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Cloning and sequence analysis of chalcone synthase
gene Chs from Fagopyrum esculentum
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Abstract; The cDNA ORF sequence of chalcone synthase gene(FeChs)was amplified by RT-PCR from Fagopyrum
esculentum. Its accession number is GU172166. 1 on GenBank. The anlyasis indicated the cDNA sequence was 1 179
bpsencoding 392 amino acids and had a homlogy 78% —92% with other plants’ CHS genes. The deduced amino

acids sequence of FeChs contained the highly conserved catalytic active sites, and the typical Tag sequence of CHS
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with GFGPG.
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Fig.1 Total RNA extracted from flower
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Fig. 2 RT-PCR product of Chs from F. esculentum W, ERERESF VSR AR, BE (Fa

1 atggcaccgacggtccaggagatcaggaaggctcagagggecgagggteeggecaccgtectegetatcggaacggeeacaccgeecaac
MAPTVQEIRKAQRAEGPATVLAIGTATZPTPN
91 tgcgtctaccaggecgactaccccgactactacttcagggtcaccaacagegaccacatgactgacttgaaggagaaattcagacgceatg
CVYQADYPDYYFRVTNSDHMTDLI KEI KTFRRM
181 tgcgacaaatcacagattgagaagcgttacatgtacctaaccgaggagattctcaaggaacacccaaacatgtgegagtacatggegeca
CDKSQIEKRYMYLTEEILKEHPNMCETYMATP
271 tctctagactcccgecaggacatggtecgtcaccgaggteccccaageteggeaaagaagetgeeccagaaggecatcaaggagtggggecag
SLDSRQDMVVTEVPKLGKEAAQKAIKEWGQ

361 cccaagtccaagatcacccacgtecategtetgeaccacctecggegtegacatgeccggagecgactaccageteaccaagetectegge
PKSKITHVIVCTTSGVDMPGADY QLTI KTLTLSG
451 cttcgeccticcgtcaagegettcatgatgtaccagcagggttgettcgecggaggeaccgtectgegtatggecaaggaccettgeegag
LRPSVKRFMMYQQGEFAGGTTVLRMAIKDTLAE
541 aacaaccggggagctcgtgtectegtegtetgetecgagateacegeegtetgeticegtggacceaccgacacteacttggactceatg
NNRGARVLVYVCSEITAVCFRGPTDTHTLDS SM

631 gtcggcecaggecctettcggggacggagecggagecgttatagteggagetgaceccgatctetcagtggagaageccatcttegaactc
VGQALEGDGAGAVIVGADPDLSVYVEEKTPIFEL

721 gtctggacttcccagaccatcctececgactcegagggegecategacggtcacctgegegaggtegggetecaccttccaccottetcaas
VWTSAQTILPDSEGAIDGHVLREVYVGLTTFHTLTLK

811 gatgtccccggectcatctccaagaacatcgagaagtetcttaccgaggecttetcccctetaaacatcgecgactggaacteectettt
DVPGLISKNTIEI KT SV LTEAFSPILNTIADWNS STLTF

901 tggatcgeccaccecgggggecccgetatccicgaccaggicgaggecaageteggectcaaggaggagaagetcaaggeaaccaggeag
WI1ABBPGGPAILDO QVEAEKLGLEKEEZEKTLEKATR RDAOQ

991 gtcctgaatgactacggaaacatgtccagtgettgtgttttgttcatcttggatgagatgaggaagaagtccctecgagaacggacacgec
VLNDYGHEMSSACVLFILDEMERIEKI KSLENGH A

108laccaccggagagggtitggattggggtgtettattitggettcggaceeggecttaccgtegagacegttgtgetacacagtgtgeccegta
T TGEGLDWGVLFGFGPGLTVETVVLHSVZPYV

1171 gctaactga
A N*

& 3 #FE FeChs cDNA ORF FH|fiE S WERZBIFES] :
Fig. 3 ¢DNA ORF sequences of FeChs and its deduced amino acid sequences
B B 3B 00 22 7 0 BE AR ST PR AL R RIR AL 7 CHS 178 )% 5 GFGPG.
Shaded areas denote the conserved active sites of CHS; The signature sequence is GFGPG is underlined.
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90 % LA I, 5 7K [F B A 4 a0 B & (Vitis vinifera) . FH 5 HEJLAEY CHS WEERFIEHT L5
WEY KRG (Glycine max) FHEFHEWRE  FIx, SR, FeChs REBNWEAERFTIITH
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Fig.4 The predicted 3-D structure of CHS

¥H AR
——[:Iﬁ’}‘it
S
&5
ri:Ki:
TINR
E2X 57
H

—i
0.01

B 5 CHSHEEMRFIMBMAZLER
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