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FIG. 1. Alignment of AlyAl-3 with AlyA from K. pneumoniae and Pal167 from P. aeruginosa. Amino acid numbers are shown on the right.
Identical and similar amino acids are marked with asterisks and dots, respectively. Two dots indicate more similarity than one. Gaps introduced
to optimize the alignment are indicated by dashes. The amino acids presumed to be in the active site are shaded in gray (45). The amino acids
differing between A. vinelandii strain E and strain DJ are highlighted in black, and the alternative amino acid sequence of strain DJ is indicated
below. The ST-rich sequence of AlyA3 is boxed, and the putative Ca®"-binding RTX motifs are underlined and doubly underlined in an alternating

pattern.

serine and threonine (Fig. 1). The N-terminal module shares
29% sequence identity with the characterized G-specific algi-
nate lyase AlyA from Klebsiella pneumoniae (5) and 28% iden-
tity with an MG-specific alginate lyase from Pseudomonas
aeruginosa (45). The RTX module is characteristic for a group
of proteins (including the A. vinelandii AIgE epimerases) that
is secreted by type I secretion systems (12, 14, 18) and contains
several copies of a nine-amino-acid Ca>"-binding motif (RTX
motif) (6). AlyA3 contains nine putative copies of this repeat
(underlined in Fig. 1). No other alginate lyase from the PL7
family has been reported to contain an RTX module.

In a Blast search using the N-terminal putative alginate-lyase
part of AlyA3 as the input sequence, two other related genes were
identified in the A. vinelandii strain DJ genome. These genes,
later designated alyAl and alyA2, encode only PL7 lyase modules
and lack C-terminal RTX modules (Fig. 1). Putative N-terminal
secretion motifs also could not be identified (SignalP 3.0) (7). In
accordance with the absence of an RTX module, their deduced
molecular weights were found to be significantly lower than that
of AlyA3 (Table 2). The predicted pls of the three enzymes were
dissimilar, ranging from 4.2 to 9.7 (Table 2).

The alyAI-3 genes were PCR amplified from A. vinelandii
strain E and cloned into the expression vector pTrc99A, as
described in Table 1, yielding plasmids pMG131, pMG132, and
pMG143, respectively. DNA sequencing of alyAl and alyA2
from strain E showed them to be identical to the correspond-
ing genes from the sequenced strain (DJ). The sequences of
alyA3 from strain E and strain DJ differ at two nucleotides,
leading to amino acid substitutions, and the serine-threonine-
rich linker region (Fig. 1) is two amino acids shorter in strain
DJ than in strain E. The crystal structure of the P. aeruginosa
lyase Pall67 has been reported (45), and certain specific
amino acids were suggested to form the active cleft. As shown
in Fig. 1, all these amino acids, except AlyA3 G*'*, are con-
served in AlyAl-3.

Biochemical properties of AlyAl-3. Initial analyses of crude
extracts prepared from induced E. coli DHS« cells containing
plasmid pMG131, pMG132, or pMGI143 carrying genes
alyA1-3, respectively, indicated the presence of alginate lyase
activity in all three extracts. To avoid undesired interference
from the bulk of proteins and other cell materials during the
spectrophotometric lyase assay and the subsequent 'H-NMR
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FIG. 2. Relative initial activities of AlyAl-3 on different alginate
substrates. The activity of MG-alginate is set as 100% for each enzyme,
and the results given are an average of two experiments. G-alginate,
gray bar; MG-alginate, white bar; M-alginate, striped bar.
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and mass spectrometry analyses, the three enzymes were par-
tially purified using ion-exchange chromatography. AlyA2 was
further purified by hydrophobic exchange chromatography,
and all three enzymes could then be used for further analyses
of activity and substrate specificities.

In the initial assays, a Macrocystis pyrifera alginate was used
as a substrate, since this polymer contains all four possible
bonds found among uronic acid monomers in alginates. To
ensure that the further studies were carried out under near-
optimal conditions, the optimal pH and ionic strength values
for the lyase reactions were determined for each enzyme (Ta-
ble 2). As expected, AlyA3 is stimulated by calcium, and an
increase by fivefold was observed upon increasing the concen-
tration of Ca®>* from 0.02 mM to 6.3 mM. In contrast, the
activities of AlyA1l and AlyA2 were not affected by addition of
similar concentrations of Ca**.

The activities of the lyases on different alginate substrates
were then determined. These substrates were chosen such
that the enzymes’ ability to degrade M-M bonds (mannuro-
nan), G-G bonds (G-alginate), and M-G or G-M bonds
(MG-alginate) could be analyzed. For all three enzymes,
MG-alginate is the best substrate (Fig. 2), while the initial
rates for pure mannuronan and G-alginate were much
lower. AlyA3 seems to accept G-alginate and mannuronan
as substrates somewhat better than AlyAl and AlyA2, while
AlyA2 was found to be the most discriminative enzyme.
After several days of incubation, AlyAl and AlyA3 had
degraded all tested substrates equally well, measured by the
increases in absorbance at 230 nm, while AlyA2 had not
degraded G-alginate and mannuronan completely (results
not shown). The three enzymes are thus able to degrade all
three substrates but at very different rates.

Characterization of the end products. Since MG-alginate
contains two different bonds, M-G and G-M, the end products
after degradation of this substrate were analyzed by '"H-NMR
spectroscopy. This method allows determination of whether
the enzymes attack the M-G or G-M bonds, since the reaction
products can be observed as AM and AG, respectively, as long
as the substrate contains alternating residues only. The reac-
tions were allowed to proceed in the presence of excess
amounts of the different lyases for an extended time period,
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FIG. 3. "H-NMR spectra of MG-alginate degraded by AlyAl (A),
AlyA2 (B), and AlyA3 (C). The signal originates from the underlined
residue. The results of the integration of the peaks are shown in
Table 3.

lyophilized, and analyzed by "H-NMR spectroscopy. The spec-
tra from these analyses (Fig. 3) showed that the dominant end
signal is AG for all three enzymes, clearly indicating that the
G-M bond is preferentially attacked. AM signals were also
detectable but amounted to less than 10% of the total unsat-
urated ends for AlyAl and AlyA2 (Table 3). These ends were
most likely not a result of cleavage of M-G bonds but, rather,

TABLE 3. Integration of the peaks in the 'H-NMR spectra

Relative signal obtained from 'H-NMR analysis

Enzyme

A-4Ge A-4M Gred’ M.s” Gine My
AlyAl 1.00 0.10 0.97 0.14 0.07 0.21
AlyA2 1.00 0.10 0.55 0.13 0.54 0.53
AlyA3 1.00 0.59 1.40 0.34 0.39 1.25

“The area of the A-4G peak is set to 1.00 for each spectrum.

> These peaks are calculated from the B peaks in the spectrum, as shown
earlier (15).

¢ The signal originates from the underlined residue.
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FIG. 4. HPAEC-PAD chromatograms of MG-alginate degraded by AlyAl, AlyA2 and AlyA3. A scale showing the PAD response (in
nanocoulombs) is on the right. The small, numbered peaks correspond to oligomers of unknown composition.

generated by the cleavage of the G-MM sequence (the sub-
strate contains about 6% MM). AlyA3, on the other hand,
produces a significantly larger amount of AM, indicating that
AlyA3 cleaves both G-M and M-G bonds, although at different
rates.

'H-NMR shows the relative amounts of each possible mono-
mer and dimer in the oligomer. However, the method does not
yield any information as to the amount of each oligomer. To
address this question, MG-alginate degraded by each of the
three lyases was also analyzed by HPAEC-PAD. The chro-
matograms (Fig. 4 and Table 4) showed that AlyAl and AlyA2
produced mainly AG and AGMG as their end products. AlyA2
seems to produce relatively more dimers than AlyAl. AG and
AGMG were also the main products after degradation by
AlyA3, but this enzyme produces more of the other dimers and
tetramers. Interestingly, AlyA3 produces as many trimers as it
does dimers and tetramers. Furthermore, consistent with the
'"H-NMR spectroscopy analyses, AlyA3 created more AM non-
reducing ends than can be explained by the MM content of the
substrate. This clearly shows that AlyA3 cleaves the M-G bond,
although at a lower rate than it cleaves the G-M bond. The
smallest substrate for AlyA3 seems to be a pentamer. This is
probably the case for AlyAl and AlyA2 as well. But since these
enzymes can cleave every second bond of the substrate only,
cleavable pentamers would be rare.

Phenotypic properties of vegetatively growing cells of
alyA1-3 and algE7 knockout mutants. It has previously been
reported that AlgL in A. vinelandii is dispensable both for
growth and for alginate production (39). To study the biolog-
ical roles of AlyA1-3 and AlgE7 in vegetatively growing cells,
each of the corresponding genes was individually knocked out
by insertions of an antibiotic resistance marker. Both AlyA3
and AIgE7 contain the RTX motifs, indicating that they are
secreted by an ABC transporter. Even though the enzymes
display some differences in substrate requirements, it seemed
possible that they shared the same or overlapping biological
functions. To investigate this hypothesis, an aly43 algE7 dou-
ble mutant was also constructed. The organization of the genes
flanking alyA1-3 and algE'7 (Fig. 5) indicated that it is unlikely
that insertion of the antibiotic resistance markers should cause
any polar effects.

The expected insertions and the absence of the uninter-
rupted wild-type genes were verified by PCR or Southern blot-
ting for the knockout strains of aly41 (strain MG134), alyA3

(strain MG138), algE'7 (strain HE1), and the aly43 algE7 dou-
ble mutant (strain MG137). In the case of aly42, the expected
insertion was also verified, as described above, but a strain
without the aly42 wild-type copy was never obtained, even
after growing the corresponding cell cultures for several con-
secutive incubations using media with increasing concentra-

TABLE 4. Molar fractions of different oligomers assessed by

HPAEC-PAD
Molar fraction produced by indicated enzyme
Oligomer®
AlyAl AlyA2 AlyA3
Dimers
1 0.00 0.00 1.48
AG 39.81 49.70 27.38
AM 0.00 0.61 3.72
Total 39.81 50.31 32.58
Trimers
2 1.21 1.38 4.7
AMG 0.12 0.19 10.09
AGM 0.33 0.30 6.5
AMM 0.66 0.48 33
3 1.60 0.49 3.13
4 0.19 0.18 1.02
Total 4.09 3.02 28.74
Tetramers
AGMG 44.90 36.80 24.11
AMGM 3.22 2.85 4.93
AMMM 2.19 1.89 3.57
Total 50.31 41.55 32.61
Pentamers 2.90 2.53 5.34
Hexamers 1.55 1.69 0.73
Heptamers 0.88 0.50 0.00
Octamers 0.45 0.31 0.00
Nonamers 0.11 0.03 0.00
Decamers 0.45 0.06 0.00
Total® 6.34 5.12 6.07

“ Consult Fig. 4 for annotation of peaks.
bn >4,
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FIG. 5. Neighboring genes of alyA41, alyA2, alyA3, and algE7. Genes
without known function are shown by their database gene number. The
top line shows the number of nucleotides.
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tions of tetracycline (selecting for the inserted marker). The
reason for this is not known. However, it has previously been
reported that A. vinelandii may survive interruption of an es-
sential gene with an antibiotic resistance gene by retaining
copies of both wild-type and mutant chromosomes (29). These
results therefore suggest that alyA2 is important for the bac-
terium under the growth conditions used here. The strain con-
taining both the wild-type alyA2 copy and the corresponding
interrupted gene was designated MG136d.

Inspection of colonies of the different mutants on agar
medium showed that colonies from strains MG134 and
MG136d appeared less mucoid than wild-type colonies (not
shown). Strains HE1 and MG137, on the other hand, be-
came mucoid earlier and seemed to produce more extracel-
lular material than the wild-type strain and MG138 (results
not shown). To verify these results, liquid cultures were
grown for 45 h in RA1 medium. One-milliliter samples were
transferred to Eppendorf tubes, 0.007 U AlyA, a G-specific
lyase (cleaves after G) from K. pneumoniae, and 0.007 U
AlgL from A. vinelandii (an M-specific lyase, i.e., cleaves
after M) were added to parallel samples, and the cultures
were then weighed. After incubation at room temperature
for 30 min, the cells were pelleted by centrifugation for 10
min at 13,000 rpm, and the supernatant was removed by
pipetting. The volume of the pellet sizes increased in the
following order: wild type ~ alyAl~ alyA3 < algE7 ~ alyA3
algE7 double mutant. In the cultures with large pellets, these
pellets had a gel-like appearance. All pellets were weighed
(Fig. 6), and while less than 5% of the culture weight was
pelleted for the wild type, this increased to about 20% for
the algE7 mutants (Fig. 6). Treatment with alginate lyase
decreased the pellets somewhat. After incubation of the
pellets for three additional hours, they were centrifuged
again. It was not possible to remove more supernatant from
samples without treatment with lyase (not shown), while the
pellets treated with lyase now were of approximately the
same size as those of the wild type (Fig. 6). These results
indicate that a larger proportion of the alginate remains
attached to the cells of the algE7 strains than to the cells of
the wild type and strains where only alyA41 or alyA3 had been
inactivated.

Evaluation of the possible roles of the alginate lyases in cyst
germination. One possible way in which the lyases might play
a role in cyst germination is by contributing to the destabiliza-
tion of the cyst coat. To study this, we subjected all the knock-
out strains to an encystment and germination test, also includ-
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FIG. 6. Pellet mass as percentage of culture mass. The wild type,
alyAl, alyA3, algE'7, and the alyA3 algE7 double mutant were cultivated
in RA1 medium for 45 h. Three samples from three independent
cultures of each mutant were analyzed. The inserted pictures show
examples of the differences in pellet size. Gray bars, no alginate lyase
added; white bars, with externally added lyase; black bars, after 3
additional hours of alginate lyase treatment.
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ing a desiccation step to eliminate vegetative cells prior to
measurements of the ability of the cells to germinate. Encyst-
ment was induced by growing the cells on Burk’s agar contain-
ing n-butanol as the only carbon source. Most commonly, the
cells are being subjected to desiccation on filters, but we have
found that it is difficult to remove the cells quantitatively from
such filters after drying, and we also found that the detachment
process appeared to be strain dependent. Instead, we found
that when the wild-type strain was dried directly in tubes (5 to
10 pl resuspended cells), the frequency of germinating cells
increased relative to what was observed in the filter drying
protocol. This procedure also efficiently detected the inability
to survive the desiccation process, in that it was found that the
nonencysting strain U-1 did not survive desiccation in tubes
(no colonies appeared after plating on agar medium of what
had been 2 X 10° CFU before drying). This method of drying
was therefore used in the experiments described below.

All strains subjected to the encystment protocol and desic-
cation were analyzed with respect to their ability to survive
after transfer to growth medium, and the results (Fig. 7)
showed that the alyAI (strain MG134), alyA2 (strain MG136d),
and algE7 (strain HE1) mutants survived desiccation at rates
similar to that of the wild type (2 to 10%). In contrast, the
alyA3 mutant (strain MG138) and the aly43 algE7 double
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FIG. 7. Germination of desiccated cells. Germination is measured
as the percentage of CFU after desiccation relative to before desicca-
tion. Two independently grown cultures of each strain were tested.
Gray bars, no alginate lyase added; white bars, with externally added
lyase.
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mutant (strain MG137) germinated at rates averaging as low as
0.05 and 0.18%, respectively.

The experiments described above clearly indicated that at
least AlyA3 is involved at some stage in the process, from
encystment through desiccation to germination, perhaps most
likely at the germination stage (cyst coat destabilization). We
therefore found it tempting to test whether destabilization of
the cyst coat might be achieved by adding external lyases at the
germination stage, thereby overcoming the postulated need for
AlyA3 for germination. Accordingly, for each culture, one tube
of dried cells was resuspended in growth medium containing
0.05 U AlyA from K. pneumoniae and 0.05 U AlgL from A.
vinelandii. After being vortexed, the tubes were incubated for 4
hours at 30°C with shaking. Cysts do not start to multiply until
after 4 hours of germination (30). This incubation time was
therefore not expected to affect the number of CFU but would
give the added lyases time to potentially degrade some of the
alginate in the cyst coats. Interestingly, in the presence of
added alginate lyases, all the strains germinated at about the
same frequencies (Fig. 7). This experiment therefore strongly
supports the hypothesis that the role of AlyA3 in the survival
test used here can be compensated by externally added lyases.

DISCUSSION

The results presented in this paper clearly demonstrate that
the A. vinelandii genome encodes three new alginate lyases
(AlyA1-3), in addition to the previously characterized AlgL
and AIgE7. The AlyA lyases of A. vinelandii all cleave the G-M
bond, but they differ with respect to their ability to cleave M-G,
G-G, and M-M bonds, with AlyA2 being the most discriminat-
ing and AlyA3 accepting all four bonds, although at different
rates. All three lyases were expressed at levels in E. coli that
were too low for them to be detected on a Coomassie-stained
gel. Thus, the purity of the enzymes and their specific activities
on the different substrates could not be determined. The pro-
duction of dimers and tetramers by AlyAl and AlyA2 is as
expected from enzymes that are able to degrade every second
bond in the (MG),, polymer only. The production of trimers by
AlyA3 is more surprising. It has, however, been shown that
AlxMg, a PL7 lyase cleaving M-M bonds, preferentially pro-
duces trimers when it degrades oligomers (11). It seems pos-
sible that AlyA3 preferably binds oligomers in a similar way,
and since it does not have as strong a preference for G-M
bonds as AlyAl and AlyA2, it would then be able to produce
trimers from an alternating substrate.

Alginate lyases belonging to the PL7 family were not de-
scribed in the alginate-producing bacteria prior to the sequenc-
ing of their genomes. A P. aeruginosa PL7 alginate lyase was
described in 2003 (44) and was later found to prefer MG-rich
alginate and degrade it to small oligomers (45). Genes encod-
ing homologous proteins have now been detected in all algi-
nate-producing bacteria for which the genome sequence is
available (28). Still, the identification of three such lyases en-
coded by A. vinelandii, in addition to the two previously re-
ported alginate lyases, raises the obvious question of why so
many lyases are needed by this organism. One clue to their
biological functions might be obtained from their apparent
cellular location. A. vinelandii AlgL has an N-terminal secre-
tion signal (15) and is probably localized in the periplasmic
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space, indicating that this enzyme is involved in alginate bio-
synthesis. Disruption of the gene encoding the periplasmic
lyase AlgL created a strain producing alginate with higher
viscosity, but no impact on viability was reported (39). It has
been shown that AlgL in P. fluorescens is necessary for cells
only when they produce large amounts of alginate, indicating
that it might be involved in degrading alginate polymers that
have not been secreted out of the cell (3).

AlgE7 displays the RTX motifs characteristic of secreted
proteins and has been found in A. vinelandii culture superna-
tants (23). AlyA3 displays a similar motif and must therefore
also be assumed to exert its biological function extracellularly.
Consistent with this, the algE7 strains were shown to release
only a small portion of the produced alginate to the culture
medium, while the majority apparently remained attached to
the cells (Fig. 6). Based on these results, it could be hypothe-
sized that AlgE7 mediates the release of alginate associated
with the cell surface. Alginate is a major part of the A. vine-
landii cyst structures, and it was suggested earlier that extra-
cellular alginate lyases may play an important role by releasing
cells from cyst capsules during germination (43). The results
presented in this paper indicate that AlyA3 is needed for
efficient germination, while the second secreted lyase, AlgE7,
appears not to be important for germination.

AlyAl and AlyA2 do not display any known secretion sig-
nals, suggesting that these enzymes are intracellular, although
the secretion of them cannot be excluded. Since alginate is
produced in the periplasm and A. vinelandii does not utilize
alginate as a carbon source, the function of any alginate lyase
in the cytoplasm seems obscure. To better understand the
function of the alginate lyases in A. vinelandii, the localization
of AlyAl and AlyA2 should be verified. Different lyases may
also be expressed at different physiological states, and analyses
of the expression patterns of each enzyme might help in elu-
cidating their functions.

ACKNOWLEDGMENTS

This work was supported by the Norwegian Research Council.

We thank Wenche Iren Strand for performing the "H-NMR spec-
troscopy and Synngve Holtan for assistance in interpretation of these
spectra. Strain U-1 was a kind gift from Cinthia Nufez.

REFERENCES

1. Altschul, S. F., W. Gish, W. Miller, E. W. Myers, and D. J. Lipman. 1990.
Basic local alignment search tool. J. Mol. Biol. 215:403-410.

2. Amann, E., B. Ochs, and K. J. Abel. 1988. Tightly regulated tac promoter
vectors useful for the expression of unfused and fused proteins in Escherichia
coli. Gene 69:301-315.

3. Bakkevig, K., H. Sletta, M. Gimmestad, R. Aune, H. Ertesvig, K. Degnes,
B. E. Christensen, T. E. Ellingsen, and S. Valla. 2005. Role of the Pseudo-
monas fluorescens alginate lyase (AlgL) in clearing the periplasm of alginates
not exported to the extracellular environment. J. Bacteriol. 187:8375-8384.

4. Ballance, S., S. Holtan, O. A. Aarstad, P. Sikorski, G. Skjik-Braek, and
B. E. Christensen. 2005. Application of high-performance anion-ex-
change chromatography with pulsed amperometric detection and statis-
tical analysis to study oligosaccharide distributions—a complementary
method to investigate the structure and some properties of alginates.
J. Chromatogr. A 1093:59-68.

5. Baron, A. J., T. Y. Wong, S. J. Hicks, P. Gacesa, D. Willcock, and M. J.
McPherson. 1994. Alginate lyase from Klebsiella pneumoniae, subsp. aero-
genes: gene cloning, sequence analysis and high-level production in Esche-
richia coli. Gene 143:61-66.

6. Baumann, U., S. Wu, K. M. Flaherty, and D. B. McKay. 1993. Three-
dimensional structure of the alkaline protease of Pseudomonas aeruginosa: a
two-domain protein with a calcium binding parallel beta roll motif. EMBO
J. 12:3357-33064.

7. Bendtsen, J. D., H. Nielsen, G. von Heijne, and S. Brunak. 2004. Improved
prediction of signal peptides: SignalP 3.0. J. Mol. Biol. 340:783-795.

1sanb Aq Tzoz ‘2T AeN uo /Bio wse:ql//:dny woly papeojumod


http://jb.asm.org/

VoL. 191, 2009

8.

10.

11.

12.

13.

14.

15.

16.

17.

18.

20.

21.

22.

23.

24.

25.

26.

27.

Blatny, J. M., T. Brautaset, H. C. Winther-Larsen, P. Karunakaran, and
S. Valla. 1997. Improved broad-host-range RK2 vectors useful for high
and low regulated gene expression levels in Gram-negative bacteria.
Plasmid 38:35-51.

. Campa, C., S. Holtan, N. Nilsen, T. M. Bjerkan, B. T. Stokke, and G.

Skjék-Braek. 2004. Biochemical analysis of the processive mechanism for
epimerisation of alginate by mannuronan C-5 epimerase AlgE4. Biochem. J.
381:155-164.

Campos, M., J. M. Martinez-Salazar, L. Lloret, S. Moreno, C. Nuiiez, G.
Espin, and G. Séberon-Chavez. 1996. Characterization of the gene coding
for GDP-mannose dehydrogenase (a/gD) from Azotobacter vinelandii. J. Bac-
teriol. 178:1793-1799.

Chavagnat, F., A. Heyraud, P. Colin-Morel, M. Guinand, and J. Wallach.
1998. Catalytic properties and specificity of a recombinant, overexpressed
D-mannuronate lyase. Carbohydr. Res. 308:409-415.

Delepelaire, P. 2004. Type I secretion in Gram-negative bacteria. Biochim.
Biophys. Acta 1694:149-161.

Donnenberg, M. S., and J. B. Kaper. 1991. Construction of an eae deletion
mutant of enteropathogenic Escherichia coli by using a positive-selection
suicide vector. Infect. Immun. 59:4310-4317.

Ertesvig, H., B. Doseth, B. Larsen, G. Skjak-Brak, and S. Valla. 1994.
Cloning and expression of an Azotobacter vinelandii mannuronan C-5-epi-
merase gene. J. Bacteriol. 176:2846-2853.

Ertesvig, H., F. Erlien, G. Skjak-Brzk, B. H. Rehm, and S. Valla. 1998.
Biochemical properties and substrate specificities of a recombinantly pro-
duced Azotobacter vinelandii alginate lyase. J. Bacteriol. 180:3779-3784.
Gay, P., D. Le Coq, M. Steinmetz, T. Berkelman, and C. I. Kado. 1985.
Positive selection procedure for entrapment of insertion sequence elements
in gram-negative bacteria. J. Bacteriol. 164:918-921.

Gimmestad, M., H. Sletta, H. Ertesvig, K. Bakkevig, S. Jain, S.-J. Suh, G.
Skjak-Brak, T. E. Elling D. E. Ol and S. Valla. 2003. The Pseudo-
monas fluorescens AlgG protein, but not its mannuronan C5-epimerase ac-
tivity, is needed for alginate polymer formation. J. Bacteriol. 185:3515-3523.
Gimmestad, M., M. Steigedal, H. Ertesvag, S. Moreno, B. E. Christensen, G.
Espin, and S. Valla. 2006. Identification and characterization of an Azoto-
bacter vinelandii type 1 secretion system responsible for export of the AIgE-
type mannuronan C-5 epimerases. J. Bacteriol. 188:5551-5560.

. Hartmann, M., A. S. Duun, S. Markussen, H. Grasdalen, S. Valla, and G.

Skjak-Braek. 2002. Time-resolved 'H and '>C NMR spectroscopy for de-
tailed analyses of the Azotobacter vinelandii mannuronan C-5 epimerase
reaction. Biochim. Biophys. Acta 1570:104-112.

Haug, A., B. Larsen, and O. Smidsred. 1967. Studies on the sequence of
uronic acid residues in alginic acid. Acta Chem. Scand. 21:691-704.
Haugan, K., P. Karunakaran, J. M. Blatny, and S. Valla. 1992. The pheno-
types of temperature-sensitive mini-RK2 replicons carrying mutations in the
replication control gene #rfA4 are suppressed nonspecifically by intragenic cop
mutations. J. Bacteriol. 174:7026-7032.

Heyraud, A., C. Gey, C. Leonard, C. Rochas, S. Girond, and B. Kloareg.
1996. NMR spectroscopy analysis of oligoguluronates and oligomannurona-
tes prepared by acid or enzymatic hydrolysis of homopolymeric blocks of
alginic acid. Application to the determination of the substrate specificity of
Haliotis tuberculata alginate lyase. Carbohydr. Res. 289:11-23.

Hgidal, H. K., B. I. G. Svanem, M. Gimmestad, and S. Valla. 2000. Mannu-
ronan C-5 epimerases and cellular differentiation of Azotobacter vinelandii.
Environ. Microbiol. 2:27-38.

Karunakaran, P., J. M. Blatny, H. Ertesvdg, and S. Valla. 1998. Species-
dependent phenotypes of replication-temperature-sensitive #7£4 mutants of
plasmid RK2: a codon-neutral base substitution stimulates temperature sen-
sitivity by leading to reduced levels of #fA4 expression. J. Bacteriol. 180:3793—
3798.

Karunakaran, P., D. T. Endresen, H. Ertesvig, J. M. Blatny, and S. Valla.
1999. A small derivative of the broad-host-range plasmid RK2 which can be
switched from a replicating to a non-replicating state as a response to an
externally added inducer. FEMS Microbiol. Lett. 180:221-227.

Keen, N. T., S. Tamaki, D. Kobayashi, and D. Trollinger. 1988. Improved
broad-host-range plasmids for DNA cloning in Gram-negative bacteria.
Gene 70:191-197.

Larsen, B., and A. Haug. 1971. Biosynthesis of alginate. I. Composition and

28.

29.

30.

31

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44,

45.

AZOTOBACTER VINELANDII ALGINATE LYASES 4853

structure of alginate produced by Azotobacter vinelandii (Lipman). Carbo-
hydr. Res. 17:287-296.

Miyake, O., A. Ochiai, W. Hashimoto, and K. Murata. 2004. Origin and
diversity of alginate lyases of families PL-5 and -7 in Sphingomonas sp. strain
Al. J. Bacteriol. 186:2891-2896.

Qurollo, B. A., P. E. Bishop, and H. M. Hassan. 2001. Characterization of the
iron superoxide dismutase gene of Azotobacter vinelandii: sodB may be es-
sential for viability. Can. J. Microbiol. 47:63-71.

Sadoff, H. L. 1975. Encystment and germination in Azotobacter vinelandii.
Bacteriol. Rev. 39:516-539.

Sambrook, J., and D. W. Russell. 2001. Molecular cloning: a laboratory
manual, 3rd ed. Cold Spring Harbor Laboratory Press, Cold Spring Har-
bor, NY.

Setubal, J. C., P. dos Santos, B. S. Goldman, H. Ertesvig, G. Espin, L. M.
Rubio, S. Valla, N. F. Almeida, D. Balasubramanian, L. Cromes, L. Curatti,
Z. Du, E. Godsy, B. Goodner, K. Hellner-Burris, J. A. Hernandez, K.
Houmiel, J. Imperial, C. Kennedy, T. J. Larson, P. Latreille, L. S. Ligon, J.
Lu, M. Mzrk, N. M. Miller, S. Norton, I. P. O’Carroll, 1. Paulsen, E. C.
Raulfs, R. Roemer, J. Rosser, D. Segura, S. Slater, S. L. Stricklin, D. J.
Studholme, J. Sun, C. J. Viana, E. Wallin, B. Wang, C. Wheeler, H. Zhu,
D. R. Dean, R. Dixon, and D. Wood. 2009. Genome sequence of Azotobacter
vinelandii, an obligate aerobe specialized to support diverse anaerobic met-
abolic processes. J. Bacteriol. 191:4534-4545.

Simon, R., U. Priefer, and A. Piihler. 1983. A broad host range mobilization
system for in vivo engineering: transposon mutagenesis in Gram negative
bacteria. Bio/Technology 1:784-791.

Skjék-Brzek, G., H. Grasdalen, and B. Larsen. 1986. Monomer sequence and
acetylation pattern in some bacterial alginates. Carbohydr. Res. 154:239—
250.

Smidsred, O., and K. I. Draget. 1996. Chemistry and physical properties of
alginates. Carbohydr. Eur. 14:6-13.

Svanem, B. I, G. Skjik-Brak, H. Ertesvag, and S. Valla. 1999. Cloning and
expression of three new Azotobacter vinelandii genes closely related to a
previously described gene family encoding mannuronan C-5-epimerases. J.
Bacteriol. 181:68-77.

Svanem, B. L, W. L. Strand, H. Ertesvig, G. Skjik-Brzk, M. Hartmann, T.
Barbeyron, and S. Valla. 2001. The catalytic activities of the bifunctional
Azotobacter vinelandii mannuronan C-5-epimerase and alginate lyase AlgE7
probably originate from the same active site in the enzyme. J. Biol. Chem.
276:31542-31550.

Trujillo-Roldan, M. A., S. Moreno, G. Espin, and E. Galindo. 2003. The roles
of oxygen and alginate-lyase in determining the molecular weight of alginate
produced by Azotobacter vinelandii. Appl. Microbiol. Biotechnol. 63:742—
747.

Trujillo-Roldan, M. A., S. Moreno, D. Segura, E. Galindo, and G. Espin.
2003. Alginate production by an Azotobacter vinelandii mutant unable to
produce alginate lyase. Appl. Microbiol. Biotechnol. 60:733-737.

Valla, S., J. Li, H. Ertesvag, T. Barbeyron, and U. Lindahl. 2001. Hexuronyl
C5-epimerases in alginate and glycosaminoglycan biosynthesis. Biochimie
83:819-830.

Wilson, K. J., A. Sessitsch, J. C. Corbo, K. E. Giller, A. D. Akkermans, and
R. A. Jefferson. 1995. B-Glucuronidase (GUS) transposons for ecological and
genetic studies of rhizobia and other Gram-negative bacteria. Microbiology
141:1691-1705.

Wong, T. Y., L. A. Preston, and N. L. Schiller. 2000. Alginate lyase: review
of major sources and enzyme characteristics, structure-function analysis,
biological roles, and applications. Annu. Rev. Microbiol. 54:289-340.
Wyss, O., M. G. Neumann, and M. D. Socolofsky. 1961. Development and
germination of the Azotobacter cyst. J. Biophys. Biochem. Cytol. 10:555-565.
Yamasaki, M., S. Moriwaki, W. Hashimoto, B. Mikami, and K. Murata.
2003. Crystallization and preliminary X-ray analysis of alginate lyase, a mem-
ber of family PL-7, from Pseudomonas aeruginosa. Acta Crystallogr. D Biol.
Crystallogr. 59:1499-1501.

Yamasaki, M., S. Moriwaki, O. Miyake, W. Hashimoto, K. Murata, and B.
Mikami. 2004. Structure and function of a hypothetical Pseudomonas aerugi-
nosa protein PA1167 classified into family PL-7: a novel alginate lyase with
a beta-sandwich fold. J. Biol. Chem. 279:31863-31872.

1sanb Aq Tzoz ‘2T AeN uo /Bio wse:ql//:dny woly papeojumod


http://jb.asm.org/

