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Cloning and Analysis of a cDNA Encoding Key Enzyme Gene ( hmgr)
of the MVA Pathway in Medicinal Plant Euphorbia pekinensis
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Abstract: Based on the design of degenerated oligonucleotides according to the conservative regions of
eight 3-hydroxy-3-methylglutaryl-CoA reductases from six plants and total RNA extracted from Euphorbia
pekinensis ,a 458 bp fragment of hmgr was obtained using reverse transcription PCR strategy. Through se-
quence analysis by BlastP online, the resulting protein showed high homology to 3-hydroxy-3-methylgluta-
ryl-CoA reductase ,with 90% identification compared with Eucommia ulmoides ( AAV54051) ,86% with
Andrographis paniculata ( AAP14352) ,86% with Picrorhiza kurrooa ( ABC74565) ,92% with Hevea bra-
siliensis ( AAU08214 ) ,87% with Gossypium barbadense ( ABC71314) and 88% with Gentiana lutea
(BAE92730) . Deduced amino acid sequence were also analyzed by PROSITE, ClustalX and Phylogenic
tree,,and data present evidence for the existence of 3-hydroxy-3-methylglutaryl-CoA reductase in E. peki-
nensis ,which is the first report of the Amgr gene isolated from E. pekinensis.
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K5 RNA RS R4 058 6 B
BEINBE, AT LARESE S B g KBRS o B A
BHFEETE RS, BA 50 mL 208 0 A 10 mL
65 CHIA KRB PP (2% (W/V) CTAB(+A4%
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Picrorhiza kurrooa (}i%]) ABC74565
Andrographis paniculata (¥1#)) AAP14352
Eucommia ulmoides (%)) AAV54051
Morus alba (18%]) AAD03789

Nicotiana tabacum (H¥)) AALS54878
Cucumis melo (F1¥]) BAA36291

Hevea brasiliensis (1%)) BAA36291
Arabidopsis thaliana (¥a%)) AAG51957
Euphorbia pekinensi (1)

Dendroctonus jeffreyi (BLH1) AF159136
Ips pini (B.H1) AAL09351

B.germanica (B.41) BGHMGCOA
Tribolium castaneum () XP_973160
Xenopus laevis (Zh#¥)) XELHMGCOA
Dicentrarchus labrax (Z)¥)) AAR02862
Sus scrofa (Z#]) ABD96089
Mesocricetus auratus (F)¥)) CAA25189
Saccharomyces cerevisiae (EH) AAB67527
Penicillium citrinum (ELH) BAC20567
Aspergillus fumigatus (LH#) CAE47850

4 20 MM HMGR EQE# A LHX R
Fig.4 Phylogentic relationship among HMGR proteins in 20 different species
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