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Isolation and Sequence Analysisof theHMW  GS Promoter and ORF Genes from Leymus mollis
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HTWNT ffizz (Leymusmollis) HMW - GSEC[H [ £ HSAE, RAIPCRFIL, MR SERAL b 23 B HHMW - GSECH 5 27741 (Genb
ankgssk s, FJBO0A98) Fisfifidlx 74 (Genbankissi's: GQLE9797) . iz T4l (FI600498) M5 %3’ JrifkikiE box, N box, G
box, HMW2 i (ks it T A TATA - box2s 0 B (ks AP n ik, i oz HMW . GSi )7 JE R . i X 51 (GQL89797) Ay
S SE R TR BEAE (ORF) |, 4396 FIEMARIE, RS EEIk. N Ak, P ELXMC A GEHMW - GSjy Al 4
B PEE A X EEE G ROk (PRQRGQQ) Rk (GYYPTSPQQ) . 764k skt (Cys) , sfirEN &KX (54 MIC i
X (I, 3. AL, HEWIOEZ MY BHMW GSEIBX ALK . RS ITRY, HE77s) (F600498) LR jpirni (He. pilif
erum) Fiiyke (Ag. cristatum) ((HMW - GS)i5 313 K /781 AT ARG B (K [R5 DG 3R it X 351 (GQLE9797) e E sl # (Elymus ciliari
S) Fupkhgse (E. dlaucus) [rHMW  GSgifim [X 3 [H 5 51 AT RO 1 TR C 2R
FEXHHE:

HMW  GS promoter sequence (FJ600498) and coding region sequence (GQ169797) were isolated from the genome of L.mollis by the method of PCR.
TheHMW  GS promoter sequence of L.mollisfrom5’ to 3’ flankinginturn contained E box, N box, G box, 38bp HMW glutenin specific
enhancer and TATA  box, which were the promoter regulatory elements of typical HMW GSgene. The HMW  GS coding region sequence had asingle
complete open reading frame (ORF), which encoding 396 amino acids. The deduced amino acid sequence contained the signal peptides, N terminal region,
the central repeat region, and C  terminal region. In repeat domains, hexapeptide (PGQGQQ) and nonapeptide (GY'Y PTSPQQ) were the main repeating
unit. The sequence had six cysteine residues, five within N terminal and one within C  terminal domains, and the 3rd and the 4th cysteine neighboring.
These structure characteristics suggested that GQ169797 isay type HMW GSgene of L.mollis. Phylogenetic analysis showed that the promoter
(FJ600498) was closely related with the HMW ~ GS promoter sequence of Heteranthelium piliferum and Agropyron cristatum and the ORF sequence has a
relatively close homology withy type HMW  GS gene of Elymus ciliaris and Elymus glaucus.
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