¢ %% Chinese Traditional and Herbal Drugs 38 45% 25 7#] 2014 £ 4 B . 985 -

. BHERR -
SHRENERAMEENEER LRSS R B OHELEINR

FEE, s, Ak, 2AE M &, 2 #
DUl K22 i Rb 22, DI HE%e 625014

 E:. BE JINEFENT R A RIS CHEIET £ 54 (anthocyanins synthase, ANS) FEHRIAKFY, FHlHTF
FUGr s XTEMAG SR A ANS FERTE S AR D RBK T S5TEH R R AT 0. 3% FIH RIVE e BB R 3RAT ANS e
cDNA J741); R & RT-PCR X ANS RILFHAT 047 RASICOCEEN BT R E. &R $372% ANS HH cDNA
85—~ 1077 bp [{] ORF, it 358 NEIEER, v N FAANS. W15 B2 MR, %I R A0E A5 A ANS &
FI SR T IR . FAANS (EACHHE S AR R P IFEE IR, JERIAER ST >ZES], wH RN > >
2> e TEEFEL T H SR ANS ZN¥ cDNA B4, Sifd i HA ANS [FJEE A IBRHIE . FAANS ZENTE 455
FR 2 R RIEE 5T E FERE .

KR &5 HEROM; EFEHE; cDNAJTPY]; (HR

FESES: R282.12 NERFRSRS: A XEHRS: 0253 -2670(2014)07 - 0985 - 05

DOI: 10.7501/j.issn.0253-2670.2014.07.017

Gene cloning of anthocyanin synthase in Fagopyrum dibotrys and correlation
between its expression level and anthocyanin content

BU Xing-xing, LUO Xiao-peng, BAI Yue-chen, LI Cheng-lei, CHEN Hui, WU Qi
College of Life Sciences, Sichuan Agricultural University, Ya’an 625014, China

Abstract: Objective To obtain the full-length cDNA sequence of anthocyanins synthase (ANS) gene from Fagopyrum dibotrys (FAANS),
and to analyze the expression of FdANS in each tissue and the total anthocyanin content during florescence of F. dibotrys. Methods The
cDNA sequence of ANS gene was cloned by homology cloning from F. dibotrys. The expression of ANS was analyzed by semi-quantitative
RT-PCR. The content of total anthocyanin was measured by spectrophotometry. Results The open reading frame (ORF) of FdANS was 1 077
bp and encoded a protein with 358 amino acids named FdANS. Bioinforamtion analysis suggested that the amino acid sequence of FdANS had
the higher homology with those in other plants. Both the gene expression FdANS in different tissues during florescence of F. dibotrys and the
total anthocyanin content were in the order of flowers > leaves > stems> roots. Conclusion The cDNA sequence of FdANS is firstly obtained
from F. dibotrys and its coding protein has the typical characteristic of ANS homologous protein. The gene expression of FdANS shows the
correlation to the total anthocyanins content in the flowers, leaves, stems, and roots of F. dibotrys.
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Table 1 Primer sequences

BlE/EA S 1975 1Y % T BGIC A/ bp
ANSf 5"-TTCCATTACGTCTTCGAGAGTTGAG-3’ FAdANS cDNA 4" 4 1300
ANSr 5’-CCAATCACGCCTCTCTTATTCCTTT-3’

ANSsmf 5’-GGAAGATTACTTTTTTCACCTTGCCTACC-3’ FdANS -3¢ i RT-PCR 514 500
ANSsmr 5"-GAATGCTTTGGCGGCTCACAGA

H3-semf 5’-GAAATTCGCAAGTACCAGAAGAG-3’ H3 -3¢ & RT-PCR 514 200
H3-semr 5’-CCAACAAGGTATGCCTCAGC-3’
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Fig. 1 Total RNA extracted from F. dibotrys
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Fig. 2 Amplification of FdANS from F. dibotrys
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Fig.3 Phylogenetic tree based on protein sequences of FAANS
from F. dibotrys and ANS from other plants
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Fig. 4 Semi-quantitative RT-PCR analysis of FAANS

from F. dibotrys during florescence
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Fig. 5 Determination of anthocyanin content

from F. dibotrys during florescence
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