$32% 2 W NI Vol.32 No.2
2013 42 4 A SOYBEAN SCIENCE Apr. 2013

KT ERIEFHER CnCHR MBS AN R A KR
X|GLL, B WL Ok E RESE,E H#, EN R

(g Al K2 K G587/ B FE R T 8 R e/ R R 5 A 5 5 a8 A% B I e s S0 28/ VR st A% 5 P BT 07 Bl R S0 S 00 =5, V05 g it
210095)

B IR AYERY) P S U RN | AR (T i S i R, S R R A B AR T B LA
f@VEH . A8 /REWIE U ( chalcone reductase, CHR) JEAH YY) 2 55 8 i 28 Ak A A0 0 S22 . T e K W5 A5 SR T3S Ji
it 3 DR AL A ) 22 IR A A B T 1 — A g FL I RE AL S AR A AR A . SR RT-PCR Jr ik, AR K (Gly-
cine max) R A 11382 W i BEAS R T 58 14 S Y ik L i —A 2w 15 K B4 /R i iF JE B ( chalcone reductase, CHR) f#) 5
it K GmCHR . ZFEF &4 948 bp K 4iAS X ¥ 51 ( Coding DNA Sequence,CDS) , 4ifih 315 A2 1R . HUMHE
FUTUA T4 4 35.5 kDa, 558 80k 6,32, 5 HA GRME Y h 192 SRR A 5 BEAH L, GmCHR 2 (17741 55 55 18 ( Puerari-
ae montana) CHR (MBI 1 , ik 94% . IR IR 7E A RER ST GmCHR e i) 63k ik ok
SR s AR RN ZE TP AR AERR i FRaA i/ . R Gateway 7512 3KAS A1 W) i 3R 3A Ak pMDC83-GmCHR , 2546 T 3=
HH 3k R AR B T e A AR FE B EHAL05, S 4 J5 i — 25 T it GmCHR 16 K 7 5 v X i 3k A2 v 1) 2 B 42 43k 44 )
el
KHER KT T ; AR A S i 5 B R Rk
FhESFES.S565.1 EKFRIRAD A M EHS:1000-9841(2013)02-0139-04

Cloning of the Soybean Chalcone Reductase Gene GmCHR and Construction of
Its Plant Expression Vector
LIU Jiang,CHEN Pei, XING Guang-nan,ZHAO Tuan-jie, LI Yan,GAI Jun-yi

(Soybean Research Institute ,Nanjing Agricultural University/National Center for Soybean Improvement/MOA Key Laboratory for Biology and Genetic Im-
provement of Soybean( General ) /National Key Laboratory of Crop Genetics and Germplasm Enhancement, Nanjing 210095 , China)

Abstract: Flavonoids are involved in UV filtration, symbiotic nitrogen fixation and floral pigmentation in plants. Isoflavones
have potential effects on human health, such as antioxidant activity, preventing breast cancer and other cancers. Chalcone re-
ductase (CHR ) is an important enzyme involved in flavonoid biosynthesis. Cloning of soybean chalcone reductase and construc-
tion of its plant expression vector would help study its function and the phenylpropanoid pathway. A gene encoding CHR on
chromosome 14 was cloned from the cultivated soybean( Glycine max) cultivar Nannong 1138-2 using RT-PCR,and was desig-
nated as GmCHR. This gene contains a coding DNA sequence ( CDS) of 948 bp,and the corresponding protein consists of 315 a-
mino acids. The protein is estimated to have a molecular weight of 35.5 kDa and isoelectric point of 6.32. Comparing with the
amino acid sequence of CHR from other legume species, GmCHR has a highest similarity of 94% with the CHR from Puerariae
montana. The mRNA abundance of GmCHR was the highest in leaves,followed by seeds,flowers, stems and roots under normal
growth conditions. A plant over-expression vector of pMDC83-GmCHR was constructed by Gateway technology,and was trans-
ferred into Agrobacterium EHA105 ,which would provide the opportunity to study the function of GmCHR in soybean flavonoid
biosynthesis.
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