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The spectroscopic properties of photoactive yellow protein (PYP) partially digested by
chymotrypsin were studied. Chymotrypsin yielded three major products that were yel-
low but distinguishable by SDS-PAGE. They were readily separated by DEAE-Sepharose
column chromatography. Protein sequencing and mass spectrometry demonstrated that
chymotrypsin cleaved the N-terminal 6, 15, or 23 amino acids (T6, T15, and T23). The
blue-shifts of the absorption maxima and the increases in the apparent pK, of the chro-
mophores relative to those of intact PYP were less than 4 nm and 0.2, respectively. The
absorption spectra of the near-UV intermediates produced from T6, T15, and T23 were
identical to that of intact PYP, but with lifetimes that were 140, 2,300, and 4,500 times
longer, respectively. These observations suggest that the recovery of the dark state of
PYP from the near-UV intermediate is accelerated by the N-terminal region, and that

this region acts as a regulatory factor for the photocycle of PYP.
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Photoactive yellow protein (PYP) is a putative photorecep-
tor protein for the negative phototaxis of purple photosyn-
thetic bacteria (7). It was first found in Ectothiorhodospira
halophila (2), and similar proteins were successively found
in other bacteria (3-7). The chromophore of PYP is a p-cou-
maric acid bound to Cys69 (8-11), which is deprotonated
and forms a hydrogen-bonding network with Tyr42 and
Glud6 (11), resulting in the bright yellow color (absorption
maximum, 446 nm). Upon absorption of a photon, the chro-
mophore is isomerized from the trans form to the cis form
(12-15), and thereafter, subsequent thermal reactions take
place to return photo-converted PYP to its original state.
This photocycle of PYP has been studied using various
techniques (16-20). To date, several intermediates have
been identified, and the intramolecular event involved in
the formation of each intermediate has been clarified.
Among the intermediates of PYP, the last one, PYP,,
(also called 12 or pB) is thought to be physiologically impor-
tant and is the best characterized. PYP,, is a bleached
intermediate with an absorption maximum at 357 nm and
an extinction coefficient relative to that of PYP of about 0.3.
The chromophore of PYP,, is in a protonated cis form
although that of PYP is in a deprotonated trans form. In
addition, a large conformational change in the protein moi-
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ety takes place upon the formation of PYP,, in solution (21,
22). The recovery of PYP from PYP,, takes ~100 ms and
involves thermal isomerization, deprotonation of the chro-
mophore, and global protein conformational change. Thus,
studies of the formation and decay of PYP,, provide a route
toward understanding the principle of the protein confor-
mational change essential for function.

In the course of previous experiments, we found that the
lifetime of PYP,, in a stale sample is extremely prolonged
(Tai, T. et al., unpublished observation). SDS-PAGE analy-
sis demonstrated that the molecular weight of PYP in such
a sample is slightly smaller than that of freshly prepared
PYP. This observation suggests that several amino acids in
a terminal region(s) have a great effect on the recovery of
PYP. To reproduce this observation, PYP was partially di-
gested by chymotrypsin and the resulting fragments were
separated. Using these samples, the spectroscopic proper-
ties of truncated PYPs were studied.

MATERIALS AND METHODS

PYP from E. halophila was prepared as reported previously
(23). Briefly, apoPYP was expressed in Escherichia coli and
extracted with 8 M urea in 10 mM Tris buffer (pH 7.4).
After 2-fold dilution in Tris buffer, holoPYP was reconsti-
tuted by adding p-coumaric anhydride (10), purified by
ammonium sulfate precipitation and DEAE-Sepharose col-
umn chromatography (Amersham Pharmacia Biotech), and
finally suspended in Tris buffer (10 mM Tris-HCl, 140 mM
NaCl, pH 7.4).

Purified PYP (final concentration, 2.3 mg/ml) was digest-
ed with bovine pancreas chymotrypsin (Wako, final concen-
tration, 0.027 mg/ml) at 20°C in the dark. During the incu-
bation, small aliquots (5 pl) were taken from the reaction
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mixture, supplemented with 1 pl of 100 mM PMSF in etha-
nol to inactivate the chymotrypsin, and kept at —80°C for
SDS-PAGE analysis (24).

To prepare truncated PYP on a large scale, 8 mg PYP
was digested with 0.08 mg chymotrypsin in 3.0 ml Tris
buffer for 16 h. After the addition of PMSF, the mixture
was applied to a DEAE-Sepharose column and eluted with
a gradient of NaCl (0200 mM) using a Hi-Load System
(Amersham Pharmacia Biotech).

N-termini of digested PYPs were sequenced by a protein
sequencer (Procise 492 or 476A, Applied Biosystems). Mass
spectra were recorded by MALDI (matrix assisted laser
desorption ionization)-TOF (time of flight}MS (Voyager
STR, PerSeptive Biosystems), using sinapinic acid as the
matrix. The mass of truncated PYP was calibrated using
the mass of intact PYP as the standard (M+H* =
14,020.8).

Absorption spectra were recorded on a Shimadzu
UV2400PC recording spectrophotometer with the tempera-
ture of the sample controlled by a refrigerated bath/circula-
tor (RTE-111, NESLAB). For pH-titration experiments, a
thin pH electrode (6069-10C, Horiba) was placed in the
sample cell, and the sample was continuously stirred by a
magnetic stirrer. The pH was changed by adding HCI (0.1-
1N).

The photoreaction of PYP was studied by measuring the
transient absorption spectra after photo-excitation using
multi-channel CCD spectroscopy system (S2000 system,
Ocean Optics). The deuterium lamp of a Beckman DU650
spectrophotometer was used as the monitoring light source.
PYP was excited by a short arc xenon flash lamp (SA200E,
Eagle) triggered by a delay pulse generator (DG535, Stan-
ford Research Systems).

The spectral and kinetic data were analyzed by IGOR
Pro ver. 3.14 for Windows (WaveMetrix).

RESULTS

Our preliminary experiments demonstrated that the life-
time of PYP,, in the truncated form is extremely long. To
reproduce this phenomenon, PYP was digested with chy-
motrypsin. The purified PYP sample was incubated with
chymotrypsin at 20°C in the dark. Changes in the absorp-
tion spectra of the reaction mixture are shown in Fig. la.
Intact PYP has an absorption maximum at 446 nm. With
time, the absorbance at 446 nm decreased with a slight
blue shift, and the absorbance at 350 nm increased. During
this reaction, small aliquots of the reaction mixture were
removed just prior to spectral measurement, the chymot-
rypsin was inactivated by the addition of PMSF, and the
samples were subjected to SDS-PAGE analysis (Fig. 1b).
Intact PYP has an apparent molecular weight of 18,800 on
SDS-PAGE, while its mass is 14,000 Da (25). Chymotryp-
sin digestion yielded three major fragments with apparent
molecular weights of 17,800, 14,400, and 13,500.

In order to study their spectroscopic properties, trun-
cated PYPs were prepared on a large scale. Eight milli-
grams of PYP was digested for 16 h under the same con-
ditions as for the experiment shown in Fig. 1. The resulting
mixture, which contained the three major fragments but
almost no intact PYP, was subjected to DEAE-Sepharose
column chromatography (Fig. 2) eluted with a linear gradi-
ent of NaCl (0-200 mM). The elution profile was obtained
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by monitoring the absorbance of the fractions at 446 nm,
and clearly showed the truncated PYPs to be separated
into three major components and two minor components.
The three major components, fractions 35-39 (Fr. 1), frac-
tions 4548 (Fr. 2), and fractions 68-70 (Fr. 3), were col-
lected and analyzed by SDS-PAGE (Fig. 2, inset). The
results demonstrate that the greater the number of cleaved
amino acid residues, the earlier the fragment eluted from
the column. The absorption spectra of these fragments are
shown in Fig. 3a. To determine the cleavage sites, the N-
termini of Fr. 1, Fr. 2, and Fr. 3 were sequenced by a pro-
tein sequencer (Table I). The fragments agree with se-
quences starting with Asp24, Alal6, and Gly7 of PYP
MALDI-TOF mass spectrometry demonstrated the masses
of Fr. 1, Fr. 2, and Fr.3 to be 11,487.5, 12,347.3, and
13,305.7 Da (Table I), which agree with the calculated
masses of Asp24-Vall25 (11,488.0 Da), Alal6-Vall25
(12,347.0 Da) and Gly7-Val125 (13,306.0 Da), respectively
(Table I). Therefore, Fr. 1, Fr. 2, and Fr. 3 lack the N-termi-
nal 23, 15, and 6 amino acids of PYP, and they are hereaf-
ter called T23, T15, and T6, respectively.

It is known that the chromophore of PYP is protonated
and bleached under acidic conditions (2, 26). Because pK, is
related to the strength of the hydrogen-bonding network
around the phenolic oxygen of the chromophore, pH titra-
tion experiments of the truncated PYPs were carried out.
The pH of the samples was lowered by adding HCI, and the
absorption spectra were recorded. The absorbance at 445
nm was then plotted against pH (Fig. 3b). The titration
curves for intact PYP, T6, T15, and T23 overlapped at pH
1.5-2.0 while they were separate at pH 2.0—4.0. The slope
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Fig. 1. Digestion of PYP with chymotrypsin. (a) 2.3 mg/ml PYP
(curve 1) was incubated at 20°C in the presence of 0.027 mg/ml chy-
motrypsin for 0.5, 1, 2, 4, 8, 16, and 32 h (curves 2-8, respectively).
The spectra were recorded with a 1 mm light pathlength. (b) SDS-
PAGE analysis of the reaction mixture.
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Fig. 2. Separation of truncated PYPs by DEAE-Sepharose col-
umn chromatography. The reaction mixtute after 16 h of incuba-
tion was applied to a DEAE Sepharose-column (2 X 10 cm) and
eluted with 0-200 mM NaCl. Each fraction was 1 ml. (Inset) SDS-
PAGE of intact PYP and three major components (Fr. 1-Fr. 3).
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Fig. 3. (a) Absorption spectra of intact PYP, T8, T15, and T23.
Those of T6 and T16 were normalized at 414 and that of T23 at 397
nm based on Fig. 1a. The absorption maxima of T6, T15, and T23
were 444, 443, and 442 nm, respectively. (b) pH titration of trun-
cated PYPs. The absorbance at 445 nm was plotted against pH for
‘intact PYP (open circles), T6 (open squares), T15 (closed circles), and
T23 (closed squares).

of the titration curves became gentle in the truncated
PYPs: the apparent Hill constant for intact PYP is 2.0,
while those of T6, T15, and T23 are 1.6, 1.5, and 14,
respectively. However, the apparent pK,, at which the
absorbance at 445 nm is 50% of that at neutral pH, was not
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TABLE I. N-terminal sequence and mass of truncated PYP.

N-terminal Mass* Thalpmed  Celcdiaid

Sample sequence M+H*) uence —
. Seq) M+H*)
Intact MEHVAFGSED.. 14,020.8 Met1-Vall25  14,020.8

Fr.1 DGLAFGAIQL... 11,4875 Asp24-Vall25 11,488.0
Fr.2 AKMDDGQLDG... 12,347.3 Alal6-Vall25 12,347.0
Fr.3 GSEDIEN... 13,305.7 Gly7-Val125 13,306.0

*Calibrated using the calculated mass of intact PYP.

altered greatly by truncation: 2.48 for intact PYP, 2.57 for
Té6, 2.64 for T15, and 2.50 for T23.

The photocycles of truncated PYPs were then studied by
flash photolysis in millisecond-second time scale, in which
PYP recovers from its M intermediate. Intact PYP, T6, T15,
and T23 were excited by a yellow flash (>410 nm), and the
transient difference absorption spectra before and after
excitation were recorded at 20°C (Fig. 4). In each data set,
the absorption spectrum before excitation was used as the
base line. In all samples, a decrease in the absorbance at
446 nm and an increase in the absorbance at 350 nm were
observed just after excitation (curves 1), indicating the for-
mation of M intermediates. The shapes of the positive
bands are compared in Fig. 4e. Because the shapes are
identical, the chromophore/protein interactions in the M
intermediates formed from truncated PYPs are similar to
that formed from intact PYP. The M intermediates decayed
to the original states with clear isosbestic points. The recov-
eries of the absorbance at 445 nm were plotted against the
time after excitation (Fig. 4f), and these were fitted by first-
order kinetics to estimate the lifetimes of the M intermedi-
ates. As a result, the lifetimes of PYP,,, T6,, T15,, and
T23,, were estimated to be 0.13, 18, 300, and 590 seconds,

respectively.

DISCUSSION

Chymotrypsin selectively cleaves the N-terminal region of
PYP, with cleavage sites at Phe6-Gly7, Leul5-Alal6, and
Leu23-Asp24. These are consistent with the knowledge
that chymotrypsin cleaves peptide bonds on the C-terminal
side of Tyr, Phe or Leu. PYP also has aromatic residues, but
these are not accessible to chymotrypsin under our experi-
mental conditions. However, it has previously been report-
ed that chymotrypsin cleaves Tyr42-Asn43 and Phe62-
Phe63 (27), a difference that may be due to the chymot-
rypsin concentration and/or reaction time. The electro-
phoresis pattern shows that T6 is produced first, followed
by T15 and T23.

Truncated PYPs were eluted from the DEAE-Sepharose
column in order of molecular weight. The NaCl concentra-
tion for elution was 70 mM for T23, 30 mM for T15, and
140 mM for T6 (Fig. 2), whereas that for intact PYP was
160 mM (data not shown). PYP has six acidic residues
(Glu2, Glu9, Aspl0, Glul2, Aspl9, and Asp20) and two
basic residues (His3 and Lys17) in the N-terminal region.
The pK, of Glu, Asp, His, and Lys are 4.25, 3.65, 6.00, and
10.53, respectively (28). Therefore, under our experimental
conditions (pH 7.4), the changes in the net charges by trun-
cation are calculated to be 0.96 for T6, 3.96 for T15, and
4.96 for T23. The affinity to DEAE-Sepharose is thus low-
ered by truncation, resulting in elution at lower concentra-
tion of NaCl than that for intact PYP.
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Fig. 4. Recoveries of truncated PYPs from their
M intermediates. Intact PYP (a), T6 (b), T15 (c),
and T23 (d) in Tris buffer (10 mM Tris-HCI, pH 7.4)
were excited with >410 nm flash at 20°C and the
transient difference absorption spectra were record-
ed. Scale bars represent 0.02 absorbance. (a) 0, 30,
60, 110, 230, 460, and 920 ms after excitation
(curves 1-7, respectively). (b) 0, 1.5, 3.1, 6.1, 12.3,
24.6, and 49.3 s after excitation (curves 1-7, respec-
tively). (c) and (d) 0, 22, 44, 88, 176, 351, and 702 8
after excitation (curves 1-7, respectively). (e) Curves
1 for intact PYP, T6, T15, and T23 were compared af-
ter normalization at 350 nm. (f) Absorbance changes
at 445 nm were plotted against time after excitation
in logarithmic scale and fitted by first-order kinetics.
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pH titration experiments demonstrated that the appar-
ent pK, of truncated PYP is almost identical to that of
intact PYP. However, the apparent Hill constants, which
correlate with cooperativity, differ: the Hill constants of
intact PYP, T6, T15, and T23 are 2.0, 1.6, 1.5, and 1.4,
respectively. Therefore, at least two reactions are involved
in the protonation of the chromophore upon acidification,
and those in intact PYP are the most cooperative. Namely,
in intact PYP, the native structure of the protein moiety
prevents protonation of the chromophore, and, at the same
time, the deprotonated chromophore hinders the acid dena-
turation of the protein moiety, probably due to the hydro-
gen-bonding network. However, such cooperativity is
partially lost when the N-terminal region is truncated. This
trend is prominent at pH 24 rather than at pH 1.5-2.
Under strong acid conditions, the N-terminal region is un-
folded (29) so that truncation of this region would not affect
the protonation of the chromophore.

Although truncation has a small effect on the absorption
maximum and apparent pK, in the dark states, the lifetime
of PYP,, is strikingly different. Our data clearly demon-
strate that the N-terminal region accelerates the recovery
of PYP from PYP,,. PYP has a six-strand B-sheet structure
in its central part (11), with the chromophore loop contain-
ing Cys69 located on one side, and N-terminal region
located on the opposite side. Furthermore, the N-terminal 4

amino acids are exposed to solvent in solution (30). There-
fore, no direct interaction seems to exist between the chro-
mophore and the N-terminal amino acids. In fact, the
absorption spectra of the M intermediates as well as the
dark states of truncated PYPs are similar to those of intact
PYP. This suggests that the electrostatic interaction to the
chromophore is not altered by truncation. The N-terminal
region is therefore considered to interact with other amino
acid residues rather than the chromophore to regulate pro-
tein conformational change.

The protein structure of PYP is radically changed upon
the formation of PYP,,, resulting in the partially unfolded
state (22, 31, 32). The structure of the N-terminal region of
PYP in the crystal (11) is different from that in solution
(30). Recent H-D exchange experiments have suggested
exposure of the N-terminal region of PYP during the photo-
cycle (29). Therefore, the N-terminal region appears to be
highly mobile and partial denaturation of this region to be
essential for the formation of PYP,,. The primary struc-
tures of PYPs in Helochromatium salexigens (5), Rhodot-
halassium salexigens (6), Rhodobacter sphaeroides (7), and
Rhodobacter capsulatus (33) have been identified in addi-
tion to that in E. halophila. In the N-terminal region, Met1,
Phe6, Gly7, Aspl0, Asnl3, and Alal6 are completely con-
served among these PYPs. These residues seem to be
responsible for the regulation of the photocycle by the N-
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terminus. Because no solution structure for PYP,, at high
resolution has been reported, the interactions of these
amino acid residues in the M state remain unclear. How-
ever, they may interact with the amino acid residue at the
core of the protein, and this may regulate the protein con-
formational changes. This issue should be clarified by sys-
tematic site-directed mutagenesis.
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10.

11.

13.

Vol.

REFERENCES

. Sprenger, W.W., Hoff, W.D., Armitage, J.P,, and Hellingwerf, K.J.

(1993) The eubacterium Ectothiorhodospira halophila is nega-
tively phototactic, with a wavelength dependence that fits the
absorption spectrum of the photoactive yellow protein.J. Bacte-
riol. 175, 3096-3104

. Meyer, TE. (1985) Isolation and characterization of soluble

cytochromes, ferredoxins and other chromophoric proteins from
the halophilic phototrophic bacterium Ectothiorhodospira halo-
phila. Biochim. Biophys. Acta 808, 175-183

. Meyer, TE,, Fitch, J.C., Bartsch, R.G., Tollin, G., and Cusanov-

ich, M.A. (1990) Soluble cytochromes and a photoactive yellow
protein isolated from the moderately halophilic purple pho-
totrophic bacterium, Rhodospirillum salexigens. Biochim. Bio-
phys. Acta 1018, 364-370

. Meyer, TE, Cannac, V., Fitch, J., Bartsch, R.G., Tollin, D., Tol-

lin, G., and Cusanovich, M.A. (1990) Soluble cytochromes and
ferredoxins from the marine purple phototrophic bacterium,
Rhodopseudomonas marina. Biochim. Biophys. Acta 1017, 125—
138

. Koh, M., Van Driessche, G., Samyn, B., Hoff, WD, Meyer, TE.,

Cusanovich, M.A., and Van Beeumen, J.J. (1996) Sequence evi-
dence for strong conservation of the photoactive yellow proteins
from the halophilic phototrophic bacteria Chromatium salexi-
gens and Rhodospirillum salexigens. Biochemistry 35, 2526—
2534

. Kort, R., Hoff, W.D., Van West, M., Kroon, A.R., Hoffer, SM,,

Vlieg, K H., Crielaard, W., Van Beeumen, J.J., and Hellingwerf,
K.J. (1996) The xanthopsins: a new family of eubacterial blue-
light photoreceptors. EMBO J. 15, 3209-3218

. Kort, R., Phillips-Jones, M.K., van Aalten, D.M., Haker, A., Hof-

fer, S.M., Hellingwerf, K.J., and Crielaard, W. (1998) Sequence,
chromophore extraction and 3-D model of the photoactive yel-
low protein from Rhodobacter sphaeroides. Biochim. Biophys.
Acta 13885, 1-6

. Hoff, W.D., Duix, P, Hard, K., Devreese, B., Nugteren-Roodzant,

I.M.,, Crielaard, W., Boelens, R., Kaptein, R., Van Beeumen, J.,
and Hellingwerf, K.J. (1994) Thiol ester-linked p-coumaric acid
as a new photoactive prosthetic group in a protein with rhodop-
sin-like photochemistry. Biochemistry 33, 1395913962

. Baca, M., Borgstahl, G.E.O., Boissinot, M., Burke, PM., Will-

iams, D.R., Slater, KA., and Getzoff, E.D. (1994) Complete
chemical structure of photoactive yellow protein: novel thio-
ester-linked 4-hydroxycinnamyl chromophore and photocyde
chemistry. Biochemistry 38, 14369-14377

Imamoto, Y., Ito, T., Kataoka, M., and Tokunaga, F. (1995) Re-
constitution photoactive yellow protein from apoprotein and p-
coumaric acid derivatives. FEBS Leit. 374, 1567-160

Borgstahl, G.E.O., Williams, D.R., and Getzoff, E.D. (1995) 1.4
A structure of photoactive yellow protein, a cytosolic photore-
ceptor: unusual fold, active site, and chromophore. Biochemis-
try 84, 6278-6287

. Kort, R., Vonk, H., Xu, X,, Hoff, W.D., Crielaard, W., and Hell-

ingwerf, K.J. (1996) Evidence for trans-cis isomerization of the
p-coumaric acid chromophore as the photochemical basis of the
photocycle of photoactive yellow protein. FEBS Lett. 382, 73-78
Genick, UK, Borgstahl, GE., Ng, K, Ren, Z., Pradervand, C.,

130, No. 1, 2001

14.

15.

16.

17.

18.

19.

20.

21.

22.

26.

27.

55

Burke, PM., Srajer, V., Teng, T.Y., Schildkamp, W., McRee, D.E.,
Moffat, K., and Getzoff, E.D. (1997) Structure of a protein pho-
tocycle intermediate by millisecond time-resolved crystallogra-
phy. Science 275, 1471-1475

Genick, UK., Soltis, S.M., Kuhn, P, Canestrelli, I.L., and Get-
zoff, E.D. (1998) Structure at 0.85 A resolution of an early pro-
tein photocycle intermediate. Nature 392, 206-209

Perman, B., Srajer, V., Ren, Z., Teng, T, Pradervand, C., Ursby,
T., Bourgeois, D., Schotte, F., Wulff, M., Kort, R., Hellingwerf,
K., and Moffat, K. (1998) Energy transduction on the nanosec-
ond time scale: early structural events in a xanthopsin photocy-
cle. Science 279, 19461950

Hoff, W.D., Van Stokkum, .LH.M., Van Ramesdonk, H.J., Van
Brederode, M.E., Brouwer, AM., Fitch, J.C., Meyer, TE., Van
Grondelle, R., and Hellingwerf, K.J. (1994) Measurement and
global analysis of the absorbance changes in the photocycle of
the photoactive yellow protein from Ectothiorhodospira halo-
phila. Biophys. J. 67, 1691-1705

Imamoto, Y., Kataocka, M., and Tokunaga, F. (1996) Photoreac-
tion cycle of photoactive yellow protein from Ectothiorhodospira
halophila studied by low-temperature spectroscopy. Biochemis-
try 35, 14047-14053

Imamoto, Y., Mihara, K., Hisatomi, O., Kataoka, M., Tokunaga,
F, Bojkova, N., and Yoshihara, K (1997) Evidence for proton
transfer from Glu-46 to the chromophore during the photocycle
of photoactive yellow protein. J. Biol. Chem. 272, 12905-12908
Kim, M., Mathies, R.A., Hoff, W.D., and Hellingwerf, K.J. (1995)
Resonance Raman evidence that the thioesterlinked 4-hydrox-
ycinnamy] chromophore of photoactive yellow protein is depro-
tonated. Biochemistry 84, 12669-12672

Xie, A, Hoff., W.D., Kroon, A R., and Hellingwerf, K.J. (1996)
Glu486 donates a proton to the 4-hydroxycinnamate anion chro-
mophore during the photocycle of photoactive yellow protein.
Buochemistry 35, 14671-14678

Rubinstenn, G., Vuister, G.W., Mulder, F.A., Dux, P.E., Boelens,
R., Hellingwerf, K.J., and Kaptein, R. (1998) Structural and
dynamic changes of photoactive yellow protein during its photo-
cycle in solution. Nat. Struct. Biol. 5, 568-570

Ohishi, S., Shimizu, N., Mihara, K., Imamoto, Y., and Kataoka,
M. (2001) Light induces destabilization of photoactive yellow
protein. Biochemistry 40, 2854—2859

. Mihara, K., Hisatomi, O., Imamoto, Y., Katacka, M., and

Tokunaga, F. (1997) Functional expression and site-directed
mutagenesis of photoactive yellow protein. J Biochem. 121,
876880

. Laemmli, UK (1970) Cleavage of structural proteing during

the assembly of the head of bacteriophage T4. Nature 227, 680-
685

. Hoff, W.D., Sprenger, W.W., Postma, P.W., Meyer, T.E., Veenhuis,

M., Leguijt, T, and Hellingwerf, K.J. (1994) The photoactive
yellow protein from Ectothiorhodospira halophila as studied
with a highly specific polyclonal antiserum: (intra)cellular
localization, regulation of expression, and taxonomic distribu-
tion of cross-reacting proteins. J Bacteriol. 178, 3920-3927
Imamoto, Y., Koshimizu, H., Mihara, K., Hisatomi, O., Mizu-
kami, T.,, Tsujimoto, K., Kataocka, M., and Tokunaga, F. (2001)
Roles of amino acid residues near the chromophore of photoac-
tive yellow protein. Biochemistry 40, 4679-4685

Van Beeumen, J.J., Devreese, B.V,, Van Bun, SM., Hoff, WD,
Hellingwerf, K.J., Meyer, TE., McRee, D.E., and Cusanovich,
M.A. (1993) Primary structure of a photoactive yellow protein
from the phototrophic bacterium Ectothiorhodospira halophila,
with evidence for the mass and the binding site of the chro-
mophore. Protein Sci. 2, 1114-1125

. Imahori, K and Yamakawa, T. (1998) Seikagaku Jiten (in Japa-

nese), Tokyo Kagaku Dojin, Tokyo

Craven, CJ., Derix, N.M., Hendriks, J., Boelens, R., Hellingw-
erf, K.J., and Kaptein, R. (2000) Probing the nature of the blue-
shifted intermediate of photoactive yellow protein in solution
by NMR: hydrogen-deuterium exchange data and pH studies.
Biochemistry 39, 14392-14399

Diix, P., Rubinstenn, G., Vuister, G.W., Boelens, R., Mulder,

2T0Z ‘0€ Jequueldas uo A1siealun Buisied e /Blo'seulnolpioixo-qly:dny woly pepeojumoq


http://jb.oxfordjournals.org/

56

31.

FA., Hard, K, Hoff, W.D., Kroon, A R., Crielaard, W., Hellingw-
erf, K.J,, and Kaptein, R. (1998) Solution structure and back-
bone dynamics of the photoactive yellow protein. Biochemistry
37, 12689-12699

Van Brederode, M.E., Hoff, W.D.,, Van Stokkum, I.H.M., Groot,
M.-L., and Hellingwerf, K.J. (1996) Protein folding thermody-
namics applied to the photocyde of the photoactive yellow pro-

32.

M. Harigai et al.

tein. Biophys. J. 11, 365-380

Hoff, W.D., Van Stokkum, I.LH.M., Gural, J., and Hellingwerf,
K.J. (1997) Comparison of acid denaturation and light activa-
tion in the eubacterial blue-light receptor photoactive yellow
protein. Biochim. Biophys. Acta 1322, 151-162

Jiang, Z. and Bauer, E.C. (1998) GenBank Accession Number
AF064095

J. Biochem.

2702 ‘0€ Joquieidss uo Alsiealun Bued e /61o'sfeulnolpioxogl//:dny wouj pspeojumoq


http://jb.oxfordjournals.org/

