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ABSTRACT
The amino acid sequence of the Bradyrhizobium japonicum nitrogen fixation

regulatory protein NifA, as derived from the nucleotide sequence of the nifA
gene, was aligned to the corresponding protein sequences from Klebsiella pneu-
moniae, Rhizobium meliloti and Rhizobium leguminosarum biovar viciae. High con-
servation was found in the central domain and in the COOH-terminal, putative
DNA binding domain, whereas very little homology was present within the first
250 amino acids from the NH -terminus. Upon deletion of the first 218 amino
acids (37% of the protein) 2nd expression of the remainder as a Cat'-'NifA
hybrid protein, a fully active, nif-specific transcriptional activator protein
was obtained which also retained oxygen sensitivity, a characteristic property
of the wild-type B.japonicum NifA protein. In contrast, an unaltered COOH-ter-
minal domain was required for an active NifA protein. Between the central and
the DNA binding domains, a so-called interdomain linker region was identified
which was conserved in all rhizobial species but missing in the K.pneumoniae
NifA protein. Two conserved cysteine residues in this region were changed to
serine residues, by oligonucleotide-directed mutagenesis. This resulted in
absolutely inactive NifA mutant proteins. Similar null phenotypes were obtai-
ned by altering two closely adjacent cysteine residues in the central domain
to serine residues. Nif gene activation in vivo by the B.japonicum NifA pro-
tein, but not by the K.pneumoniae NifA protein, was sensitive to treatment
with chelating agents, and this inhibition could be overcome by the addition
of divalent metal ions. On the basis of these observations and previous data
on oxygen sensitivity we raise the hypothesis that at least some, if not all,
of the four essential cysteine residues may be involved in oxygen reactivity
or metal binding or both.

INTRODUCTION
In all diazotrophic bacteria examined to date, the promoters of the nitro-

gen fixation genes (nif and fix) carry the characteristic -24/-12 nif consen-

sus sequence which implies that they are recognized by an alternative holoen-

zyme form of RNA polymerase containing the product of the ntrA gene (gInF,
rpoN) as sigma factor (a54) (see Refs. 1,2 for review). In addition, the pro-
duct of the key regulatory gene, nifA, is required to activate transcription
from the nif promoters. The NifA protein probably acts from promoter-upstream
binding sites which function as transcriptional enhancers (3,4). Thus, the
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NifA protein is believed to make contact to the upstream activator sequence
and to the RNA polymerase-nif promoter complex. Moreover, in Klebsiella pneu-
moniae the NifL protein appears to interact with the NifA protein because
NifL is known to function as an antagonist ('repressor') of the NifA-media-
ted nif gene activation in response to oxygen and intermediate concentrations
of NH4 (5). In other N2 fixing bacteria such as the rhizobia, evidence for a
nifL-like gene is lacking. For a better understanding of the molecular mecha-
nisms of nif gene activation it is of particular interest to identify essen-

tial domains or specific amino acids in the NifA protein which play an impor-
tant role in one of the aforementioned interactions.

A few predictions as to the potential function of specific protein domains
have been made on the basis of amino acid sequence comparisons between the
NifA proteins from K.pneumoniae, Rhizobium meliloti and Rhizobium leguminosa-
rum biovar viciae (6,7,8,9). The low homology in the N-terminal region between
the K.pneumoniae and R.meliloti NifA proteins has prompted Drummond et al. to
speculate that this is the domain which, in the K.pneumoniae protein, might
interact with the NifL protein (7). Very high sequence conservation has been
shown in a long central domain that was proposed to be responsible for the
interaction with the RNA polymerase and/or with a54 (7). Near the C-terminus
a region of considerable homology has been found to contain a helix-turn-helix
motif characteristic for DNA binding proteins (7). None of these structure/
function predictions have been supported experimentally.

This is the first report assigning functional importance, or the lack of
it, to specific domains or amino acids in the NifA protein. The experiments
were carried out with the NifA protein from Bradyrhizobium japonicum (10),
the nitrogen fixing root-nodule symbiont of soybean. An additional incentive
for choosing this system was our recent observation that the in vivo activa-
tion of nif genes by the B.japonicum NifA protein, but not by the K.pneumo-
niae NifA protein (in the absence of NifL), was sensitive to aerobiosis (11),
both in E.coli and in B.japonicum backgrounds. It was, therefore, also an
attractive goal to identify essential regions in the B.japonicum NifA protein
which were missing in the K.pneumoniae NifA protein.

MATERIALS AND METHODS
Materials and methods not explicitly mentioned here are described in a

recent report by Th6ny et al. (12). Position numbers of nucleotides in the
nifA gene refer to Fig. 2 in Ref. 12.
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Table 1. Plasmids used in this work

Plasmid Relevant phenotype or genotype Reference

pBR329 ApRCmRTcR 17
pACYC177 ApRKmR 18
pACYC184 CmRTcR 18
pBR329Q Ap Cm Spc tet::spc this work
pJFl18HE Ap (pBR322) Ptac 19

RtapRJ1008 Ap (pMC1403) Bj-4(nifD'-'lacZ)hyb 14
pRJ1025 Tc (pRK290) Bj-0(nifD'-'lacZ)hyb 4
pRJ7562 Cm (pACYC184) Bj-4(nifD'-'lacZ)hyb this work
pRJ7551 KmR(pBR329) Bj-nifAc tet::nptII 11

pRJ7553 Km (pACYC177) Bj-CifA this work
pKP7648 KmR(pBR329) Kp-nifAc tet::nptII this work
pRmW54-10 Cm (pACYC177-C) Rm-nifAc bla::cat 8

Abbreviations: Bj = B.japonicum, Kp = K.pneumoniae, Rm= R.meliloti; c =
constitutive nifA expression.

Plasmids
These are listed in Table 1, and derivatives are described in Fig. 2,

Table 2 and in the legend of Fig. 3. Plasmid pRJl025 previously constructed
by Alvarez-Morales et al. (4) is a pRK290 derivative (13) which carries a
translational nifD'-'lacZ fusion. For reasons of plasmid compatibility and
simultaneous selection the same nifD'-'lacZ fusion was recloned into pACYC184
as follows: a 6.7 kb EcoRI-SalI fragment carrying the fusion was isolated from
pRJ1008 (14) and, after conversion of the EcoRI site to a SalI site, ligated
with SalI-digested pACYC184. To avoid expression of the nifD'-'lacZ fusion
from the pACYC184 tet promoter, the fusion was orientated divergently from
the direction of transcription of the tet gene. Plasmid pRJ7551 (11) is based
on pBR329 and expresses the intact B.japonicum nifA gene from the cat promo-
ter. Of this plasmid the 5' nifA deletion derivatives pRJ7517, pRJ7521 and
pRJ7519 were generated by Bal3l exonuclease treatment. For the construction
of pRJ7582 a 1304 bp Asp718-PstI fragment encoding the 3' part of nifA was
cloned in frame (upon partial fill-in with Klenow DNA polymerase and nuclease
Sl treatment of the Asp718 end) into PvuII- plus PstI-digested pBR329Q. The
cat'-'nifA fusion sites in all four plasmids pRJ7517, pRJ7519, pRJ7521 and
pRJ7582 were analyzed by overlapped sequencing to determine (i) the exact po-
sition of the fusions and (ii) whether the two genes were fused in frame.
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Thereby it was found that the fusion in pRJ7582 was in frame but occurred 3
codons further downstream than planned in the cloning strategy. This was pro-
bably due to an unexpected double-strand exonuclease activity of the Sl nuclea-
se used during the cloning procedure.

A tetracycline-resistant, kanamycin-sensitive precursor plasmid of pRJ7551
was the source for the 3' nifA deletion derivatives pRJ7573 and pRJ7572 which
were obtained thereof by Bal3l exonuclease treatment and precisely mapped by
sequencing. These two plasmids directed the synthesis of mutant NifA proteins
with native NH 2-terminal ends but deleted COOH-terminal ends.

In order to have available a K.pneumoniae nifA expressing plasmid with an

identical vector as in pRJ7551, plasmid pKP7648 was constructed in the follo-
wing way: pBR329 was linearized at its PstI site and after blunting of the 3'
overhanging ends with T4 DNA polymerase EcoRI linkers were added. Subsequent
digestion with EcoRI removed multiple EcoRI linkers and cut pBR329 at its uni-
que EcoRI site. By recircularization, a pBR329 derivative lacking the 1396 bp
PstI-EcoRI fragment was obtained. It was further modified by insertion of the
2347 bp XhoI fragment of Tn5 encoding kanamycin resistance (nptII) into the
SalI restriction site of the tet gene in which the nptII gene was orientated
divergently to the tet gene. Finally, the 606 bp BamHI-EcoRI fragment of this
plasmid was replaced by the 3.4 kb BamHI-EcoRI fragment from pKP7533 (11)
carrying the complete K.pneumoniae nifA gene plus the 3' end of nifL and the
5' end of nifB. In the final plasmid construct, pKP7648, expression of nifA
is controlled by the cat promoter of pBR329 as it is the case for B.japonicum
nifA on pRJ7551, and the replicon and antibiotic resistance marker are also
the same as in pRJ7551.
Oligonucleotide-directed mutagenesis

For the mutagenesis of four cysteine codons into serine codons in the 3'
part of the B.japonicum nifA gene the gapped duplex method was used (15). An
890 bp EcoRI-PstI fragment spanning the region of nifA to be mutagenized was

subcloned into M13 vector mp9, and ssDNA obtained thereof was used for muta-

genesis. From clones harbouring the desired point mutations, dsDNA was isola-
ted, and suitable restriction fragments thereof were used to replace the cor-

responding fragments in pRJ7553. This plasmid was chosen as target for reasons

of constructions; it carries the same transcriptional cat::nifA fusion as

pRJ7551, however, it is based on vector pACYC177. The resulting point muta-

tions in the constitutively expressed B.japonicum nifA genes on pRJ7609
(G3208 -* C), pRJ7622 (T3243 + A), pRJ7607 (T3303 + A) and pRJ7605 (T3318 + A)

were verified by sequencing. Also by oligonucleotide-directed mutagenesis, the
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point mutation on pRJ7605 was reverted to wild-type nifA yielding pRJ7627 which

thus was identical to pRJ7553. As additional control for the correct construc-

tion of the point mutations, expression plasmids of wild-type and point-muta-

ted B.japonicum nifA genes were constructed using expression vector pJF118HE.
To improve translation of the nifA genes they were fused in frame to the first

38 codons of the cat gene analogous to pRJ7517 shown in Fig. 2. The resulting

cat'-'nifA cassettes were brought under the control of the inducible tac pro-

moter on pJF118HE. This yielded plasmids pRJ7623 (derived from pRJ7517),

pRJ7634 (from pRJ7609), pRJ7639 (from pRJ7622), pRJ7633 (from pRJ7607) and

pRJ7632 (from pRJ7605) which were introduced into E.coli RR28 (20) for in

vivo expression of wild-type and mutated B.japonicum nifA.

S-Galactosidase assays

Microaerobic cultivation of E.coli strains to be tested for 6-galactosida-

se activity and measurement of enzyme activity have been described (10,11).

In the experiments concerning the differential sensitivity of B.japonicum

nifA- and K.pneumoniae nifA-mediated nifD'-'lacZ activation to the chelating

agent o-phenanthroline, the E.coli strains to be assayed were grown in NFDM

medium (21) lacking FeSO4, and o-phenanthroline was added at different con-

centrations. Antibiotic concentrations for plasmid selection were as follows

(ig/ml): ampicillin 100, chloramphenicol 20, kanamycin 30, spectinomycin 20,
tetracycline 10.

Protein sequence comparison

The "GAP" program of the University of Wisconsin Genetics Computer Group

(16) setting a gap weight of 5.0 and a gap length weight of 0.3 was used to

align the B.japonicum NifA sequence individually to the R.meliloti, R.legu-

minosarum and the K.pneumoniae NifA sequences.

RESULTS AND DISCUSSION

Alignment of amino acid sequences of NifA proteins: Identification of a con-

served interdomain linker region specific to Bradyrhizobium and Rhizobium

We have recently presented the complete nucleotide sequence of the nifA-

containing operon, fixRnifA, of B.japonicum (12). Two potential translation

initiation sites for the nifA gene were found, one at position 1821 (ATG) and

the other at position 1890 (ATG), resulting in open reading frames of either

605 or 582 codons which both end at position 3636 (TGA) (see Fig. 2 in Ref.

12). The second start codon is preceded by a well-conserved Shine-Dalgarno

sequence at a proper distance of 8 nucleotides (12) so that we assume this to

be the translational start used in vivo. The nifA gene thus defined encodes a
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rpRJ7517r + * * +
Bj 1- 60 MLHIPSSSER PASQPEPERA PPGEPSHESA LAGIYEISKI LNAPGRLEVT LANVLGLLQS
Rm 1- 37 MRKQDKR SAEIYSISKA LMAPTRLETT LNNFVNTLSL
Ri 1- 37 MIKPEAR LHILYDISKE LISSFPLDNL LKAAMNALVE
Kp 1- 49 MIHKSDSDT TVRRFDLSQQ FTAMQRISVV LSAATEASKT LQEVLSVLHN

Bj 61-116 FVQMRHGLVS LFNDD... .G VPELTVGAGW SEGTDERYRT CVPOKAIHEI VATGRSLMVE
Rm 38- 92 ILRMRRGGLE IPASEG....G ETKIT.AATR NSGSPSAADY TVPKAAIDQV MTAGRLVVPD
Ri 38- 93 HLRLRDGGIV IHGSG. ....G EPWINVRAPI GDDVRSRSLT IEQADAINRV IASGEKHF(GK
Kp 50-109 DAFMQHGMIC LYDSQQEILS IEALQQTEDQ TLPGSTQIRY RPGEGLVGTV LAQGQSLVLP

Bj 117-176 NVAAETAFSA ADREVLGASD SIPVAFIGVP IRVDSTVVGT LTIDRIPEGS SSLLEYDARL
Rm 93-146 VCNSELFKDQ IKWRGIG. PTAFIAAA VEVDHETGGM LWFE.CAEES DYDYEEEVHF
RI 94-125 NS...... VVLP VKVNRKAIGA LWIDFAQKSG AQ...... DESL
Kp 110-164 RVADDQRF. LDRLSLYDYD .. LPFIAVP LMGPHSRPIG VLAAHAMARQ EERLPACTRF

pRJ7521 pRJ7519

*+ + + +....
Bj 177-236 LAMVANVIGQ TIKLHRLFAG DREQSLVDKD RLEKQTVDRG PPARERNELQ AHGIIGDSPA
Rm 147-206 LSMAANLAGR AIRLHRTISR RERTFAEEQQ EQQNSRDEQS QSSARQRLLK NDGIIGESTA
Rl 126-183 LAMIAVLIGL TCQRDRELCS D ..GGSVAEE QQAGQIPKIK PKPHPTQLDK IDwIVGESPA
Kp 165-218 LETVANLIAQ TIRLMILPTS A......AQA PQQSPRIERP RACTPSRGFG LENMVGKSPA

r pRJ 7582
+ I 11 I I . . .

* + *

Bj 237-296 LSALLEKIVV VAR STVLL RGESGTGKEL VAKAIHESSV RAKRPFVKLN CAALPETVLE
Rm 207-266 LMTAVDTAKV MAE SIVLL RGETGTGKEC FAKLIHQHST RQKKPFIKFN CPALSESLLE
RI 184-243 LKRVLATTKI VAA SAVLL RCESGTGKEC FARAIHALSI RKSKAFIKLN CAALSETVLE
Kp 219-278 MRQIMDIIRQ VSR TTVLV RGESGTGKEL IANAIHHNSP RAAAAFVKFN CAALPDNLLE

Bj 297-356 SELFGHEKGA FTGAVSARKG RFELADKGTL FLDEIGEISP PFQAKLLRVL QEQEFERVGS
Rm 267-326 SELFGHEKGA FTGAIAQRVG RFESANGGTL LLDEIGEIPP AFQAKLLRVI QEGEFERVGG CD
Ri 244-303 SELFGHEKGA FTGALLQRAG RFELANGGTL LLDEIGDVSP QFQAKLLRVL QEGEFERLCG
Kp 279-338 SELFGHEKGA FTGAVRQRKG RFELADGGTL FLDEIGESSA SFQAKLLRIL QEGEMERVGG

Bj 357-416 NHTIKVDVRV IAATNRNLEE AVARSEFRAD LYYRISVVPL LLPPLRERRS DIPLLAREFL
Rm 327-386 TKTLKVDVRL IFATNKDLEM AVQNGEFRED LYYRISGVPL ILPPLRHRDG DIPLLARAFL
RI 304-363 TKTLKVDVRV ICATNKNLEV AVLRGEFRAD LYYRINVVPI ILPPLRQRDG DISLLAQVFL
Kp 339-398 DETLRVNVRI IAATNRHLEE EVRLGHFRED LYYRLNVMPI ALPPLRERQE DIAELAHFLV

+- + * +* . + +** ** * **+* + . +

Bj 417-476 RKFNSENGRS LTLEASAIDV LMSCKFPGNV RELENCIERT ATLSAGTSIV RSDFACSQGQ
Rm 387-446 QRFNEENGRD LHFAPSALDH LSKCKFPGNV RELENCVRRT ATLARSKTIT SDFACQTDQ DL
RI 364-423 EQFNNANDRN CDFGPSAIDI LSKCAFPGNV RELDNCVQRT ATLASSNTIT SSDFACQQDQ
Kp 399-449 RKIAHSQGRT LRISDGAIRL LMEYSWPGNV RELENCLERS AVLSESGL D F

Bj 477-536 CLSTTLWKST SYGKTDPAAP MQPVPA II PLAETAPPPQ AVCEPGSLAP SGTVLVSGAR
Rm 447-495 CFSSRLWKGV HCSHGHIEID APAGTT LG APANDVPPKE PGSAGV .... ....... ASN
RI 424-473 CSSALLRKAD GDGIGNDA.. .MN GLNSRDTMSG GLCAHAGTPS GAAATIEAAG
Kp 450-478 .......... VI LFNHRDNPPK ALASSGPAED GL..... DNS

pRJ7572

. *7**7*********+++

Bj 537-582 MA ERVVAA MEKSGWVQAK AARLLGLTPR QVGYAL KYG IEIKRF
R,. 496-541 Li DRLISA LEEAGWNQAK AARILEKTPR QVGYAL RHG VDVRKL
RI 474-519 LT DRLIKA MERAGCVQAK AARILGKTPR QVGYAL RHR IDVKKE
Kp 479-524 LD QRLIAA LEKAGCVQAK AARLLGMTPR QVAYRI IMD ITMPRL

hth
DBD

Figure 1. Comparison of the deduced amino acid sequences of the B.japonicum
(Bj), R.meliloti (Rm), R.leguminosarum biovar viciae (Rl) and K.pneumoniae
(Kp) NifA proteins. For references see text. Identical amino acids in all four
proteins are marked by an asterisk (*) and identical amino acids occurring
only in the rhizobial NifA proteins by the symbol (+). Functional domains ori-
ginally proposed by Drummond et al. (7) were modified to boxes termed central
domain (CD), interdomain linker (IDL) and DNA binding domain (DBD). The conser-
ved helix-turn-helix (hth) motif common to many DNA binding proteins is deno-
ted by a horizontal bar within DBD. The endpoints of the truncated NifA pro-
teins encoded by the plasmids shown in Fig. 2 are indicated by the respective
plasmid numbers. In the Bj NifA protein sequence the cysteine residues that
were converted to serine residues by site-directed mutagenesis (see also Table
2) are marked with vertical arrowheads.
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predicted NifA protein of 582 amino acids and a molecular weight of 63084. The

B.japonicum NifA protein is the largest of all NifA proteins described to date:

the R.meliloti (6,8), R.leguminosarum (9) and K.pneumoniae (7) NifA proteins

have 541, 519 and 524 amino acids, and molecular weights of 59864, 56131 and

58631, respectively.
Figure 1 shows a computer-assisted alignment of the B.japonicum NifA pro-

tein sequence with corresponding sequences from R.meliloti, R.leguminosarum

and K.pneumoniae. Over its entire length it shares 193 (= 33%) identical amino

acids with the Rhizobium sequences, and 139 of these amino acids (= 24%)

are conserved in all four sequences shown in Fig. 1. The distribution of these

positional identities, however, is quite uneven. In the amino-terminal region

until position 250 of the B.japonicum NifA sequence, the four sequences share

only 12 identical amino acids, and several gaps had to be introduced to make

this similarity visible. The very low degree of similarity in this region does

not allow the formulation of two distinct domains "A" and "C" as proposed by

Drummond et al. (7), and it is impossible, therefore, to attribute any common

function to the N-terminal region of NifA solely on the basis of sequence com-

parisons. By contrast, extensive similarity is found in the so-called central

domain ("CD", Fig. 1) ranging from asparagine-251 to isoleucine-465 of the B.

japonicum NifA sequence. In this domain, 108 amino acids are identical in all

four proteins which amounts to a 50% similarity, and 133 identical amino acids

(= 62%) result out of a comparison of only the rhizobial sequences. The con-

served central domain as depicted in Fig. 1 corresponds to domain D in the

model of Drummond et al. (7) who proposed that this region of the protein may

function in the interaction between the RNA polymerase or the sigma factor or

both. Another region with significant amino acid sequence similarity exists

between arginine-540 and arginine-573 of the B.japonicum NifA protein. As

shown previously (7) this domain contains a helix-turn-helix motif characte-

ristic for DNA binding proteins and is thus called the DNA binding domain

("DBD", Fig. 1); it corresponds to domain E as defined by Drummond et al. (7).

Between the central and the DNA binding domains the four sequences shown in

Fig. 1 share no overall similarity. However, the rhizobial NifA proteins pos-

sess additional 27 to 36 amino acids which exhibit significant similarity and

which are not present in the K.pneumoniae sequence. We call this region the

interdomain linker ("IDL", Fig. 1). Between serine-468 and lysine-484 of the

B.japonicum NifA polypeptide there are 10 identical amino acids in the R.meli-

loti and R.leguminosarum NifA sequences, including two conserved cysteine re-

sidues at positions 472 and 477.
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Figure 2. Functional analysis of NH - and COOH-terminal deletion derivatives
of the B.japonicum NifA protein. NihA-mediated activation was measured as $-
galactosidase activity expressed from the nifD'-'lacZ fusion plasmid pRJ1025
(upper part) or pRJ7562 (lower part) in the E.coli MC1061 background. Open
bars denote B.japonicum NifA protein sequences, filled bars represent 38 NH -

terminal amino acids of chloramphenicol acetyltransferase (pBR329) fused in
frame to NifA proteins deleted at the NH -terminal end. Amino acids derived
from pBR329 sequences fused to the COOH-ierminal NifA deletions are shown as
hatched open bars (for further details see Materials and Methods).

Based on the results obtained from these sequence comparisons we wished
(i) to obtain experimental evidence whether or not the non-conserved N-termi-
nal region was required to constitute an active NifA protein, (ii) to obtain
proof for the necessity of the DNA binding domain in the function of the NifA
protein, and (iii) to find out whether the interdomain linker and, in particu-

lar, the conserved cysteine residues might play a functional role in the B
ponicum NifA protein, despite the fact that the K.pneumoniae NifA protein is

active without having this interdomain linker.
The amino-terminal region is not required for the function of the B.japonicum

NifA protein

Using exonuclease Bal3l a set of deletions in the 5' end of the B.japoni-
cum nifA gene was created, the truncated genes expressed, and the ability of

the shortened NifA proteins to activate the B.japonicum nifD promoter was

2214
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tested (Fig. 2). Translation of 5'-deleted nifA genes on plasmids pRJ7517,

pRJ7521, pRJ7519 and pRJ7582 (Fig. 2) was forced by fusing the truncated nifA

genes in frame to the cat gene of pBR329 whose promoter was used for expres-

sion. The hybrid Cat'-'NifA proteins derived from the fused genes contained

at their NH2-terminal end the first 38 amino acids of chloramphenicol acetyl-

transferase. The exact sites within the NifA protein to which the Cat segment

was fused are indicated in Fig. 1. The reference plasmid pRJ7551 contained the

complete B.japonicum nifA gene which was transcribed from the cat gene promo-

ter of pBR329 and translated from its own translational start signal because

extension of the reading frame of the cat gene into the inserted B.japonicum

DNA of pBR7551 ends in a translational stop codon 84 bp upstream of the ATG

initiation codon of nifA (not shown). All plasmids were transformed into E.

coli MC1061 carrying the nifD'-'lacZ fusion on plasmid pRJ1025. The a-galacto-
sidase activities resulting from activation of the nifD promoter are shown in

Fig. 2 (upper part). In microaerobically grown cells the intact NifA protein

encoded by pRJ7551 led to a 50-fold activation of the nifD promoter on pRJ1025.
The significantly increased activation by plasmids pRJ7517, pRJ7521 and pRJ7519

as compared to pRJ7551 was probably due to the elevated expression of cat'-
'nifA hybrid genes as opposed to the expression of the native nifA on pRJ7551.
(Evidence for increased nifA expression by the cat'-'nifA fusion plasmids was

also obtained in E.coli minicell experiments [not shown]). Deletion of up to

218 amino acids from the NH 2-terminal end of NifA (pRJ7519) did not affect

activation of the nifD promoter whereas deletion of 264 amino acids (pRJ7582)
resulted in a completely inactive NifA protein.

Since the pRJ7582-encoded NifA protein is deleted for the first 14 amino

acids of the conserved central domain rendering the protein inactive, this

supports the essential role of the central domain in NifA function. Surprising-
ly, the entire N-terminal region at least up to proline-218 is not required
for NifA to function as transcriptional activator. The corresponding region
in the K.pneumoniae NifA protein has been suggested to potentially function

Es a domain interacting with the NifL protein (7), a negative effector of NifA

activity in response to intermediate levels of NH and to oxygen (5). However,
4

such an interaction is unlikely to occur in the case of the B.japonicum NifA

protein: firstly, evidence for a nifL-like gene in B.japonicum is lacking (10,

11,12), and secondly, all active NifA proteins encoded by pRJ7517, pRJ7521 and

pRJ7519 are still sensitive to oxygen like the wild-type NifA protein (11;

data not shown). The question remains open why during evolution the N-terminal

region has been kept despite the tremendous sequence divergence in this region
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even between closely related species (Fig. 1).
Activity of the B.japonicum NifA protein is sensitive to fusions near the C-

terminal, DNA binding domain

Deletions in the 3' end of B.japonicum nifA were created by bidirectional
exonuclease Bal3l treatment starting from a PstI site downstream of nifA (12).
The reading frames of the shortened nifA genes thus continued into random rea-

ding frames of the vector DNA which led to hybrid NifA proteins with tails of

foreign peptide sequences near the carboxy-terminal end. In pRJ7573 the last

nifA codon for phenylalanine-582 was deleted, whereas in pRJ7572 the fusion

was after codon 538 (for alanine), i.e. the putative DNA binding domain was

missing (Figs. 1 and 2). The altered NifA proteins, like the wild-type pro-

tein encoded by pRJ7551, were expressed from the cat promoter and their abili-

ty to activate the nifD promoter was tested. For reasons of plasmid construc-

tion and simultaneous antibiotic selection for the maintenance of two plasmids,
the nifD'-'lacZ tester plasmid was pRJ7562 and not pRJ1025. Figure 2 (lower
part) shows that in microaerobically grown E.coli cells the pRJ7573-encoded
NifA protein resulted in only 9% of the 0-galactosidase activity obtained with

the wild-type NifA protein while the pRJ7572-encoded NifA protein was comple-
tely inactive. Although this result appears to support the essential role of

the putative DNA binding domain in NifA function, we cannot rule out the possi-
bility that the carboxy-terminal protein tail fused to the NifA protein might
interfere with other functional domains of the protein.

Requirement of four conserved cysteine residues for B.japonicum NifA activity

We have previously obtained evidence that the activity of the B.japonicum
NifA protein, but not that of the K.pneumoniae NifA protein, was sensitive to

oxygen (11). We also learned recently that the R.meliloti NifA protein was sen-

sitive to oxygen, too (W. Klipp et al., manuscript in preparation). The latter
finding was confirmed in our laboratory: we found that the R.meliloti NifA
protein encoded by plasmid pRmW54-l0 (8) could activate the B.japonicum nifD'-
'lacZ fusion (on pRJ1025) in E.coli MC1061 resulting in about 6000 to 9000

units of 0-galactosidase activity under microaerobic growth condition but only

about 20% of these values in aerobically grown cells. Since cysteine residues

in proteins are very often involved in redox-reactive processes we were promp-

ted to alter the two cysteines in the interdomain linker of the B.japonicum

NifA protein (positions 472 and 477) which are conserved in all rhizobial spe-

cies but are absent in K.pneumoniae (Fig. 1). We anticipated that this would

yield information on whether or not the interdomain linker, and in particular

these cysteines, were essential for NifA activity. The protein sequence compa-
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Table 2. Functional analysis of four B.japonicum NifA proteins, each mutated
in a single conserved Cys residue, by activation of a nifD'-'lacZ fusion in
E.coli MC1061

Plasmids in E.coli Relevant NifA phenotype O-Galactosidase
MC1061 activity (Units)

22
pRJ1025-- 66

pRJ1025 pRJ7553 wild-type 3324

pRJ1025 pRJ7609 Cys440 + Ser440 32

pRJ1025 pRJ7622 Cys452 + Ser452 52

pRJ1025 pRJ7607 Cys472 + Ser472 41

pRJ1025 pRJ7605 Cys477 + Ser477 32

pRJ1025 pRJ7627 Ser477(pRJ7605) - Cys477 3007

(Reversion to wild-type)

rison as shown in Fig. 1 also revealed the presence of another cysteine resi-

due (cysteine-440) near the end of the central domain which is conserved only
in the rhizobial species but is replaced by a tyrosine in K.pneumoniae. Fur-
thermore, there was one cysteine residue (position 477) at the end of the
central domain which was conserved in all species (Fig. 1). The four critical

cysteine residues within the B.japonicum NifA protein were mutated via oligo-
nucleotide-directed mutagenesis into stereochemically similar serine residues,
and the ability of the modified NifA proteins to activate the nifD promoter
was tested. The results are given in Table 2. The data clearly show that none

of the mutated nifA gene products was able to activate the nifD'-'lacZ fusion.

The resulting a-galactosidase activities were in the range of 1 to 2% of the

value obtained in the presence of wild-type nifA on pRJ7553 and indistingui-
shable from background S-galactosidase activity observed in the absence of any

activating plasmid.
Three controls were done to make sure that the point mutations were res-

ponsible for the observed phenotypes:
(i) After mutagenesis, the complete DNA fragment that was the target in

the gapped-duplex procedure was sequenced, and in all four cases only the de-

sired nucleotide exchange was found (see Materials and Methods).

(ii) The mutated nifA gene on pRJ7605 was reverted to wild-type nifA,

again by oligonucleotide-directed mutagenesis. The resulting plasmid, pRJ7627,

activated the nifD'-'lacZ fusion similarly as the original nifA plasmid
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Figure3.3 Expression ofwild type (pRJ7623) and point-mutated (pRJ7634,
pRJ7639, pRJ7633, pRJ7632) B.japonicum nifA genes in E.coli RR28. Crude ex-
tracts of induced (5h after addition of IPTG) and non-induced (-IPTG) cultures
were separated on a 10% polyacrylamide-SDS gel, and the gel was subsequently
stained with Coomassie brilliant blue. The lanes contain the following samples:
protein molecular weight markers (lanes 1, 16; molecular weights from top to
bottom: 200, 97.4, 68, 43, 25.7, 18.4, 14.3 kilodalton), and SDS extracts
(lanes 2 to 15) from uninduced (even numbers) and induced cells (uneven num-
bers), i.e. RR28 alone (2,3), containing vector pJFll8HE (4,5), or the nifA
plasmids pRJ7623 (6,7), pRJ7634 (8,9), pRJ7639 (10,11), pRJ7633 (12,13) and
pRJ7632 (14,15). See Materials and Methods for the type of nifA present on
these plasmids. The arrow (right margin) points to the 65.2 kilodalton Cat'-
'NifA hybrid protein present only in extracts from induced cultures of E.coli
RR28 harbouring the nifA plasmids.

pRJ7553 (Table 2). Analogous controls with the other three point mutations
were not done.

(iii) We demonstrated that the nifA open reading frame was not destroyed
during the mutagenesis and subsequent cloning procedures. For this purpose,
efficiently translatable fusions between the 38th codon of cat and the 23rd
codon of nifA were constructed using nifA DNA derived from the wild-type
(pRJ7553) and the mutant plasmids (pRJ7609, pRJ7622, pRJ7607 and pRJ7605).
These constructs were brought under the control of the inducible tac promoter
by cloning suitable fragments into the expression vector pJFll8HE (19) resul-
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ting in the corresponding plasmids pRJ7623 ("wild-type" nifA) and pRJ7634,
pRJ7639, pRJ7633 and pRJ7632 (containing the point mutations). E.coli cells
harboring these plasmids were grown under non-inducing (-IPTG) and inducing
conditions (+IPTG) and total cell extracts were analyzed by SDS polyacrylamide
gel electrophoresis. A protein band of the expected size of 65.2 kilodalton
for the Cat'-'NifA hybrid protein was detectable only in extracts from induced
cultures of all nifA plasmid-containing strains (Fig. 3, lanes 7,9,11,13,15).
This proves the integrity of the nifA open reading frames in the original mu-
tant plasmids pRJ7609, pRJ7622, pRJ7607 and pRJ7605. Figure 3 also reveals no
obvious instability (degradation) of the mutant proteins during the 5h period
after induction by IPTG as compared with the wild-type NifA protein.

The results of Table 2 have shown that all four cysteine residues inves-
tigated were absolutely essential for B.japonicum NifA activity. Moreover, this
result implies that the interdomain linker present in the rhizobial NifA pro-
teins must play an indispensable role in the function of these proteins, a
surprising fact if one recalls that the K.pneumoniae NifA protein is an active
transcriptional effector even without such an interdomain linker. A striking
feature of all four mutant NifA proteins is the absolute null phenotype asso-
ciated with them. We consider it unlikely, therefore, that the cysteines are
simply involved in hydrogen bond formation or van-der-Waals interactions either
within the NifA protein or with proteins or DNA of the nif transcription com-
plex, because in such a case one would conceive that the replacing serines

could at least partly substitute the function of the cysteines. Rather, we

favor a role of these cysteines in one of the following two ways:
(i) As in many proteins they may be involved in the formation of either

intra- or intermolecular disulfide bridges. For example, an intramolecular
disulfide bridge between the two cysteines of theinterdomain linker could be
involved in the correct positioning of the DNA binding domain for optimal
function. Alternatively, intermolecular disulfides could be involved in the

dimerization of the NifA protein. Numerous DNA binding proteins have been

shown to be dimers in their active form (see Ref. 22 for review).
(ii) Another potential role of the cysteines might be the binding of a

cofactor which is essential for NifA activity of Rhizobium and Bradyrhizobium,
such as a covalently bound heme, a specific metal ion, or a complex [Fe x:S X]-
cluster. In the amino acid sequence of the K.pneumoniae NifL protein (23) the
presence of a putative heme binding motif similar as in c-type cytochromes
has been postulated (24), but neither this sequence nor the sequences around
the essential cysteines of the B.japonicum NifA protein fulfil the require-
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Table 3. Examples of proven or putative metal-binding domainsa in DNA binding
proteins, and their comparison to similar sequences from the B.japonicum and
R.meliloti NifA proteins

Transcriptional Metal-binding domainb Reference
regulator protein
+ (Me[II]), and
organism in which
it occurs

TFIIIA (Zn[II]) C2-5-C-X -H-X -H 27,28
Xenopus laevis
GAL4 (Zn[II]) C-X C-X13-C-2C 29
S.cerevisiae
ADR1 (Zn[II]) C-X2-C-X12-H-X34-H 30
S.cerevisiae
MerR (Hg[II]) C-X-CH-X7-C 31
Tn501, P.aeruginosa
Fur (Fe[II]) (i) C-X4-C-X4-H-X-H 32,33
E.coli (ii) HHH-X-H-X -C-H -C2 2
NifA ( ? ) (i) Bj,Rm C-Xi-C-X 9-C-X -C this work
B.Japonicum (Bj)(i)11jC- 194-YGand R.meliloti (Rm) (ii) Bj C-X4-C-X9-SYGK

Rm C-X4-C-X9-HCSH
a Evidence that these domains bind Me[II] is available for TFIIIA (27,28) and

GAL4 (29) whereas the metal-binding function of the other sequences is hypo-
b thetical.
Amino acids are given in the one-letter code; X stands for any amino acid.
Two alternative variants, (i) and (ii), as deduced from the complete amino
acid sequences are proposed in the cases of the Fur and NifA proteins.

ments as they are known for the covalent binding of a c-type heme (25). The
direct binding of a metal ion to some of these cysteines appears to be a more
attractive hypothesis (see next paragraph).
Do the rhizobial NifA proteins contain a metal-binding site?

A great number of nucleic acid binding proteins contain potential metal-
binding domains (26). For some of them it is established that cysteine thiols
(Cys) and histidine imidazoles (His) serve as coordinates in the binding of
divalent metals (Me[II]). The most well-known domains are the "zinc fingers",
e.g. in the Xenopus laevis 5S RNA transcription factor IIIA (27,28) or in the
positive regulatory proteins GAL4 (29) and ADR1 (30) of Saccharomyces cerevi-
siae (see Table 3). In the interdomain linker region of the R.meliloti NifA
protein the sequence Cys-X4-Cys-X9-His-Cys-X-His perfectly fulfills the cri-
teria by which Berg (26) has defined a potential metal-binding site in a va-
riety of nucleic acid binding proteins (Table 3). In the corresponding B
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Table 4. Differential influence of o-phenantrholine (OP) on K.pneumoniae (Kp),
B.japonicum (Bj) and R.meliloti (Rm) nifA-mediated nifD'-'lacZ
activation in E.coli MC1061

Growth medium a-Galactosidase activities a derived from nifD'-'lacZ
on pRJ1025 activated by

Kp nifA Bj nifA Rm nifA
(pKP7648) (pRJ7551) (pRmW54-10)

NFDMb 10131 ± 1546 8289 ± 596 8657 ± 988

NFDM -Fe 11378 ± 1035 8161 ± 1047 8416 ± 606

NFDM +0.05 mM Opc 10069 ± 1817 5996 ± 387 8928 ± 1295

NFDM -Fe +0.01 mM OP 11960 ± 933 8158 ± 833 9371 ± 1131

NFDM -Fe +0.03 mM OP 15988 ± 1152 145 ± 9 1749 ± 528

NFDM -Fe +0.05 mM Opc 17361 ± 1254 137 ± 13 1877 ± 702

a Mean values from four independent cultures assayed in duplicate.
b NFDM medium contains 0.107 mM Fe2+ (as FeSO4).
c In contrast to the E.coli MC1061/pRJ1025 strains containing the rhizobial

nifA plasmids (pRJ7551 or pRmW54-10), the addition of o-phenanthroline to
the growth medium of E.coli MC1061/pRJ1025+pKP7648 resulted in a reduction
of the final cell density (at 600 nm) by maximal 58% of cultures without
o-phenanthroline.

ponicum sequence some of these amino acids are replaced by tyrosine or lysine
which could also serve as Me[II]-binding coordinates. Alternatively, the other

two essential cysteines near the end of the central domain (Cys-440, Cys-452)
could participate in that function (Table 3).

These observations prompted us to test the possibility that the B.japoni-

cum NifA activity might depend on metal ions. We could in fact show that the
in vivo activation of a nifD'-'lacZ fusion in E.coli by the B.japonicum NifA

protein, but not by the K.pneumoniae NifA protein, was strongly sensitive to

the addition of 23mM EDTA to the growth medium (NFDM medium; 21). Upon addi-

tion of Me[II] to the medium the inhibitory effect of EDTA was overcome either

fully (Fe[II]) or partly (Cd[II]), Cu[II], Mg[II], Mn[II], Ni[II], Zn[II])
(data not presented). Similarly, using the chelator o-phenanthroline we found

that a concentration as low as 0.03 mM strongly inhibited NifA activity in

NFDM medium without added FeSO4 but not in normal NFDM medium containing iron

(Table 4). Again, the B.japonicum NifA activity and, less severely, also the

R.meliloti NifA activity were selectively inhibited in contrast to the K.pneu-
moniae NifA activity which was not inhibited at all (Table 4). These results

suggest that the formation of active rhizobial NifA proteins requires the pre-

sence of divalent metal ions. However, since the experiments were done in vivo,
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they neither do rigorously prove a binding of Me[II] to NifA nor do they prove
that this metal is Fe[II] because another unknown Me[II] in the medium could
have been depleted by the chelators used. Furthermore, if the rhizobial NifA
proteins are indeed metalloproteins, the presence of Me[II]-binding domains
does not necessarily imply that these structures, like the zinc fingers (26,
27), are involved in DNA binding. Rather, the situation with NifA would be
more reminiscent of the MerR and the Fur proteins in which the presence of
both a helix-turn-helix motif and a metal-binding motif (for Hg[II] and Fe[II],
respectively; Table 3) has been proposed (31,32,33).
Conclusion and possible mechanism

The data presented in this paper and in a previous report (11) have led to
several interesting parallel observations:

(i) The in vivo activities of the NifA proteins of B.japonicum and, to a

lesser extent, also of R.meliloti, but not of K.pneumoniae, are sensitive to
oxygen.

(ii) The in vivo activities of the NifA proteins of B.japonicum and, to a

lesser extent, also of R.meliloti, but not of K.pneumoniae, are sensitive to
treatment with metal chelators.

(iii) The NifA proteins of B.japonicum and, even more pronounced, that of
R.meliloti, but not that of K.pneumoniae, have a potential, cysteine-containing
metal-binding motif forming part of the interdomain linker region between the
central domain and the DNA binding domain. In the case of the B.japonicum NifA
protein this region was proven to be essential by creating an inactive protein
after having converted the cysteines to serines.

On the basis of this parallelism we are tempted to propose a working hy-
pothesis that provides a causal connection between these observations. One
might conceive a mechanistic model in which a metal (e.g. Fe[II]) would bind
in its reduced state to the interdomain linker thus aiding the correct posi-

tioning of the DNA binding domain in order to form an active NifA protein.
Conversely, under aerobic conditions the metal ion may be oxidized and unable

to bind to NifA with the result that the protein is now inactive. Furthermore,
it may be possible that this metal is more firmly bound to the R.meliloti NifA

protein than to the B.japonicum NifA protein because the activity of the for-

mer is less sensitive to both oxygen and chelators. The relatively pronounced

residual oxygen insensitivity of the R.meliloti NifA protein may also be the

reason why the expression of this protein from the nifA promoter needs to be

additionally controlled by oxygen (34), in contrast to B.japonicum (12).

In other oxygen-reactive transcriptional regulators the mechanism of oxy-
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gen sensing is also not known. Nevertheless, there are some interesting simi-

larities. For instance, the E.coli Fnr protein, a positive regulator of the

genes for the anaerobic fumarate and nitrate reductases, contains the sequence
Cys-X 2-His-Cys-X2-Cys which has been considered as a potential oxygen-reactive
domain (35). The second cysteine in this row has recently been converted to a

serine resulting in an inactive Fnr protein (unpublished data cited in Ref. 36).

The ferric uptake regulation protein of E.coli, called Fur (see also Table 3),
has recently been purified and shown to regulate aerobactin operon expression
in vitro in the presence of Fe[II] but not Fe[III], and most interestingly,
anaerobic conditions were necessary to demonstrate regulation of the operon
by iron (33). We hope that our future studies with the NifA protein will not

only help to unravel the mechanism of oxygen control of nif gene expression
in B.japonicum but will also contribute to an understanding of the mechanism

of oxygen sensing in other oxygen regulated systems.

ACKNOWLEDGEMENTS
We gratefully appreciate the expert technical assistance of S. Hitz and

B. Pfluger. We also thank W. Klipp and A. Puhler for plasmid pRmW54-10 and

H. Paul for typing the manuscript. This work was supported by a grant from
Lubrizol Genetics Inc./Agrigenetics Research Associates.

*To whom reprint requests should be sent

REFERENCES
1. Dixon, R. (1984) J.Gen.Microbiol. 130, 2745-2755.
2. Gussin, G.N., Ronson, C.W. and Ausubel, F.M. (1986) Ann.Rev.Genet. 20,

567-591.
3. Buck, M., Miller, S., Drummond, M. and Dixon, R. (1986) Nature 329, 374-

378.
4. Alvarez-Morales, A., Betancourt-Alvarez, M., Kaluza, K. and Hennecke, H.

(1986) Nucleic Acids Res. 14, 4207-4227.
5. Merrick, M., Hill, S., Hennecke, H., Hahn, M., Dixon, R. and Kennedy, C.

(1982) Mol.Gen.Genet. 185, 75-81.
6. Buikema, W.J., Szeto, W.W., Lemley, P.V., Orme-Johnson, W.H. and Ausubel,

F.M. (1985) Nucleic Acids Res. 13, 4539-4555.
7. Drummond, M., Whitty, P. and Wootton, J. (1986) EMBO J. 5, 441-447.
8. Weber, G., Reilander, H. and PUhler, A. (1985) EMBO J. 4, 2751-2756.
9. Gronger, P., Manian, S.S., Reilander, H., O'Connell, M., Priefer, U.B.

and Puhler, A. (1987) Nucleic Acids Res. 15, 31-49.
10. Fischer, H.M., Alvarez-Morales, A. and Hennecke, H. (1986) EMBO J. 5,

1165-1173.
11. Fischer, H.M. and Hennecke, H. (1987) Mol.Gen.Genet. 209, 621-626.
12. Thony, B., Fischer, H.M., Anthamatten, D., Bruderer, T. and Hennecke, H.

(1987) Nucleic Acids Res. 15, 8479-8499.

2223



Nucleic Acids Research

13. Ditta, G., Stanfield, S., Corbin, D. and Helinski, D. (1980) Proc.Natl.
Acad.Sci.USA 77, 7347-7351.

14. Alvarez-Morales, A. and Hennecke, H. (1985) Mol.Gen.Genet. 199, 306-314.
15. Kramer, W., Drutsa, V., Jansen, H.-W., Kramer, B., Pflugfelder, M. and

Fritz, H.-J. (1984) Nucleic Acids Res. 12, 9441-9456.
16. Devereux, J., Haeberli, P. and Smithies, 0. (1984) Nucleic Acids Res. 12,

387-395.
17. Covarrubias, L. and Bolivar, F. (1982) Gene 17, 79-89.
18. Chang, A.C.Y. and Cohen, S.N. (1978) J.Bacteriol. 134, 1141-1156.
19. Furste, J.P., Pansegrau, W., Frank, R., Blocker, H., Scholz, P., Bagda-

sarian, M. and Lanka, E. (1986) Gene 48, 119-131.
20. Hennecke, H., GUnther, I. and Binder, F. (1982) Gene 19, 231-234.
21. Dixon, R., Kennedy, C., Kondorosi, A., Krishnapillai, V. and Merrick, M.

(1977) Mol.Gen.Genet. 157, 189-198.
22. Pabo, C.0. and Sauer, R.T. (1984) Ann.Rev.Biochem. 53, 293-321.
23. Kim, Y.-M., Ahn, K.-J., Beppu, T. and Uozumi, T. (1986) Mol.Gen.Genet.

205, 253-259.
24. Drummond, M.H. and Wootton, J.C. (1987) Mol.Microbiol. 1, 37-44.
25. Dickerson, R.E. and Timkovich, R. (1975) In Boyer, P.D. (ed.), The Enzy-

mes Vol. XI, Academic Press, New York, pp. 397-547.
26. Berg, J.M. (1986) Science 232, 485-487.
27. Miller, J., McLachlan, A.D. and Klug, A. (1985) EMBO J. 4, 1609-1614.
28. Frankel, A.D., Berg, J.M. and Pabo, C.0. (1987) Proc.Natl.Acad.Sci.U.S.A.

84, 353-355.
30. Blumberg, H., Eisen, A., Sledziewski, A., Bader, D. and Young, E.T. (1987)

Nature 328, 443-445.
31. O'Halloran, T. and Walsh, C. (1987) Science 235, 211-214.
32. Schaffer, S., Hantke, K. and Braun, V. (1985) Mol.Gen.Genet. 200, 110-113.
33. Bagg, A. and Neilands, J.B. (1987) Biochemistry 26, 5471-5477.
34. Ditta, G., Virts, E., Palomares, A. and Kim, C.-H. (1987) J.Bacteriol. 169,

3217-3223.
35. Unden, G. and Guest, J.R. (1985) Eur.J.Biochem. 146, 193-199.
36. Spiro, S. and Guest, J.R. (1987) Mol.Microbiol. 1, 53-58.

2224


