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W F ARLEMINTHIHEBE (Rhizobium leguminosarum) 5 EEA nodD L #HH
B AT B RN 5 T A T8 9 3 SORE pMIP220 (1) LacZ 2B AT, 13 8 LacZ REE
RiEREEHGHEREFANHERIEZHE L. DNA FRGH &N, X EREFERE nodD &
2 40 #5544 80bp B BB K N,

XKMiE SREE. BEFER, “Hih

TEPEHBEE (R. leguminosarum) W, BESEA A SRR, XHEHE SR
ﬁﬂ*%ﬁ%{% Hr, ZRi8H nodD RH &N EHEEM, K B B 73k UK # nodD
#37=4 NodD FH . nodD 5 nod ABCI] #14§, {HE¥F 7 MK . nodD #1 nodABCIJ iy
%6 B 1 HREE 300bp . FAN B BB HLIE A 77 SR A K [ M B 91, FE@at i i
MM LacZ R EE N ERBRAINEH 5HhEEN XL E.

1 Msfo ik
1.1 BRH5HN

ALR T AT #, ORI SCAR [2].
1.2 KN

EcoR 1, Pst 1 #ild Anglian Biotechnology Ltd. . T,-DNA %4814 [ Boehringer
Mannheim Company . RNase I B 5 B #1252 br_b %4 99402 BF 55 5 K WA i1, NA-
45 ¥ H S & S 447 .M. TEMED, o-nitrophenyl-8-galactopyranosidase (ONPG) i
H Sigma 20 &) . BASBE W H Serva 2 d] . K48 S BUIS M % FMC 2 8 7= & . acrylamide,
bis, Bst S iiBEM 7 iXF] &4 Bio-rad 27 25 . a-%P-dATP 34 Amershan 22 8] 2 5. R
O BRL 245 70 Tris R L@ b 5 A0 RGHE R 363 O AR AR, kg gy
H = AAR  FBER (Km), BEE (St WESERE#, WHE (Te) ¥ Sigma
NE R E RS W3],
1.3 TBRFERKEH

IR E S W CRR3, 4], FUR DNA #1145, B, #& pMP220RE B X

« 863 RIRMEL.
XLTF 199341 H 7 AWA.
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B, 8, Fe e 0 OIS, S1.B A TMIE H e S Wi ie], A LR A TY
AR R RN RRE B LA REREE .

H & ThRE & 4 U B 1648 7 1 9 pMP220boxM FURE M 803pMP220boxM 142 i
*, RIS SR HE AL ik S 4L . H1 & pMP220boxM™, B H: I F il /7 , 7735 % W, Bio-Rad

22 G] Y Bst sequence iR EIR P,

2 H Rt
B A R R SR A (G Bk AT RR IS H R
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Table 1 Measurements of the effects of mutations on the levels of nodD-lacZ transeription fusions

HEESS Plasmid No. 19 25 27 32 57 7/ & Wild type

8401pkT230pMP220boxM (W}
Average activity (NodD) ) 750 236 69 563 358
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Fig. 1 Sequence analysis of mutant plasmids to verify mutations (Numbers show different mutants)

1Y, NodD ™~ #75 TiBHE & E1 NodD. 275 F /Y {H = K i E 09 T- #4918 . FF A i
A ARSI E, XEATRENE W5 5 E =K eI RE 7.7,

X mE R4 9%,
BRI R EARIFEFHE AR KEMZ TR ER 4 RmE SRR

VBEE 5 89 B BT WL 2,
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3" TGAACAACCTAACGGCCAATCCGTTAGCTCGCCAATTCTCTACATTCTCAGAGT TTAGCCCGGGGAT

A A
T C—T@7n
AT
T A
(26T -—C ¢ —A(19)

AT
GGGCCGCGAAGCAAAAATCAAGGACCAGE  TCAAGGCCCAAAAGATATTCACTAGGCTTTCTAAC
, A

A(32)

cm'r'rAACTAAcmccrmCG'r'rAGTAGmccmcmmanGGGATAc 5’d :
- pogl ———=

B2 B4R R SUE R A B4 B R R
WAHEARERMETR, HFESANRTTHRT,: Ax W HEH,
IHESRD HEEHFARPIKE, = MFSHR nodD SR EETE,
Fig. 2 Mutations in the nodD) promoter region
The altered nucleotides are indicated by arrows and the numbers in parentheses indicate the nodD
promoter mutation allele. Ag shows a diad symmetry structure; The domains NodD protein binds are

boxed; Triangle indicates the proposed translational start of nodD.
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TS RANME - MEERMB LR EMRE, M9BRET, RE255TEHE—
TEHRAELARENRE, W2SRETHLASTNIGH, HEFARGE, X
FIEE TR SR RE ) L F AW E SR, SEATFLE DNA
RBH ST RICE T H AR F&.
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A SECONDARY STRUCTURE REGION IN nodD
PROMOTER IN R. LEGUMINSARUM
WAS FOUND TO BE INVOLVED
IN TRANSCRIPTION

Mao Chengjian Hong Guefan
(Shanghai Institute of Biochemistry, Academia Sinica, Shanghai 200031)

Abstract The entire nodD promoter was mutangenized at random with hydroxylamine
and the treated promoter was then inserted into the transcription vector, pMP220, with
reporter gene, LacZ, downstream of the insertion site. Mutants with promoter activities
different from that of the wild type promoter were obtained. The DNA sequence
analysis revealed that a secondary structure region which located more than 80bp
upstream of the first codon of nodD gene was involved in transcription.
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