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Survival of organisms in dynamic environments requires accurate
perception and integration of signals. At the molecular level, signal
detection is mediated by signal receptor proteins that largely are of
modular composition. Sensor modules, such as the widespread Per–ARNT–
Sim (PAS) domains, detect signals and, in response, regulate the biological
activity of effector modules. Here, we exploit the modularity of signal
receptors to design and engineer synthetic receptors that comprise two PAS
sensor domains responsive to different signals, and we use these signals to
control the activity of a histidine kinase effector. Designed two-input PAS
receptors detected oxygen and blue light in a positive cooperative manner.
The extent of the response to the signals was dictated by domain topology:
the dominant regulatory effect was exerted by the PAS domain proximal to
the effector domain. The presence of one sensor domain modulated the
signal response function of the other. Sequence and structural data on
natural receptors with tandem PAS domains show that these are
predominantly linked by short amphipathic α-helices. Signals from
multiple sensor domains could be integrated and propagated to the effector
domain as torques. Our results inform the rational design of receptors that
integrate multiple signals to modulate cellular behavior.
© 2010 Elsevier Ltd. All rights reserved.
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Introduction

Excitability, the ability to detect and react to
environmental stimuli, is a basic property of life.
Living organisms must sense diverse chemical and
physical input signals such as light, temperature,
electric field, or the concentration of nutrients or
toxins, and respond with appropriate output be-
havior. Multiple signals must be processed and
integrated, which may be achieved at the molecular,
cellular, or tissue level.1 At the molecular level,
signal detection is mediated by so-called signal
receptor proteins. A hallmark of many signal
receptors is their modular composition, which
largely separates input (or sensor) and output (or
effector) functionalities into distinct structural enti-
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ties (i.e., proteins or protein domains).1,2 Signal-
dependent interactions between sensors and effec-
tors modulate the biological activity of the receptor.
Per–ARNT–Sim (PAS) domains represent a wide-

spread and versatile class of signal sensor and protein
interaction domains.3,4 As a family, PAS domains
detect a wide range of physical and chemical signals
and regulate the activities of diverse effector proteins.
Despite this diversity, PAS domains share similar
tertiary structures and certain signaling principles
and mechanisms, and at least some PAS domains are
functionally interchangeable.4 For example, we
replaced the oxygen-sensing PAS B domain of the
histidine kinase FixL from Bradyrhizobium japonicum
with a blue-light-sensitive PAS domain of the light–
oxygen–voltage (LOV) subfamily5 from the Bacillus
subtilis photoreceptor YtvA. The resulting chimeric
protein YF1 largely retained the catalytic efficiency of
FixL, yet was regulated by blue light instead of
oxygen.6 We thus successfully reprogrammed the
signal specificity of the protein. The modularity of
natural signaling proteins provides a powerful
means for producing novel protein switches by
recombination of sensor and effector domains.7
d.
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Fig. 1. Domain architectures of the parent PAS
receptor proteins YtvA and FixL and the synthetic PAS
receptor proteins derived from them: YF1, FixLΔA, YHF,
and HYF. Linkers between protein domains are denoted
L0–L4. YHF is equivalent to LOV-FixLΔA, and HYF is
equivalent to PAS-B-YF1.
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Many proteins contain multiple PAS domains or
combine PAS domains with other signaling
domains,8 but the role of multiple PAS domains is
poorly understood. How do several signaling
domains interact? Do they detect multiple signals?
If so, how are these signals integrated? What
determines their gating properties? We address
these questions by synthesis. We engineered var-
iants of FixL comprising both its oxygen-sensitive
PAS B domain and the blue-light-sensitive LOV
domain of YtvA, and examined how these two-
input PAS receptor proteins responded to the
signals oxygen and blue light. Our findings provide
the basis for the rational design of synthetic protein
switches that respond to multiple signals.
The parent protein YtvA comprises an N-terminal

LOV photosensor domain and a C-terminal STAS
effector domain9 (Fig. 1), and elicits the general stress
response in B. subtilis upon blue-light absorption.10

In the second parent FixL, two tandem PAS domains,
denoted PAS A and PAS B, are linked N-terminally
to a histidine kinase domain comprising the dimer-
ization/phosphoacceptor subdomain DHp and the
catalytic subdomain CA (Fig. 1). FixL forms part of
the FixL/FixJ two-component system that regulates
nitrogen metabolism in B. japonicum in response to
oxygen levels.11,12 The PAS A domain does not bind
Table 1. Description and activity of histidine kinases

Protein Description of fusion

YF1b YtvA (1–127)–FixL (258–505)
FixLb FixL (1–505)
FixLΔA FixL (131–505)
YHF YtvA (1–127)–FixL (130–505)
YHFΔ138–139 YtvA (1–127)–FixL (130–137)–FixL (140–505)
YHFΔ136–139 YtvA (1–127)–FixL (130–135)–FixL (140–505)
YHFΔ137–140 YtvA (1–127)–FixL (130–136)–FixL (141–505)
YHFΔ138–141 YtvA (1–127)–FixL (130–137)–FixL (142–505)
HYF FixL (133–261)–YtvA (5–127)–FixL (258–505)

a Activities of histidine kinases in FixJ phosphorylation assays. (⁎)
b Data taken from Möglich et al.6
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any known cofactor, and its specific biological role is
uncertain. The PAS B domain is a sensor domain: it
binds a heme (iron protoporphyrin IX) cofactor that
can exist in reduced (ferrous; FeII) and oxidized
(ferric; FeIII) states.13 Under anaerobic conditions,
ferrous deoxy FixL is active as a histidine kinase.
Using ATP as substrate, deoxy FixL first undergoes
autophosphorylation at a histidine residue in the
dimerization/phosphoacceptor subdomain and then
transfers the phosphate group to an aspartate residue
in its cognate noncovalently bound response regula-
tor, FixJ.11 Phospho-FixJ stimulates the transcription
of genes involved in nitrogen metabolism. Binding of
molecular oxygen to the ferrous heme produces oxy
FixL with greatly reduced kinase activity. Oxidation
to the ferric form generates met FixL with kinase
activity identical with that in the ferrous deoxy
state.14 Binding of cyanide or imidazole to the met
state yields cyanomet FixL or imidazolemet FixL,
respectively, both of which are largely devoid of
kinase activity.
Results

Engineering two-input PAS receptors

Fusion proteins comprising two PAS sensor
domains and a histidine kinase domain were gener-
ated by modular recombination of domains from the
two parent proteins B. subtilis YtvA and B. japonicum
FixL (Fig. 1). Previously, we constructed the fusion
protein YF1 by replacing both the PAS A domain and
the PAS B domain of FixL with the single LOV
domain of YtvA (Fig. 1).6 The signal specificity of
histidine kinase activity was thus reprogrammed
from the diatomic ligands oxygen and cyanide to blue
light. Both in vitro and in vivo, YF1 displayed histidine
kinase activity in the dark; upon blue-light absorp-
tion, net kinase activitywas eliminated, andYF1 acted
as a light-activated phosphatase.6

Here, we investigate the role and interplay of
multiple PAS sensor domains by protein design of
histidine kinases that comprise two sensor domains.
We generated the chimeric protein YHF in which
we replace the PAS A domain of FixL with the LOV
Turnover [mol FixJ (mol kinase)−1 h−1]a

Dark Light Cyanide Light and cyanide

56.4±2.8 ⁎ — —
80.2±3.6 — 0.086±0.014 —
2.1±0.2 — 0.33±0.04 —
123±12 38.9±5.5 2.1±0.3 ⁎

⁎ ⁎ ⁎ ⁎
⁎ ⁎ ⁎ ⁎
⁎ — — —
⁎ — — —

3.8±0.7 0.81±0.08 2.0±0.2 ⁎

No detectable activity; (—) corresponding data not determined.
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Fig. 2. YHF kinase activity is regulated by blue light and
molecular oxygen in a positive cooperative manner. Phos-
phate incorporation into FixJ over time was detected by
autoradiography using [γ-32P]ATP. In the presence of either
light or oxygen, the activity of YHF is moderately reduced;
introduction of both signals strongly reduces activity.
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domain of YtvA (Fig. 1, Table 1). YHF thus
comprises both the light-sensitive LOV domain of
YtvA and the heme-binding oxygen-sensitive PAS B
domain of FixL. A characteristic DID sequence motif
at the C terminus of FixL PAS A, which is related to
the DIT consensus motif found in other PAS
domains,4,6 precisely defines the C-terminal domain
boundary of the PAS A domain and facilitates the
design of YHF even in the absence of explicit
structural information.
UV/Vis absorption spectroscopy confirmed that

YHF incorporated its two cofactors, flavin mononu-
cleotide (FMN) and heme, and interacted with its
separate signals (light or diatomic ligands) similarly
to its two parent proteins (Fig. S1a). Upon blue-light
absorption, YHF reversibly underwent the charac-
teristic LOV photocycle,5 which is accompanied by
spectral changes indicative of the formation of a
thioether bond between a conserved cysteine resi-
due in the LOV domain and atom C(4a) of the FMN
cofactor.15 Light-induced spectral changes were
closely similar to those observed for YF16 and the
parent YtvA.9 Absorption spectroscopy also con-
firmed that, similar to the other parent FixL, YHF
can adopt both ferrous and ferric states. Upon
binding of cyanide or imidazole, met YHF displayed
spectral changes that correspond to those for met
FixL (Fig. S1a). As indicated by difference absorp-
tion spectra, the LOV photoreaction was unaffected
by the presence of cyanide (Fig. S1b) and, vice versa,
cyanide binding induced the same spectral changes
under both dark and light conditions (Fig. S1c).
Sedimentation equilibrium centrifugation at YHF

protein concentrations of between 2 and 7 μM
revealed the presence of a single species with an
apparent molecular mass of 121.2±9.4 kDa. Based
on the expected dimer molecular mass of 115.8 kDa,
we conclude that YHF, like FixL and YF1, predom-
inantly exists as a dimer in solution.6

Heterotropic cooperativity between signals
in YHF

We determined the catalytic activity of YHF in FixJ
phosphorylation experiments under multiple turn-
over conditions, as described for YF1.6,14 Briefly,
fusion kinases were equilibrated at 23 °C in the
presence of an excess of FixJ. Reactions were initiated
by addition of an excess of [γ-32P]ATP, aliquots were
taken at different times and separated by gel
electrophoresis, and the extent of phospho-FixJ
formation was quantitated by phosphorimaging.
The initial reaction velocity under these conditions
was taken as a measure of net kinase catalytic
activity.6 In the absence of signals (i.e., in the met
state in the dark), YHF phosphorylated FixJ with an
initial reaction velocity of 123±12 mol FixJ (mol
kinase)− 1 h−1 (Fig. 2)‡. Upon the introduction of
‡ In the following, we drop the two mole terms and
report kinase activities in units of h− 1.
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saturating amounts of either light or oxygen as signal,
activity was reduced by 2-fold to 3-fold. The activity
of met YHF in the light was 38.9±5.5 h−1, and the
activity of oxy YHF in the dark was 54.5±7.6 h−1. In
the presence of both light and oxygen, YHF activity
was reduced by 280-fold to 0.44±0.05 h−1. Together,
the signals led to a greater than multiplicative
reduction of activity compared with the reduction
in activity observed for light and oxygen separately.
Thus, the presence of both signals light and oxygen
had a positive heterotropic cooperative effect on YHF
activity.16 Heterotropic cooperativity was not re-
stricted to light and oxygen, but was also observed in
the met state (Fig. 3). In the dark, addition of cyanide
to form cyanomet YHF reduced the activity of met
YHF by 60-fold to 2.1±0.3 h−1; in the light, the
activity was too low to be measurable (b0.04 h−1),
corresponding to at least a 1000-fold reduction of
activity in comparison to met YHF in the dark.
Similarly, addition of imidazole reduced the activity
of met YHF by 2.9-fold to 42.6±4.9 h−1 in the dark
and by 110-fold to 1.1±0.1 h−1 in the light.
Under identical reaction conditions, the net

kinase activity of YF1 was 56.4±2.8 h−1 in the
dark (Fig. 3).6 Light absorption led to a more than
1000-fold reduction. For the parent FixL, the
activity was 80.2±3.6 h−1 in the met state and
0.086±0.014 h−1 in the cyanomet state.6 Complete
removal of the PAS A domain from FixL to yield
met FixLΔA (Fig. 1) led to a reduction of kinase
activity to 2.1±0.2 h−1. Addition of cyanide further
reduced activity to 0.33±0.02 h−1.
Signal response in YHF

We next studied the effect of signals on YHF
activity upon partial saturation with the signals.
Cyanide could not be used as a signal in these
experiments due to its long equilibration times and
lecular Level: Signal Integration in Designed Per–ARNT–Sim
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Fig. 3. Kinase activity and signal-dependent regulation of histidine kinase variants. Assay conditions were as
indicated in the table below the figure and by different colors. Blue bars denote net kinase activities in the dark; orange
bars denote activities in the light; red bars denote activities in the presence of oxygen; gray bars denote activities in the
presence of 200 mM imidazole; and green bars denote activities in the presence of 10 mM cyanide. Asterisks indicate
activities below the detectable limit of 0.04 h−1 (broken line). Crosses (X) indicate expected activities in the presence of the
two signals if the signals acted noncooperatively.
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high affinity (Kd∼1 μM) for the PAS B domain;17

thus, imidazole was used. First, we conducted
activity assays in the dark at varying imidazole
concentrations (Fig. 4a). As determined by absorp-
tion spectroscopy, imidazole binding by met YHF
was best described by a single-site isotherm with
dissociation constant Kd=31.7±3.9 mM. No homo-
tropic cooperativity between the two imidazole
binding sites within dimeric YHF was observed.
The effect of imidazole on YHF activity could
similarly be fitted by a single-site isotherm with
the same dissociation constant Kd=27.5±6.8 mM.
Thus, binding of imidazole to YHF was linearly
correlated to reduction in kinase activity.
Second, we measured the activity of YHF after

partial photobleaching, the extent of which was
monitored by absorption spectroscopy (Fig. 4b).
Upon illumination with low-intensity blue light,
the fraction of YHF in the dark state decayed in a
first-order reaction with time constant τ=109±27 s.
The kinase activity of YHF also decayed in a first-
order reaction with the same time constant τ=138±
31 s. As for imidazole binding, the extent of signal
saturation (here light absorption) was linearly
correlated to reduction in kinase activity.
Third, we measured the dark recovery of the

absorption spectra and the kinase activity of YHF
after complete photobleaching (Fig. 4c). Similar to
YF1,6 the absorption spectra of YHF fully recov-
ered from photobleaching in a biphasic manner.
Approximately 70% of the amplitude was regained
with time constant τ1=6720±20 s, and the remain-
ing 30% was regained in a very slow phase
(τ2N25,000 s). The kinase activity of photobleached
YHF samples fully recovered in a first-order
reaction with τ=7900±2500 s, corresponding to
the time constant of the main phase of the
absorption data.
Interestingly, YF1 kinase activity recovered after

photobleaching in a sigmoid fashion, implying
homotropic cooperativity between subunits within
the dimeric YF1 protein.6 In contrast, no such
homotropic cooperativity is observed for YHF. For
Please cite this article as: Möglich, A., et al., Addition at the Mo
Receptor Proteins, J. Mol. Biol. (2010), doi:10.1016/j.jmb.2010.05.019
both signals imidazole and light, the effect on YHF
kinase activity is directly proportional to the
degree of saturation with the signal. Thus, homo-
tropic interactions between signals in YHF are
noncooperative, but heterotropic interactions (e.g.,
between imidazole and light) are cooperative.
Signal response is governed by domain topology

We investigated whether the sequential order of
sensor domains affects the activity and regulation
of two-input PAS proteins by engineering the
protein HYF in which the order of PAS sensor
domains is reversed in comparison to YHF (Fig. 1).
HYF thus links the PAS B domain of FixL to the
LOV domain of YtvA and the histidine kinase
domain of FixL. As for YHF, HYF also incorpo-
rated its cofactors heme and FMN, interacted with
its signals light and cyanide, and, as shown by
sedimentation equilibrium centrifugation, formed
a dimer in solution with a molecular mass of
115.8±13.8 kDa.
In the dark, the kinase activity of met HYF was

3.8±0.7 h−1, a value substantially lower than that
of met YHF (123±12 h− 1) (Fig. 3). Cyanide
binding to met HYF resulted in a 1.9-fold
reduction of activity to 2.0±0.2 h−1; blue-light
absorption led to a 4.7-fold reduction of activity to
0.81±0.08 h−1. As for YHF, heterotropic interac-
tions between light and cyanide exerted a positive
cooperative effect on HYF; the combination of
both signals lowered activity by more than 90-fold
to below the detection threshold of 0.04 h−1.
However, the relative magnitude of the response
to the signals light and cyanide was reversed in
HYF in comparison to YHF (Fig. 3). In YHF, the
effect of cyanide on kinase activity much exceeded
that of light; in HYF, the effect of light modestly
exceeded that of cyanide. Thus, in both YHF and
HYF, the PAS domain proximal in sequence to the
histidine kinase domain exerted a stronger effect
on catalytic activity than the distal PAS domain.
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Fig. 4. Regulation of YHF activity by the signals
imidazole and light. In (a)–(c), UV/Vis absorption data
are shown as open symbols (○) or gray lines, kinase
activity data are shown as closed symbols (●), and fits of
the experimental data are shown as black lines. (a)
Imidazole binds to YHF in a noncooperative fashion
with dissociation constant Kd=31.7±3.9 mM, as deter-
mined by absorption spectroscopy. The decrease in YHF
activity upon addition of imidazole can be fitted by an
isotherm with Kd=27.5±6.8 mM. (b) Upon partial photo-
bleaching, the fraction of the YHF LOV domain in the dark
state decays in a first-order reaction with time constant
τ=109±27 s, as determined by absorption spectroscopy.
Under these conditions, YHF activity decays in a first-
order reaction with time constant τ=138±31 s. (c) After
saturating photobleaching, the fraction of the YHF LOV
domain in the dark state recovers with a time constant
τ1=6720±20 s, followed by a slower phase. YHF activity
fully recovers in a first-order reaction with time constant
τ=7900±2500 s.
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PAS–PAS linkers largely adopt an α-helical
conformation

Our previous work on YF1 showed that the
length of the linker between its LOV domain and
its histidine kinase domain crucially affects cata-
lytic activity and the extent and nature of its
regulation by light.6 To explore the properties of
PAS–PAS linkers, we analyzed the domain archi-
tecture and sequences of a large group of natural
Please cite this article as: Möglich, A., et al., Addition at the Mo
Receptor Proteins, J. Mol. Biol. (2010), doi:10.1016/j.jmb.2010.05.019
proteins that contain more than one PAS domain.
A survey of the Pfam database8 revealed that
multiple PAS domains within one protein are
common and that some proteins contain up to 15
annotated PAS domains. We identified 5002 pairs
of tandem PAS domains and aligned the sequences
of their intervening linkers (Fig. 5a). As in our
previous analyses of PAS–histidine kinases6 and
PAS–GGDEF proteins,4 many PAS domains within
the current data set showed a conserved DIT
sequence motif at their C terminus. However, the
DIT motif was conserved to a lesser extent than in
PAS-histidine kinases, and a sizable fraction of
PAS domains displayed different sequence motifs.
As observed for the linkers between PAS domains
and several effector domains,4,6 the PAS–PAS
linkers between tandem PAS domains were short
and showed an amphipathic sequence signature
with a heptad periodicity of hydrophobic residues.
Strikingly, 48% shared the same discrete length of
28 residues (Fig. 5b); FixL, YHF, and HYF all fall
into this most populated class. Minor populations
of linker length occurred at regular intervals of
three or four residues shorter or longer (Fig. 5b;
Fig. S2). These data argue for PAS–PAS linkers of
well-defined structure and largely rule out un-
structured linkers. The amphipathic sequence
signature and the constrained length distribution
(Fig. 5) suggest a predominantly α-helical confor-
mation of PAS–PAS linkers. The multiple PAS–
PAS linkers in proteins with more than two
tandem PAS domains show closely similar prop-
erties; no clear correlation was found between the
lengths and the sequences of individual PAS–PAS
linkers within the same protein. Since natural PAS
proteins are usually at least dimeric,4 amphipathic
linker helices could associate with each other or
with other helices to form helical bundles or coiled
coils, as we proposed for YF1.6

Deletion or insertion of two residues within an α-
helical or coiled-coil PAS–PAS linker would drasti-
cally change the relative orientation of tandem PAS
domains and thus be expected to have detrimental
effects on signal transmission and regulation of
protein activity. We tested this prediction experi-
mentally and found that deletion of two residues
from the PAS–PAS linker of YHF to form YHFΔ138–
139 indeed completely abolished kinase activity
under all conditions (Table 1). Similarly, removal of
four consecutive residues from different locations
within the linker (YHFΔ136–139, YHFΔ138–141,
and YHFΔ137–140) resulted in a complete loss of
kinase activity (Table 1). All linker deletion variants
incorporated their cofactors FMN and heme as
evidenced by absorption spectroscopy (data not
shown), indicating that their sensor domains are
correctly folded. Interestingly, the distribution of
linker lengths (Fig. 5b) shows that PAS–PAS linkers
in different proteins frequently differ by three or
four residues (e.g., 24 and 28 residues). While these
results clearly confirm that the integrity of the PAS–
PAS linker is important for function, more research
is needed to fully understand its properties.
lecular Level: Signal Integration in Designed Per–ARNT–Sim
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Fig. 5. Tandem PAS domains are connected by α-helical linkers. (a) Multiple sequence alignment of the PAS–PAS
linkers between 5002 tandem PAS domains. A representative subset of 15 sequences is shown and labeled with their
UniProt18 identifiers; B. japonicum FixL (FIXL_BRAJA) is highlighted in boldface. Residues conserved in more than half of
all 5002 sequences are shown in bold red; brown shading denotes columns with more than 50% hydrophobic residues. On
average, PAS–PAS linkers display an amphipathic sequence signature with a heptad periodicity of hydropathy.
Hydrophobic positions are labeled a and d according to standard nomenclature.19 (b) Distribution of linker lengths in
tandem PAS domains as calculated by the number of residues between the blue arrows indicated in (a). About 48% of all
sequences display a discrete linker length of 28 residues. Minor populations of linkers are longer or shorter by multiples of
three or four residues.
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Discussion

The presence of predominantly short and largely α-
helical PAS–PAS linkers constrains the relative orien-
tations that tandem PAS domains can assume.
Together with the limited but suggestive structural
data on tandem PAS proteins, which we review
below,we develop a structural andmechanistic model
for signal integration in multi-input PAS receptors.
Structure of multi-input PAS receptors

High-resolution structures of tandemPAS domains
are available for the prokaryotic proteins DctB from
Sinorhizobium meliloti20 (Protein Data Bank entry
3E4P), LuxQ from Vibrio harveyi21 (2HJ9), MmoS
Please cite this article as: Möglich, A., et al., Addition at the Mo
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from Methylococcus capsulatus22 (3EWK), and Mcp_N
from Vibrio cholerae (3C8C) (Fig. 6a; Fig. S3). In
agreement with our sequence analysis, their PAS–
PAS linkers consistently form short α-helices. Inter-
estingly, in all tandem PAS structures, the PAS A and
PAS B domains are linearly oriented in a head-to-tail
fashion; the C termini of the PAS A and PAS B
domains face approximately the same direction
(Fig. S4). The structural interface between the cores of
PAS A and PAS B is relatively small and, on average,
buries 560±80 Å2 of solvent-accessible surface area.
Crucially, this spatial arrangement leaves the outer
surface of the canonical five-stranded antiparallel β-
sheet of the PAS core domains largely exposed and
thus available to undergo signal-dependent intramo-
lecular and intermolecular interactions that form a
key feature of signal transduction by PAS proteins.4
lecular Level: Signal Integration in Designed Per–ARNT–Sim
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Fig. 6. Models for the structure and signal transduction mechanism of tandem PAS signal receptors. (a) Three-
dimensional structure of the dimeric tandem PAS domains of S. meliloti DctB (3E4P). Within each molecule, the PAS A
domain is shown in blue, the PAS B domain is shown in yellow, and the PAS–PAS linker is shown in red. A dyad
symmetry axis is shown as a black line. (b) Homotropic interactions occur between like PAS domains across the dyad axis,
and heterotropic interactions occur between tandem PAS domains along the dyad axis. Signals from multiple sensor
domains could be integrated as torque and propagated along the central dyad symmetry axis to the C-terminal effector
domain.
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The outer surfaces of the PAS β-sheets form
extensive contacts with long α-helices N-terminal
to PAS A. Interactions between the cores of the PAS
A and PAS B domains and the PAS–PAS linker helix
are almost exclusively confined to the PAS-B
domain. All of the above tandem PAS proteins
dimerize within the crystal lattice20,21 or in
solution.22 All form parallel dimers (Fig. S3a–c), as
was also suggested for several related multi-PAS
proteins.23,24 Dimerization is mediated by a central
helical bundle or spine that comprises the long α-
helices N-terminal to PAS A and spans the (crystal-
lographic or approximate) dyad symmetry axis of
the molecule. Homotropic interactions between the
two PAS A domains (and the two PAS B domains)
are indirect and mediated by the long N-terminal α-
helices§. These tandem PAS structures derive from
transmembrane chemoreceptors, but FixL, YHF, and
HYF are water soluble. The precise geometry of the
central spine may differ between PAS proteins. In
particular, FixL, YHF, and HYF all lack similar N-
terminal α-helices. Homodimerization of individual
PAS domains could be mediated through direct
interactions between the outer surfaces of the PAS
β-sheets, which is frequently observed in the
structures of isolated PAS domains,4 among them
those of FixL PAS B25 and YtvA LOV.26

A similar spatial configuration in which multiple
sensor or sensor-related domains are arranged along a
central helical spine is also found in the structures of
§A very recent article by Zhang and Hendrickson
reports several crystal structures of tandem PAS domains
that overall adopt conformations closely similar to the
structures shown in Fig. S3a–c.45
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bacteriophytochrome red-light sensors.27–29 Related α-
helices, often with amphipathic sequence, also connect
various forms of sensor, effector, and other domains in
widely diverse proteins.8,30 So-called signaling helices
thus serve as widespread linkers in signaling
proteins.8,31

In contrast to the prokaryotic tandem PAS
proteins, the eukaryotic clock protein Per from
Drosophila melanogaster (1WA9)32 and its Mus
musculus homolog Per2 (3GDI)33 connect tandem
PAS domains by linkers that are largely devoid of
secondary structure (Fig. S3e and f), although they
display head-to-tail orientations of tandem PAS
domains similar to those in prokaryotic proteins
(Fig. S3a–c). In other eukaryotic proteins, PAS–PAS
linkers are very long (e.g., the linker between the
LOV1 domain and the LOV2 domain of plant
phototropins comprises more than 150 residues).34

Prokaryotic and eukaryotic multi-PAS proteins
evidently differ in their architecture and signaling
mechanism.

Signal integration by multi-input PAS receptors

Introduction of signals induced small changes in
quaternary structure within the dimeric sensor
domain for both the isolated LOV domain from
YtvA and the PAS B domain from FixL.25,26 Data on
YF1 and variants suggested that such light-induced
conformational and dynamic changes are propagat-
ed as torque from the LOV sensor domain through a
coiled-coil linker to the histidine kinase effector
domain: the signal acts as a rotary switch.6 Since
YF1, YHF, HYF, and FixL all form dimers and share
a common histidine kinase effector domain, we
propose that a similar model for signal transduction
lecular Level: Signal Integration in Designed Per–ARNT–Sim
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also holds for the tandem PAS proteins and pro-
vides a general basis for signal integration. As
discussed above, multiple PAS (and possibly other)
sensor domains are linked by short α-helices and
arranged in an essentially linear fashion around
the dyad symmetry axis of a homodimeric protein
(Fig. 6a; Fig. S3). Heterotropic interactions between
tandem PAS domains occur along the central spine;
homotropic interactions occur in a direction perpen-
dicular to and across the spine (Fig. 6b). The linear
spatial arrangement of multiple sensor domains is
consistent with addition of torques along axes
roughly parallel with the dyad axis and, thereby,
integration of rotary signals. Torque originating in
the distal PAS domains could propagate to the
proximal PAS domains, where it may be further
amplified or reduced by torque originating in the
proximal PAS domains. An integrated torque signal
is transmitted to the C-terminal effector domain,
where it regulates biological function (here, histidine
kinase activity).6 Although our model is consistent
with the present functional and structural data, we
are aware that both are limited in extent and that
further experimental verification is required.
Our experimental results indicate that the regu-

latory roles of sensor domains strongly depend on
their protein context. This is most clearly seen for
the two-input receptors YHF and HYF, which
comprise the same PAS sensor domains yet link
them in different sequential orders (Fig. 1). Both
proteins exhibit heterotropic cooperativity: blue
light and diatomic ligands affected catalytic activity
in a positive cooperative manner. However, YHF
and HYF differed in the extent of the effect of the
two signals. The signal sensed by the PAS domain
proximal in sequence to the effector domain
exerted the stronger effect on activity than the
signal sensed by the distal PAS domain. Another
example is provided by the comparison of YF1 and
HYF (Fig. 1). While blue-light absorption complete-
ly abolished kinase activity in YF1, it only
moderately reduced the activity of HYF (Fig. 3).
Thus, the additional N-terminal PAS B domain in
HYF strongly attenuates the regulatory effect of the
LOV domain. Deletion of the PAS A domain of
FixL led to a 40-fold reduction of activity in
FixLΔA and attenuated the regulatory effect of
cyanide (Fig. 3). N-terminal addition of a distal
LOV domain to FixLΔA to yield YHF restored
robust kinase activity and increased the regulatory
effect of cyanide. A qualitative general conclusion
is that the signaling properties of isolated domains
or truncated proteins differ considerably from those
of intact signaling proteins.35 This is also exempli-
fied by plant phototropins whose two LOV
domains, LOV1 and LOV2, both detect blue light
yet mediate different functional roles.36 Whereas
LOV2 is proximal to a kinase effector domain and
exerts the dominant regulatory effect on its activity,
the distal LOV1 domain fine-tunes the response to
light.36 Moreover, the photochemical properties of
LOV1 and LOV2 vary depending on the protein
construct in which they are embedded.34
Please cite this article as: Möglich, A., et al., Addition at the Mo
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While many details remain unclear, several not
mutually exclusive roles for multiple PAS domains
begin to emerge. First, as shown here, multiple PAS
domains within a single receptor can detect multiple
signals. A natural example of a dual-input PAS
receptor is provided by Rhodospirillum centenum
Ppr, which comprises both red-light-detecting and
blue-light-detecting sensor modules.37 Cellular two-
component systems are usually well insulated from
each other to minimize cross-talk and thus only
permit signal integration at the transcriptional level
or further downstream.38 However, integration of
signals at the receptor level, instead of at the
transcriptional level, could be of advantage because
it occurs very rapidly and ensures spatial and
temporal coincidence of the signals. Second, PAS
domains, even if they do not themselves act as sensor
domains, can modulate the signal response function
of other (PAS) sensor domains, as demonstrated here
and in several other systems (e.g., Lee et al.,23 Slavny
et al.,24 Christie,34 and Kyndt et al.37). Combinatorial
mixing of sensor domains throughout evolutionmay
thus have created novel receptors with graded and
optimized signal response functions. Third, (multi-
ple) PAS domains frequently mediate oligomeriza-
tion and signal-dependent protein interactions.3,4

For example, signal detection was proposed to
involve transient dissociation of individual PAS
domains within the multi-PAS proteins S. meliloti
DctB,20,39 B. subtilis KinA,23 and Azotobacter vinelan-
dii NifL.24 Most of these functions do not require a
PAS domain to be an explicit sensor domain, which
concurs with the observation that many PAS
domains apparently do not directly detect a signal.4

Different classes of signaling domains may share
certain mechanistic principles,2,4,40 and these find-
ings could thus be of broader relevance.
Modular recombination of protein domains has

proven to be a powerful design strategy for synthetic
signal receptors. In particular, the recent design of
artificial photoreceptors6,35,41–43 greatly expands the
repertoire of optogenetics.44 Synthetic photorecep-
tors can be genetically encoded and employed
in vivo to control the properties of cells and, indeed,
the behavior of whole organisms by light.6,42,43 As
we have demonstrated, several signals can be
processed by multi-input PAS receptors and inte-
grated at the protein level. Synthetic signal receptors
with defined gating logic provide an additional
layer of control and specificity and could become
versatile tools for studies on living systems.
Materials and Methods

Amore detailed description of Materials andMethods is
provided in Supplementary Material.

Molecular biology and protein purification

Fusion constructs were generated by overlap extension
PCR and site-directed mutagenesis, as described
previously.6 Proteins were purified by metal-ion affinity
lecular Level: Signal Integration in Designed Per–ARNT–Sim
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and ion-exchange chromatography in accordance with
Möglich et al.6 Purified proteins were reconstituted with
their cofactors heme and FMN. Protein concentrations
were determined by absorption spectroscopy using an
extinction coefficient of 1.26×105 M−1 cm−1 for the heme
cofactor at 398 nm and an extinction coefficient of
1.25×104 M−1 cm−1 for FMN at 450 nm.6

Phosphorylation assays

Assays were conducted in reaction buffer [50 mM
Tris–HCl (pH 8.0), 50 mM KCl, 100 μM MnCl2, and 5%
(vol/vol) ethylene glycol] at 23±1 °C, as described
previously.6,14 Measurements on YHF, HYF, and variants
were routinely conducted in their oxidized met state. The
cyanomet and imidazolemet forms were obtained by
addition of 10 mM KCN or 200 mM imidazole, respec-
tively. The oxy forms of the fusion kinases were produced
by reduction of the heme cofactor to its ferrous state with
10 mM dithiothreitol in the presence of oxygen. The
oxidation and ligation states of the heme cofactor were
evaluated by absorption spectroscopy. Kinase experi-
ments were conducted either in the dark or under
illumination with a fiber optics lamp, as described
previously.6 In photobleaching and photorecovery experi-
ments, kinase activities were normalized to the activity of
a reference sample incubated in the dark.
Acknowledgements

We thank Sean Crosson and Tobin Sosnick for
helpful discussion and comments on the manu-
script. This work was supported by National
Institutes of Health grant GM036452 to K.M.
Supplementary Data

Supplementary data associated with this article
can be found, in the online version, at doi:10.1016/
j.jmb.2010.05.019
References

1. Pawson, T. & Nash, P. (2003). Assembly of cell
regulatory systems through protein interaction
domains. Science, 300, 445–452.

2. Aravind, L., Iyer, L. & Anantharaman, V. (2010).
Natural history of sensor domains in bacterial
signaling systems. In Sensory Mechanisms in Bacteria:
Molecular Aspects of Signal Recognition. Caister Aca-
demic Press, Norwich, UK.

3. Taylor, B. & Zhulin, I. (1999). PAS domains: internal
sensors of oxygen, redox potential, and light. Microbiol.
Mol. Biol. Rev. 63, 479–506.

4. Möglich, A., Ayers, R. A. &Moffat, K. (2009). Structure
and signaling mechanism of Per–ARNT–Sim
domains. Structure, 17, 1282–1294.

5. Crosson, S., Rajagopal, S. & Moffat, K. (2003). The
LOV domain family: photoresponsive signaling mod-
ules coupled to diverse output domains. Biochemistry,
42, 2–10.
Please cite this article as: Möglich, A., et al., Addition at the Mo
Receptor Proteins, J. Mol. Biol. (2010), doi:10.1016/j.jmb.2010.05.019
6. Möglich, A., Ayers, R. A. & Moffat, K. (2009). Design
and signaling mechanism of light-regulated histidine
kinases. J. Mol. Biol. 385, 1433–1444.

7. Dueber, J., Yeh, B., Chak, K. & Lim, W. (2003).
Reprogramming control of an allosteric signaling
switch through modular recombination. Science, 301,
1904–1908.

8. Finn, R. D., Tate, J., Mistry, J., Coggill, P. C., Sammut,
S. J., Hotz, H. R. et al. (2006). Pfam: clans, Web tools
and services. Nucleic Acids Res. 34, D247–D251.

9. Losi, A., Polverini, E., Quest, B. & Gärtner, W. (2002).
First evidence for phototropin-related blue-light
receptors in prokaryotes. Biophys. J. 82, 2627–2634.

10. Avila-Perez, M., Hellingwerf, K. & Kort, R. (2006).
Blue light activates the sigmaB-dependent stress
response of Bacillus subtilis via YtvA. J. Bacteriol. 188,
6411–6414.

11. Gilles-Gonzalez, M., Ditta, G. & Helinski, D. (1991). A
haemoprotein with kinase activity encoded by the
oxygen sensor of Rhizobium meliloti. Nature, 350,
170–172.

12. Fischer, H. (1994). Genetic regulation of nitrogen
fixation in rhizobia. Microbiol. Rev. 58, 352–386.

13. Gilles-Gonzalez, M., Gonzalez, G., Perutz, M., Kiger,
L., Marden, M. & Poyart, C. (1994). Heme-based
sensors, exemplified by the kinase FixL, are a new
class of heme protein with distinctive ligand binding
and autoxidation. Biochemistry, 33, 8067–8073.

14. Gilles-Gonzalez, M., Caceres, A., Sousa, E., Tomchick,
D., Brautigam, C., Gonzalez, C. &Machius, M. (2006). A
proximal arginine R206 participates in switching of the
Bradyrhizobium japonicum FixL oxygen sensor. J. Mol.
Biol. 360, 80–89.

15. Salomon, M., Eisenreich, W., Dürr, H., Schleicher, E.,
Knieb, E., Massey, V. et al. (2001). An optomechanical
transducer in the blue light receptor phototropin from
Avena sativa. Proc. Natl Acad. Sci. USA, 98, 12357–12361.

16. Wyman, J. & Gill, S. (1990). Binding and Linkage:
Functional Chemistry of Biological Macromolecules. Uni-
versity Science Books, Mill Valley, CA.

17. Dunham, C., Dioum, E., Tuckerman, J., Gonzalez, G.,
Scott, W. & Gilles-Gonzalez, M. (2003). A distal
arginine in oxygen-sensing heme–PAS domains is
essential to ligand binding, signal transduction, and
structure. Biochemistry, 42, 7701–7708.

18. Consortium, T. (2008). The Universal Protein Resource
(UniProt). Nucleic Acids Res. 36, D190–D195.

19. McLachlan, A. & Stewart, M. (1975). Tropomyosin
coiled-coil interactions: evidence for an unstaggered
structure. J. Mol. Biol. 98, 293–304.

20. Zhou, Y., Nan, B., Nan, J., Ma, Q., Panjikar, S., Liang,
Y. et al. (2008). C4-dicarboxylates sensing mechanism
revealed by the crystal structures of DctB sensor
domain. J. Mol. Biol. 383, 49–61.

21. Neiditch, M., Federle, M., Pompeani, A., Kelly, R.,
Swem, D., Jeffrey, P. et al. (2006). Ligand-induced
asymmetry in histidine sensor kinase complex reg-
ulates quorum sensing. Cell, 126, 1095–1108.

22. Ukaegbu, U. & Rosenzweig, A. (2009). Structure of the
redox sensor domain of Methylococcus capsulatus
(Bath) MmoS. Biochemistry, 48, 2207–2215.

23. Lee, J., Tomchick, D., Brautigam, C., Machius, M.,
Kort, R., Hellingwerf, K. & Gardner, K. (2008).
Changes at the KinA PAS-A dimerization interface
influence histidine kinase function. Biochemistry, 47,
4051–4064.

24. Slavny, P., Little, R., Salinas, P., Clarke, T. & Dixon, R.
(2010). Quaternary structure changes in a second Per–
ARNT–Sim domain mediate intramolecular redox
lecular Level: Signal Integration in Designed Per–ARNT–Sim

http://dx.doi.org/10.1016/j.jmb.2010.05.019
http://dx.doi.org/10.1016/j.jmb.2010.05.019
http://dx.doi.org/10.1016/j.jmb.2010.05.019


10 Signal Integration in PAS Receptor Proteins

ARTICLE IN PRESS
signal relay in the NifL regulatory protein. Mol.
Microbiol. 75, 61–75.

25. Ayers, R. A. & Moffat, K. (2008). Changes in
quaternary structure in the signaling mechanisms of
PAS domains. Biochemistry, 47, 12078–12086.

26. Möglich, A. & Moffat, K. (2007). Structural basis for
light-dependent signaling in the dimeric LOV domain
of the photosensor YtvA. J. Mol. Biol. 373, 112–126.

27. Wagner, J., Brunzelle, J., Forest, K. & Vierstra, R.
(2005). A light-sensing knot revealed by the structure
of the chromophore-binding domain of phytochrome.
Nature, 438, 325–331.

28. Essen, L., Mailliet, J. & Hughes, J. (2008). The structure
of a complete phytochrome sensory module in the Pr
ground state. Proc. Natl Acad. Sci. USA, 105,
14709–14714.

29. Yang, X., Kuk, J. & Moffat, K. (2008). Crystal structure
of Pseudomonas aeruginosa bacteriophytochrome:
photoconversion and signal transduction. Proc. Natl
Acad. Sci. USA, 105, 14715–14720.

30. Barends, T. R., Hartmann, E., Griese, J., Beitlich, T.,
Kirienko, N. V., Ryjenkov, D. A. et al. (2009).
Structure and mechanism of a bacterial light-regu-
lated cyclic nucleotide phosphodiesterase. Nature,
459, 1015–1018.

31. Anantharaman, V., Balaji, S. & Aravind, L. (2006). The
signaling helix: a common functional theme in diverse
signaling proteins. Biol. Direct, 1, 25.

32. Yildiz, O., Doi, M., Yujnovsky, I., Cardone, L., Berndt,
A., Hennig, S. et al. (2005). Crystal structure and
interactions of the PAS repeat region of the Drosophila
clock protein PERIOD. Mol. Cell, 17, 69–82.

33. Hennig, S., Strauss, H., Vanselow, K., Yildiz, O.,
Schulze, S., Arens, J. et al. (2009). Structural and
functional analyses of PAS domain interactions of the
clock proteins Drosophila PERIOD and mouse PERI-
OD2. PLoS Biol. 7, e94.

34. Christie, J. (2007). Phototropin blue-light receptors.
Annu. Rev. Plant Biol. 58, 21–45.

35. Möglich, A., Yang, X., Ayers, R. A. &Moffat, K. (2010).
Please cite this article as: Möglich, A., et al., Addition at the Mo
Receptor Proteins, J. Mol. Biol. (2010), doi:10.1016/j.jmb.2010.05.019
Structure and function of plant photoreceptors. Annu.
Rev. Plant Biol. 61, 21–47.

36. Matsuoka, D. & Tokutomi, S. (2005). Blue light-
regulated molecular switch of Ser/Thr kinase in
phototropin.Proc. Natl Acad. Sci. USA, 102, 13337–13342.

37. Kyndt, J., Fitch, J., Seibeck, S., Borucki, B., Heyn, M.,
Meyer, T. & Cusanovich, M. (2010). Regulation of the
Ppr histidine kinase by light-induced interactions
between its photoactive yellow protein and bacterio-
phytochrome domains. Biochemistry, 49, 1744–1754.

38. Skerker, J., Perchuk, B., Siryaporn, A., Lubin, E.,
Ashenberg, O., Goulian, M. & Laub, M. (2008).
Rewiring the specificity of two-component signal
transduction systems. Cell, 133, 1043–1054.

39. Nan, B., Liu, X., Zhou, Y., Liu, J., Zhang, L.,Wen, J. et al.
(2010). From signal perception to signal transduction:
ligand-induced dimeric switch of DctB sensory
domain in solution. Mol. Microbiol. 75, 1484–1494.

40. Anantharaman, V., Koonin, E. & Aravind, L. (2001).
Regulatory potential, phyletic distribution and evolu-
tion of ancient, intracellular small-molecule-binding
domains. J. Mol. Biol. 307, 1271–1292.

41. Strickland, D., Moffat, K. & Sosnick, T. (2008). Light-
activated DNA binding in a designed allosteric
protein. Proc. Natl Acad. Sci. USA, 105, 10709–10714.

42. Wu, Y., Frey, D., Lungu, O., Jaehrig, A., Schlichting, I.,
Kuhlman, B. & Hahn, K. (2009). A genetically encoded
photoactivatable Rac controls the motility of living
cells. Nature, 461, 104–108.

43. Levskaya, A., Weiner, O., Lim, W. & Voigt, C. (2009).
Spatiotemporal control of cell signalling using a light-
switchable protein interaction. Nature, 461, 997–1001.

44. Deisseroth, K., Feng, G., Majewska, A., Miesenböck,
G., Ting, A. & Schnitzer, M. (2006). Next-generation
optical technologies for illuminating genetically tar-
geted brain circuits. J. Neurosci. 26, 10380–10386.

45. Zhang, Z. & Hendrickson, W. (2010). Structural
characterization of the predominant family of histi-
dine kinase sensor domains.J. Mol. Biol. [in press]. doi:
10.1016/j.jmb.2010.04.049.
lecular Level: Signal Integration in Designed Per–ARNT–Sim

http://dx.doi.org/10.1016/j.jmb.2010.05.019

	Addition at the Molecular Level: Signal Integration �in Designed Per–ARNT–Sim Receptor Proteins
	Introduction
	Results
	Engineering two-input PAS receptors
	Heterotropic cooperativity between signals �in YHF
	Signal response in YHF
	Signal response is governed by domain topology
	PAS–PAS linkers largely adopt an α-helical �conformation

	Discussion
	Structure of multi-input PAS receptors
	Signal integration by multi-input PAS receptors

	Materials and Methods
	Molecular biology and protein purification
	Phosphorylation assays

	Acknowledgements
	Supplementary Data
	References




