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Abstracts: A cDNA sequence of 1631 bp encoding plastidial small subunit (SSU 71) gene of AGPase (GenBank
No. EU586278), was cloned by RT-PCR in grains of wheat. Sequence analysis showed that wheat SSU 1T was
83.2% identical to barely SSU 11 (248563) in the full sequences, and 97% identical in their middle and 3' regions.
Compared with SSU 1T (248563), there was a lack of a sequence of 113 bp in the unique 5' region. The multiple
sequences alignments and homol ogy comparison of the unique 5' region of cloned SSU 17 of wheat AGPase with
barely (248563), wheat (AF536819) and maize (AF334960) were carried out, respectively. The results showed
that the cloned wheat SSU I didn' t fall these species, suggesting that it could be a novel SSU I of AGPase. In
addition, the lack of cDNA sequences in unique 5' region of SSU I were all found in 22 wheet cultivars, which were
broadly croped.
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bp), 1uL 0.5 pL 2 U-uL™ Tag DNA 1
, SSUII cDNA SSU I uL cDNA , 30 uL  PCR
SSU I cDNA (GenBank 95 5min;95 50s,56 1min,
AF492644 X66080 AF244997 EF405961) 72 2.5min, 35 ;72 10 min
(Ainsworth ~ 1993) SSU 11 SSU 11 T4 (MBI )
, DNA  (AF536819) Burton (2002) pMD20-T ( ) ,
; 5 , DH5q, PCR
SSU 11 (95% )
SSU I  cDNA , 5
, NCBI (http://www.nchi.
SSU 11 , nlm.nih.gov/blast/)
1 SSU Il cDNA SSU I
(Triticum aestivum L.) ‘ 4110 U9
‘ 7/ 9023 ¢ 202 ¢ 9 ‘ 2’ ‘ 6 '
‘ 58 21 ¢ 18 17 RNA , SSU
‘ 49 2 8 15 Il cDNA , RT-PCR
‘ 225 ¢ 81 18 188’ , SSU I1
f 4 ¢ 20 ¢ 18 22 cDNA SSUI( 1
(Hordeum vulgare L) ‘ 1 , SSU 11
1 3 6 cDNA 1741 bp, ;
2006~2007 SSU II cDNA 1631 bp
(2007) , SSU II 1542
bp, SSU 11 1428bp( 2),
20d SSU II GenBank ,
2g ), , , EU586278
, Trizol (Sigma ) RNA
cDNA M-MLV RTase cDNA Synthesis Kit
(MBI ) 2000 bp
GenBank SSU II  cDNA -
(248563), SSUII5 1000 bp
(P1): 5 GCCTCCCCTTCCAAGAT 3 ( ;zg :‘;
) 5 TGGAGTCTGACACGGCAC 3 (
) ( 748563 35-221bp  );
, SSU II cDNA
(P2): 5 CCACCTCAATGGCGATGGC 3 ( )  E—
5' CCAGGGGCACTTCGCGTAA 3 ( )
( 748563 9~1749bp ) 1 SSU II cDNA
Fig.1 Amplification of cDNA sequences of SSU II genes
from grain of wheat and barely
PCR 3 uL 10xPCR 0.6 M: DNA Sl < 6 SSU 11
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748563 [NV CATCCACCTCAATGGCGATGGCCGCGGCCGCCTCCCCTTCCAAGATCCTGATCCCTCCGCACCGAGCCTCCGCCGHER ]
EU586278 CC CAATC b 59
a ATCCACCTCAATGHEA TCCCCCGE]
P1 forward primer
EF405961 TGGATGT TTTGECA 19
748563 A G 157
EU586278
a s alelolelele 155
EF405961 "TAAAETTRCCTTECCCTS 29
748563 237
EU586278 115
a 234
P1 reverse primer
EF405961
748563
EU586278
a
2 SSU 11 SSU 11 SSU 1 5' cDNA
Fig.2 Comparisons on the unique 5' cDNA sequences of SSU II from wheat, barely and SSU I from wheat
Z48563: SSU I  cDNA ; EF405961: ‘ 2 'SSUI CcDNA a ‘Bobwhite’ SSU II 5'
cDNA (Burton  2002); EU586278: ‘ 2 'SSUII cDNA SSU II'5' cDNA ;
P1 primers SSU 1I' 5 cDNA , , SSU II 5' 187 bp cDNA , SSU 11’5
74 bp cDNA EU586278 EF405961 Z48563 3 ,
SSU Il 748563
83.2%; 3 , 2000 bp
1000 bp
97% 5 , , 750 bp
SSUII  cDNA 5 500 bp
0 187 bp 250 bp
248563 113 bp, 40% ( 74 bp 100 bp
2) ;
SSUII'5 (
) , 13 6 1
cDNA (187 bp);
‘ 2’ cDNA (74 bp),
( 3 3 <2 6 SSU I
DNAMAN 3.0 SSU 11 5 cDNA
cDNA , SSU 1T Fig.3 Amplification of the unique 5' cDNA sequences of
513 SSU 11 475 SSU II'in grain of wheat ‘Y ujiao 2’ and barely ‘ Jinyin 6’
’ Htto/ M: DNA 12 2 SSU
(http://www.expasy. yik 5'cDNA i3 4 ‘ 6 SSU 11
org /cgi-bin/protparam), SSU 11 5 cDNA
56.05 kDa, (pl) 6.11; SSU
I 52.01 kDa, 5.48 AGPase
; EU586278 5'
(http://www.ncbi.nlm.nih.gov/ (248563) (536819) (AF334960)
structure/cdd/wrpsb.cgi) , DNAMAN
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Fig.4 Dendrogram of the unique 5' cDNA sequences ‘ 18" - - 49" 22
from four SSU II genes ‘ g 15 225" ¢
8L 18 188" 4
( 9 , ssulil 200 ¢ 18 21 ,
(EU586278) , SSU IS cDNA , f
SSU 11 , 1 i 3 '3
SSU 11 ( 5 , 2 ,
, EU586278 f 4110 ¢ 949" 34 21
SSU I cDNA (EF405961) 74bp SSUIIS' cDNA
GenBank SSU I cDNA , 6 '’ , 1
(AF492644 X66080 AF244997 EF405961) i 3 187 bp
, 3 95% SSU II 5’ cDNA ,
( 2 EU586278 EF405961 SSU 11
, EU586278
, ); EU586278 5
; ; SSUI SSUII ,
, SSUIT SSUII ,
; ; SSU I cDNA ,
cDNA SSU II (Z48563) 5' 259 bp

1 2 3 M 45 6 7 8 9 10 1112 13 14 1516 17 18 19 20 21 22 23 24

521 3 SSU 1T 5 cDNA
Fig.5 Amplification of the unique 5' cDNA sequences of SSU II from grains of 21 wheat cultivars and 3 barely cultivars
M: DNA ;1 2 3 ' 1T i 3 7 SSU 11 5' cDNA
4~24 ' 4110" 949" ¢ 34" 9023" ¢ 202" 9 58" ¢ 1

18 17 49’ ! 22 8 15" ¢ 225" ¢ 81 18’
188" 4 200 ¢ 18" 21 SSU 11 5' cDNA
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