 AN £ B A4 #F 18] B AR K i 45

FEE RIGH RARBEEMED T RGAM,BER T %0 B A A DNA £ &Rk £ B #ATH

FpI B TATHE,

SRENAEEE 19 AFFEE 59 AR ndhA XBASTHIIKEA

1182 bp, E T H Gk KE EBH M T EARKGA A EF L IAFALTF A _FFE
BMEZEF. ERAMP RELBHEDE—WFRB SNV RE BRI L, AN B RIFE
AW, AT ndhA AR AL T4 DNA £ BB ERANKEEBHY WA T ARELATBEFEAK
—8, EHREN A ndhA KB NEF Y H#EE B DNA &1 Bt i i e LA — %

TR,

KRR BB AR sndh A FE A& T DNA KTE Y P 4

HESHES:Q 948

kg5 8 (Begonia L.) Rk H P} (Begoniaceae) —
SERZ AT FEARS M ECIRIEY) , 272 1 500~
1600 #, ZERFEAH 173 F, 4046 TR LIRS 0
X, EWF=m . RSN, hTFRgEBREYE
S A R B S E T T ¥ R AR & 2R,
m A E L, Horh R A B A BB e R I A A
HAN I Z TN ERZY . 550 g5 R Y b2
FEDB R S LA RGEZ, BA A= . BORHE
BT, A L, e R R PR E S
R ZGHARBEARFHE—PHIFRA A, R,

F—EHFEEN ARHA8L) 4, Thd AL, SRR AFR
FEe A TS 5 F A%KF . Email:calljione@163. com.
FEEE:EXLHFAI3) %, A4 SIMER A EZANFLH A
SR EH R A, E-mail:tangwx99@163. com.
E&€TR: 8 A XAF L2307 B (2012GXNSFBA053075),
Y78 B H8:2016—04—26

TERFRIEAE A XE42:1001—0009(2016)16—0103—05

B R YR A2 IR R A K, B4 [ —Fh 2R
[FE A E R R B S bR B 2 IR 2 IR 4 Fh
Frel et FpHZEREZRET EAEY . BA R
JO 25 I RO G RN SR 58 A5 G 0 vk R U A J5  FE T
FEE S BB ARER R B ASE T IEARK
BENRE, RILMTFENESHIFRIESEEE T 74
WA EE L ERIE, E ST R LHET UG
RO, B AL G o J 2 58 R B K B R HES . A
I, Rk H B A Y TR R R U 4 R R —
HAB R .

DNA 2785 (DNA barcoding) J23# 178 FH 45 A
DNA F B, o # 78 47 b 2 | 78 A A 18 391 n e g Dored
DNA #TEH ARG MY 728 5 % 2 R A I %b
3, 1117 LR 5 8 XoF 5 56 P Ao B AR, T LA A A e )
B RLG F A RN R 5 72 W FP 43 2 ML 8 T TH R R
HTSRAR M 0. Y DNA &IE68 F B E At

Abstract: Taking chestnut as test material, GBSS gene was cloned from the first strand of Castanea mollssina seed’s
c¢DNA through RT-PCR methods,and the bicinformatics characters were analysed. The results showed that a full length
cDNA of Cgbss(GenBank accession number: KU162945) was obtained. The length of Cgbss gene was 2 085 bp, which

contained an open reading frame encoding 611 amino acids. The bioinformatics analysis indicated that the pI and MW of

animo acids encoded by Cgbss were predicted to be 8. 36 and 67. 580 9 kDa, respectively,and the protein had one GT1_

glycogen_synthase domain. And the fragment had 85% homology identical to the already reported sequence of GBSS 1.

Keywords : Castanea mollssina ;granule-bound starch synthase;clone;sequence analysis
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