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Fig,1 Physical map and strategy of sequencing for the flanking region
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TCTAGATTATAGACAATACTATCTATA TTATCTATGTAATTCGAACCTGA

Xbal Taql

ACTTTGTTTGTTTATQATTCCGTTTTTCTATCTCATTGGTCCTTCTTTTT
HinfI

TCTTTCCTCAGCATAGGATTTATACTATGCAGATTCTTTTTACCAATTTT

HinfI
TCTTTTTATTGEGCAAATTCTGCCGATTTTIGACATC TAGGATTTACATAT

ACAACATATATCACTGTCAAGGTCAAGAGTATATTTTTATTATTTAGATT

AGAAAATGAGATTCACCCCAAAATTCAAAAANAAAAARATAAGAGACTCA
Hinfl | HinfI
AAAAAAAACGGTTGGGTTGCGCCATA CATATGAAACAGTATACAATAATG

=35 PB
ATGTATTTGCCAAATCAAATATCATCOTAARATTGAACAATGACCCATTC

GGATTAATTGATAATATTAGTTGATGATGATTTGTAAAAAGGTTTTCTTA
Sau3i
ACTCCTAAGTTATGTCG%TAGACCTTGTTCTTGCATAATCTAATCATGCG
Taql
TGTTGTAGGGGGEGGATTTATGTCACCACAALCAGAAACTALACCAAACG
S.D.
TTGGETTCCAAGCTGG TETTAAAGATTATAAATTGACTTATTATACTCCT

CAATATCABACCAAATGATACTGATACTTTGGCAGCATTCCGAGTCCGAG

TAACTCCTAAACAGAGTTCCGCGAAG

B2 ZENRALSERS' HRMEERES
Fig,2 Nucleotide sequence of the 5 flanking region of the
LS gene from broad hean chloroplast

#{ T RGHITFH “Priboow box” f§ €~ 35K” M # 4 b & Shine-Dalgancifi e F 2 & HE

Sequences which resemble B, coli “pribnow box® and“-35 region”
and the Shine-Dalgano sequence are underiined
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-25

M3 RENSHwlSERMP2EE ks THEMNEDERENTH LS
Fig,3 Comparison of the promotor sequences and start sequences of coding
regions of LS gene and P32 gene from”some high plants

H5 .. Met Ser Pro Gln Thr Glu Thr Lys Ala Lys Val Gly Phe Gln Ala

P X - Ser Gly
EX— ' Gly
F R Glu
Gly Val Lys Asp Tyr Lys Leu Thr Tyr Tyr Thr Pro CGlu Tyr Gln
Glu Gln
Asp Glu
Asp Glu
Thr Lys Asp Thr Aap Thr Leu Ala Ala Phe Arg Val
Lys Ile
Lys
Leu

B4 BE, BE. EXAERENRELSSRNGEER N TR LY
Fig 4 Comparison of the N-terminal amino acid sequences of
the LS proteins of broad bean, tabacco, maize and spinach
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THE SEQUENCE ANALYSIS OF 5’ REGION OF THE
GENE FOR THE LARGE SUBUNIT OF RIBULOSE-1,5-
BISPHOSPHATE CARBOXYLASE/OXYGENASE
FROM BROAD BEAN CHLOROPLAST

Sun Chongrong
(Bioch emistry Divesion, Fudan University, Skanghai)

Shinozaki Kazuo Sugiura Masahiro
(Center for Gene Research, Nagova University)

It is well known that the gene for large subunit of ribulose-1, 5-bisplgo-
sphate carboxylase/oxygenase exists in chloroplast DNA and its transcription
can be induced by light, After having been prepared the gene fragment from
broad bean TDAN,about 760bp sequence flanking its N-end has been analysed
with Maxam and Gilbert’s Chimical method, The results show that the
Rubisco-18 gene promotor of broad bean has some conservative regions, the
common feature shared by the light-induced gene in chloroplast if compare it
with the equivalent genes of tobacco and spinach,

Key words

Recombinant DNA; RuBPCase/Oase large subunit; promotor structure;
N-terminal sequence
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