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FIGURE 16
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FIGURE 17
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FIGURE 18A
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FIGURE 18B
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FIGURE 19
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PHYTOCHROME-BASED FLUOROPHORES

CROSS-REFERENCE TO RELATED
APPLICATIONS

This invention claims priority to U.S. Provisional Patent
Application Ser. No. 60/958,261, filed Jul. 3, 2007, which is
herein incorporated by reference.

GOVERNMENT INTERESTS

This invention was made with United States government
support awarded by the following agencies: DOE, grant No.
DE-FG02-88ER13968; and NSF, grant No. 0519970. The
United States government has certain rights in this invention.

FIELD OF THE INVENTION

This invention relates to new fluorescent molecules, and
particularly to phytochrome-based fluorophores with
increased fluorescence.

BACKGROUND

Phytochrome is a photoreceptor, a pigment that organisms
use to detect light. The unique photochromic properties of the
phytochrome (Phy) photoreceptors allow them to photocon-
vert between two meta-stable forms, a red light (R) absorbing
Pr form, and a far-red light (Fr) absorbing Pfr form. Phyto-
chromes (Phys) act as light-regulated switches in a number of
photosensory processes in plants, bacteria, and fungi.

Biochemically, phytochrome is a protein with a bilin chro-
mophore. Sequence alignments and 3-dimensional structural
analysis of the chromophore binding domain (CBD) of the
bacteriophytochrome (BphP) from the proteobacterium
Deinococcus radiodurans (D. radiodurans) demonstrate that
many residues close to the phytochrome’s biliverdin 1Xa
(BV) chromophore are conserved throughout the Phy super-
family. This conservation suggests that these residues have
been retained through evolution because they play important
roles in bilin ligation, the formation and stabilization of Pr
and Pfr, and transmitting the light signal to the histidine
kinase domain of the protein.

Prior mutational studies have identified a number of amino
acids that are important for chromophore incorporation and
Phy signaling. For example, the histidine directly preceding
the cysteine responsible for covalent bilin attachment has
been implicated as necessary for bilin ligation and pho-
totransformation in plant phytochromes (Remberg et al.,
1999, FEur. J. Biochem. 266: 201-208). A structurally con-
served isoleucine (Ile35 in DrBphP, the bacteriophytochrome
from Deinococcus radiodurans) near the N-terminus of the
phytochromes has been implicated as important for protein
solubility (Bhoo etal., 1997, J. Amer. Chem. Soc. 119:11717-
11718). To date, many phytochrome mutations have been
generated via random mutagenesis screens. However, it
would be advantageous to genetically engineer phytochrome
mutations in a more predictable and logical manner. For
instance, one or multiple directed amino acid substitutions
can be useful to test the effects of size or charge at conserved
sites.

Plant phytochromes can exhibit some fluorescence. Wild-
type plant phytochromes, and the PAS-GAF-PHY construct
from the cyanobacterial phytochrome (Cph) known as Cphl,
are shown to be fluorescent with the non-natural linear tet-
rapyrrole phycoerythrobilin (Murphy and Lagarias, 1997,
Current Biology 7: 870-876). For example, U.S. Pat. No.
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6,046,014 describes “phytofluors”, which are fluorescent
adducts comprising an apoprotein and a bilin. Isolation of
fluorescent Cphl mutants recovered from a PHY domain
mutant library was disclosed in Fischer and Lagarias, 2004,
Proc. Natl. Acad. Sci. USA 101: 17334-17339.

Various methods and reporter molecules are available for
monitoring gene activity and protein distribution within cells.
These include the formation of fusion proteins with coding
sequences for reporter molecules (markers) such as beta-
galactosidase, luciferase, and green fluorescent protein. Par-
ticularly useful reporter is the Green Fluorescent Protein
(GFP) from the bioluminescent jellyfish Adequorea victoria,
which is frequently used as a fluorescent marker, and is
described in U.S. Pat. No. 5,491,084. However, the known
reporter molecules have a variety of limitations, including
short wavelength of the fluorescence emission and small
separation between excitation and emission wavelength
maxima. The discovery of novel reporter molecules for moni-
toring gene activity, protein synthesis, and protein distribu-
tion within cells, can provide very useful tools for biotech-
nology applications. The present invention addresses these
and related needs.

BRIEF SUMMARY

Isolated polynucleotides are provided that encode modi-
fied bacterial phytochrome domains with increased fluores-
cence over the corresponding wild-type bacterial phyto-
chrome domains. The modified bacterial phytochrome
domains include amino acid sequences that are at least 95%
identical to SEQ ID NO:1, SEQ ID NO:2, SEQ ID NO:3,
SEQ ID NO:4, SEQ ID NO:5, SEQ ID NO:6, SEQ ID NO:7,
or SEQ ID NO:8. The isolated polynucleotides may encode
modified bacterial phytochrome domains that include the
amino acid sequence His-Ile-Pro (HIP).

Isolated polynucleotides are provided that encode modi-
fied bacterial phytochrome domains with increased fluores-
cence over the corresponding wild-type bacterial phyto-
chrome domains, where the modified bacterial phytochrome
domains comprise a mutation of the polypeptide sequence of
bacterial phytochrome which is selected from the group con-
sisting of: (1) mutations D207A, D207E, D207H, D207K,
D207L, D207N, D207Q, D2078S, and D207T from the phy-
tochrome of Deinococcus radiodurans; (i) mutations D84 A,
DB84E, D84H, D84K, D84L, D84N, D84Q), D84S, and D84T
from the phytochrome of Syrechococcus OS A (also known
as Cyanobacterium Yellowstone A, and also abbreviated as
SyA); and (iii) mutations D86 A, DSGE, D86H, D86K, D86L,
D86N, D86Q, D86S, and DS6T from the phytochrome of
Synechococcus OS B' (also known as Cyanobacterium Yel-
lowstone B', and also abbreviated as SyB). The Dr phyto-
chrome mutation may preferably be D207H. The SyA phy-
tochrome mutation may preferably be D84H. The SyB
phytochrome mutation may preferably be D86H.

Expression vectors are provided, which include: (a) the
isolated polynucleotides described above, which encode
modified bacterial phytochrome domains with increased
fluorescence, and (b) regulatory sequences that are operably
linked to these polynucleotides. The regulatory sequences
may be promoters.

Isolated polypeptides are provided, which encode modi-
fied bacterial phytochrome domains with increased fluores-
cence over the corresponding wild-type bacterial phyto-
chrome domains. The isolated polypeptides include amino
acid sequences that are at least 95% identical to SEQ ID
NO:1, SEQ IDNO:2, SEQ ID NO:3, SEQ ID NO:4, SEQ ID
NO:5, SEQ ID NO:6, SEQ ID NO:7, or SEQ ID NO:8. The
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modified bacterial phytochrome domains may include the
amino acid sequence His-Ile-Pro (HIP).

Isolated polypeptides are provided that encode modified
bacterial phytochrome domains, which include mutations of
the polypeptide sequences of bacterial phytochrome selected
from the group consisting of: mutations D207A, D207E,
D207H, D207K, D207L, D207N, D207Q, D207S, and
D207T from the phytochrome of D. radiodurans; mutations
D84 A, D84E, D84H, D84K, D84L, D84N, D84Q, D84S, and
D84T from the phytochrome of Synechococcus OS A; and
mutations D86 A, D86E, D86H, D86K, DS6L, D86N, D86Q,
D86S, and D86T from the phytochrome of Synechococcus
OS B', where the modified bacterial phytochrome domains
have increased fluorescence over the corresponding wild-
type bacterial phytochrome domains.

Cells are provided, which include DNA molecules having
regulatory elements from genes, other than genes encoding
bacterial phytochromes, which regulatory elements are oper-
ably linked to DNA sequences from D. radiodurans or to
DNA sequences from Synechococcus sp. OS Type A or to
DNA sequences from Syrechococcus sp. OS Type B', which
DNA sequences encode modified bacterial phytochrome
domains with increased fluorescence. The cells may include
DNA sequences that include the isolated polynucleotides
encoding modified bacterial phytochrome domains with
increased fluorescence, which include the amino acid
sequence His-Ile-Pro. The cells may include: (i) modified
bacterial phytochrome domains that include a mutation of the
polypeptide sequence of bacterial phytochrome selected from
the group consisting of mutations D207A, D207E, D207H,
D207K, D207L, D207N, D207Q, D207S, and D207T from
the phytochrome of D. radiodurans; (ii) modified bacterial
phytochrome domains that include mutations selected from
the group consisting of mutants D84A, D84E, D84H, D84K,
D84L, D84N, D84Q), D84S, and D84T from the phytochrome
of Synechococcus sp. OS Type A; or (iil) modified bacterial
phytochrome domains that include mutations selected from
the group consisting of mutants D86A, DS86E, D86H, D86K,
D86L, D86N, D86Q, D86S, and D86T from the phytochrome
of Synechococcus sp. OS Type B'. The cells may be selected
from the group consisting of bacterial cells, yeast cells, fungal
cells, plant cells, insect cells, nematode cells, animal cells,
and human cells. The regulatory elements may be promoters.
The cells may be Escherichia coli cells.

Methods for the production of modified bacterial phyto-
chrome domains with increased fluorescence are provided.
The methods include: a) culturing cells comprising DNA
molecules having regulatory elements from genes, other than
genes encoding bacterial phytochromes, which are operably
linked to DNA sequences from Deinococcus radiodurans
encoding modified bacterial phytochrome domains with
increased fluorescence; and b) isolating and purifying the
modified bacterial phytochrome domains with increased
fluorescence so produced by the cells. The cells may be
Escherichia coli cells. The methods may include adding fluo-
rescent adducts to the cells.

Methods for selecting cells that express proteins of interest
are provided. The methods include: a) introducing into the
cells a first DNA molecule having a DNA sequence encoding
the protein of interest and a second DNA molecule having a
DNA sequence encoding a modified bacterial phytochrome
domain from Deinococcus radiodurans or Synechococcus sp.
OS Type A or Synechococcus sp. OS Type B' with increased
fluorescence; b) culturing the cells resulting from step (a)
under conditions permitting expression of the modified bac-
terial phytochrome domain with increased fluorescence and
the protein of interest; and c) selecting the cultured cells
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which express the modified bacterial phytochrome domain
with increased fluorescence, thereby selecting cells express-
ing the protein of interest. The first DNA molecule and the
second DNA molecule may be linked. The methods may
include adding fluorescent adducts to the cells. The cells may
be selected from the group consisting of bacterial cells, yeast
cells, fungal cells, plant cells, insect cells, nematode cells,
animal cells, and human cells. The methods may include
adding fluorescent adducts to the cells.

Methods for localizing proteins of interest in cells are also
provided. The methods include: a) introducing into cells
DNA molecules having a sequence encoding the protein of
interest linked to a DNA sequence encoding a modified bac-
terial phytochrome domain from Deinococcus radiodurans
or Synechococcus sp. OS Type A or Synechococcus sp. OS
Type B' with increased fluorescence, such that the fusion
protein produced by the cell will have the protein of interest
fused to the modified bacterial phytochrome domain having
increased fluorescence; b) culturing the cells under condi-
tions permitting expression of the fused protein; and c) detect-
ing the location of the fused protein, thereby localizing the
proteins of interest in the cells. The methods may include
adding fluorescent adducts to the cells. The cells may nor-
mally express the proteins of interest.

Methods for detecting expression of genes in cells are
provided. The methods include: a) introducing into the cells
DNA molecules having the gene sequences linked to DNA
molecules encoding modified bacterial phytochrome
domains from Deinococcus radiodurans or Synechococcus
sp. OS Type A or Syrechococcus sp. OS Type B' having
increased fluorescence, such that regulatory elements of the
genes control expression of the modified bacterial phyto-
chrome domains with increased fluorescence; b) culturing the
cells under conditions permitting expression of the genes; and
¢) detecting the expression of the modified bacterial phyto-
chrome domains having increased fluorescence in the cells,
thereby detecting expression of the genes in the cells. The
methods may include adding fluorescent adducts to the cells.

Methods for producing fluorescent molecular weight pro-
tein markers are provided, which include: a) linking first
DNA molecules encoding modified bacterial phytochrome
domains from Deinococcus radiodurans or Synechococcus
sp. OS Type A or Syrechococcus sp. OS Type B' having
increased fluorescence with second DNA molecules encod-
ing known amino acid sequences that are in the same reading
frame as the first DNA molecules; b) introducing the linked
DNA molecules of step (a) into protein expression systems
permitting the expression of fusion proteins comprising the
modified bacterial phytochrome domains linked to the known
amino acid sequences; c¢) recovering the fusion proteins
expressed in step (b); and d) determining the molecular
weight of the fusion proteins from step (¢), thereby producing
fluorescent molecular weight protein markers. The methods
may include adding fluorescent adducts to the protein expres-
sion systems. The methods may further include purification
of the expressed proteins.

BRIEF DESCRIPTION OF THE DRAWINGS

FIG. 1 shows molecular structures illustrating the locations
of the DrBphP (Deinococcus radiodurans bacteriophyto-
chrome) amino acid modifications (substitutions) described
in the present application.

FIG. 2 shows electrophoretic images illustrating the bilin
binding efficiency of DrBphP mutants.

FIG. 3 shows graphs illustrating the spectral characteristics
of DrBphP mutants.
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FIG. 4 shows graphs illustrating the spectral characteristics
of DrBphP mutants.

FIG. 5 shows graphs illustrating the spectral characteristics
of DrBphP mutants.

FIG. 6 is a graph showing fluorescence excitation and
emission spectra of various D207 D. radiodurans mutants
assembled with BV (biliverdin).

FIG. 7 shows graphs illustrating Resonance Raman analy-
sis of Pr conformer of D207A, D207E, and D207H mutants of
D. radiodurans.

FIG. 8 is a graph illustrating Resonance Raman analysis of
R-irradiated conformer of D207A, D207E, and D207H
mutants of D. radiodurans in H,O.

FIG. 9 shows the emission spectra from Agro2 N504-Wild
type.

FIG. 10 shows the emission spectra from the Agro2 mutant
N504-D196H.

FIG. 11 shows the emission spectra from the D. radiodu-
rans mutant BphP 501-D207H.

FIG. 12 shows the emission spectra from the D. radiodu-
rans mutant CBD-D207H.

FIG. 13 is a composite graph depicting UV-irradiated and
fluorescent scans of various Cphl (C) and CYB (B) chro-
moprotein constructs with wild-type, Asp>H (D) or Tyr>H
(Y) mutations within their respective DrBphP coordinates of
Asp207 and Tyrl76.

FIG. 14 shows the organization of the SyA-Cphl (Syn-
echococcus OS A phytochrome) and SyB-Cphl (Syrechoc-
occus OS B' phytochrome) operons and proteins: A, Dia-
grams of the operons and domain architectures of the encoded
proteins; B, Alignment of GAF-PHY modules in SyA-Cphl
and SyB-Cphl with representatives from the Phy superfam-
ily.

FIG. 15 is an electrophoretic image showing data from in
vitro assembly of SyA-Cphl and SyB-Cphl with phycocy-
anobilin (PCB).

FIG. 16 shows graphs of UV-vis absorption spectra of
PCB-assembled SyA-Cphl and SyB-Cphl encompassing
only the GAF domain or the GAF-PHY region as Pr (solid
lines) or following saturating red light (R) irradiation (mostly
Pfr, dashed lines).

FIG. 17 shows graphs of thermostability of the SyA-Cphl
and SyB-Cphl chromoprotein: A, Solubility of the chro-
moproteins upon exposure to increasing temperatures. B and
C, Effect of temperature (23° C. versus 65° C.) on Pr—Pfr
photoconversion by red light irradiation (B) and Pfr—Pr dark
reversion (C) of SyB-Cphl (GAF) assembled with PCB.

FIG. 18 shows an electrophoretic image (A) of the effects
of positionally conserved tyrosine and aspartic acid residues
in the GAF domains of SyB-Cphl and Syn-Cphl on assem-
bly with PCB; and graphs (B) of UV-vis absorption spectra of
the resulting chromoproteins.

FIG. 19 shows graphs of the Resonance Raman (RR) spec-
tra of the Pr and Pfr forms of the GAF and GAF-PHY frag-
ments of SyB-Cphl as compared to the PAS-GAF-PHY frag-
ment from Syrechocystis (Syn).

FIG. 20 illustrates the location of the PCB carbons (circled)
labeled with *C using the heme precursor 1,2-['*C]-ALA
(A) and shows graphs of one-dimensional **N spectra (B) and
two-dimensional *H-'’N and 'H-'>C HSQC NMR spectra
(C) of SyB-Cph1 (GAF) assembled with isotopically labeled
>N and '*C PCB.

FIG. 21 shows graphs of two-dimensional 'H-'*N HSQC
NMR spectra of ['*C-*°N]-SyB-Cphl (GAF) assembled with
PCB.
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FIG. 22 is a sequence alignment of the HK and GAF2
domains in SyA-Cphl and SyB-Cphl with representatives
from the Phy superfamily.

FIG. 23 shows graphs of a size exclusion chromatogram
(SEC) of SyB-Cphl (GAF) and SyB-Cphl (GAF-PHY)
chromoproteins under non-denaturing conditions as Pr or
following saturating red light (mostly Pfr).

FIG. 24 shows graphs of the effect of temperature (23° C.
and 65° C.) on Pr—Pfr photoconversion by saturating red
light (A) and Pfr—Pr dark reversion (B) of SyB-Cphl (GAF-
PHY) assembled with PCB.

FIG. 25 shows graphs of Resonance Raman (RR) spectra
of'the Pr and Pfr forms of the GAF and GAF-PHY fragments
of SyB-Cphl as compared to the PAS-GAF-PHY fragment
from Synechocystis (Syn) Cphl.

DETAILED DESCRIPTION OF THE PRESENTLY
PREFERRED EMBODIMENTS

In one embodiment, the present invention provides com-
positions and methods that can be used as fluorescent mol-
ecules, i.e., fluorophores. Provided are modified phyto-
chromes and modified phytochrome domains with increased
fluorescence, which are suitable for use as fluorescent mark-
ers in a variety of applications. In another embodiment, the
invention also provides the means to create molecules with
increased fluorescence from phytochromes by targeted muta-
tion of particular amino acid residues in certain phytochrome
domains. Phytochrome domains from a variety of organisms
may be used as starting points for modifications that will
generate the fluorochromes of the present invention. Prefer-
ably, bacterial phytochrome domains are used as starting
points for modifications that will generate the fluorochromes
of the present invention. In certain preferred embodiments,
the modified phytochrome domains are bacterial phyto-
chrome domains. Modification of phytochromes and/or phy-
tochrome domains can be performed by methods known in
the art, e.g., site-directed mutations, additions, deletions, and/
or substitutions of one or more amino acid residues of existing
phytochromes and/or phytochrome domains. Alternatively,
modified phytochromes and/or phytochrome domains can be
synthesized de novo, for example by synthesis of novel genes
that would encode phytochrome domains with desired modi-
fications.

“Fluorescence” refers to luminescence that is caused by the
absorption of radiation at one wavelength followed by nearly
immediate reradiation usually at a different wavelength. The
fluorescence typically ceases almost at once when the inci-
dent radiation stops. The compositions of the present inven-
tion typically fluoresce red when excited with ultraviolet
(UV) light, although a variety of excitation wavelengths,
including the visible part of the spectrum, may be used.

“Increased fluorescence” or “enhanced fluorescence”
refers to an augmented change in the level or intensity of
fluorescence. Specifically, the terms “increased fluores-
cence” or “enhanced fluorescence” refer to the difference in
the level or intensity of fluorescence between a wild-type
phytochrome domain and a phytochrome domain that is
modified according to the present invention. Examples of
such increased fluorescence include the following: (1) the
fluorescence level or intensity of the proteins modified as
described herein is increased above the level of that in wild-
type protein; (2) the fluorescence level or intensity of the
protein modified as described herein is in an organ, tissue or
cell where it is not normally detected in wild-type, non-
modified controls; (3) the fluorescence level or intensity of
the proteins modified as described herein is present in an
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organ, tissue or cell for a longer period than in wild-type
controls (i.e., the duration of activity of the fluorescence of the
protein is increased).

The modified phytochrome domains of the present inven-
tion exhibit increased fluorescence over baseline fluores-
cence that may be present in wild-type phytochrome
domains. For example, in the bacterial phytochrome of
Deinococcus radiodurans, a substitution at amino acid resi-
due 207 of a histidine (H) instead of wild-type aspartate (D) is
highly fluorescent and exhibits an excitation and emission of
420 nm and 626 nm, respectively, with approximately 400,
000 counts over background levels, as described below. In
one example, increased fluorescence resulting from modifi-
cation of a phytochrome domain refers to fluorescence inten-
sity that is at least 50% greater than the fluorescence intensity
of the corresponding wild-type phytochrome domain. In
other examples, increased fluorescence resulting from modi-
fication of a phytochrome domain refers to fluorescence
intensity that is at least 75%, 100%, 150%, 200%, 250%,
300%, 350%, 400%, or 450% greater than the fluorescence
intensity of the corresponding wild-type phytochrome
domain. In a preferred embodiment, increased fluorescence
resulting from modification of a phytochrome domain refers
to fluorescence intensity that is 500% greater than the fluo-
rescence intensity of the corresponding wild-type phyto-
chrome domain.

The term “fluorescent adduct” refers to compound formed
between a fluorescent molecule (i.e., one capable of absorb-
ing light of one wavelength and emitting light of a second
wavelength) and a second molecule. For example, the pep-
tides of the present invention may contain a chromophore
binding domain that may form an adduct with a fluorescent
molecule (e.g., bilins).

“Apoprotein” refers to polypeptides that have a hydropho-
bic pocket, referred to as chromophore binding site, capable
of forming a fluorescent adduct with a bilin component. The
term apoprotein encompasses both naturally occurring apo-
proteins and variant polypeptides derived through mutagen-
esis. A general discussion of apoprotein structure and func-
tion is provided in Quail et al., 1997, Plant Cell Environ. 20:
657-665.

“Bilin” components are linear polypyrroles (for example,
di-, tri-, or tetrapyrroles) capable of fluorescing when associ-
ated with an apoprotein (such as apophytochrome). The bilins
may be linear bilins that are made from heme by cleaving the
ring, or cyclic bilins that are heme precusors (for example
protoporphyrin IX alpha or PPIXa) and heme. In some
embodiments, when PPIXa binds to BphP as in the HIP
mutants of BphP, the phytochrome is fluorescent. Bilin com-
ponents can be isolated from plants, algae, or cyanobacteria
according to standard techniques. The bilin components can
also be synthesized de novo.

“Chromophore binding domain” (CBD) refers to the apo-
protein N-terminal subsequence of phytochrome. Typically,
the chromophore binding domain in bacterial phytochromes
includes PAS and GAF domains of phytochrome. In certain
cyanobacterial phytochromes such as Sy A and SyB, the chro-
mophore binding domain typically includes a GAF domain,
but does not include the PAS domain.

The term “operably linked” or “operably inserted” means
that the regulatory sequences necessary for expression of the
coding sequence are placed in a nucleic acid molecule in the
appropriate positions relative to the coding sequence so as to
enable expression of the coding sequence. This same defini-
tion is sometimes applied to the arrangement of other tran-
scription control elements (e.g., enhancers) in an expression
cassette. Transcriptional and translational control sequences
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are DNA regulatory sequences, such as promoters, enhanc-
ers, polyadenylation signals, terminators, and the like, that
provide for the expression of a coding sequence in a host cell.

The terms “promoter,” “promoter region,” or “promoter
sequence” refer generally to transcriptional regulatory
regions of a gene, which may be found at the 5' or 3' side of the
coding region, or within the coding region, or within introns.
Typically, a promoter is a DNA regulatory region capable of
binding RNA polymerase in a cell and initiating transcription
ofadownstream (3' direction) coding sequence. The typical 5'
promoter sequence is bounded at its 3' terminus by the tran-
scription initiation site and extends upstream (5' direction) to
include the minimum number of bases or elements necessary
to initiate transcription at levels detectable above back-
ground. Within the promoter sequence is a transcription ini-
tiation site (conveniently defined by mapping with nuclease
S1), as well as protein binding domains (consensus
sequences) responsible for the binding of RNA polymerase.

The terms “isolated,” “purified,” or “biologically pure”
refer to material that is substantially or essentially free from
components that normally accompany it as found in its native
state. Purity and homogeneity are typically determined using
analytical chemistry techniques such as polyacrylamide gel
electrophoresis or high performance liquid chromatography.
A protein that is the predominant species present in a prepa-
ration is substantially purified. In particular, an isolated
nucleic acid of the present invention is separated from open
reading frames that flank the desired gene and encode pro-
teins other than the desired protein. The term “purified”
denotes that a nucleic acid or protein gives rise to essentially
one band in an electrophoretic gel. Particularly, it means that
the nucleic acid or protein is at least 85% pure, more prefer-
ably at least 95% pure, and most preferably at least 99% pure.

Two nucleic acid sequences or polypeptides are said to be
“identical” if the sequence of nucleotides or amino acid resi-
dues, respectively, in the two sequences is the same when
aligned for maximum correspondence as described below.
The term “complementary to” is used herein to mean that the
sequence is complementary to all or a portion of a reference
polynucleotide sequence. In the case of both expression of
transgenes and inhibition of endogenous genes (e.g., by anti-
sense or sense suppression) the inserted polynucleotide
sequence need not be identical and may be “substantially
identical” to a sequence of the gene from which it was
derived.

In the case of polynucleotides used to inhibit expression of
an endogenous gene, the introduced sequence need not be
perfectly identical to a sequence of the target endogenous
gene. The introduced polynucleotide sequence will typically
be at least substantially identical (as determined below) to the
target endogenous sequence.

In the case where the inserted polynucleotide sequence is
transcribed and translated to produce a functional polypep-
tide, because of codon degeneracy, a number of polynucle-
otide sequences will encode the same polypeptide. These
variants are specifically covered by the term “polynucleotide
sequence from” a particular gene. In addition, the term spe-
cifically includes sequences (e.g., full length sequences) that
are substantially identical (determined as described below)
with a gene sequence encoding a polypeptide of the present
invention and that encode polypeptides or functional
polypeptide fragments that retain the function of a polypep-
tide of the present invention, e.g., a modified bacterial phy-
tochrome with increased fluorescence.

Optimal alignment of sequences for comparison may be
conducted by methods commonly known in the art, for
example by the search for similarity method described by
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Pearson and Lipman 1988, Proc. Natl. Acad. Sci. USA 85:
2444-2448, by computerized implementations of algorithms
such as GAP, BESTFIT, BLAST, FASTA, and TFASTA in the
Wisconsin Genetics Software Package, Genetics Computer
Group (GCG), Madison, Wis., or by inspection. In a preferred
embodiment, protein and nucleic acid sequence identities are
evaluated using the Basic Local Alignment Search Tool
(“BLAST”), which is well known in the art (Karlin and Alts-
chul, 1990, Proc. Natl. Acad. Sci. USA 87: 2267-2268; Alts-
chul etal., 1997, Nucl. Acids Res. 25: 3389-3402), the disclo-
sures of which are incorporated by reference in their
entireties. The BLAST programs identify homologous
sequences by identifying similar segments, which are
referred to herein as “high-scoring segment pairs,” between a
query amino or nucleic acid sequence and a test sequence
which is preferably obtained from a protein or nucleic acid
sequence database. Preferably, the statistical significance ofa
high-scoring segment pair is evaluated using the statistical
significance formula (Karlin and Altschul, 1990). The
BLAST programs can be used with the default parameters or
with modified parameters provided by the user.

“Percentage of sequence identity” is determined by com-
paring two optimally aligned sequences over a comparison
window, where the portion of the polynucleotide sequence in
the comparison window may comprise additions or deletions
(i.e., gaps) as compared to the reference sequence (which
does not comprise additions or deletions) for optimal align-
ment of the two sequences. The percentage is calculated by
determining the number of positions at which the identical
nucleic acid base or amino acid residue occurs in both
sequences to yield the number of matched positions, dividing
the number of matched positions by the total number of
positions in the window of comparison, and multiplying the
result by 100 to yield the percentage of sequence identity.

The term “substantial identity” of polynucleotide
sequences means that a polynucleotide comprises a sequence
that has at least 25% sequence identity compared to a refer-
ence sequence as determined using the programs described
herein; preferably BLAST using standard parameters, as
described. Alternatively, percent identity can be any integer
from 25% to 100%. More preferred embodiments include
polynucleotide sequences that have at least: 25%, 30%, 35%,
40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%, 80%, 85%,
86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98% or 99% sequence identity compared to a
reference sequence. These values can be appropriately
adjusted to determine corresponding identity of proteins
encoded by two nucleotide sequences by taking into account
codon degeneracy, amino acid similarity, reading frame posi-
tioning, and the like. Accordingly, polynucleotides of the
present invention encoding a protein of the present invention
include nucleic acid sequences that have substantial identity
to the nucleic acid sequences that encode the polypeptides of
the present invention.

The term “substantial identity” of amino acid sequences
(and of polypeptides having these amino acid sequences)
normally means sequence identity of at least 40% compared
to a reference sequence as determined using the programs
described herein; preferably BLAST using standard param-
eters, as described. Preferred percent identity of amino acids
can be any integer from 40% to 100%. More preferred
embodiments include amino acid sequences that have at least
40%, 45%, 50%, 55%, 60%, 65%, 70%, 75%, 80%, 85%,
86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, or 99% sequence identity compared to a
reference sequence. Polypeptides that are “substantially iden-
tical” share amino acid sequences as noted above except that
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residue positions which are not identical may differ by con-
servative amino acid changes. Conservative amino acid sub-
stitutions refer to the interchangeability of residues having
similar side chains. For example, a group of amino acids
having aliphatic side chains is glycine, alanine, valine, leu-
cine, and isoleucine; a group of amino acids having aliphatic-
hydroxyl side chains is serine and threonine; a group of amino
acids having amide-containing side chains is asparagine and
glutamine; a group of amino acids having aromatic side
chains is phenylalanine, tyrosine, and tryptophan; a group of
amino acids having basic side chains is lysine, arginine, and
histidine; and a group of amino acids having sulfur-contain-
ing side chains is cysteine and methionine. Preferred conser-
vative amino acids substitution groups are: valine-leucine-
isoleucine, phenylalanine-tyrosine, lysine-arginine, alanine-
valine, aspartic acid-glutamic acid, and asparagine-
glutamine. Accordingly, polypeptides or proteins of the
present invention include amino acid sequences that have
substantial identity to the amino acid sequences of the
polypeptides of the present invention, which are modified
bacterial phytochromes that exhibit increased fluorescence
over the corresponding wild-type bacterial phytochromes.

The invention also relates to nucleic acids that selectively
hybridize to the exemplified sequences, including hybridiz-
ing to the exact complements of these sequences. The speci-
ficity of single-stranded DNA to hybridize complementary
fragments is determined by the “stringency” of the reaction
conditions (Sambrook et al., 1989). Hybridization stringency
increases as the propensity to form DNA duplexes decreases.
In nucleic acid hybridization reactions, the stringency can be
chosen to favor specific hybridizations (high stringency),
which can be used to identify, for example, full-length clones
from a library. Less-specific hybridizations (low stringency)
can be used to identify related, but not exact (homologous, but
not identical), DNA molecules or segments.

DNA duplexes are stabilized by: (1) the number of comple-
mentary base pairs; (2) the type of base pairs; (3) salt concen-
tration (ionic strength) of the reaction mixture; (4) the tem-
perature of the reaction; and (5) the presence of certain
organic solvents, such as formamide, which decrease DNA
duplex stability. In general, the longer the probe, the higher
the temperature required for proper annealing. A common
approach is to vary the temperature; higher relative tempera-
tures result in more stringent reaction conditions.

To hybridize under “stringent conditions” describes
hybridization protocols in which nucleotide sequences at
least 60% homologous to each other remain hybridized. Gen-
erally, stringent conditions are selected to be about 5° C.
lower than the thermal melting point (Tm) for the specific
sequence at a defined ionic strength and pH. The Tm is the
temperature (under defined ionic strength, pH, and nucleic
acid concentration) at which 50% of the probes complemen-
tary to the target sequence hybridize to the target sequence at
equilibrium. Since the target sequences are generally present
at excess, at Tm, 50% of the probes are occupied at equilib-
rium.

“Stringent hybridization conditions” are conditions that
enable a probe, primer, or oligonucleotide to hybridize only to
its target sequence (e.g., SEQ ID NO:1). Stringent conditions
are sequence-dependent and will differ. Stringent conditions
comprise: (1) low ionic strength and high temperature
washes, for example 15 mM sodium chloride, 1.5 mM
sodium citrate, 0.1% sodium dodecyl sulfate, at 50° C.; (2) a
denaturing agent during hybridization, e.g. 50% (v/v) forma-
mide, 0.1% bovine serum albumin, 0.1% Ficoll, 0.1% poly-
vinylpyrrolidone, 50 mM sodium phosphate buffer (750 mM
sodium chloride, 75 mM sodium citrate; pH 6.5), at 42° C.; or
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(3) 50% formamide. Washes typically also comprise SxSSC
(0.75 M NaCl, 75 mM sodium citrate), 50 mM sodium phos-
phate (pH 6.8), 0.1% sodium pyrophosphate, SxDenhardt’s
solution, sonicated salmon sperm DNA (50 pg/ml), 0.1%
SDS, and 10% dextran sulfate at 42° C., with a wash at 42° C.
in 0.2xSSC (sodium chloride/sodium citrate) and 50% for-
mamide at 55° C., followed by a high-stringency wash con-
sisting 0f 0.1xSSC containing EDTA at55° C. Preferably, the
conditions are such that sequences at least about 65%, 70%,
75%, 85%, 90%, 95%, 98%, or 99% homologous to each
other typically remain hybridized to each other. These con-
ditions are presented as examples and are not meant to be
limiting.

“Moderately stringent conditions” use washing solutions
and hybridization conditions that are less stringent, such that
a polynucleotide will hybridize to the entire, fragments,
derivatives, or analogs of the target sequence (e.g., SEQ ID
NO:1). One example comprises hybridization in 6xSSC,
S5xDenhardt’s solution, 0.5% SDS and 100 pg/ml denatured
salmon sperm DNA at 55° C., followed by one or more
washes in 1xSSC, 0.1% SDS at 37° C. The temperature, ionic
strength, etc., can be adjusted to accommodate experimental
factors such as probe length. Other moderate stringency con-
ditions have been described (Ausubel et al., 1993; Kriegler,
1990).

“Low stringent conditions” use washing solutions and
hybridization conditions that are less stringent than those for
moderate stringency, such that a polynucleotide will hybrid-
ize to the entire, fragments, derivatives, or analogs of the
target sequence (e.g., SEQ ID NO:1). A nonlimiting example
of low stringency hybridization conditions includes hybrid-
ization in 35% formamide, 5xSSC, 50 mM Tris HCI (pH 7.5),
5 mM EDTA, 0.02% PVP, 0.02% Ficoll, 0.2% BSA, 100
ng/ml denatured salmon sperm DNA, 10% (wt/vol) dextran
sulfate at 40° C., followed by one or more washes in 2xSSC,
25 mM Tris HC1 (pH 7.4), 5 mM EDTA, and 0.1% SDS at 50°
C. Other conditions of low stringency, such as those for cross-
species hybridizations, are well-described (Ausubel et al.,
1993; Kriegler, 1990).

A “functional homolog,” “functional equivalent,” or “func-
tional fragment” of a polypeptide of the present invention is a
polypeptide that is homologous to the specified polypeptide
but has one or more amino acid differences from the specified
polypeptide. A functional fragment or equivalent of a
polypeptide retains at least some, if not all, of the activity of
the specified polypeptide.

The present invention contemplates the use of a modified
phytochrome as a fluorophore. In general, any phytochrome
with a DIP (Asp-Ile-Pro) motif may be used as to create a
modified phytochrome with a HIP (His-Ile-Pro) motif, which
can then be used as a fluorophore with improved fluores-
cence. For example, various bacterial phytochromes that have
a DIP (Asp-Ile-Pro) motif may be used as starting points to
create fluorophores with improved fluorescence. In one
example, the present invention provides phytochromes with
modified aspartate 207 (also called aspartic acid 207, Asp207,
or D207) amino acid residue, which exhibit increased fluo-
rescence. In one example, this aspartate 207 residue is located
within the chromophore binding domain (CBD) of phyto-
chrome of'the bacterium Deinococcus radiodurans. Example
of this is shown in the 3-D structure of the chromophore-
binding domain of bacterial phytochrome of D. radiodurans
(DrCBD), described by Wagner et al., 2005, Nature 438:
325-331. The amino acid sequence corresponding to the chro-
mophore-binding domain of bacterial phytochrome isolated
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from D. radiodurans was deposited in the GenBank on May
27, 2005, under accession number 1ZTUA, and is shown as
SEQ ID NO:1.

In one example, the present invention provides phyto-
chrome D207 mutants of the bacterium Deinococcus radio-
durans, which exhibit increased fluorescence. Non-limiting
examples of phytochrome D207 mutants of D. radiodurans
include D207A (i.e., modification of Asp to Ala), D207E (i.e.,
modification of Asp to Glu), D207H (i.e., modification of Asp
to His), D207K (i.e., modification of Asp to Lys), D207L (i.e.,
modification of Asp to Leu), D207N (i.e., modification of Asp
to Asn), D207Q (i.e., modification of Asp to Gln), D207S
(i.e., modification of Asp to Ser), and D207T (i.e., modifica-
tion of Asp to Thr). All of the above can be used as fluoro-
phores in the practice of this invention. Particularly useful for
the practice of the present invention is the modified phyto-
chrome D207H. Functional homologs of these mutants can
also be used as fluorochromes.

The present invention also provides modified phyto-
chromes from Cyanobacteria as fluorophores with improved
fluorescence. In one example, the modified phytochromes are
from the thermophilic bacterium Synechococcus OS A or
from Synechococcus OS B' (Steunou et al., 2006, Proc. Natl.
Acad. Sci. USA 103: 2398-2403; Allewalt et al., 2006, Appl.
Environ. Microbiol. 72: 544-550; Bhaya et al., 2007, ISME J.
1: 703-713). Similar to what is described above for modifi-
cations of phytochromes from Deinococcus radiodurans, it is
possible to modity the corresponding aspartate in the DIP
motifs of the Synechococcus OS A or Synechococcus OS B'
chromoproteins, and thus obtain fluorophores with increased
fluorescence and with similar fluorescence characteristics to
those of the D. radiodurans mutation. Shown in SEQ ID
NO:3 is the amino acid sequence of the full-length SyA-Cphl
protein of the bacterium Syrechococcus sp. OS Type A.
Shown in SEQ ID NO:5 is the amino acid sequence of the
full-length SyB-Cphl protein of the bacterium Syrechococ-
cus sp. OS Type B'. Not wanting to be bound by the following
theory, this particular point mutation (DIP—HIP) might have
aubiquitous effect throughout the phytochrome superfamily,
which contains a DIP motif.

In another example, the present invention contemplates the
use of a modified GAF domain of phytochrome as a fluoro-
phore. The GAF domain is present in phytochromes and in
cGMP-specific phosphodiesterases. The present invention
contemplates the use of modified GAF domains from both
phytochromes and from cGMP-specific phosphodiesterases.
The GAF domain of the Deinococcus radiodurans phyto-
chrome described by Wagner et al., 2005, Nature 438: 325-
331, is 165 amino acids long, consists of the phytochrome
amino acid residues 166 to 330, and is shown in SEQ ID
NO:2. The similar domain of the bacterium Syrechococcus
sp. OS Type A (also referred to herein as Syrechococcus OS
A, SyA, Cyanobacterium Yellowstone A, or CYA), encoding
aCYA_2782 sensor histidine kinase, shown in SEQ ID NO:4,
can be used in the practice of the present invention. In addi-
tion, the GAF domain of the bacterium Synechococcus sp. OS
Type B prime (also referred to herein as Synechococcus OS
B', SyB, Cyanobacterium Yellowstone B, or CYB), is shown
in SEQ ID NO:7. In general, various phytochrome GAF
domains, suitably modified according to the present inven-
tion, can be used as fluorophores with increased fluorescence.
Functional homologs of various GAF domains can also be
modified and used as fluorochromes.

In one embodiment, the present invention provides modi-
fied phytochrome domains from Cyanobacteria as fluoro-
phores with improved fluorescence. In one example, the
modified phytochrome domains are from the thermophilic
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bacterium Syrechococcus OS A or from Synechococcus OS
B' (Steunou et al., 2006, Proc. Natl. Acad. Sci. USA 103:
2398-2403; Allewalt et al., 2006, App. Environ. Microbiol.
72: 544-550; Bhaya et al., 2007, ISME J. 1: 703-713). Similar
to what is described above for modifications of the GAF
domain from D. radiodurans phytochrome, it is possible to
modify the corresponding aspartate in the DIP motifs of the
Synechococcus OS A or Syrechococcus OS B' chromopro-
teins, and thus obtain fluorophores with similar fluorescence
characteristics to those of the D. radiodurans mutation. Not
wanting to be bound by the following theory, this particular
point mutation (DIP—HIP) might have a ubiquitous effect
throughout the phytochrome superfamily, which contains a
DIP motif.

Various fragments of the GAF domain can be used as
fluorescent molecules of the present invention. Particularly
useful for practicing the present invention is the modification
of the Asp-lle-Pro (i.e., DIP) motif present in the GAF
domain of the Deinococcus radiodurans phytochrome,
shown in amino acids 207-209 of SEQ ID NO:1, i.e., amino
acids 56-58 of SEQ ID NO:2, into a His-Ile-Pro (i.e., HIP)
motif. It is contemplated that various modifications of this
DIP motif (and its functional equivalents in other phyto-
chromes) will result in fluorophores useful for practicing the
present invention. Some examples of fluorophores useful for
the practice of this invention include modifications of the DIP
motif of the GAF domain, for example: Asp to Ala (i.e.,
D—A); Asp to Glu (i.e., D—E); Asp to His (i.e., D—H); Asp
to Lys (i.e., D—=K); Asp to Leu (i.e., D—L); Asp to Asn (i.e.,
D—N); Asp to Gln (i.e., D—=Q); Asp to Ser (i.e., D—8); and
Asp to Thr (i.e., D—T).

A variety of modified phytochrome domains can be used as
fluorescent compositions of the present invention. In general,
what is important is that the polypeptides used as fluoro-
phores include modifications of the Asp (D) indicated above,
or its equivalents in other phytochromes. In one example,
preferred modifications include modifications of the DIP
motif indicated above or its equivalents in other phyto-
chromes. The amino acid chains surrounding the one or more
introduced modifications can vary in length; they can be
symmetrical or asymmetrical. Thus, a variety of functional
homologs of these polypeptides can be used as fluorochromes
in the practice of this invention. For example, SEQ ID NO:8
illustrates an attenuated GAF domain from Synechococcus
OS B, 154 amino acids long, which can be modified (for
example, by introducing a mutation in the GAF domain of
D86 to H86, i.e. D86H) and used as a fluorochrome in the
practice of this invention.

Examples of wild-type phytochrome domains that can be
modified and used in the practice of this invention are shown
in SEQ ID NO:7 (CYB GAF), which is 200 amino acids long,
and in SEQ ID NO:6 (CYB GAF-PHY), which is 421 amino
acids long. In addition, a variety of attenuated CYB GAF
domains can be used as starting points for modifications that
can generate phytochrome-based fluorochromes. An example
of one such attenuated GAF domain is shown in SEQ ID
NO:8, where the attenuated GAF domain is 154 amino acids
long. Functional equivalents of these phytochrome domains
can also be used as starting point for modifications, to gener-
ate fluorochromes according to this invention.

In another example, the present invention contemplates the
use of a modified GAF phytochrome domain fused to the
phytochrome domain PHY, as a fluorophore. The PHY
domain is located at the C-terminal end of the photosensory
domain (Oka et al., 2004, Plant Cell 16: 2104-2116). The
addition of the PHY domain to the modified GAF phyto-
chrome domain can stabilize the fluorescence of the compo-
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sitions of the present invention. In examples where the GAF
construct may lose the intensity of fluorescence with UV
exposure, the addition of PHY can stabilize the intensity of
fluorescence. If desired, additional modifications of the phy-
tochrome domains can be performed; for example, additional
amino acid residues may be added to the modified constructs,
to improve the stability of the compositions of the present
invention, and/or their fluorescence intensity, to minimize
photobleaching, etc. As well, additional protein domains can
be fused to the modified phytochrome domains.

Since phytochromes with the Asp207>H is mutation or the
parallel equivalent need a fluorescent adduct to emit fluores-
cence, a phytofluor or an equivalent fluorescent adduct is
typically provided. Fluorescent adducts such as phytofluors
are known in the art (Murphy and Lagarias, 1997, Current
Biology 7: 870-876). The fluorescent adducts are not neces-
sarily limited to the native bilin, i.e., phycocyanobilin (PCB)
for cyanobacteria Cphs and Biliverdin for Bphs, but may be
any adduct which emits fluorescence as a result of binding the
apoprotein (covalently or non-covalently). The fluorescent
adducts are not necessarily limited to linear bilins (i.e., PCB)
and can use cyclic bilins such as PPIXa. These fluorescent
adducts may also be linked covalently by crosslinking tech-
niques known in the art. The present invention contemplates
fluorescent adducts consisting in some embodiments of natu-
rally occurring or engineered apoproteins with bilins derived
from different organisms, or with non-naturally occurring
synthetic pyrroles.

The fluorescent adduct can be provided in a variety of
ways, for example as a co-expressed entity within the system
being used (e.g., co-expression of heme oxygenase with a
bacterial phytochrome or BphP to make the native biliverdin
chromophore), or added exogenously to the apoprotein (for
example making bacterial agar plates with biliverdin in the
medium to be taken into bacterial cells expressing the
Asp207>His apoprotein for fluorescent bacterial colony rec-
ognition). To enable fluorescence, one or more types of fluo-
rescent adducts may be also be added to cell culture, tissue
slices, or even given to a live animal to enable the fluorescent
adduct to be formed. The manner in which the fluorescent
adduct is provided is irrelevant to the present invention. Alter-
natively, the cell or the living organism may natively provide
the fluorescent adduct.

It is also important to note that the fluorescence emission
wavelength may also be subject to alteration based on either
further engineering the apoprotein, the use of a different
fluorophore, or a combination of both. U.S. Pat. No. 6,046,
014, incorporated herein by reference, also gives several use-
ful examples of this system, including protein-protein inter-
actions with yeast 2-hybrid using a Phy apoprotein fusion as
“bait” for a GFP-fusion as prey. The phytofluor would be
added to the system to generate fluorescence energy transfer
from the now fluorescent Phy to GFP to enable the detection
of the interaction.

Another powerful example of how this technology can be
used includes making Asp207>His apoprotein antibody con-
jugation, followed by detection by the addition of any number
of phytofluors. This can also be useful in tracing protein
expression in vitro, in situ, in cells, or even in a living organ-
ism. Such conjugates may be used in a number of ways to
screen for interactions using a high-throughput microtiter
plate assay, where the D207>His apoprotein-target fusion is
simply detected by addition of the fluorescent adduct (phytof-
luor).

The fluorophores may also be provided by injection (for
example injection into oocytes to monitor expression of a
D207>His apoprotein fusion protein).
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The invention is particularly useful because the modified
phytochromes and phytochrome domains exhibit relatively
long wavelength of'the fluorescence emission. In general, the
novel fluorophores of this invention exhibit fluorescence in
the red part of the visible light spectrum. Some of the modi-
fied phytochrome domains described herein have emission
wavelengths far into the red part of the visible light spectrum,
for example as far to the red part of the spectrum as 720 nm.
These values exceed the examples of other fluorescent mol-
ecules with long wavelength of emission, for example
mPlum, with emission max at 649 nm (Wang et al., 2004,
Proc. Natl. Acad. Sci. USA 101: 16745-16749; and Shaner et
al., 2004, Nature Biotechnology 22: 1567-1572). In addition,
the modified phytochrome domains exhibit large separation
between the excitation and emission wavelength maxima,
which makes them particularly useful.

This invention contemplates the use of phytochrome fluo-
rophores as components of fusion proteins. A “fusion pro-
tein” is a protein created through genetic engineering from
two or more proteins or peptides. This is typically achieved by
creating a fusion gene: removing the stop codon from the
DNA sequence of the first protein, then appending the DNA
sequence of the second protein in frame. The entire DNA
sequence (encoding the first and the second protein) will then
be expressed by a cell as a single protein (i.e., fusion protein).
Optionally, one or more amino acids in the form of a linker (or
“spacer”) can also be added between the fused proteins or
peptides.

In some embodiments, this invention contemplates the use
of'a single amino acid modification for improvement of fluo-
rescent properties of the compositions described herein. For
example, a composition of the present invention may include
a phytochrome domain with just a DrBphP D207 mutation as
described herein. Alternatively, this invention contemplates
the use of multiple amino acid modifications for improvement
of fluorescent properties of the compositions described
herein. For example, a composition of the present invention
may include a phytochrome domain with a D207 mutation
and one or more other amino acid mutations as described
herein. Two or more modified phytochrome domains may be
combined, for example fused into a fusion protein.

The modified phytochromes of the present invention have
the potential to be expressed as apoproteins and can be
detected by exogenous addition of native or synthetic fluoro-
phores (e.g., PCB or Cy5 derivatives). Labeling of fusion
proteins with synthetic fluorophores is known in the art (Kep-
pleretal., 2004, Proc. Natl. Acad. Sci. USA 101: 9955-9959).
Alternatively, such mutated phytochromes can be co-ex-
pressed with bilin derivatives in vivo.

Methods for detecting expression of genes in living organ-
isms are provided. The methods include: a) introducing into
cells of the living organisms DNA molecules having the gene
sequences linked to DNA molecules encoding modified bac-
terial phytochrome domains from Deinococcus radiodurans
or Synechococcus sp. OS Type A or Synechococcus sp. OS
Type B' having increased fluorescence over the correspond-
ing wild-type bacterial phytochrome domains, such that regu-
latory elements of the genes control expression of the modi-
fied bacterial phytochrome domains with increased
fluorescence; b) culturing the cells under conditions permit-
ting expression of the genes; and ¢) detecting the expression
of the modified phytochrome domains with increased fluo-
rescence in the cells, thereby detecting expression of the
genes in the living organisms. The methods may include
adding fluorescent adducts to the cells of the living organ-
isms.
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Methods for determining the tissue-specificity of transcrip-
tion of DNA sequences in living organisms are provided. The
methods include: a) introducing into cells of the living organ-
isms first DNA molecules that include the DNA sequences
that are linked to other DNA sequences encoding modified
bacterial phytochrome domains; having increased fluores-
cence from Deinococcus radiodurans or Synechococcus sp.
OS Type A or Synechococcus sp. OS Type B, such that the
first DNA sequences control expression of the modified bac-
terial phytochrome domains having increased fluorescence in
the living organisms; and b) detecting expression of the modi-
fied bacterial phytochrome domains with increased fluores-
cence in different tissues of the living organisms, thereby
determining the tissue-specificity of the transcription of the
first DNA sequences in the living organisms. The methods
may include adding fluorescent adducts to the tissues.

The photocycle properties of some phytochrome domains
have been studied. For example, even though GAF can
undergo photocycle, when this fragment is expressed alone, it
cannot incorporate chromophore (Esteban et al., 2005, Bio-
chemistry 44: 450-461). As well, there have been mutations
made at Asp207 or its equivalent DIP position to interrogate
the role of that residue in photoconversion. For example,
these are described by Hahn et al., 2006, FEBS J. 273: 1415-
1429 2006, where the modified residues were D207A and
D207N/E196G; and by von Stetten et al., 2007, J. Biol. Chem.
282: 2116-2123, where the modified residues were Asp-197
(D197A) and His-250. Neither of these publications has any
fluorescence mention. In addition, photocycle properties of
phytochromes are not the focus of the present invention. The
present invention provides compositions and methods that
relate to modified phytochromes with increased fluorescence.

In contrast to other widely used fluorescent reporters (for
example, Green Fluorescent Protein), which typically allow
only for C-terminal protein fusions, the compositions of the
present invention allow for making both C-terminal protein
fusions and N-terminal protein fusions. For example, the
SyB-Cphl phytochrome (from thermostable Cyarobacte-
rium Yellowstone B'; also known as SyB) lacks the N-terminal
PAS domain which has been shown to prevent N-terminal
fusions. Therefore, modified phytochromes according to this
invention lend itself well to the creation of both C-terminal
protein fusions and N-terminal fusion proteins with improved
fluorescence. The SyB-Cphl and SyB-Cph2 chromopeptides
are very small and may be more desirable than larger fusions
when used in genetic engineering applications. In addition, in
contrast to GFP, the fluorophores of the present invention do
not require oxygen, which makes them particularly useful for
anaerobic applications. Thus, the invention provides greater
flexibility for genetically engineering protein fusions that
include fluorescent reporter molecules.

The present invention contemplates the use of the fluoro-
phore compositions and the methods for a variety of applica-
tions, including but not limited to: tracking molecule move-
ments in living cells by microscopy; high-throughput
detection of molecules in plate-based or chip assays; detec-
tion of protein-protein interactions (e.g., FRET—Fluores-
cence Resonance Energy Transfer); and nanotechnology
applications such as single-molecule measurements of bio-
molecular motion. The invention is particularly useful
because in some embodiments of the invention the modified
phytochromes and phytochrome domains may be thermotol-
erant, withstanding temperatures exceeding 70° C., and thus
may find utility in applications where other fluorescent
reporter molecules are less useful.

Itis to be understood that this invention is not limited to the
particular methodology, protocols, subjects, or reagents
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described, and as such may vary. It is also to be understood
that the terminology used herein is for the purpose of describ-
ing particular embodiments only, and is not intended to limit
the scope of the present invention, which is limited only by
the claims. The following examples are offered to illustrate,
but not to limit the claimed invention.
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for 4 h at room temperature in a shaking incubator set to 100
rpm. The cells were then harvested by centrifugation at
8000xg for 10 min.

After pelleting the cells, all further steps were carried out in
a darkroom under green safe lights. Cells were lysed via
sonication and cleared with a 30 min centrifugation at
18,000xg. To encourage complete chromoprotein assembly,
the crude soluble extracts were incubated in darkness for one

EXAMPLES hour in atleasta 10-fold molar excess of BV (biliverdin) prior
to affinity purification. The holoproteins were then purified
Example 1 19" Via nickel chelate affinity chromatography and eluted with a
30 mM Tris-HCI (pH 8.0) buffer containing 1 M imidazole.
Phytochrome-Based Fluorophores from Deinococcus After elution, the buffer was exchanged for 30 mM Tris-HCl
radiodurans (pH 8.0) by ultrafiltration using a Centricon YM-10 column
(Millipore, Billerica, Mass.). The ability of proteins to
Site-Directed Mutagenesis and Protein Purification. 1> covalently bind BV was monitored by zinc-induced fluores-
The full-length DrBphP gene from Deinococcus radiodu- cence of the chromoproteins following SDS-PAGE, as
. . . . described by Bhoo et al., 2001, Nature 414: 776-779.
rans (encoding 755 amino acids) was PCR-amplified from S . -
. . . . . pectrophotometric Analysis.
genomic DNA using primers demgned to introduce BamHI Pr/Pfr spectroscopy was performed with a Beckman
and Xhol sites before and after the designated length of cod- 5 DU-640B spectrophotometer. All proteins were diluted with
ing region, respectively. The BamHI-Xhol-digested PCR 30 mM Tris-HCI (pH 8.0) so that the Pr peak at ~700 nm had
products were cloned into pET21a(+) (Novagen, San Diego, an absorbance between 0.25 and 0.6. Ground state (Pr) spec-
Calif.), which was similarly digested, resulting in the addition tra were obtained for all proteins following an extended incu-
of codons for a T7 tag N-terminal to the protein and codons bation in the darkness. After the Pr spectrum was obtained,
for a His6 tag before the stop codon. All site-directed muta- 25 the sample was irradiated with red light R (690 nm) until
tions were introduced by the PCR-based QuikChange method changes in absorbance were no longer detected. Afterwards,
(Stratagene, La Jolla, Calif.). Each coding region was the saturated R-irradiated spectrum was recorded. Difference
sequenced completely by the dideoxy method to confirm spectra were calculated by subtracting the R-irradiated spec-
introduction of the appropriate mutation. trum from the Pr spectrum.

The DrBphP plasmids were transformed into E. coli strain 30  Fluorescence spectroscopy analysis of the Asp207 muta-
Rosetta (DE3) (Novagen) containing the Synechocystis tions was performed at the UW-Madison Biophysics Instru-
Heme Oxygenase (HO) genein pET 24a(+) (Novagen) (Bhoo mentation Facility using a QuantaMaster Model C-60/2000
et al., 2001, Nature 414: 776-779). For protein expression, 1 spectrofluorimeter (Photon Technologies International, Bir-
L cultures of the transformed E. coli were grown in a shaking mingham, N.J.) with both monochrometers set to a 4 nm band
incubator set to 37° C. and 225 rpm. When the cultures 35 pass. Holoprotein assembly and photochemical characteris-
reached an OD600 of ~0.5, protein expression was induced tics of the DrBphP constructions that were analyzed are pre-
with 1 mM isopropyl-beta-D-thiogalactopyranoside (IPTG) sented in Table 1.

TABLE 1
Photochemical properties of DrBphP constructions
BV Pr Pr R-

Covalent ~ Absorbance J;,,, Absorb. irradiated Photo- uv
Construction  Attachment  at280nm  (mm) Max Ay, (nm) conversion Fluorescence
WT Yes 0.556 700 0478 751 Pt/Pfr No
E25/27A Yes 1.747 698 0.552 751 Pt/Pfr No
I35A No 0.376 699 0.036 751  Intermediate N/A
P37A Yes 0.481 701 0.269 753 Pt/Pfr No
Y176H Yes 1.709 696 0.502 750 Intermediate No
F203A Yes 1.068 696  0.507 738 Intermediate Yes
F203H Yes 1.669 695  0.556 742 Intermediate Yes
F203W Yes 1.625 701 0.566 751 Pt/Pfr No
D207A Yes 0.999 700  0.268 751 Intermediate Yes
D207E Yes 0.701 701 0.464 751 Intermediate Yes
D207H Yes 1.855 700 0.385 739 Locked in Pr No
D207K Yes 0.815 700 0.531 739 Locked in Pr Yes
D207L Yes 0.756 700  0.512 N/A Locked in Pr Yes
D207N Yes 0.968 700  0.356 751 Intermediate Yes
D207Q Yes 0.795 701 0.508 746 Intermediate Yes
D207S Yes 2.282 697 0.299 746 Locked in Pr No
D207T Yes 1.036 704 0.479 751 Intermediate Yes
1208A Yes 0.888 695 0.508 751 Pt/Pfr No
Y216H Yes 0.87 697  0.541 748 Pt/Pfr No
Y216W Yes 3.026 698 0.289 751  Intermediate N/A
R254A Yes 2.391 700 0514 750 Pt/Pfr No
R254K Yes 0.742 701 0.499 750 Pt/Pfr No
Y263H Yes 1.046 698  0.543 742 Intermediate Yes
H290N Yes 0.981 699  0.573 747 Intermediate Yes
H290Q Yes 0.333 699 0476 746 Intermediate Yes
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Generation of Mutants.

The examples of the present invention include 25 substitu-
tion mutations at 10 conserved positions in the CBD of DrB-
phP. These residues included Glu25 and Glu27, which may be
important in chromophore ligation (FIG. 1A), 1le35 and
Pro37 which are near the knotted interface of the CBD and
may play a role in polypeptide folding (FIG. 1B), and Tyr176,
Phe203, 11e208, Asp207, Tyr216, Arg254, Tyr263, and
His290, which line the bilin binding pocket and therefore may
be important for photoconversion (FIGS. 1C, D).

Since the DRCBD alone does not photoconvert from Pr to
Pfr but instead appears to become trapped in a bleached
intermediate (Karniol et al., 2005, Biochem. J. 392: 103-116),
all of the amino acid substitutions were introduced into the
full-length DrBphP polypeptide. By doing so, it was possible
to test a full range of photochemical properties, including
bilin binding, photoconversion, and dark reversion. While
several of the DrBphP mutants exhibited near normal assem-
bly and photochemical properties, the majority failed to prop-
erly photoconvert from Pr to Pfr even though the polypeptides
could bind BV.

In some instances, several amino acid changes (i.e., modi-
fications, mutations) were made at a single position. Some of
these positions withstood conserved mutations and behaved
normally, while one in particular, Asp207, failed to tolerate
even conserved substitutions, exhibiting irregular photo-
chemistry for every residue tested. Given the position of
Asp207 near the A-, B-, and C-ring pyrrole nitrogens, it has
been proposed that Asp207 participates in phototransforma-
tion by accepting a proton from BV during the Phy photo-
cycle (Borucki et al., 2005, J. Biol. Chem. 280: 34358-
34364). In support, Resonance Raman analysis of several of
the Asp207 substitutions indicated that even after prolonged
exposure to R, the chromophore remained protonated, and
thus prevented photoconversion.

FIG. 1 illustrates the locations of the DrBphP amino acid
substitutions described herein. FIG. 1(A): the side chains of
Glu25 and 27 are near the sulfur moiety of Cys24 which is
responsible for covalently binding BV. FIG. 1(B): Ile35 is in
the center of the lasso formed by the GAF domain insertion;
Pro37 is positioned near the beginning of the PAS domain.
FIG. 1(C): positions of the conserved residues within the bilin
binding pocket that were substituted to test their effects on
bilin ligation and photochemistry. FIG. 1(D): positions of
conserved residues in the GAF domain rotated approximately
90° with respect to FIG. 1(C); dashed lines in each pane
indicate possible electrostatic interactions.

FIG. 2 illustrates the bilin binding efficiency of DrBphP
mutants. The recombinant wild-type (WT) and mutant
polypeptides were incubated with BV for 30 min and purified
by nickel chelate chromatography. Samples were subjected to
SDS-PAGE and either assayed for the bound bilin by zinc-
induced fluorescence (Zn) or stained for protein with Coo-
massie Blue (Prot). Apo, apoprotein prior to BV incubation.

FIG. 3 illustrates the spectral characteristics of various
DrBphP mutants. Pr (blue) and Pfr (red) absorption spectra
(lower graphs in each panel) and difference spectra (upper
graph in each panel) of the apoproteins incubated with BV are
shown. Pr absorption spectra were recorded after an extended
period of darkness. Pfr spectra were recorded after saturating
radiation with 690 nm light enriched with interference filters.
Difference spectra were calculated by subtracting the Pfr
spectra from the Pr spectra. Absorption maxima and minima
are indicated.

Resonance Raman Analysis.

Resonance Raman spectra of wild-type (WT-DrBphP), and
mutants D207A, D207E, and D207H were obtained with
1064-nm excitation at low temperature (-140° C.) as
described elsewhere (Mroginski et al., 2004, J. Am. Chem.
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Soc. 126: 16734-16735). Vibrational spectra were obtained
by density functional theory (DFT) using the B3LYP func-
tional (Becke, 1993, J. Chem. Phys. 98: 5648-5652) and the
6-31G* basis set. The force field was scaled by a set of global
scaling factors determined for a series of model compounds
including hydrogen bonded systems (Magdo et al., 1999, J.
Phys. Chem. A 103: 289-303; Mroginski et al., 2000, J. Phys.
Chem. B 104: 10885-10899). This approach provides an
accuracy of +11 cm™" for the calculated frequencies.

Modification of Glutamate 25 and 27.

Though much information was obtained from the 3D struc-
ture of DrCBD (Wagner et al., 2005), the mechanism for
chromophore attachment was unclear. Two glutamic acid
residues (Glu25 and 27) are relatively close to Cys24 and may
play a role in activating the Cys24 sulfur for hydrophilic
attack of the A-ring vinyl group of BV (FIG. 1). These two
glutamates were replaced by alanines (E25/27A) to test their
importance in holoprotein assembly.

When incubated with BV the E25/27A mutant still
covalently bound BV effectively, as judged by zinc-induced
fluorescence (Table 1 and FIG. 2). E25/27A was also able to
photoreversibly generate Pr and Pfr, though the photoequilib-
rium for the mutant was slightly shifted in favor of Pr (FIG. 3).
Collectively, these results indicate that Glu25 and Glu27 are
not necessary for bilin attachment and may play a small role
in photo-interconversion.

Modification of Isoleucine 35.

Isoleucine 35 is in the center of the lasso formed by the
GAF domain insertion (FIG. 1) and is necessary for the
proper folding of apo-Phy (Karniol and Vierstra, 2006, In:
Photomorphogenesis in Plants and Bacteria: Function and
Signal Transduction Mechanisms, Springer, Dordrecht, The
Netherlands, pp 65-98). For example, when the correspond-
ing isoleucine residue is substituted with an alanine in pea
phyA and Agrobacterium tumefaciens BphP2, the resulting
polypeptides were insoluble and failed to bind chromophore
either in vivo or in vitro (Bhoo et al., 1997; Karniol and
Vierstra, 2006).

An Ile35—Ala (I35A) substitution in DrBphP also fails to
covalently bind BV (Table 1 and FIG. 2). However, it was still
able to interact with BV in a noncovalent manner and gener-
ate a Pr conformer that has an absorption maximum at 699
nm. The amount of Pr was dramatically reduced as compared
to unmodified DrBphP implying that the efficiency of bilin
binding was much lower (FIG. 3). When irradiated with R, the
135A construction produces an absorption spectrum similar
to bleached intermediates of the Phy photocycle, implying
that upon R-irradiation, the Ile35 mutation is trapped in a
photocycle intermediate. Based on these results and the posi-
tion of T1e35 in the center of the GAF-inserted lasso, it appears
that this residue is important for chromophore attachment and
polypeptide folding.

Modification of Proline 37.

Proline 37 is often conserved within the Phy superfamily
and is located at the tip of the loop directly preceding the PAS
domain, as shown in FIG. 1, and described by Karniol et al.,
2005; Wagner et al., 2005. The position of this residue sug-
gests that it plays a role in proper folding of DrBphP around
the knot region. An alanine substitution at this position
(P37A) was able to bind BV, and form a spectrally active
holoprotein with near normal Pr and Pfr absorption maximum
(Table 1 and FIGS. 2 and 3). Because position 37 is in a loop
region of the protein, it can likely withstand a variety of
mutations.

Modification of Tyrosine 176 and Tyrosine 263.

Tyrosines 176 and 263 lie above and below the D ring of
BV (FIGS. 1C, D) (Wagner et al., 2005). Tyr176 is necessary
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for proper photoconversion in a cyanobacterial Phy (Cph)
from Synechocystis PCC6803 (Sy) (Fischer and Lagarias,
2004, Proc. Natl. Acad. Sci. USA 101: 17334-17339). Tyr263
may also play a role in photoconversion because it is near the
D ring and is also predicted to form a hydrogen bond with the
carboxylate of Asp207. To test the role(s) that these two
tyrosines play in the photoconversion of DrBphP, they were
substituted with histidines (Y176H and Y263H). Both
mutants were able to covalently bind BV to generate Pr (Table
1, FIG. 2). While the Pr absorption spectrum of Y263H was
normal, the Pr absorption spectrum of Y 176H was much more
broad in the R region with an absorption maximum at 696 nm
(Table 1, FIGS. 3, 5), implying that Tyr76 in DrBphP is
necessary for normal Pr formation. When irradiated with R,
both constructions photoconverted poorly to Pfr (Table 1,
FIGS. 3, 5) indicating that both Tyr176 and Tyr263 are nec-
essary to stabilize the Pfr conformer.

When exposed to UV light (UV), the Y176H mutation in
SyCphl fluoresces red (Fischer and Lagarias, 2004, Proc.
Natl. Acad. Sci. USA 101: 17334-17339), which is an indica-
tion it cannot complete Pr to Pfr photoconversion. Unlike the
Y176H substitution in SyCphl, the Y176H substitution in
DrBphP failed to fluoresce under UV; however, Y263H did
fluoresce, suggesting that Tyr263 in DrBphP may play a role
similar as Tyr176 in SyCphl. These results suggest that
Tyr176 does not fulfill the same roles in BphPs and Cphs, and
that because they exhibit similar phenotypes, Tyr263 may
perform the same roles in BphPs as Tyr176 does in Cphs.

Modification of Phenylalanine 203.

In the Pr conformer of DrBphP, the phenylalanine at posi-
tion 203 forms part of the hydrophobic pocket that interacts
with the D-ring vinyl and methyl side chains (FIGS. 1C,D).
This phenylalanine was replaced by alanine (F203A) to abol-
ish the contacts to the D ring, histidine (F203H) to change the
electrochemical environment around the D ring, or tryp-
tophan (F203 W) to determine if a bulky hydrophobic residue
can compensate for a phenylalanine.

All three mutations were able to covalently bind BV and
form a near normal Pr absorption spectrum (Table 1, FIGS. 2,
3). When Phe203 was replaced with either histidine or alanine
there was a slight blue shift in the Pr absorbance maxima
(FIG. 3). This shift in absorbance may be the effect of tor-
sional strain on the m conjugation system of BV. It is possible
that the void of atoms in the F203 A mutant shrinks the pocket
surrounding the D ring, thus forcing it to assume a new
position. In F203H, the blue shift in absorption could be due
to charge repulsions between itself and the hydrophobic side
chains of the D ring. F203A and F203H had similar R-irra-
diated spectra with both mutations forming a bleached inter-
mediate after saturating R (FIG. 3), indicating that these two
mutants fail to properly photoconvert to Pfr. As further proof
that these two mutants have abnormal photochemistry, both
fluoresced red when exposed to UV indicating that energy
absorbed by R cannot drive phototransformation and is
instead released as light. Unlike F203A and F203H, F203W
generated a Pr absorbance spectrum with a peak at 700 nm
and though not as robust as WT, F203W appeared to form Pfr
with a maximum absorption of 750 nm (FIG. 3). These results
imply that a hydrophobic residue at position 203 assists in Pr
to Pfr photoconversion.

Modification of Aspartate 207.

Aspartate 207 is located in the highly conserved Asp-Ile-
Pro (or DIP) motif in the GAF domain of Phys and is respon-
sible for forming part of the bilin binding pocket (FIGS. 1C,
D). Asp207 in SyChpl is necessary for the formation of Pfr
(Hahn et al., 2006, FEBS J. 273: 1415-1429). The DRCBD
structure revealed that the main chain oxygen of Asp207 is
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within hydrogen binding distance to the pyrrole nitrogens of
rings B and C of BV, while its carboxylate side chain may
form an interaction with Tyr263. In addition, the carboxylate
side chain of Asp207 is positioned near the A-ring carbonyl
and may provide the repulsive force causing the torsional
strain that rotates the A ring out of the plane formed by rings
Band C.

In separate experiments, Asp207 was changed to: alanine
(D207A), glutamic acid (D207E), histidine (D207H), lysine
(D207K), leucine (D207L), asparagine (D207N), glutamine
(D207Q), serine (D2078S), or threonine (D207T). These resi-
dues were chosen for a variety of reasons. The alanine muta-
tion was chosen to abolish any contacts to the chromophore at
this position, while glutamic acid, asparagine, and glutamine
were chosen because they are most similar to Asp and would
test the importance of size and charge at position 207. Serine
and threonine were chosen because their hydrophilic side
chains would alter the hydrogen bonding patterns in the
pocket. Histidine and lysine were chosen to test the effects
positive charge would have on bilin ligation and photochem-
istry. Lastly, the leucine substitution was chosen because it is
close to the same size as aspartic acid, but is hydrophobic.

While most of the Asp207 constructions expressed
robustly in E. coli, the D207S protein expressed poorly with
the majority of the protein present in the inclusion body
fraction indicating that a serine at position 207 is deleterious
to protein folding. Based on zinc-induced fluorescence, all
the 207 mutants were able to covalently bind BV, even the
insoluble D207S (Table 1, FIG. 2). Though all mutations
formed Pr, even the most conserved mutations; D207E,
D207N, and D207Q, fail to properly photoconvert to Pfr and
arrested at an intermediate in the Phy photocycle (FIG. 4). In
addition, all of the other mutants failed to properly photocon-
vert (FIG. 4). Several, including D207A, D207H, D207K,
and D207S, also arrest at a photocycle intermediate when
exposed to R (FIG. 4). D207L appears to be completely
locked in Pr and shows no photoconversion after prolonged
R-irradiation, while D207T appears to completely pho-
tobleach upon R-irradiation (FIG. 4).

Fluorescence Spectroscopy of Position D207.

The majority of the tested D207 mutants exhibited
increased fluorescence. Indeed all mutants, except D207E
and D2078, fluoresced red when the purified proteins were
excited with UV light (Table 1). FIG. 4 illustrates the visual
properties of the D207 mutants assembled with BV. The
proteins were standardized for equal absorbance at 700 nm.
The purified WT BphP and D207 substitution mutants were
imaged in white light or UV light. Not wanting to be bound by
the following explanation, it is possible that the energy
required to drive the isomerization of the chromophore is
released as fluorescence.

To better define the fluorescent properties of the mutants,
they were analyzed by fluorescence spectroscopy and their
excitation and emission maxima were determined. FIG. 6
illustrates the fluorescence excitation and emission spectra of
D207 mutants assembled with BV. Fluorescence excitation
(left peak, 410-420 nm) and emission spectra (right peak, 626
nm) of the purified WT and mutant D207 samples were mea-
sured after being standardized for equal protein (absorbance
at 280 nm). Bar represents 100,000 counts.

The D207 constructions displayed similar excitation and
emission spectra and maxima (FIG. 6). All samples displayed
maximum emission at 626 nm when irradiated at 410-420 nm
(FIG. 6). The mutant D207H exhibited the largest excitation
and emission peaks with both being over twice the size as the
next highest construction (FIG. 6).
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The amount of fluorescence does not correlate to the appar-
ent degree of photoconversion. For instance, the mutant
D207L exhibited the least amount of photoconversion, yet it
showed intermediate excitation and emission spectra. Con-
versely, the D207N mutation generated the most photoprod-
uct and yet generated significant excitation and emission
spectra (FIG. 6). These two mutants are similar with respect
to fluorescence, yet dissimilar with respect to photoconver-
sion.

Resonance Raman Spectroscopy of D207.

To better understand the photochemical properties of sev-
eral mutants, Asp207, D207A, D207E, and D207H were
investigated by Resonance Raman spectroscopy. D207 A was
chosen because it likely abolishes any contacts made to the
chromophore at position 207 based on the 3D structure of
DRCBD (Wagner et al., 2005). D207H was chosen because of
its bright fluorescence in UV, and D207E was chosen because
its photochromic properties were the least affected when
compared to those of other D207 substitutions.

Resonance Raman spectroscopy provides information
about the vibrations of atoms and is very similar to infra-red
(IR) spectroscopy (Meier, 2005, Chem. Soc. Rev. 34: 734-
752). Because Resonance Raman spectroscopy exclusively
probes the vibrational bands of the bilin and not the protein, it
is an ideal technique for analyzing the structure and protona-
tion state of BV (Mroginski et al., 2004).

FIG. 7 illustrates the resonance Raman analysis of Pr con-
former of D207A, D207E, and D207H. FIG. 7(A): experi-
mental Resonance Raman spectra of the Pr conformer of the
various D207 substitutions in H,O. FIG. 7(B): enlarged view
of (A) showing the Resonance Raman spectra of the same
polypeptides in both H,O and D,O. The vibrational node
corresponding to the N—H plane is indicated. The spectral
region between 1400 and 1700 cm™" is particularly diagnostic
for the configuration, conformation, and the protonation state
of BV (Borucki et al.,, 2005, J. Biol. Chem. 280: 34358-
34364) (FIGS. 7A, B). The Resonance Raman spectra of the
parent Pr states of WT-DrBphP, D207A, D207E, and D207H
(all in H,0) are compared in FIG. 7A. Inspection of this
region confirmed that the chromophore geometry of the
mutants is quite similar to that of DrBphP in the Pr form
(FIGS. 7A, B). Moreover, the spectra demonstrate that the
chromophore is protonated since the marker band originating
from the N—H in-plane bending mode of the rings B and C at
1577 ecm™ is clearly visible in all four spectra but disappears
in a D,O containing buffer (FIG. 7B).

Inspection of the high-frequency region (1400-1700 cm™")
reveals some differences between the mutants and DrBphP
beyond the level of tetrapyrrole configuration and conforma-
tion (FIGS. 7A, B). All three D207 mutants show a distinct
downshift of the most prominent bands observed for DrBphP
at1577,1631,and 1656 cm™' by ~5 cm™'. The N—H in-plane
bending (1577 em™), which is a diagnostic band for the
protonated chromophore, had a similar intensity in the D207E
and D207H variants, indicating that the chromophore is pro-
tonated in each case. The downshift of this mode in both
D207E and D207H suggests that the hydrogen-bond interac-
tions around the chromophore are altered (FIG. 7B). Specifi-
cally, the downshift indicates an increase in the distances
between the ring B and C nitrogens and the hydrogen bond
acceptor. As a consequence, electrostatic interactions
between the protein and the chromophore are modified,
which are expected to have an effect on the C—C stretching
frequencies as well. This is likely the origin for the downshift
of the C—=C stretching modes at 1631 and 1656 cm™" (FIGS.
7A, B). This interpretation only partly accounts for the spec-
tral differences between D207A and the WT protein. Here the
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apparent frequency downshifts are even larger but a detailed
analysis is complicated by the fact that the chromophore is in
equilibrium between a major protonated and a minor non-
protonated form. This conclusion is derived from the slightly
reduced intensity of the N—H in-plane bending and the con-
comitant small intensity increase at ~1595 cm™ (FIG. 7A).

FIG. 8 illustrates the Resonance Raman analysis of R-ir-
radiated conformer of D207A, D207E, and D207H in H,O.
R-irradiated Resonance Raman spectra were generated after
subtraction of the non-photoconverted sample. The Meta
spectrum was obtained by trapping R-irradiated WT-DrBphP
(WT) at =30° C. When irradiated with R, the degree of pho-
toconversion was relatively small for all D207 mutants such
that the corresponding Resonance Raman spectra obtained
after subtraction of the contribution of the non-photocon-
verted sample had a relatively poor signal-to-noise ratio.
Given these restrictions, the spectra of the D207 mutants were
very similar to each other. Their spectra were also similar to
the spectrum of the Meta transition state of the WT protein
that is trapped at —30° C. (Borucki et al., 2005), and indicate
that BV is protonated after R-irradiation in all three mutations
(FIG. 8). This conclusion is further supported by experiments
carried out with samples in D,O ruling out a deprotonated
chromophore. The analysis of D207E is particularly surpris-
ing because it too can only convert to a Meta transition state.
These results suggest that during photoconversion the relative
orientation of the Asp207 side chain with respect to the chro-
mophore is altered allowing its carboxylate side chain to
directly interact with the inner pyrrole rings, possibly remov-
ing a proton from one of them. This interaction may be
impaired in D207E because of its slightly larger side chain.
Taken together, these results show that Asp207 is essential for
Pr to Pfr photoconversion in Phys.

Asp207 appears to be essential for the proper photochemi-
cal properties of DrBphP (FIGS. 3,4, and 7). Because Asp207
and its neighboring Ile and Pro residues are conserved
throughout the Phy superfamily (Karniol et al., 2005; Wagner
etal., 2005), it is not surprising that even the most conserved
substitutions at position 207, glutamic acid and asparagine,
fail to properly photoconvert from Pr to Pfr (FIGS. 3 and 7).
Glutamic acid and aspartic acid differ by only 1 carbon atom;
nevertheless, a Resonance Raman spectrum for D207E is
similar to D207A and D207H, indicating that all three are
unable to compensate for an aspartic acid (FIG. 8).

Modification of Isoleucine 208.

Isoleucine 208 is situated in the same highly conserved DIP
motif as Asp207 (Karniol et al., 2005; Wagner et al., 2005)
(FIGS. 1C, D) and appears to provide hydrophobic packing
contacts for the B and C rings. Only subtle differences in
photochemistry were observed when this isoleucine was
changed to an alanine in DrBphP. The Ile208Ala (I1208A)
mutant could covalently bind BV and effectively form Pr.
When exposed to R, the assembled 1208 A chromoprotein
produced a photoproduct with an absorption spectrum similar
to DrBphP, but with reduced absorption (Table 1 and FIGS. 2,
3). These results suggest that though not necessary for Pfr
production, 11e208 affects the photoequilibrium between Pr
and Pfr and thus plays a role in optimal Pfr formation.

Modification of Tyrosine 216.

The B-ring propionic side chain of BV forms a salt bridge
with the amines of Arg254 and may also form a hydrogen
bond with the hydroxyl of Tyr216 (FIGS. 1C,D) (Wagner et
al., 2005). To test whether Tyr216 helps to secure BV in the
binding pocket, it was substituted for either a histidine
(Y216H) or tryptophan (Y216 W).

Both mutants covalently bound BV and produced Pr (Table
1 and FIGS. 1, 2). When irradiated with R, Y216H produced
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a Pfr absorption spectrum with a slightly blue-shifted maxi-
mum at 748 nm, indicating that a histidine can likely com-
pensate for a tyrosine at position 216 (FIG. 2). Although
Y216W also formed Pr, its absorption was dramatically
reduced as compared to DrBphP. When exposedto R, Y216W
showed little photoconversion to Pfr (FIG. 2).

While histidine at position 216 appeared to fulfill the role
of a tyrosine, a tryptophan, because of its bulky side chain,
may negatively alter the structure of the bilin binding pocket
and therefore preclude proper photochemistry. These results
suggest that Tyr216, though not necessary for chromophore
attachment, does participate in Pr to Pfr photoconversion.

Modification of Arginine 254.

The amine group of Arg254 forms a salt bridge to the
B-ring propionate side chain of BV (Wagner et al., 2005)
(FIGS. 1C, D). To test if Arg254 plays a role in chromophore
attachment and the Phy photocycle, position 254 was
changed to alanine (R254A), lysine (R254K), or glutamine
(R254Q)). While R254A and R254K were able to assemble
with BV to form Pr (Table 1 and FIGS. 2, 5), R254Q failed to
covalently associate with BV (Table 1 and FIG. 2). In addi-
tion, R254Q does not make Pr, suggesting that glutamine
blocks noncovalent association with BV.

It is plausible that lysine at position 254 should be able to
form an electrostatic interaction with the chromophore and
partially fulfill the role of Arg254. In accord, R254K can
convert between Pr and Pfr with absorption maxima at 700
nm and 750 nm, respectively (Table 1 and FIG. 5) suggesting
that lysine is able to perform the same photochemical pro-
cesses as arginine at position 254. Similar results were seen
with a corresponding mutation in SyCph1 (Hahn et al., 2006).

An alanine substitution at position 254 would abolish the
salt bridge between the protein and the propionate side chain
of BV. While R254A was able to form Pr, its Pr absorbance
was nearly four times weaker than that of DrBphP as judged
by the ratio between absorption at 700 and 280 nm, and
surprisingly, even before R irradiation, the R254 A mutation
exhibits residual Pfr (FIG. 5). When R-irradiated, R254A
displays normal Pr to Pfr photo-conversion (FIG. 5). How-
ever, the R245 A mutation displays no photoconversion even
after 12 hrs of continuous darkness while DrBphP appears to
revert to mixture of Pr/Pfr more substantially enriched for Pr.
Collectively these results demonstrate that positively charged
Arg254 helps in securing BV in the bilin pocket and may play
a role in dark reversion kinetics.

Modification of Histidine 290.

In the Pr conformer of DRCBD, the Ne of His290 provides
the sole electrostatic interaction to the D-ring carbonyl of BV
suggesting that it may be responsible for the stability of the Pr
conformer (FIGS. 1C,D) (Wagner et al., 2005). To test the
importance of His290, it was substituted with asparagine
(H290N) or glutamine (H290Q). Both constructions were
able to bind BV and form Pr with an absorption maximum at
699 nm (Table 1 and FIGS. 2, 5).

While H290N displayed a normal Pr absorption spectrum,
the absorption maximum in H290Q was larger than the Pr
maximum of DrBphP when the spectra were normalized for
protein concentration (FIG. 5). When exposed to R, both
H290N and H290Q formed nearly indistinguishable
bleached intermediates with absorption maxima at 747 and
746 nm, respectively. Like several of the other mutants that
fail to photoconvert to Pfr, H290N and H290Q also fluoresced
when excited with UV (Table 1). These results imply that
His290 is necessary for the maintenance of Pr and for the
proper formation of Pfr.
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Emission Spectra from D. radiodurans BphP 501-D207H,
Agrobacterium tumefaciens Agro2 N504-Wild Type, and
Agrobacterium tumefaciens Agro2 N504-D196H Mutant.

The plasmids used in these experiments were all pET 21a
(Novagen), with an N-terminal T7 tag and C-terminal 6xHis
tag. Growth and purification for all was as follows: growth of
bacteria in 1 L. LB+0.1 mg/ml. Ampicillin to OD600~1,
induction with 250 mg IPTG at 20° C. for four hours. Bacte-
rial cells were harvested by centrifugation, and the cell pellets
were stored —80° C.

Pellets were resuspended in 25 m[. 30 mM Tris pH 8.0, 0.3
M NaCl, 5 mM imidazole, 1 mM TCEP, EDTA-free Com-
plete Mini protease inhibitor tablet (Roche) per manufactur-
er’s instructions. Cells were lysed by two passes through a
French press, lysate was cleared by centrifugation. 200 uL. of
20 mM biliverdin was added to cleared lysate under green
safe lights and incubated on ice for 1 hour. All subsequent
steps were performed under green safe lights. Cleared lysate
was passed over a 1.5 mLL NiNTA column, washed with 15
mlL lysis buffer (less TCEP and protease inhibitor), and eluted
in 6 mL. 30 mM Tris pH 8.0, 0.3 M NaCl, 250 mM imidazole.

D. radiodurans CBD-D207H and 501-D207H proteins
were further purified as follows. First, 0.6 mL 3.5 M ammo-
nium sulfate was added to 6 mL of protein sample, which was
then run over an 8 mL, Phenyl-sepharose column and eluted in
a gradient from 30 mM Tris pH 8.0, 0.3 M AmSO, to 30 mM
Tris pH 8.0. Pure protein fractions having the highest 700/280
ratio (save Agro2 N504 Wild-type where the 750/280 ratio
was used) were pooled and dialyzed versus 2 L. 30 mM Tris
pH 8.0, 50 mM NaCl.

Fluorescence measurements were recorded on a Jobin
Yvon Horiba Fluoromax-3 fluorimeter at 20° C. ina 2.5 mL
sample. Measurements were taken on protein that had been
kept under safe lights save for the time it took to put the
sample into the fluorimeter.

Table 2 shows a summary of major excitation and emission
wavelengths, and the relative amount of fluorescence (i.e.,
emission count) for the tested Deinococcus radiodurans
mutant BphP 501-D207H, Deinococcus radiodurans mutant
CBD-D207H,  Agrobacterium  tumefaciens  mutant
Agro2N504-D196H (i.e., BphP2), and Agrobacterium tume-
faciens Agro2 N504-Wild type (Karniol and Vierstra, 2003,
Proc. Natl. Acad. Sci. US4 100: 2807-2812; Karniol et al.,
2005). The Agro2 BphP2 protein sequence can be found in
the GenBank under accession number Q8UDG1. The impor-
tance of Agro2 is that it is Pfr in the ground state instead of the
normal Pr, unlike other phytochromes described herein.

FIG. 9 shows the emission spectra from Agro2 N504-Wild
type. FIG. 10 shows the emission spectra from Agro2 N504-
D196H. FIG. 11 shows the emission spectra from D. radio-
durans BphP 501-D207H. FIG. 12 shows the emission spec-
tra from the D. radiodurans mutant CBD-D207H.

FIGS. 9-12 all have spurious peaks at twice the excitation
wavelength; for example excitation at 280 nm produces an
apparent 560 nm peak in the emission spectrum. These peaks
are due to the equipment, and are not included in Table 2.

The D. radiodurans DrBphP 501-D207H mutant had an
A280 absorbance 0f0.516, an A700 absorbance 0f0.422, and
700/280 ratio of 0.818, in sample bufter consisting of 30 mM
Tris pH 8.0, 50 mM NaCl. The D. radiodurans CBD-D207H
mutant (N321-D207H) had an A280 absorbance 0£0.1452, an
A700 absorbance 0f 0.2952, and 700/280 ratio of 2.03, in the
same sample buffer as above.

The Agro2 N504-wt absorbance values had an A280 absor-
bance of 1.806, an A750 absorbance of 1.49, and 750/280
ratio of 0.825, in sample buffer consisting of 30 mM Tris pH
8.0, 50 mM NaCl, 30 mM imidazole. The Agro2 N504-
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D196H mutant had an A280 absorbance of 2.094, an A700
absorbance of 0.358, and 700/280 ratio of 0.171, in the same
sample buffer as above.

The increase in fluorescence intensity for Agro2 N504-
D196H/WT, after normalizing concentration by comparing
absorbance at 280 nm and comparing similar peaks from the
same excitation wavelength, was as follows: with excitation
at 280 nm, the 334(D196H)/336(WT) emission was 0.88; the
644/640 emission was 0.94; with excitation at 412 nm, the
626/632 emission was 2.29, and the 688/685 emission was
3.17. D196H was slightly less fluorescent than the wild-type
when excited at 280 nm, but significantly brighter when
excited at 412 nm.

TABLE 2

Summary of major excitation and emission wavelengths

Excitation wavelength (nm) Emission wavelength (nm) Emission count

D. radiodurans BphP 501-D207H

280 342 9992890
658 3743920
290 341 10457760
656 3984970
397 459 363760
624 3782050
653 1217540
721 4384670
410 475 377280
625 4274320
720 3270040
685 716 6078400
Agro2 N504-D196H
280 334 8683000
644 3621800
412 626 8047720
688 2830940
Agro2 N504 Wild-type
280 336 8492880
640 3326820
410 632 3027550
685 769850
D. radiodurans BphP CBD-D207H
280 347 3542757
668 1008171
710 998235
396 622 211085
718 2197514
Example 2

Phytochrome-Based Fluorophores from
Synechococcus

Operon Organization and Sequence Alignment.

Genomic sequences for the SyA-Cphl and SyB-Cphl
operons from Synechococcus sp. OS-A (also referred to as sp.
JA-3-3Ab: NCBI Accession NC_007775) and Syrechococ-
cus sp. OS-B' (also referred to as sp. JA-2-3B'a(2-13): NCBI
Accession NC_007776) were obtained from The Institute for
Genomic Research (TIGR; Rockville, Md.) Comprehensive
Microbial Resource (CMR) website. Operon organizations
were predicted by the FGENESB bacterial and operon gene
prediction (Softberry, Inc., Mount Kisco, N.Y.) and TIGR
CMR operon prediction functions. Related proteins were
identified by BLAST searches of the GenBank™ database,
aligned by CLUSTAL W (Higgins et al., 1994, Nucleic Acids
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Research 22: 4673-4680), and displayed using MACBOX-
SHADE version 2.15 (Institute of Animal Health, Pirbright,
UK).

Construction of Recombinant Phy Expression Strains.

PCR-based modifications of Phys involved paired ampli-
fications that were subsequently combined, melted, and re-
annealed to generate blunt-ended doubled-stranded frag-
ments as described by Ulijasz et al., 1996, J. Bacteriol. 178:
6305-6309. The DNA templates for SyA-Cphl and SyB-
Cphl full-length coding sequences were PCR amplified
directly from Symechococcus sp. OS-A and OS-B' DNA,
respectively. The pPBAD-C expression plasmid encoding the
PAS-GAF-PHY domains from Syrechocystis sp. PCC6803
(Syn) Cphl (residues 1-514) was as described by Gambetta
and Lagarias, 2001, Proc. Natl. Acad. Sci. USA 98: 10566-
10571. The codons for the C-terminal c-Myc tag attached to
Syn-Cphl (PAS-GAF-PHY) were replaced with those encod-
ing a 6His tag (underlined) followed by a stop codon by
ligating the annealed primers 5'-AGCTTTGCATCATCAT-
CATCATCATTGAAGC-3' (SEQ ID NO:39) and 5'-AGCT-
GCTTCAATGATGATGATGATGATGCAA-3' (SEQ 1D
NO:40) into HindIII-digested pBAD-C plasmid containing
the Syn-Cphl (PAS-GAF-PHY) construction. From this
manipulation, the plasmid pBAD-6H was generated.

Assemblies of the various Cph truncations and mutants
were accomplished by PCR using appropriate primer pairs,
the sequences of which can be found in the accompanying
sequence listing. Products for the two PCR reactions were
combined, melted and re-annealed, phosphorylated, and puri-
fied as described by Ulijasz et al., 1996, J. Bacteriol. 178:
6305-6309. Phosphorylated flush inserts were then ligated
into the Ncol- and HindIII-digested pPBAD-6H plasmid. Site-
directed mutations were introduced into the 6His-tagged
SyB-Cphl (GAF) construction by the QuickChange method
(Stratagene, La Jolla, Calif.) using Pfx polymerase (Invitro-
gen, Carlsbad, Calif.) in combination with the appropriate
mutagenic primers (see sequence listing). All coding regions
were sequenced in their entirety to confirm the presence of the
desired mutation and the absence of secondary mutations.

The PAS-GAF-PHY truncation (residues 1-501) of the
bacterio-Phy from D. radiodurans (DrBphP) was generated
by PCR amplification of the full-length coding region with
the primers 5-CGTAAGGATCCATGAGCCGGGAC-
CCGTTGCCC-3' (SEQ ID NO:41) and 5-CCTGACTC-
GAGCGCCCCGGTCAATGTGTCACG-3' (SEQ ID
NO:42) that were designed to add BamHI and Xhol sites to
the 5' and 3' ends, respectively. The PCR product was digested
with BamHI and Xhol and ligated into the pET21a plasmid
(Novagen, Madison, Wis.) that was similarly digested.

Protein Expression and Purification.

PCB-containing holo-Cphs suitable for absorption, reso-
nance Raman (RR), and/or NMR spectroscopy were pro-
duced using the dual-plasmid Escherichia coli expression
system developed by Gambetta and Lagarias, 2001, Proc.
Natl. Acad. Sci. US4 98: 10566-10571. The kanamycin-re-
sistance plasmid pPL-PCB expressed the HO and BVR
enzymes under $-D isopropyl thiogalactopyranoside (IPTG)
control to direct the synthesis of PCB from heme. Ampicillin-
resistance pBAD-6H plasmids expressed the 6His-tagged
SyA-Cphl, SyB-Cphl and Syn-Cphl truncations solely
under arabinose control (Gambetta and Lagarias, 2001, Proc.
Natl. Acad. Sci. USA 98: 10566-10571). The pPL-PCB and
pBAD-6H plasmids were simultaneously introduced into the
ara operon-deficient E. coli expression strain BL.21-Al (Invit-
rogen, Carlsbad, Calif.) and cultured in 500 mL of repression
medium (RM) to suppress protein production. After an over-
night incubation, the cells were harvested, resuspended, and
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grown at 37° C. in 2 L. of M9 minimal medium containing
NH,Cl, 0.2% glycerol, 100 uM a.-aminolevulinic acid (ALA)
(Wang et al., 1999, J. Bacteriol. 181: 1211-1219), 100 uM
FeCl;, 5 mg of thiamine, and a vitamin mix (Venters et al.,
1991, Biochemistry 30: 4491-4494). To synthesize isotopi-
cally-labeled SyB-Cphl (GAF), NH,C1 and glycerol were
replaced with >N- and '*C-isotopically labeled forms,
respectively. To produce SyB-Cphl (GAF) that contained
either [**N]-PCB or [**C]-PCB (isotopically-labeled at all six
methyl groups and the CH,, carbon located on each propionate
side chain (FIG. 20A) attached to unlabeled protein, unla-
beled ALA in the medium was replaced with 100 uM [*°N]-
ALA (Medical Isotopes Inc., Pelham, N.H.) or 1,2-[*C]-
ALA (a gift from Dr. Mario Rivera, Kansas State University),
respectively. In all cases, once the ODy,, of the culture
reached 0.8-0.9, PCB synthesis was induced by adding 1 mM
IPTG. After 2 hrs, synthesis of the Cphl apo-proteins was
induced by the addition of 0.2% w/v arabinose and the cul-
tures were grown overnight at 20° C. All subsequent steps
were performed under green safelights.

To purify the various Phy chromoproteins, the expressing
cells were collected by centrifugation, resuspended in 25
ml/L of culture in lysis buffer, consisting of 50 mM Tris-HCl
(pH 8.0), 100 mM NaCl, 1 mM dithiothreitol, 1 mM phenyl-
methylsulfonyl fluoride, and a tablet of Complete-EDTA free
protease inhibitor cocktail (Hoffmann-L.a Roche, Basel,
Switzerland), and lysed by sonication. NP-40 (0.1% v/v) was
then added to the lysates followed by incubation on ice for 30
min, agitation at 4° C. for 2 hrs, and finally clarified by
centrifugation at 16,000xg for 30 min. The resulting super-
natant was filtered through a 0.45 pM filter (Corning, Corn-
ing, N.Y.) and dialyzed into extraction/wash buffer (50 mM
Tris-HC1 (pH 7.0), 300 mM NaCl, 10% (v/v) glycerol, 20 mM
imidazole, 0.05% (v/v) Tween-20, and 1 mM 2-mercaptoet-
hanol) overnight at 4° C. as described by Gambetta and
Lagarias, 2001, Proc. Natl. Acad. Sci. USA 98: 10566-10571.
The Phy chromoproteins were then purified by nickel chelate-
affinity chromatography (Qiagen Sciences, Germantown,
Md.) using the extraction/wash buffer plus 300 mM imida-
zole for elution. The Phy-containing eluates were subjected to
hydrophobic interaction FPLC using a 1x10 cm phenyl HP
column (Pharmacia, Uppsala, Sweden) with a 0 to 300 mM
ammonium sulfate gradient in 25 mM Tris-HCl (pH 8.0) for
elution. Pooled Phy-containing fractions for NMR analysis
were exchanged and concentrated into 10 mM deuterated
Tris-HC1 (pH 8.5) (Sigma, St. Louis, Mo.) in 100% H,O
using an Amicon Ultra-15 filter (Millipore, Billerica, Mass.).
[**C]-PCB containing samples were exchanged into 10 mM
Tris-DCI (pH 8.5) in 100% D,O. This buffer was found to
enhance the stability of SyB-Cphl (GAF) chromoprotein
based on the solubility screen of Collins et al., 2004, Acta.
Crystallogr. D. Biol. Crystallogr. 60: 1674-1678. For all non-
isotopically labeled Cphl holo-proteins, the same protocol
was applied except non-isotopically labeled reagents were
used in the M9 media preparation and the FPLC purification
step was omitted.

To test for bilin specificity, the various Phy apo-proteins
were expressed in the pPBAD-6H plasmid as above without
co-expression of the HO and BVR genes from pL.-PCB. Apo-
DrBphP(PAS-GAF-PHY) C-terminally tagged with a 6His
sequence was expressed as described by Karniol et al., 2005,
Biochem. J.392: 103-116. The E. coli cells were resuspended
in 30 mM Tris-HCI (pH 8.0), 100 mM NaCl and 30 mM
imidazole, and lysed by sonication. The resulting extracts
were clarified by centrifugation as above and then mixed with
100 uM of either PCB or BV for 2 hrs at 4° C. The polypep-
tides were then purified by nickel-chelate affinity chromatog-
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raphy using 300 mM imidazole for elution. Presence of the
covalently bound bilin was assayed by zinc-induced fluores-
cence of the chromoproteins following SDS-PAGE (Bhoo et
al., 2001, Nature 414: 776-779). PCB was purified from lyo-
philized Spirulina platensis as described (Scheer, 1984, In:
Techniques in Photomorphogenesis, Smith et al., ed., pp.
227-256, Academic Press, New York) but without the final
HPLC step. Purified BV was obtained from Frontier Scien-
tific (Logan, Utah).

Size Exclusion Chromatography.

Size exclusion chromatography (SEC) was performed by
FPLC using a 24 ml Superose 6 (S6) column (GE Healthcare,
Pittsburgh, Pa.). The chromoproteins (100 pl of a 5 mg/ml
sample) were first purified through the phenyl HP step, dis-
solved in 30 mM Tris-HCI (pH 8.0) and 200 mM NaCl, and
either loaded onto the column as Pr or immediately following
saturating irradiation of the sample with red light (630 nm).
Absorption spectra were recorded before and after SEC to
verify that the chromoproteins remained enriched in the
desired states (Pr or Pfr).

Absorption and Fluorescence Spectroscopy.

Absorption spectra were measured with a PerkinElmer
Lambda 650 UVN is Spectrometer (PerkinElmer, Waltham,
Mass.) with the samples dissolved in 30 mM Tris-HCl1 (pH
8.0). Photoconversions between Pr and Pfr by red and far-red
light were achieved with white light filtered through appro-
priate interference filters (Andover Corp. Salem, N.H.); 630-
nm and 690-nm filters, respectively, for SyA-Cphl and SyB-
Cphl, and 690-nm and 730-nm filters, respectively, for Syn-
Cphl. Thermostability was measured in the dark for Pr
samples (absorbance of the Pr absorption maximum was
adjusted to 1.5) dissolved in 30 mM Tris-HCI (pH 8.0). After
heating for 20 minutes at the appropriate temperature, the
samples were clarified by centrifugation at 16,000xg and the
amounts of soluble chromoproteins remaining were mea-
sured spectrophotometrically. Rates of Pr—Pfr photoconver-
sion and Pfr—Pr dark reversion were measured spectropho-
tometrically using the absorbance of the samples at 704 nm to
determine the amount of Pfr generated or lost, respectively.

Fluorescence excitation and emission spectra were
recorded with a QuantaMaster Model C-60/2000 spectrofluo-
rimeter (Photon Technologies International, Birmingham,
N.J.). Chromoprotein concentrations were adjusted to have
an absorbance of 0.6 for the Pr absorbance maximum. Emis-
sion spectra were recorded during an excitation at 360 nm.
Excitation spectra were recorded by measuring emission at
the peak wavelength (646 nm to 664 nm depending on the
sample).

Resonance Raman (RR) Spectroscopy.

RR spectra were recorded with 1064-nm excitation (Nd-
YAG cw laser, line width <1 ecm™) using Digilab BioRad
(Varian, Darmstadt, Germany) or a RFS100/S (Bruker
Optics, Ettlinger, Germany) Fourier-transform Raman spec-
trometers (4 cm™' spectral resolution). The near-infrared
excitation line was sufficiently close to the first electronic
transition to generate a strong pre-resonance enhancement of
the chromophoric vibrational bands such that Raman bands
of'the protein matrix remained very weak in the spectra of the
parent states. All spectra were measured at —140° C. using a
liquid-nitrogen cooled cryostat (Linkam, Waterfield, Surrey,
UK). The laser power at the sample was set at ~700 mW,
which did not damage the chromoproteins as checked by
comparing the absorption spectra of the samples obtained
before and after RR data acquisition. The total accumulation
time was less than 2 hrs for each spectrum. For all RR spectra
shown herein, the background was subtracted.
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The photoproducts were accumulated by irradiating the
samples for a few minutes at room temperature. These raw
RR spectra for Pfr included substantial contributions from
residual Pr, which was subtracted using the characteristic RR
bands of Pr as a reference. Further RR experimental details
have been described previously (Wagner et al., 2008, J. Biol.
Chem. 283: 12212-12226; Kneip et al., 1999, Biochemistry
38:15185-15192).

NMR Spectroscopy.

Isotopically-labeled forms of SyB-Cph1(GAF) assembled
with PCB (~2 mM) were dissolved in 93% H,O, 7% D,0, 10
mM deuterated Tris-HCI (pH 8.5), and 0.15 mM NaN; and
placed in a 280 ul Shigemi microcell. Prior to NMR analysis,
the tube was heated to 65° C. for 10 min to inactivate con-
taminating thermo-sensitive E. coli proteases that slowly
compromised the sample. NMR spectra were collected at 25°
C. using an 800 MHz 'H frequency Varian INOVA spectrom-
eter (Varian Inc., Palo Alto, Calif.) equipped with a cryogenic
probe. Samples with a high proportion of Pfr were obtained
by irradiating the microcell solution with saturating red light
(630 nm); this photoequilibrium was maintained throughout
NMR data acquisition by continuous irradiation of the micro-
cell with a low fluence rate of red light provided by a 100-mW,
620-nm light-emitting diode (LED) (LiteON LED, Mouser
Electronics, Mansfield, Tex.) channeled into the glass plunger
by a fiber optic cable. Photoconversion of Pfr back to Pr was
completed by irradiating the microcell with saturating far-red
light (690 nm).

'H-'*N heteronuclear single quantum coherence (HSQC)
spectra with *>N-'>C-labeled SyB-Cphl (GAF) chromopro-
tein or unlabeled SyB-Cphl(GAF) protein assembled with
[*°N]-PCB were collected as 128*(t1, **N)x1022*(t2, *H)
data matrices. Acquisition times were 48 ms and 85 ms in the
t1 and t2 dimensions, respectively. 'H-">*C HSQC spectra that
centered on the methyl region of unlabeled SyB-Cphl (GAF)
protein assembled with [*>C]-PCB were collected as 32*(t1,
13C)x769* (2, 'H) data matrices. Acquisition times were 10
ms and 80 ms in the t1 and t2 dimensions, respectively. Data
were processed and plotted using the NMRPipe software
package (Delaglio et al., 1995, J. Biomol. NMR 6: 277-293).
All NMR data were collected at the NIH-sponsored NMR
Facility at the University of Wisconsin-Madison (NMR-
FAM).

SyA-Cphl and SyB-Cphl Identify a New Subfamily of
Phys.

A set of phytochromes with novel structures and/or photo-
chemical properties has been discovered. The novel DNA
sequences originated from two newly discovered cyanobac-
terial species designated Synechococcus sp. Octopus Spring
(0S)-A and Syrechococcus sp. Octopus Spring (OS)-B', (The
Institute for Genomic Research—TIGR; Rockville, Md.).
Apparent Phy homologs in these species included those
closely related to Phys as well as possible orthologs of Syn-
echocystis (abbreviated as Syn) Cph2 (Wu and Lagarias,
2000, Biochemistry 39: 13487-13495; Park et al., 2000, Bio-
chemistry 39: 10840-10847), suggesting that these cyanobac-
teria employ an array of bilin-containing photoreceptors for
their complex light behaviors.

Two Phy genes, designated here as SyA-Cphl (TIGR locus
number CYA 2779) and SyB-Cphl (TIGR locus number
CYB 2465), are particularly notable for encoding proteins
with GAF and PHY domain arrangements near their N-ter-
mini. The organization of the SyA-Cph1 and SyB-Cph1 oper-
ons and domain architectures of the encoded proteins is
shown in FIG. 14. The Syn-Cphl operon from Synechocystis
PCC6803 is included for comparison. Cphl coding regions
are shown in black boxes. Other coding regions within the
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operons and nearby separate genes are shown in grey and
white boxes, respectively. Positions of the conserved RIT and
DIP motifs, the GAF cysteine (C) that binds PCB, the con-
served cysteine in GAF2, and the conserved histidine (H) that
is the likely phospho-acceptor site in the HK domain are
indicated. Shown in FIG. 14B is an alignment of GAF-PHY
modules in SyA-Cphl and SyB-Cphl with representatives
from the Phy superfamily. Identical and similar amino acids
are shown in black and gray boxes, respectively. Dots denote
gaps. The RIT and DIP motifs are indicated by open and black
rectangles, respectively, and the PCB-binding cysteine by the
arrowhead. Asterisks identify conserved amino acids shown
to be photochemically important in other Phys (Hahn et al.,
2006, FEBS J. 273: 1415-1429; Fischer and Lagarias, 2004,
Proc. Natl. Acad. Sci. USA 101: 17334-17339; von Stetten et
al., 2007, J. Biol. Chem. 282: 2116-2123). The GAF lasso
loop sequence that forms part of the figure-of-eight knot in
DrBphP is defined by the bracket. The GAF and PHY
domains are shown by the solid and dashed lines, respec-
tively. Sequences in the alignment include those from SyA-
Cphl (YP-476144), SyB-Cphl (YP-478662), related Cphs
from Nostoc punctiforme PCC73102 (ZP_00111485), Lyng-
bya sp. PCC8106 (ZP_01618934), Acaryochloris marina
(ABW26890) and Anabaena variabilis (YP_324761),
Deinococcus radiodurans DrBphP (INP_285374), Syn-
echocystis sp. PCC6803 Cphl (NP_442237), and Arabidop-
sis thaliana Phy A (AAC33219). The amino acid numbering
is based on the SyB-Cphl sequence. Each of the GAF
domains includes: (i) the positionally conserved cysteine
(Cys-138 in both) used by Cphs to covalently bind PCB; (ii)
the conserved aspartic acid (Asp-86 in SyB-Cphl) within the
invariant DIP motif that helps coordinate the pyrrole water
associated with the bilin; and (iii) a set of conserved/similar
residues within the GAF domain that have been shown to be
important for bilin ligation (for example, Arg-133, His-139
and His-169 in SyB-Cphl) and Pr—Pfr phototransformation
(for example, Tyr-54, Asp-86, Phe-82, Phe-95, Tyr-142, and
His-169 in SyB-Cphl) in other Phys, strongly suggesting that
these Cphs assemble with linear bilins and become red/far-
red photochromic.

A novel structural feature that is most likely common to the
CBD of canonical Phys is a figure-of-eight knot that helps
tether the PAS and GAF domains. The ~33 amino-acid loop
sequence that forms the knot lasso is present within the GAF
domains of both SyA-Cphl and SyB-Cphl (FIG. 14B). Like-
wise, amino acid sequence alignments revealed strong con-
servation within the PHY domains of both (FIG. 14B), sug-
gesting that this domain also contributes to the formation and
stability of Pfr. HK domains are also present at their C-ter-
mini. Included within the HK sequence are recognizable H,
N, D/F and G boxes present in typical HKs, with the H Box
containing the positionally conserved histidine (His-608)
expected to participate in phosphotransfer. The GAF domains
contain CH motifs. The cysteine in the first GAF domain is
expected to bind PCB via a thioether linkage. It is notyet clear
if the cysteine in the second GAF domain (GAF2) can also
bind bilins.

Phys from proteobacteria and fungi typically connect the
HK domain directly to the PHY domain, whereas higher plant
Phys have an intervening region embedded with two PAS
domains. In contrast, SyA-Cphl and SyB-Cphl contain a
second predicted GAF domain (GAF2) after the PHY domain
(FIG. 14A and FIG. 22). The GAF2 sequences lack the DIP
motif, the lasso loop sequence, and a number of other con-
served residues present in the canonical GAF domain of Phys
(see above), but do contain a cysteine (Cys-516 in SyB-Cph1)
within a Cys-His-Leu motif that could interact with bilins
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covalently (FIGS. 22 and 23). Several other Phys from cyano-
bacteria (e.g., Synechocystis Cph2) also contain a similar
GAF domain distal to the PHY domain. In the case of Syn-
echocystis Cph2, this second GAF sequence can bind bilins,
at least in vitro (Wu and Lagarias, 2000, Biochemistry 39:
13487-13495), suggesting that SyA-Cphl and SyB-Cphl
contain two functioning bilin lyase domains.

FIG. 22 shows a sequence alignment of the HK and GAF2
domains in SyA-Cphl and SyB-Cphl with representatives
from the Phy superfamily. FIG. 22 A shows domain architec-
tures of SyA-Cphl and SyB-Cphl. Positions of the conserved
RIT and DIP motifs, the GAF cysteine (C) that binds PCB, the
conserved cysteine in GAF2, and the conserved histidine (H)
that is the likely phosphoacceptor site in the HK domain are
indicated. FIG. 22B shows alignment of HK domain. Brack-
ets locate the conserved H, N, D/F, and G boxes common in
HK domains. The arrowhead indicates the presumed phos-
phoacceptor histidine. FIG. 22C shows alignment of C-ter-
minal GAF2 from SyA-Cphl and SyB-Cph1 with other Phys
that also contain the RIT domain. The cysteine that could bind
bilins is indicated by the arrowhead. Identical and similar
amino acids are shown in black and gray boxes, respectively.
Dots denote gaps. Sequences in the alignments include those
from SyA-Cphl (YP_476144), SyB-Cphl (YP_478662),
related sequences from Nostoc punctiforme PCC73102
(ZP_00111485), Lyngbya sp. PCC8106 (ZP_01618934), and
Anabaena variabilis (YP_324761).

A striking feature of the SyA-Cphl and SyB-Cphl archi-
tectures is the clear absence of the N-terminal PAS domain
found in most bona-fide Phys identified thus far (Vierstra and
Karniol, 2005, In: Handbook of Photosensory Receptors,
Briggs and Spudich, eds., Wiley-VCH Press, Weinheim, Ger-
many, pp 171-196). Instead, both amino acid sequences begin
immediately at the start of the first GAF domain (FIG. 14).
Although the contribution(s) of the PAS domain to Phy func-
tion are not yet clear, crystal structures reveal that it is in loose
contact with the GAF domain through electrostatic interac-
tions between the knot interface and the propionate side chain
of the B pyrrole ring. Additional BLAST searches of the
GenBank database revealed a small collection of other cyano-
bacterial Phys with similar domain architectures, including
Cph sequences from Nostoc punctiforme, Lyngbya, Ana-
baena variabilis, and Acaryochloris marina (F1G. 14B and
FIG. 22). Like SyA-Cphl and SyB-Cphl, these “PAS-less”
Phys contain one or two additional GAF domains down-
stream of the PHY domain and a 12-amino-acid conserved
sequence RITX(Q/R)IR(Q/R)SLEL (SEQ ID NO:43) or RIT
motif (where X is any amino acid) at the N-terminal end of the
first GAF domain (residues 20-31 in SyB-Cphl (FIG. 14B).
The function of the RIT motif is unclear. The corresponding
stretch in the DrphP CBD structure forms the a4 helix and
a4-a5-helix linker domain, which comprise part of the three-
helix bundle that may help sister GAF domains dimerize.

Analysis of the surrounding genomic region revealed that
the SyA-Cphl and SyB-Cphl coding regions are the first part
of'a two-locus operon in Syrechococcus sp. OS-A and OS-B'
(FIG. 14A). The immediate 3' open reading frames (TIGR
locus numbers CYA 2781 and CYB 2484), which are 4-bp
downstream or overlap with the Cphl coding region, respec-
tively, encode small (130 residues in OS-A and 123 residues
in OS-B") highly conserved proteins predicted to contain a
Domain of Unknown Function 309 (DUF309). DUF309
sequences can be found in a number of archaeal, bacterial,
fungal, algal, and higher plant species where they may bind
metals via the consensus sequence HXXXEXXW (SEQ ID
NO:44) or the consensus sequence HXXXEXXY (SEQ ID
NO:45). Additional synteny is revealed by the presence of
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similar TatD homologs located 128- and 215-bp upstream
from the SyA-Cphl and SyB-Cphl coding regions, respec-
tively, which are predicted to be separate transcriptional units
(FIG. 14A).

SyA-Cphl and SyB-Cph1 Assemble with PCB to Generate
Photochromic Phys.

Given their potential thermostability and the possibility
that the 200-amino-acid GAF alone can complete Pr—Pfr
photoconversion, SyA-Cphl and SyB-Cph1l might be advan-
tageous for various physico-chemical analyses of Phy-type
receptors. Full-length polypeptides of both bearing a C-ter-
minal 6His tag expressed well in E. coli but were completely
insoluble. Truncated variants of each encompassing just the
GAF domain or the GAF domain in combination with the
PHY domain expressed well, were highly soluble, and could
be easily purified by nickel-chelate affinity chromatography
followed by hydrophobic FPLC.

To test for their ability to assemble with bilins, purified
SyA-Cphl (GAF) and SyB-Cphl (GAF) apo-proteins were
incubated with PCB or BV in vitro and then assayed for
covalent attachment by zinc-induced fluorescence of the
products following SDS-PAGE. FIG. 15 shows in vitro
assembly of SyA-Cphl and SyB-Cphl with PCB. Recombi-
nant GAF polypeptides from SyA-Cphl and SyB-Cphl,
SyB-Cphl GAF polypeptide where Cys-138 was substituted
for an alanine, and PAS-GAF-PHY polypeptides from D.
radiodurans (DrBphP) and Synechocystis (Syn) were incu-
bated with PCB or BV and purified by nickel-chelate affinity
chromatography. Samples were subjected to SDS-PAGE and
either assayed for the bound bilin by zinc-induced fluores-
cence (Zn), or stained for protein with Coomassie Blue (Prot).
Apo, apo-protein before incubation with the bilins.

As can be seen in FIG. 15, these GAF only constructions,
like a PAS-GAF-PHY fragment from the cyanobacterial Phy
Cphl from Syrechocystis, readily bound PCB but not BV. In
contrast, a PAS-GAF-PHY fragment from the bacterio-Phy
DrBphP bound only BV under identical conditions, consis-
tent with its preference for BV as the chromophore. Sequence
alignments with other members of the Phy superfamily iden-
tified Cys-138 as the likely bilin attachment site for SyA-
Cphl and SyB-Cphl (FIG. 14B). In support, a Cys-138 to
alanine substitution in SyB-Cphl effectively abrogated PCB
ligation (FIG. 15).

To scale-up SyA-Cphl and SyB-Cph1 chromoprotein pro-
duction, the dual-plasmid E. coli system of Gambetta and
Lagarias was exploited (Gambetta and Lagarias, 2001, Proc.
Natl. Acad. Sci. USA 98: 10566-10571). This system co-
expresses the apo-protein with the HO and BVR enzymes
needed to synthesize PCB from heme. FIG. 16 shows the
UV-vis absorption spectra of PCB-assembled SyA-Cphl and
SyB-Cphl encompassing only the GAF domain or the GAF-
PHY region as Pr (solid lines) or following saturating red
light (R) irradiation (mostly Pfr, dashed lines). Pr-minus-Pfr
difference spectra with their maxima and minima are shown
above. The absorption and difference spectra of PAS-GAF
and PAS-GAF-PHY regions of Syn-Cphl assembled with
PCB are included for comparison.

Absorption spectra of the resulting in vivo assembled pho-
toreceptors, either spanning the GAF-PHY region or just the
GAF domain, resembled typical Phys and were photochro-
mic following red and far-red light irradiations (FIG. 16). The
Pr absorption spectra of the GAF-PHY fragments had
maxima at 629 nm for the Q bands, which were substantially
blue shifted relative to the Pr form generated by the PAS-
GAF-PHY or PAS-GAF fragments from Syn-Cphl with
absorption maxima at 659 nm (FIG. 16). Saturating red light
irradiations of the GAF-PHY fragments from SyA-Cphl and
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SyB-Cphl converted most Pr to Pfr with absorption maxima
at 704 nm, much like Syn-Cphl (PAS-GAF-PHY) (FIG. 16).
In contrast to truncations of other Phys missing the PHY
domain, including Syn-Cphl and DrBphP that are poorly
photochromic (FIG. 16), the SyA-Cphl(GAF) and SyB-
Cphl(GAF) constructions retained most of their red/far-red
light photoreversibility. Saturating red light transformed a
substantial portion of the PCB-bound GAF polypeptides to a
species resembling Pfr. This photoconversion was more effi-
cient for SyB-Cphl (GAF) which produced a defined Pfr
absorption peak at 689 nm in saturating red light (FIG. 16).

SEC has shown that most, if not all, Phys are dimeric with
their binding interface(s) involving one or more regions,
including the GAF domain in DrBphP, the PAS-GAF-PHY
domain in Syn-Cphl, and the C-terminal HK and HK-related
regions in microbial and higher plants Phys. Similar SEC
analysis of the GAF and GAF-PHY constructions of SyB-
Cphl assembled with PCB indicated that the PHY domain
helps this chromoprotein dimerize. Whereas the GAF domain
alone as Pr behaved as a monomer of 22 kDa, consistent with
its calculated molecular mass of 23.3 kDa, the GAF-PHY
fragmentbehaved as a dimer species at 105-kDa, nearly twice
the size of its calculated mass of 48.4 kDa (FIG. 23). Shown
in FIG. 23 is a size exclusion chromatogram (SEC) of SyB-
Cphl (GAF) and SyB-Cphl (GAF-PHY) chromoproteins
under non-denaturing conditions as Pr or following saturating
red light (mostly Pfr). Arrowheads indicate the elution posi-
tions of standards thyroglobulin (608 kDa), gamma globulin
(158 kDa), ovalbumin (45 kDa), myglobulin (17 kDa), and
biotin (1.4 kDa). The predicted molecular masses of mono-
meric SyB-Cphl (GAF) and SyB-Cphl (GAF-PHY)
polypeptides are 23.3 kDa and 48.4 kDa, respectively, while
the apparent molecular masses measured by SEC are 22 and
106 kDa, respectively. The SEC elution profiles of both GAF
and GAF-PHY constructions of SyB-Cphl were indistin-
guishable following exposure to saturating red light, suggest-
ing that their overall shapes and dimerization status are not
dramatically altered upon photoconversion to Pfr (FIG. 23).

SyA-Cphl and SyB-Cphl are Thermostable.

Synechococcus sp. OS-A and OS-B' grow well between
54°C. and 63° C. with an optimum growth temperature of 60°
C. By exposing recombinant SyA-Cphl and SyB-Cphl chro-
moproteins to a wide range of temperatures, it was confirmed
that the photoreceptors are likewise thermotolerant and could
withstand temperatures exceeding 70° C.

FIG. 17 shows the thermostability of the SyA-Cphl and
SyB-Cphl chromoprotein. Recombinant GAF and GAF-
PHY fragments of SyA-Cphl and SyB-Cph1 were assembled
with PCB in vivo and purified by nickel-chelate affinity chro-
matography. F1IG. 17 A shows the solubility of the chromopro-
teins upon exposure to increasing temperatures. PAS-GAF
and PAS-GAF-PHY fragments of Syn-Cphl from the meso-
phillic Syrechocystis PCC6803 species are included for com-
parison. FIGS. 17B and C shows the effect of temperature
(23° C. versus 65° C.) on Pr—Pfr photoconversion by red
light irradiation (B) and Pfr—Pr dark reversion (C) of SyB-
Cphl (GAF) assembled with PCB.

The GAF constructions of SyA-Cphl and SyB-Cphl had
denaturation temperatures (temperature where 50% of the
protein becomes insoluble) of 76° C. and 83° C., respectively,
which decreased slightly to 72° C. and 76° C., respectively,
upon inclusion of the PHY domain (FIG. 17A). By contrast,
the PAS-GAF and PAS-GAF-PHY chromoproteins from
Syn-Cphl, which were derived from the mesophilic Syn-
echocystis PCC6803 species, denatured at 54° C. and 53° C.,
respectively (FIG. 17A).
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Thermostable enzymes typically work more efficiently at
higher temperatures, with optimal performance often match-
ing the preferred growth temperature of the host organism.
This expectation may also hold true for the Pr/Pfr intercon-
version of SyA-Cphl and SyB-Cphl. Both the GAF and
GAF-PHY constructions of SyB-Cphl were more efficient at
Pr—Pfr photoconversion at 65° C. versus 23° C. using the
same fluence rate of red light (initial rates increased by ~3 and
2 fold, respectively (F1G. 17B and F1G. 24). Shown in FIG. 24
is the effect of temperature (23° C. and 65° C.) on Pr—=Pfr
photoconversion by saturating red light (FIG. 24A) and
Pfr—Pr dark reversion (FIG. 24B) of SyB-Cph1 (GAF-PHY)
assembled with PCB. Since the primary photochemical event
is temperature independent, much of this increased rate
should reflect accelerated thermal relaxation steps from the
lumi-R intermediate to Pfr. Subsequent Pfr—Pr thermal
reversion of the GAF chromoprotein was also faster at 65° C.
versus 23° C., with the initial rate increased by 9-fold at the
higher temperature (FIG. 17C). Surprisingly, little thermal
reversion occurred at 23° C. for the GAF-PHY construction
of SyB-Cphl even after 12 hrs of dark incubation (FIG. 24),
suggesting that even lower temperatures might effectively
stabilize the Pfr form of this fragment.

Use of SyB-Cphl (GAF) Chromoproteins as Fluoro-
phores.

The discovery of a set of SyB-Cphl mutants that emit red
fluorescence may have utility in various cell biological and
molecular assays as small portable fluorescent tags. In par-
ticular, the SyB-Cph1 (PAS-GAF D86H) mutant emits strong
fluorescence and when directly compared was significantly
brighter than the previously reported Y176H mutant gener-
ated with the PAS-GAF-PHY fragments of Synechocystis
Cphl (FIG. 13).

Fluorescence characteristics of the tyrosine and aspartic
acid substitutions in Syn-Cphl and SyB-Cphl are shown in
FIG. 13, which indicates various UV-irradiated Cphl (C) and
CYB (B) chromoprotein constructs with wild-type, Asp>H
(D) or Tyr>H(Y) mutations within their respective DrBphP
coordinates of Asp207 and Tyr176. All samples were adjusted
to have a 0.6 absorbance at the Pr absorption maximum. Top
panels in FIG. 13 show purified solutions in white light (WL)
and upon irradiation with UV light. Bottom spectra in FIG. 13
show fluorescence excitation (dashed lines) and emission
spectra (solid lines) of the chromoprotein samples shown in
panel A. Excitation and emission maxima are indicated. CYB
is thermostable Cyanobacteria Yellowstone B'. In particular,
CG refers to cphl PAS-GAF; CGY refers to cphl PAS-GAF
with a Tyr>His mutation; CGD refers to cphl PAS-GAF with
a Asp>His mutation; BG refers to CYB GAF; BGY refers to
CYB GAF with a Tyr>His mutation; BGD refers to CYB
GAF with a Asp>His mutation; CP refers to cph1 PAS-GAF-
PHY; CPY refers to cphl PAS-GAF-PHY with a Tyr>His
mutation; CPD refers to cphl PAS-GAF-PHY with a Asp>H
mutation; BP refers to CYB GAF-PHY; BPY refers to CYB
GAF-PHY with a Tyr>His mutation; and BPD refers to CYB
GAF-PHY with a Asp>His mutation (FIG. 13). As shown in
FIG. 13, the Asp207>His207 mutation is more fluorescent
than the Tyr176>His176 mutation. In addition, there was
greater amount of fluorescent emission with CYB, especially
the CYB GAF-PHY construct harboring the Asp>His muta-
tion (bottom graph, BPD). The D86H mutant retains its red
fluorescence in a monomeric truncation that encompasses
only the 200-amino acid GAF domain, thus making this fluo-
rophore even smaller than the commonly used green fluores-
cent protein (GFP). Advantages over other fluorophores such
as GFP include: (i) its remarkable thermostability, (ii) the
large separation of the electronically excited state (Soret tran-
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sition at 380 nm) from the emitting state (650 nm), which
would minimize light contamination, and (iii) the ability to
modify fluorescence in both time and space by controlling
PCB (or any other adduct which emits fluorescence as a result
of binding the apoprotein) availability (Miller et al., 2006,
Proc. Natl. Acad. Sci. USA 103: 11136-11141). The D86H
mutant may also be excited in the first electronic transition
with orange light to produce an identical emission peak, thus
circumventing potential damages/effects induced by UV or
blue-light excitation.

SvB-Cphl Mutant Affecting Asp-86 Emit Intense Red
Fluorescence.

Random and structurally guided mutagenesis of bacterial
Phys has identified a number of conserved residues that inter-
fere with the photoinduced Pr—Pfr conversion. As examples,
replacement of Tyr-176 in Syn-Cphl with a histidine gener-
ates a highly red fluorescent chromoprotein that cannot pho-
toconvert to Pfr (25,46), while various substitutions of Asp-
207 (e.g., D207H variant) block Pr—Pfr photoconversion in
DrBphP (Wagner et al., 2008, J. Biol. Chem. 283: 12212-
12226). To further compare the binding pocket of these PAS-
less Phys relative to more typical Phys, analogous mutations
(Y54H and D86H; FIG. 14B) were introduced into the GAF
and GAF-PHY constructions of SyB-Cphl.

FIG. 18 shows the effects of positionally conserved
tyrosine and aspartic acid residues in the GAF domains of
SyB-Cphl and Syn-Cph1 on assembly with PCB and absorp-
tion spectra of the resulting chromoproteins. GAF and GAF-
PHY polypeptides from SyB-Cphl and PAS-GAF and PAS-
GAF-PHY polypeptides from Syn-Cphl bearing histidine
substitutions for the tyrosine (residue 54 and 176 in SyB-
Cphl and Syn-Cphl, respectively) or aspartic acid (residue
86 and 207 in SyB-Cphl and Syn-Cphl, respectively) were
co-expressed with PCB, and purified by nickel-chelate affin-
ity chromatography. F1G. 18 A shows the ability of the mutant
apo-proteins to bind PCB. Samples were subjected to SDS-
PAGE and either assayed for the bound bilin by zinc-induced
fluorescence (Zn) or stained for protein with Coomassie Blue
(Prot). FIG. 18B shows the UV-vis absorption spectra of the
mutants shown in FIG. 18A as Pr (solid lines) or following
saturating red light (R) irradiation (mostly Pfr, dashed lines).
Pr-minus-Pfr difference spectra with their difference maxima
and minima are shown above.

Both sets of Y54H and D86H variants in SyB-Cphl were
soluble, retained their ability to bind PCB (FIG. 18A), and
generated near normal absorption spectra for the Pr state with
Q band maxima at or near 630 nm (FIG. 18B), in agreement
with prior studies with other Phys showing that these residues
do not significantly affect Pr assembly. However, absorption
spectra recorded after red light irradiation revealed substan-
tial photochemical defects in the variants (FIG. 18B). For the
SyB-Cphl (GAF) chromoprotein, both substitutions reduced
the amount of Pfr accumulation at 689 nm, but the reduction
was not accompanied by a concomitant loss in the Pr peak,
suggesting that photoconversion in these constructs might not
actually have been lost.

In contrast, while only a minor effect on Pfr accumulation
was evident in the SyB-Cph1 (GAF-PHY) construction bear-
ing the Y54H substitution, a strong block in photoconversion
was evident for the DS86H substitution. The Pr absorption
spectrum of this variant was only slightly changed by satu-
rating red light, and the small loss of absorbance at 630 nm
that was observed was not associated with a concomitant
increase in absorption in the far-red wavelength region for
Pfr, indicating that most Pr—Pfr photoconversion was inhib-
ited.
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Similar photochromic defects were evident in comparable
substitutions of Syn-Cphl (both PAS-GAF and PAS-GAF-
PHY truncations), but the effects were stronger with the
tyrosine variants (FIG. 18). In agreement with previous stud-
ies (Fischer and Lagarias, 2004, Proc. Natl. Acad. Sci. USA
101: 17334-17339), the Y176H variant introduced into both
Syn-Cphl constructions strongly compromised Pr—Pfr pho-
toconversion with saturating red light generating little or no
Pfr. By contrast, the absorption spectrum of the Syn-Cphl
(PAS-GAF D207H) variant after treatment with saturating
red light produced a similar “bleached” photoproduct to its
wild-type counterpart. The Syn-Cphl (PAS-GAF-PHY
D207H) mutant also retained its ability to photoconvert in red
light, but instead of generating the far-red light-absorbing
Pfr-like state, it transformed to an unexpected blue-shifted
species with a well-defined absorption maximum at 592 nm.

When the fluorescent properties of the set of SyB-Cphl
and Syn-Cphl variants were analyzed, similar differential
defects were observed that roughly paralleled the effects of
the variants on Pr—Pfr photoconversion (FIG. 13). In accord
with previous studies, introduction of the Y176H mutation
into either the PAS-GAF or PAS-GAF-PHY constructions of
Syn-Cphl generated red fluorescent chromoproteins with
strong emission maxima at 662 nm. The PAS-GAF-PHY
Y 176H variant was approximately three times more fluores-
cent than the equivalent PAS-GAF construction. Neither the
wild-type chromoproteins nor constructions bearing the
D207H mutation were fluorescent.

The opposite trend existed for SyB-Cphl even though the
overall fluorescence yield was much greater for this Phy (FIG.
13). The wild-type GAF and GAF-PHY constructions of
SyB-Cphl and the corresponding Y54H substitutions dis-
played moderate fluorescence, with emission maxima at 646-
654 nm. In contrast, the D86H substitutions were substan-
tially more fluorescent with the SyB-Cphl (GAF-PHY
D86H) variant showing especially strong fluorescence out-
put. Excitation maxima were evident at 357,379, 591 and 620
nm with a single emission peak at 650 nm. By comparing
fluorescence emission using equivalent amounts of chro-
moprotein (based on equal absorbance of the Pr Q band), the
SyB-Cphl (GAF-PHY D86H) chromoprotein was ~3.5 times
more fluorescent than the comparable chromoprotein without
the PHY domain and was 5 times more fluorescent when
compared to the Syn-Cphl (PAS-GAF-PHY Y176H) chro-
moprotein.

Resonance Raman (RR) Spectroscopy of SyB-Cphl.

The sequence homology within the GAF domains of Sy A-
Cphl and SyB-Cphl relative to more typical Phys strongly
suggested that these PAS-less Phys adopt similar bilin geom-
etry and employ a similar reaction mechanism to generate Pfr
from Pr, including the use of a deprotonation/reprotonation
cycle during the relaxation steps from the initial intermediate
photoproduct (Lumi-R) to Pfr. To help support these possi-
bilities RR spectroscopy was employed to assess bilin con-
formation and protonation state. In particular, RR bands in the
region between 1500 and 1700 cm™" can (i) help predict the
methine bridge configurations and conformations (i.e. ZIE
and synlanti geometries), (ii) reveal the protonation state of
the pyrrole nitrogens in the Pr and Pfr states, and (iii) detect
the accumulation of transformation intermediates if complete
photoconversion stalls (e.g., deprotonated Meta-R_ interme-
diate). Moreover, by comparing the RR spectra of the GAF
and GAF-PHY constructions it was possible to define the
importance of the PHY domain during Pr—Pfr photoconver-
sion for these thermostable PAS-less Phys.

FIG. 19 shows the Resonance Raman (RR) spectra of the Pr
and Pfr forms of the GAF and GAF-PHY fragments of SyB-
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Cphl as compared to the PAS-GAF-PHY fragment from
Synechocystis (Syn). RR spectra were recorded between 1500
and 1700 cm™ for Pr (left panel) and after saturating red light
(Pfr, right panel). Samples were measured in the presence of
H,O (black lines) or D,O (grey lines). The positions of the
pyrrole N—H ip modes are marked by the arrows. RR spectra
for Syn-Cphl (PAS-GAF-PHY) were taken from Remberg et
al, 1997, Biochemistry 36: 13389-13395.

As shown in FIG. 25, the RR spectra of the Pr state of
SyB-Cphl (GAF) and SyB-Cphl (GAF-PHY) displayed
very similar overall vibrational band patterns. Shown in FIG.
25 is aResonance Raman (RR) spectra of the Pr and Pfr forms
of the GAF and GAF-PHY fragments of SyB-Cphl as com-
pared to the PAS-GAF-PHY fragment from Syrechocystis
(Syn) Cphl. RR spectra between 600 and 1800 cm™! for Pr
(left panel) and following saturating irradiation with red light
(Pfr, right panel) were measured in the presence of H,O
(black lines) or D,O (grey lines). The positions of the pyrrole
N—H ip modes are marked by the arrows. RR spectra for
Syn-Cphl (PAS-GAF-PHY) were taken from Remberg et al.,
1997, Biochemistry 36: 13389-13395. These data agreed with
previous studies demonstrating that the PHY domain has
little impact on Pr absorption and bilin geometry. In particu-
lar, RR bands attributed to the methine bridge geometry of
PCB (1600-1650 cm™") and subtle details of the bilin struc-
ture (600-900 cm™") were identical or very similar for SyB-
Cphl (GAF) and SyB-Cphl(GAF-PHY) (FIG. 19 and FIG.
25). The N—H in-plane bending (ip) mode of pyrrole rings B
and C in Pr, assigned based on its disappearance in D,0, was
at nearly the same position for both chromoproteins (1573
versus 1575 cm™'; FIG. 19). These data imply that PCB
retained its protonation (cationic) state and that its hydrogen
bond interactions with the protein environment were for the
most part unaffected by removal of the PHY domain. Only
subtle differences were evident in the region between 1400
and 1500 cm™, which could reflect slightly greater contribu-
tions from protein Raman bands in the SyB-Cphl (GAF-
PHY) preparations (FIG. 25).

The RR spectra of the Pr state of SyB-Cphl (GAF) and
SyB-Cphl (GAF-PHY) differed from that obtained with Syn-
Cphl (PAS-GAF-PHY), suggesting that subtle differences in
bilin geometry exist between the two Cph classes. The marker
band region for protonated bilins (1600-1650 cm™") is usually
dominated by two species originating from the C—C stretch-
ing modes ofthe ring A-B and C-D methine bridges; these can
be seen as a prominent band (1630 cm™') and a shoulder
(1649 cm™) in the RR spectrum of Syn-Cphl(PAS-GAF-
PHY) (FIG. 19). However, for SyB-Cph1(GAF) and SyB-
Cphl(GAF-PHY), the 1630-cm™~" band seems to be upshifted
to nearly coincide with the higher-frequency mode, thus cre-
ating a single symmetric band at 1645 cm™" (FIG. 19). This
shift most likely reflects a conformational difference at the
C-D bridge as compared to Syn-Cphl (PAS-GAF-PHY).
This structural difference may also affect hydrogen bonding
of the ring-C N—H group as indicated by the 7-cm™" higher
ip frequency of the N—H group for SyB-Cphl (GAF-PHY)
(1575 cm™") compared to Syn-Cphl (PAS-GAF-PHY) (1568
cm™). In contrast, RR spectra provide no indication for struc-
tural differences at the A-B and B-C methine bridges since the
corresponding stretching bands at 1649 cm™" (A-B)and 1609
cm™ (B-C) were largely unchanged in SyB-Cphl (GAF-
PHY) versus Syn-Cphl (PAS-GAF-PHY) (FIG. 19).

Differences in absorption spectra of SyB-Cphl (GAF) and
SyB-Cphl (GAF-PHY) following red light suggested that the
GAF-only chromoprotein is not fully competent in forming
Pfr (FIG. 16). However, in contrast to other bacterial Phys that
lack the PHY domain, RR spectra revealed the SyB-Cphl
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(GAF) fragment does not arrest in a Meta R _-like intermedi-
ate upon red light irradiation. Instead, several signature RR
bands ofthe SyB-Cphl (GAF) photoconversion product were
consistent with the accumulation of Pfr. Included were a
drastic downshift of the C-D methine bridge stretching from
1645 cm™ in Prto 1613 cm™! and the rings B and C N—H ip
mode at 1554 cm™! that is characteristic of the protonated Pfr
state (FIG. 19). Only the shoulder at ~1595 cm™ on the
low-frequency side of the prominent 1608-cm™" peak in the
RR spectrum of the Pfr-like state of SyB-Cphl (GAF) is
reminiscent of a Meta-Rc-like species (FIG. 19). However,
this band was not observed in D,O leaving its assignment
ambiguous.

The most significant difference in the RR spectra of the
photoconversion products between the GAF and GAF-PHY
constructions of SyB-Cphl was a large intensity reduction in
the band at ~813 cm™" (FIG. 25). This band originates from
the C—H out-of-plane mode of the C-D methine bridge; its
high RR intensity, which is a typical feature of the Pfr chro-
mophore, may reflect torsion of the C-D methine bridge.
Furthermore, the A-B stretching cannot be identified as a
distinct peak or shoulder in SyB-Cphl (GAF) but may over-
lap with the dominant 1613-cm™" band. Instead, the RR spec-
tra of the Pfr states for SyB-Cphl (GAF-PHY) and Syn-Cphl
(PAS-GAF-PHY) display two bands at ~1620 and 1640 cm ™!
which both are possible candidates for the A-B stretching
pointing to a conformational heterogeneity at the A-B
methine bridge. These differences suggest that the PHY
domain subtly affects the chromophore-protein architecture
of SyB-Cphl in the Pfr state with respect to the structural
details of the A-B and C-D methine bridges.

One-Dimensional and Two-Dimensional NMR Analysis
of PCB Bound to SyB-Cphl (GAF).

The fact that the 200-amino acid GAF domain of SyB-
Cphl retains its bilin lyase activity and most of its red/far-red
photochromicity combined with its monomeric state, indi-
cated that this fragment could help visualize by NMR spec-
troscopy global movements of a Phy chromophore and its
binding pocket during phototransformation. Using the dual
expression system (Gambetta and Lagarias, 2001, Proc. Natl.
Acad. Sci. USA 98: 10566-10571), SyB-Cphl (GAF) holo-
proteins were synthesized and assembled, in which either
PCB or the polypeptide were labeled individually with >N
and/or *C. Incorporation of isotopically labeled PCB into
unlabeled protein was accomplished by replacing the bilin
precursor ALLA, added in excess to the growth medium, with
either 1°N- or *C-labeled derivatives. Incorporation of >N
and 'C into the polypeptide was achieved by replacing
NH,Cl and glycerol in the medium with 'N- and **C-labeled
counterparts, respectively, together with an excess of unla-
beled ALA.

FIG. 20 shows one-dimensional *°N spectra and two-di-
mensional "H-">N and 'H-'*C HSQC NMR spectra of SyB-
Cphl(GAF) assembled with isotopically labeled **N and **C
PCB. FIG. 20A shows the location of the PCB carbons
(circled in red) labeled with *C using the heme precursor
1,2-["*C]-ALA. PCB is shown in the predicted ZZZsyn,syn,
anti conformation for Pr. The arrow shows the predicted Z to
E rotation of the C15-C16 double bond during photoconver-
sion from Pr to Pfr. The position of the pyrrole water that is
coordinated by the A-, B- and C-pyrrole ring nitrogens is
shown. FIG. 20B shows one-dimensional >N NMR spectra
of [**N]-PCB SyB-Cphl (GAF) as Pr or following saturating
red light (Pfr), and a two-dimensional "H-'>N HSQC spec-
trum of the same sample in Pr. FIG. 20C shows "H-">C HSQC
spectra of SyB-Cphl (GAF) assembled with [**C]-PCB iso-
topically-labeled at the positions shown in A or assembled
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with ['°N]-PCB where all nitrogens were isotopically-la-
beled (inset). Data collected as Pr were overlaid with those
obtained during continuous irradiation with red light (Pfr).
Arrows identify new peaks that appeared during red light
irradiation. For a visual aid, FIG. 20A shows the predicted
position of the '*C-labeled carbons incorporated into PCB
upon addition of 1,2-[**C]-ALA to the medium.

Prior one-dimensional >N NMR analysis of Syn-Cphl
(PAS-GAF-PHY) assembled with [**C-*N]-PCB in vitro
detected all four pyrrole ring nitrogens in the Pr conformer,
whose peaks split into eight peaks upon red light irradiation,
implying that all four chromophore nitrogens change their
geometry/chemical environment during Pr—Pfr photocon-
version. A similar one-dimensional-NMR spectrum was
obtained here for the Pr conformer of SyB-Cphl (GAF)
assembled with uniformly labeled [**N]-PCB (FIG. 20B).
Four distinct peaks were evident in the N spectrum repre-
senting each of the four pyrrole nitrogens. That these peaks
were below 180 ppm were consistent with all of these nitro-
gens being protonated at neutral pH. Interestingly, for Syn-
Cphl (PAS-GAF-PHY) two of these peaks overlapped,
indicative of similar chemical environments, whereas in SyB-
Cphl they were more uniformly resolved, indicative of more
distinct chemical environments (FIG. 20B).

Three of the four one-dimensional-'>N NMR peaks (131,
155, and 160 ppm) from SyB-Cphl (GAF) were unaffected
by red light irradiation, implying that the environments of
these pyrrole nitrogens do not change upon photoconversion
to Pfr (FIG. 20B). A potential decrease in signal was observed
for the fourth N peak at 144 ppm coincident with the
appearance ofa new "°N peak at 142 ppm, suggesting that this
pyrrole nitrogen experiences a new environment upon
Pr—Pfr photoconversion. Surprisingly, two-dimensional
'H-'"N HSQC of ['°N]-PCB-labeled SyB-Cph1l (GAF) as Pr
revealed only a single H—N correlation peak at 131 ppm
(FIG. 20B), which did not change position or intensity upon
red light exposure (FIG. 20C, inset). This failure to detect
additional H—N correlation peaks implied that that the pro-
tons associated with three of the four pyrrole nitrogens readily
exchange with the solvent.

To examine movements of the PCB carbons in SyB-Cphl
(GAF) 1,2-[**C]-ALA was used as the PCB precursor to label
all six methyl groups and two methylenes present in the B-
and C-ring propionate side chains (FIG. 20A). Two-dimen-
sional NMR'H-'3C HSQC spectra with the sample as Pr
detected peaks for the expected six methyl groups (FIG. 20C).
However, there were no peaks for the two propionate CH,
methylene groups, suggesting that they are highly mobile in
the Pr conformation. The positions of the *H-'>C peaks for the
methyl groups as Pr were similar to those described by
Strauss et al., 2005, Biochemistry 44: 8244-8250, for Syn-
Cphl (PAS-GAF-PHY). Taken together with similar RR
spectra (FIG. 25), it appears that the Pr conformer of SyB-
Cphl has bilin geometry similar to that for Syn-Cphl even
without the PAS domain. Upon saturating red light irradia-
tion, several new peaks appeared in the 'H-'>C HSQC spectra
of [**C]-PCB SyB-Cphl (GAF) that can be readily seen by
overlaying this spectrum with that for Pr (FIG. 20C). These
new peaks likely reflect movement of several PCB methyl
groups to new chemical environments during Pr—Pfr photo-
conversion.

Two-Dimensional-NMR  Analysis of '°N-'>C-Labeled
SyB-CPhl (GAF) Reveals Global Movement in the GAF
Domain During Photoconversion.

To study global movements of the GAF domain polypep-
tide during Pr—Pfr photoconversion, N and '*C double-
labeled SyB-Cphl (GAF) chromoprotein were synthesized.
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FIG. 21 shows two-dimensional "H-'>N HSQC NMR spectra
of [**C-'°N]-SyB-Cphl (GAF) assembled with PCB. NMR
data were collected with four scans over a 20 minute period
with 2 mM ['°N-'3C]-SyB-Cphl (GAF) dissolved in 7%
D,0 10 mM Tris-HCI (pH 8.5). Left panel, two-dimensional
NMR spectrum of Pr (blue) overlaid on that obtained during
continuous red light irradiation (Pft, red). Right panel, two-
dimensional NMR spectrum of Pr overlaid on that obtained
for a sample exposed to saturating red light (Pfr) followed by
saturating far-red light (regenerated Pr). The insets are mag-
nifications of regions in the 'H-15N HSQC spectra that
included a number of peaks that substantially change position
upon Pfr formation.

Presumably due to its stability and small size (208 amino
acids), this sample generated highly resolved two-dimen-
sional 'H-15N HSQC spectra as Pr. (FIG. 21A). The number
of detected 'H-15N peaks was reasonably close to the
expected number generated from the predicted 208-amino-
acid 6His-tagged SyB-Cphl (GAF) chromoprotein with the
addition of some observable side-chain resonances.

When the ['°N-'*C]-SyB-Cphl (GAF) sample was photo-
converted to Pfr by saturating red light and then maintained in
this photoequilibrium during data collection by continuous
red light irradiation, a remarkably distinct 'H-'>N HSQC
spectrum was captured. When overlaid with the original Pr
plot, the two-dimensional NMR Pr/Pfr spectrum not only
contained the same 'H-'°N peaks observed with Pr (FIG.
21A), thus reflecting residual Pr at photoequilibrium, but also
contained numerous new 'H-'’N peaks that reflected the
movement of various amide groups specific to Pfr (FIG.
21A). Close inspection of the NMR data suggested that the
environment of as much as 50% of the amides changed sig-
nificantly during Pr to Pfr photoconversion. Moreover, when
the red light-irradiated samples were converted back to Pr,
either by extended darkness or by subsequent irradiation with
saturating far-red light, all Pfr-associated peaks returned back
to their original Pr positions (FIG. 21B). This photorevers-
ibility demonstrated that the new peaks observed after red
light irradiation were not generated by denaturation or pho-
tobleaching of the sample, but likely reflected the signature
photochromicity of Phys. This measurement thus represents
the first assessment of the global movements of a Phy CBD
during Pr—Pfr photoconversion in solution and indicates that
the conformations of the GAF domain in the Pr and Pfr
conformers differ more substantially than previously antici-
pated.

Novel Features of SyA-Cphl and SyB-Cph1 Enable Struc-
tural Analysis of Phys by NMR.

The structural resolution of both Pr and Pfr will be essential
to fully understand how Phys function at the atomic level.
While the Pr structures of two CBDs have recently been
determined using x-ray crystallography (Wagner et al., 2007,
J. Biol. Chem. 282: 12298-12309), those for Pfr have not yet
been solved for a variety of technical reasons. Crystallization
of'the Pfr conformer has been challenged by substantial con-
tamination of Pr even under saturating red light and the insta-
bility of Pfr once formed, which for most Phys will revert
thermally back to Pr. Generating Pfr by irradiating diffraction
quality Pr crystals with red light has also failed thus far. The
crystals have either failed to photoconvert or dissolved,
implying that the crystal lattice containing Pr cannot accom-
modate the structural rearrangements that occur during
Pr—Pfr photoconversion. Exploiting naturally occurring
Phys that prefer Pfr as the most stable state is an alternative for
crystallizations.

Solving the solution structure of Pfr using NMR is an
attractive alternative, given the ability of this approach to
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resolve chemical shifts generated solely from Pfr by “sub-
tracting” the NMR spectrum generated with Pr from that
obtained after saturating red light irradiation. NMR
approaches work best if the size of the protein complex in
solution is below 35 kDa. Unfortunately, the Phy CBDs stud-
ied to date exceed this size range, needing at least the 30-kDa
PAS-GAF fragment to generate the Meta-Rc state from Pr
and at least the ~60-kDa PAS-GAF-PHY fragment for full
photoconversion. These sizes are further increased by dimer-
ization, thus putting most previously described Phys outside
the acceptable size range required for conventional NMR
spectroscopy techniques.

The two thermostable Cphs described herein, SyA-Cphl
and SyB-Cphl, belong to a new sub-class of Phys with unique
features that are particularly amenable to NMR studies. Like
canonical Phys, SyA-Cphl and SyB-Cphl contain a GAF
domain that binds the bilin, followed by a PHY domain con-
sidered essential for proper Phy photochemistry, and end with
an HK domain similar to those found in many two-component
signaling receptors. The GAF domains of both contain all of
the strongly conserved amino acids shown to be important for
bilin binding and Pr—Pfr photoconversion. SyA-Cphl and
SyB-Cphl both have a cysteine at position 138, which like
others within the Cph family appears to serve as the bilin
linkage site. As expected this pair binds PCB effectively to
generate red/far-red light photochromic photoreceptors.
Unfortunately, given the insolubility of the full-length recom-
binant polypeptides, it is not yet known how Pr—Pfr photo-
conversion affects the phosphotransferase activity of the
appended HK domain.

Conservation of the GAF domain is further supported by
the analysis of site-directed mutants affecting Tyr-54 and
Asp-86 in SyB-Cphl, which have been shown to hold key
functional roles in other Phys. Like similar mutations in Syn-
Cphl and DrBphP, replacement of these residues does not
affect bilin-binding and formation of Pr but can substantially
affect photoconversion to Pfr. The D86H chromoproteins in
particular are substantially blocked in Pr—Pfr photoconver-
sion and are highly red fluorescent. The effect of the Y54H
and D86H mutations contrasts those for Syn-Cphl in which
the comparable Y176His strongly fluorescent while the
D207H mutant is poorly fluorescent (Fischer and Lagarias,
2004, Proc. Natl. Acad. Sci. USA 101: 17334-17339; Fischer
etal., 2005, Biochemistry 44: 15203-15215).

One remarkable feature of SyA-Cphl and SyB-Cphl is
that they belong to a previously unknown subfamily of Phys
present in at least several cyanobacteria (including meso-
philes) that lack the N-terminal PAS domain. Members of'this
family can also be distinguished from other Cphs by a
strongly conserved RIT motif at the beginning of the GAF
domain. While the function(s) of the PAS domain in Phy
signaling are not yet clear, its presence in most Phys studied
to date across a wide range of species, including bacteria,
cyanobacteria, fungi and plants, has implied that it serves an
essential function.

Three-dimensional structures of the CBD revealed that the
PAS domain is tethered to the adjacent GAF domain by a
figure-of-eight knot, created by threading the residues N-ter-
minal to the PAS domain through a lasso loop between 39 and
a7 ofthe GAF domain (based on the DrBphP CBD structure).
The resulting anti-parallel three-helix bundle also contacts
the B-ring propionate acid side chain of the bilin, thus con-
necting the PAS domain indirectly to the chromophore. Strik-
ingly, even though the PAS domain is absent in this PAS-less
RIT Cph subfamily, the GAF domain has retained the extra
sequence that forms the lasso loop and several conserved
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residues within that are central to the knot core (e.g., lle-113,
Leu-127 and Arg-133 in SyB-Cphl).

In addition to the RIT subclass, other PAS-less Phys have
been reported, including Syrechocystis Cph2. The functions
of Syn-Cph?2 are not known but it has been suggested that it
participates in blue-light sensing. Like SyA-Cphl and SyB-
Cphl, Syn-Cph2 can bind PCB covalently in vitro and
become red/far-red light photochromic with Pr and Pfr
absorption maxima at ~645 and 690 nm, respectively. Simi-
larly, Syn-Cph2 also contains a second GAF domain down-
stream of the PHY domain; this GAF2 sequence can bind
PCB when expressed alone but the resulting chromoprotein is
not red/far-red photochromic. By inference, it is possible that
SyA-Cphl and SyB-Cphl can incorporate two bilin groups
simultaneously.

Regardless of its function, it is clear that the PAS domain is
not essential for photochromicity. Both SyA-Cphl and SyB-
Cphl constructions containing only the 200-amino acid GAF
domain covalently assemble with PCB to generate Pr with
absorption spectra close to those obtained with PAS-contain-
ing fragments from Synechocystis Cphl. The only substantive
difference was a blue shift of the Pr absorption maximum of
the SyB-Cphl constructions (630 nm) relative to Syn-Cphl
constructions (659 nm). In contrast to several other Phys
(Karniol etal., 2005, Biochem. J. 392: 103-116; Mroginski et
al.,, 2007, Acc. Chem. Res. 40: 258-266), SyB-Cphl (and
likely SyA-Cphl) also appears less dependent on the PHY
domain for full photoconversion to Pfr. Absorption, RR, and
NMR spectroscopy indicate that most of the SyB-Cphl
(GAF) truncation photoconverts to the protonated Pfr-type
state upon red light irradiation with only slight modifications
of'its spectral properties (for example, 15-nm blue shift of Pfr
absorption maximum). Combined with its monomeric size,
the SyB-Cphl (GAF) fragment is well within the acceptable
size range for NMR analysis of Pfr.

Another important feature of these Phys is their remarkable
heat stability, being capable of withstanding temperatures
above 70° C. NMR data collection was facilitated by the
ability to sterilize the recombinant photoreceptors against
contaminating F. coli proteases simply by heating the prepa-
rations to 65° C. before use. These sterilized preparations
were surprisingly stable both in terms of solubility and pho-
tochemistry, and easily survived long-term three-dimensional
data collection. This thermostability was also reflected by its
Pr—Pfr photoconversion and Pfr—Pr dark reversion kinetics,
which are both faster at high temperatures. Taken together,
these Phys might rapidly interconvert between Pr and Pfr
when the host Syrechococcus OS-A and OS-B' organisms are
grown in their natural daylight environment.

SyB-Cph1(GAF) can be easily labeled isotopically for
NMR analyses. By either introducing *°N and/or *C isotopes
into amino acids or feeding the '°N or '*C-labeled heme-
precursor AL A to SyB-Cphl (GAF)-expressing cells, it was
possible to independently introduce isotopes into the
polypeptide and PCB moieties, respectively. The resulting
preparations generated two-dimensional NMR spectra with
sufficient clarity to discern peaks associated with Pfr from
those associated with Pr.

NMR Analysis of the SvB-Cph1 Chromophore PCB.

Initial NMR analyses confirmed the utility of SyB-Cphl
(GAF) preparations for structural studies. One-dimensional
NMR spectra of ['°N]-PCB labeled preparations in the Pr
state detected all four of the pyrrole-ring nitrogens (FIG.
20B). Surprisingly, only one of these nitrogens (144 ppm)
apparently changed its chemical environment after red light
irradiation. Such spectra not only confirmed RR data that
PCB is protonated (cationic) as Pfr for this GAF-domain only
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fragment but implied that the environment/position of three
of'the four pyrrole N—H groups change little during Pr—Pfr
photoconversion. *H-*N HSQC spectra both before and after
red light irradiation detected only a single 'H-13N chemical
shift at 131 ppm, further suggesting that one of the four bound
protons is tightly held and exchanges slowly with the solvent
whereas the remaining three protons readily mix with the
surrounding water.

Prior RR, ultrafast and mid-infrared, and NMR spectro-
scopic studies with a variety of Phys including Syrnechocystis
Cphl have suggested that the B and C pyrrole rings move
little during photoconversion with most of the movement
involving rings A and D. Contrary to the expected large move-
ments of the D ring following the Z to E double bond isomer-
ization of the C15-C16 methine linker, it has been proposed
further that the A ring undergoes the more pronounced con-
formational changes, potentially via a Zsyn to Zanti rotation
around the C,-Cg methine bridge between rings A and B. The
>N and '*C NMR data with SyB-Cphl (GAF) are consistent
with these interpretations. The high-resolution crystal struc-
ture of DrBphP assembled with BV showed that the pyrrole
nitrogens present in the A-C rings are held in a ZZsyn,syn
configuration as Pr and hydrogen bond with the centrally
positioned pyrrole water (see FIG. 20A), whereas the D-ring
N—H group is contorted 44° out-of-plane in a Zanti configu-
ration and held in place by a second hydrogen bond network
involving His-290 and water. Assuming this configuration
holds true for SyB-Cphl assembled with PCB, and not want-
ing to be bound by the following theory, it is possible that the
exchangeable protons (detected at 160, 156, and 144 ppm) are
all bound to the A-C rings. This assignment is consistent with
the RR data which unambiguously show that the pyrrole rings
B and C are protonated with the protons rapidly exchanging
with the solvent. The free exchange of the ring A-C protons
with the solvent is also plausible in view of the deprotonation/
protonation cycle of the chromophore during Pr—Pfr photo-
conversion.

Only one of the exchangeable protons in SyB-Cph1(GAF)
changed environment/location upon photoconversion to Pfr.
It appeared in the one-dimensional ‘>N NMR spectra as a
peak at 144 ppm, which appeared to diminish in height during
red-light irradiation concomitant with the appearance of a
new peak at 142 ppm. Assuming that the B and C rings are in
similar chemical environments and are more rigidly held via
their propionate side chains, then the moving pyrrole ring is
best assigned to the A ring. In support, Rohmer et al., 2006, J.
Phys. Chem. B. 110: 20580-20585, tentatively assigned a
similar '*N chemical shift, which moved from 146.8 ppm to
142.8 ppm during photoconversion, to the A-ring nitrogen of
Synechocystis Cphl (PAS-GAF-PHY) fragment. The
remaining slowly exchangeable proton nitrogen in SyB-Cphl
(GAF), which had a cross peak at 131 ppm (15N chemical
shift), would then be assigned by default to the D-ring pyrrole
N—H group. The absence of additional H—N cross-peaks in
the 'H-'*N HSQC Pr/Pfr spectra overlay further implied that
the amide of this ring does not change upon photoconversion
(see FIG. 20C, inset).

Examination of SyB-Cphl(GAF) bearing [**C]-PCB by
'H-13C HSQC detected all six predicted methyl groups, and
revealed that four of the six experience a significantly differ-
ent environment after red light irradiation (FIG. 20C). Such
movements closely parallel those obtained by Strauss et al.,
2005, Biochemistry 44: 8244-8250, with Syn-Cphl (PAS-
GAF-PHY), who showed that all but one of the six methyl
groups acquire alternate peaks with red light saturation. The
peak of one methyl in particular (15.5 ppm) for SyB-Cphl
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(GAF) moved a considerable distance during photoconver-
sion, implying that it encounters a radically different chemi-
cal environment as Pir.

SyB-Cphl (GAF) is Amenable to ‘H-"*N-*C Three-Di-
mensional NMR.

While several studies have demonstrated that various
regions of the Phy polypeptide move during Pr—Pfr pho-
totransformation, their exact motions remain to be deter-
mined. The small size and thermostability of the SyB-Cphl
(GAF) truncation coupled with its ability to effectively com-
plete the Pr—Pfr photocycle strongly suggests that this spe-
cies may help resolve movements in the GAF domain by
NMR approaches. Toward this objective, SyB-Cphl (GAF)
generates excellent three-dimensional NMR spectra using
preparations incorporating °N and **C into the chromophore
or polypeptide. Overlays of either 'H-"*N HSQC or 'H-'*C
HSQC spectra from [*°N-'3C]-SyB-Cphl (GAF) samples
obtained before and during continuous saturating red light
irradiations identified numerous reversible peaks that move
substantially (FIG. 21). These movements presumably reflect
changing chemical environments of specific amino acid-as-
sociated amides during Pr—Pfr photoconversion. Moreover,
many of these peaks remained well defined as Pft, indicating
that the corresponding amides now occupy new and stable
environments in this conformer. The large number of unique
Pfr peaks implies that the GAF domain by itself undergoes a
more robust conformational change during phototransforma-
tion than previously appreciated.

Itis to be understood that this invention is not limited to the
particular devices, methodology, protocols, subjects, or
reagents described, and as such may vary. It is also to be
understood that the terminology used herein is for the purpose
of describing particular embodiments only, and is not
intended to limit the scope of the present invention, which is
limited only by the claims. Other suitable modifications and
adaptations of a variety of conditions and parameters, obvi-
ous to those skilled in the art of genetics, molecular biology,
and biochemistry, are within the scope of this invention. All
publications, patents, and patent applications cited herein are
incorporated by reference in their entirety for all purposes.

SUMMARY OF SEQUENCE LISTINGS

SEQ ID NO:1 is the amino acid sequence of the chro-
mophore-binding domain of bacterial phytochrome isolated
from Deinococcus radiodurans (DrCBD).

SEQ ID NO:2 is the amino acid sequence of the GAF
domain of the Deinococcus radiodurans phytochrome.

SEQ ID NO:3 is the amino acid sequence of the full-length
SyA-Cphl protein of the bacterium Syrechococcus sp. OS
Type A.

SEQ ID NO:4 is the amino acid sequence of the GAF
domain of the bacterium Synechococcus sp. OS Type A.

SEQ ID NO:5 is the amino acid sequence of the full-length
SyB-Cphl protein of the bacterium Syrechococcus sp. OS
Type B

SEQ ID NO:6 is the amino acid sequence of the GAF and
PHY domains of the bacterium Syrechococcus sp. OS Type
B'.

SEQ ID NO:7 is the amino acid sequence of the GAF
domain of the bacterium Synechococcus sp. OS Type B'.

SEQ ID NO:8 is the amino acid sequence of an attenuated
GAF domain from Syrnechococcus OS B'.

SEQ ID NO:9 is the sequence of an oligonucleotide primer
used to construct the Phy truncation Syn-Cphl (PAS-GAF):
primer 1 used in reaction 1.
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SEQ ID NO:10 is the sequence of an oligonucleotide
primer used to construct the Phy truncation Syn-Cphl (PAS-
GAF): primer 2 used in reaction 1.

SEQ ID NO:11 is the sequence of an oligonucleotide
primer used to construct the Phy truncation Syn-Cphl (PAS-
GAF): primer 1 used in reaction 2.

SEQ ID NO:12 is the sequence of an oligonucleotide
primer used to construct the Phy truncation Syn-Cphl (PAS-
GAF): primer 2 used in reaction 2.

SEQ ID NO:13 is the sequence
primer used to construct the Phy
(GAF): primer 1 used in reaction 1.

SEQ ID NO:14 is the sequence
primer used to construct the Phy
(GAF): primer 2 used in reaction 1.

SEQ ID NO:15 is the sequence
primer used to construct the Phy
(GAF): primer 1 used in reaction 2.

SEQ ID NO:16 is the sequence
primer used to construct the Phy
(GAF): primer 2 used in reaction 2.

SEQ ID NO:17 is the sequence
primer used to construct the Phy
(GAF): primer 1 used in reaction 1.

SEQ ID NO:18 is the sequence
primer used to construct the Phy
(GAF): primer 2 used in reaction 1.

SEQ ID NO:19 is the sequence
primer used to construct the Phy
(GAF): primer 1 used in reaction 2.

SEQ ID NO:20 is the sequence
primer used to construct the Phy
(GAF): primer 2 used in reaction 2.

SEQ ID NO:21 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyA-Cphl (GAF-
PHY): primer 1 used in reaction 1.

SEQ ID NO:22 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyA-Cphl (GAF-
PHY): primer 2 used in reaction 1.

SEQ ID NO:23 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyA-Cphl (GAF-
PHY): primer 1 used in reaction 2.

SEQ ID NO:24 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyA-Cphl (GAF-
PHY): primer 2 used in reaction 2.

SEQ ID NO:25 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyB-Cph1 (GAF-
PHY): primer 1 used in reaction 1.

SEQ ID NO:26 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyB-Cph1 (GAF-
PHY): primer 2 used in reaction 1.

SEQ ID NO:27 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyB-Cph1 (GAF-
PHY): primer 1 used in reaction 2.

of an oligonucleotide
truncation SyA-Cphl

of an oligonucleotide
truncation SyA-Cphl

of an oligonucleotide
truncation SyA-Cphl

of an oligonucleotide
truncation SyA-Cphl

of an oligonucleotide
truncation SyB-Cphl

of an oligonucleotide
truncation SyB-Cphl

of an oligonucleotide
truncation SyB-Cphl

of an oligonucleotide
truncation SyB-Cphl
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SEQ ID NO:28 is the sequence of an oligonucleotide
primer used to construct the Phy truncation SyB-Cphl (GAF-
PHY): primer 2 used in reaction 2.

SEQ ID NO:29 is the sequence of oligonucleotide primer 1
used to construct the Phy truncation Syn-Cphl D207H; 19C
is a mutagenic nucleotide.

SEQ ID NO:30 is the sequence of oligonucleotide primer 2
used to construct the Phy truncation Syn-Cph1 D207H; 18G
is a mutagenic nucleotide.

SEQ ID NO:31 is the sequence of oligonucleotide primer 1
used to construct the Phy truncation Syn-Cph1Y176H;21C is
a mutagenic nucleotide.

SEQ ID NO:32 is the sequence of oligonucleotide primer 2
used to construct the Phy truncation Syn-Cphl Y176H; 21 G
is a mutagenic nucleotide.

SEQ ID NO:33 is the sequence of oligonucleotide primer 1
used to construct the Phy truncation Syn-Cph1D86H; 19C is
a mutagenic nucleotide.

SEQ ID NO:34 is the sequence of oligonucleotide primer 2
used to construct the Phy truncation Syn-Cph1D86H; 18G is
a mutagenic nucleotide.

SEQ ID NO:35 is the sequence of oligonucleotide primer 1
used to construct the Phy truncation Syn-Cphl Y54H; 18C is
a mutagenic nucleotide.

SEQ ID NO:36 is the sequence of oligonucleotide primer 2
used to construct the Phy truncation Syn-Cphl Y54H; 16G is
a mutagenic nucleotide.

SEQ ID NO:37 is the sequence of oligonucleotide primer 1
used to construct the Phy truncation Syn-Cphl C138A; 22G
and 23C are mutagenic nucleotides.

SEQ ID NO:38 is the sequence of oligonucleotide primer 2
used to construct the Phy truncation Syn-Cph1C138A.

SEQ ID NO:39 is the sequence of one oligonucleotide
primer used to replace codons with those encoding a 6His tag.

SEQ ID NO:40 is the sequence of another oligonucleotide
primer used to replace codons with those encoding a 6His tag.

SEQ ID NO:41 is the sequence of one oligonucleotide
primer used to generate a PAS-GAF-PHY truncation of DrB-
phP.
SEQ ID NO:42 is the sequence of another oligonucleotide
primer used to generate a PAS-GAF-PHY truncation of DrB-
phP.
SEQ ID NO:43 is a “PAS-less” phytochrome consensus
amino acid sequence.

SEQID NO:44 is a DUF309 domain consensus amino acid
sequence.

SEQID NO:45 isa DUF309 domain consensus amino acid
sequence.

SEQ ID NO: 46 is the polynucleotide coding sequence of
the chromophore binding domain of bacterial phytochrome
isolated from Deinococcus radiodurans (DrCBD).

SEQ ID NO: 47 is the polynucleotide coding sequence of
the full-length SyACphl protein of the bacterium Synechoc-
occus sp. OS Type A.

SEQ ID NO: 48 is the polynucleotide coding sequence of
the full-length SyBCphl protein of the bacterium Synechoc-
occus sp. OS Type B'.

SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 48
<210>
<211>
<212>

<213>

SEQ ID NO 1

LENGTH: 342

TYPE: PRT

ORGANISM: Deinococcus radiodurans

<400> SEQUENCE: 1
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-continued

Met Ala Leu Ser Met Thr Gly Gly Gln Gln Met Gly Arg Gly Ser Met

Ser Arg Asp Pro Leu Pro Phe Phe Pro Pro Leu Tyr Leu Gly Gly Pro
20 25 30

Glu Ile Thr Thr Glu Asn Cys Glu Arg Glu Pro Ile His Ile Pro Gly
35 40 45

Ser Ile Gln Pro His Gly Ala Leu Leu Thr Ala Asp Gly His Ser Gly
50 55 60

Glu Val Leu Gln Met Ser Leu Asn Ala Ala Thr Phe Leu Gly Gln Glu
65 70 75 80

Pro Thr Val Leu Arg Gly Gln Thr Leu Ala Ala Leu Leu Pro Glu Gln
85 90 95

Trp Pro Ala Leu Gln Ala Ala Leu Pro Pro Gly Cys Pro Asp Ala Leu
100 105 110

Gln Tyr Arg Ala Thr Leu Asp Trp Pro Ala Ala Gly His Leu Ser Leu
115 120 125

Thr Val His Arg Val Gly Glu Leu Leu Ile Leu Glu Phe Glu Pro Thr
130 135 140

Glu Ala Trp Asp Ser Thr Gly Pro His Ala Leu Arg Asn Ala Met Phe
145 150 155 160

Ala Leu Glu Ser Ala Pro Asn Leu Arg Ala Leu Ala Glu Val Ala Thr
165 170 175

Gln Thr Val Arg Glu Leu Thr Gly Phe Asp Arg Val Met Leu Tyr Lys
180 185 190

Phe Ala Pro Asp Ala Thr Gly Glu Val Ile Ala Glu Ala Arg Arg Glu
195 200 205

Gly Leu His Ala Phe Leu Gly His Arg Phe Pro Ala Ser Asp Ile Pro
210 215 220

Ala Gln Ala Arg Ala Leu Tyr Thr Arg His Leu Leu Arg Leu Thr Ala
225 230 235 240

Asp Thr Arg Ala Ala Ala Val Pro Leu Asp Pro Val Leu Asn Pro Gln
245 250 255

Thr Asn Ala Pro Thr Pro Leu Gly Gly Ala Val Leu Arg Ala Thr Ser
260 265 270

Pro Met His Met Gln Tyr Leu Arg Asn Met Gly Val Gly Ser Ser Leu
275 280 285

Ser Val Ser Val Val Val Gly Gly Gln Leu Trp Gly Leu Ile Ala Cys
290 295 300

His His Gln Thr Pro Tyr Val Leu Pro Pro Asp Leu Arg Thr Thr Leu
305 310 315 320

Glu Ser Leu Gly Arg Leu Leu Ser Leu Gln Val Gln Val Lys Glu Ala
325 330 335

His His His His His His
340

<210> SEQ ID NO 2

<211> LENGTH: 165

<212> TYPE: PRT

<213> ORGANISM: Deinococcus radiodurans
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (23)..(23)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (108)..(108)
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-continued

<223> OTHER INFORMATION: Xaa
<220> FEATURE:

<221> NAME/KEY: misc_feature
<222> LOCATION: (110)..(110)
<223> OTHER INFORMATION: Xaa
<220> FEATURE:

<221> NAME/KEY: misc_feature
<222> LOCATION: (1l16)..(116)
<223> OTHER INFORMATION: Xaa

<400> SEQUENCE: 2

Asn

1

Thr

Gly

Gly

Tyr

65

Val

Leu

Leu

Gly

Val

145

Leu

Leu Arg Ala Leu Ala Glu
5

Gly Phe Asp Arg Val Xaa
20

Glu Val Ile Ala Glu Ala
35

His Arg Phe Pro Ala Ser
50 55

Thr Arg His Leu Leu Arg
70

Pro Leu Asp Pro Val Leu
85

Gly Gly Ala Val Leu Arg
100

Arg Asn Xaa Gly Val Gly
115

Gly Gln Leu Trp Gly Leu
130 135

Leu Pro Pro Asp Leu Arg
150

Ser Leu Gln Val
165

<210> SEQ ID NO 3
<211> LENGTH: 835
<212> TYPE: PRT

<213> ORGANISM:

<400> SEQUENCE: 3

Met

1

Asn

Leu

Val

Glu

65

Pro

Gln

Gln

Gly

can be

can be

can be

Val

Leu

Arg

40

Asp

Leu

Asn

Ala

Ser

120

Ile

Thr

Glu Thr Leu Ala Pro Ala Ala

Arg Ile Thr His Gln Ile Arg

20

Arg Ala Thr Val Glu Glu Val

Lys Val Tyr Arg Phe Asp
50 55

Ala Arg Gln Ala Glu Arg
70

Ala Gly Asp Ile Pro Glu
85

Pro

Leu

Glu

Val Arg Val Ile Val Asp Val

100

Pro Glu Ser Leu Gly Arg
115

Phe
120

Glu Val Pro Gln Arg Leu Val

130 135

Ala

Tyr

25

Arg

Ile

Thr

Thr

Thr

105

Ser

Ala

Thr

Synechococcus 0S A'

Cys

Gln

25

Arg

Glu

Pro

Ala

Glu
105

Ala

Asp

any

any

any

Thr

10

Lys

Glu

Pro

Ala

Gln

90

Ser

Leu

Cys

Leu

Ala

10

Ser

Ala

Gly

Ser

Arg
90
Ala

Gln

Pro

naturally occurring

naturally occurring

naturally occurring

Gln

Phe

Gly

Ala

Asp

Thr

Pro

Ser

His

Glu
155

Ser

Leu

Phe

His

Leu

75

Gln

Gln

Ala

Cys

Thr

Ala

Leu

Gln

60

Thr

Asn

Xaa

Val

His

140

Tyr

Arg

Glu

Leu

Gly

60

Leu

Leu

Thr

Arg

His
140

Val

Pro

His

45

Ala

Arg

Ala

His

Ser

125

Gln

Leu

Asp

Leu

Gly

Thr

Gly

Phe

Arg

Pro

125

Ala

Arg

Asp

30

Ala

Arg

Ala

Pro

Xaa

110

Val

Thr

Gly

Val

Asp

30

Thr

Val

Leu

Arg

Phe

110

Leu

His

Glu

15

Ala

Phe

Ala

Ala

Thr

95

Gln

Val

Pro

Arg

Leu

15

Gln

Asp

Val

Ser

Leu

95

Leu

Pro

Tyr

amino acid

amino acid

amino acid

Leu

Thr

Leu

Leu

Ala

Pro

Tyr

Val

Tyr

Leu
160

Ile

Ile

Arg

Ala

Phe

80

Ala

Ser

Leu

Leu
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54

Lys

145

Gln

Tyr

Ser

Ala

Pro

225

Ala

Leu

Ala

Val

Ala

305

Val

Leu

Glu

Ala

Glu

385

Ala

Glu

Met

Asp

Leu

465

Gln

Gly

Gln

Ile

Asp
545

Cys

Gln

Ser

Ile

Gln

210

Leu

Gly

Asp

Trp

Lys

290

Gln

Trp

Cys

Gly

Trp

370

Leu

Gln

His

Asp

Glu

450

Pro

Ala

Ile

Arg

Pro

530

Gln

Met

Leu

Ala

Ala

195

Gln

His

Leu

Thr

Leu

275

Thr

Leu

Asn

Gln

Gly

355

Arg

Glu

Asn

Glu

Ala

435

Ala

Ile

Thr

Thr

Gly
515

Arg

Gly

Gly

Trp

Glu

180

Ile

Glu

Pro

Gln

Leu

260

Gln

Trp

Gln

Glu

Glu

340

Glu

Glu

Leu

Gln

Val

420

Leu

Gln

Gln

Val

Leu
500
Gln

Arg

Ala

Val

Gly

165

Glu

Ala

Arg

Glu

Gly

245

Cys

Glu

Ser

Gln

Gln

325

Thr

Asp

Leu

Val

Leu

405

Glu

Leu

Ile

Gly

Arg

485

Thr

Ala

Glu

Leu

Ala

150

Leu

Leu

Gln

Leu

Thr

230

Ile

His

Gln

Leu

Thr

310

Leu

His

Pro

Lys

Gly

390

Tyr

Glu

Gln

Leu

Cys

470

Tyr

Leu

Ala

Gly

Gly
550

Ser

Leu

Gln

Ala

Ile

215

Thr

Gly

His

Val

Ser

295

Pro

Val

Trp

Arg

Val

375

Arg

Arg

Arg

Arg

Arg

455

Asp

Glu

Ala

Gln

Leu

535

Asp

Ser

Val

Val

Glu

200

Asn

Leu

Ala

Gly

Gly

280

Gln

Ile

Gly

Ala

Gln

360

Asp

Ala

Gln

Thr

Val

440

Ala

Leu

Tyr

Asp

Leu
520

Thr

Leu

Leu

Ser

Val

185

Leu

Gln

Thr

Arg

Ile

265

Arg

Leu

Arg

Trp

Gly

345

Glu

Glu

Ala

Leu

Ala

425

Thr

Val

Cys

Thr

Tyr
505
Cys

Leu

Trp

Val

His

170

Gln

Leu

Ile

Thr

Leu

250

Gln

Pro

Glu

Gly

Leu

330

Tyr

Leu

Pro

Val

Gln

410

Ala

Asp

Val

Leu

Ala

490

Pro

His

Leu

Leu

Val

155

His

Leu

Glu

Ala

Val

235

Arg

Pro

Lys

Lys

Leu

315

Ser

Arg

Pro

Lys

His

395

Asp

Leu

Gln

Gln

Tyr

475

Ala

Asp

Leu

Val

Ala
555

Pro

Ala

Val

Gln

Ala

220

Leu

Ile

Pro

Thr

Trp

300

Leu

Val

Trp

Leu

Ala

380

Leu

Leu

Gln

Val

Glu

460

Glu

Leu

Leu

Pro

Cys

540

Lys

Leu

Glu

Ala

Ala

205

Leu

Glu

Arg

Ala

Ala

285

Pro

Ala

Phe

Pro

Ile

365

Trp

Ala

Asn

Arg

Arg

445

Leu

Gly

Pro

Tyr

Gly

525

Pro

Ala

Leu

Pro

Asp

190

Arg

Val

Gln

Phe

Gly

270

Gly

Glu

Val

Arg

Ala

350

Ser

Ser

Leu

Ala

Ser

430

Ser

Ala

Ala

Pro

Arg

510

Gln

Leu

Ala

His

Arg

175

Gln

Gln

Tyr

Leu

Leu

255

Tyr

Asn

Leu

Pro

Gly

335

Gln

Phe

Ala

Ser

Arg

415

Leu

Ser

Leu

Ala

Ala

495

Gln

Ser

Arg

Ala

His

160

Ser

Val

Lys

Ser

Thr

240

Gly

Asp

Gly

Gln

Leu

320

Ala

Gly

Ala

Ala

Ile

400

Leu

Ala

Leu

Gly

Gly

480

Gly

Leu

Trp

Asp

Glu
560
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56

Cys

Cys

Gln

Ser

Ala

625

Tyr

Asn

Pro

Ile

705

Arg

Gln

Gln

Glu

Lys

785

Gln

Cys

Cys

Phe

Ala

Ile

Thr

610

Ile

Leu

Asp

Leu

Phe

690

Asp

Val

His

Ile

Arg

770

Arg

Arg

Phe

Thr

Asp

Ile

Ser

595

Val

Gln

Gln

Leu

Glu

675

Val

Pro

Val

Arg

Arg

755

Ile

Gly

Leu

Thr

Ala
835

Thr

Ala

580

Glu

Ser

Leu

Ile

Leu

660

Glu

Gln

Lys

Gln

Ile

740

Val

Phe

Gly

Gly

Leu
820

Leu

565

Ile

Leu

His

Leu

Leu

645

Asp

Val

Arg

Val

Glu

725

Thr

Val

Glu

Thr

Gly

805

Val

<210> SEQ ID NO 4

<211> LENGTH:

<212> TYPE:
<213> ORGANISM:

PRT

<400> SEQUENCE:

Leu
1

Gly

Thr

Gly

Phe

65

Arg

Asp Gln Ile

Thr

Val

Leu

50

Arg

Phe

Asp

Val

35

Ser

Leu

Leu

Arg

20

Ala

Phe

Ala

Ser

178

Glu

Arg

Glu

Glu

Lys

630

Glu

Leu

Ser

Ala

Gly

710

Leu

Val

Asn

Lys

Gly

790

Cys

Leu

Met

Gln

Arg

Leu

615

Met

Gln

Gln

Leu

Glu

695

Lys

Val

Thr

Glu

Phe

775

Leu

Val

Pro

Gln

Ala

Leu

600

Arg

Ala

Glu

Arg

Ala

680

Ala

Val

Asn

Ala

Gly

760

Tyr

Gly

Ser

Gln

Val

Arg

585

Asn

Thr

Arg

Cys

Leu

665

Ala

Asn

Val

Asn

Arg

745

Val

Arg

Leu

Ile

Gly
825

Synechococcus 0S A'

4

Leu

Val

Glu

Pro

Gln

Gln
85

Arg

Lys

Ala

Ala

Val

70

Pro

Ala

Val

Arg

Gly

55

Arg

Glu

Thr

Tyr

Gln

40

Asp

Val

Ser

Val

Arg

25

Ala

Ile

Ile

Leu

Val

570

Leu

Arg

Pro

Thr

Glu

650

Glu

Trp

Gln

Thr

Ala

730

Arg

Glu

Ile

Ala

Glu

810

Ser

Glu

10

Phe

Glu

Pro

Val

Gly
90

Gln

Tyr

Leu

Ile

Pro

635

Arg

Gln

Leu

Gln

Asp

715

Cys

Leu

Ile

Pro

Leu

795

Ser

Leu

Glu

Asp

Arg

Glu

Asp

75

Arg

Gln

Gln

Lys

Thr

620

Gln

Glu

Gly

Pro

Gln

700

Gln

Lys

Ser

Pro

Ser

780

Val

Gly

Pro

Val

Pro

Leu

Glu

60

Val

Phe

Val

Ala

Asp

605

Asn

Lys

Ala

Ser

Thr

685

Leu

Ala

Tyr

Pro

Arg

765

Gly

Lys

Gln

Gly

Arg

Glu

Pro

45

Ala

Glu

Ala

Ala

Ser

590

Asp

Met

Arg

Glu

Lys

670

Val

Gln

Ala

Thr

Glu

750

Ser

Asp

Gln

Gly

Gln
830

Ala

Gly

30

Ser

Arg

Ala

Gln

Asp

575

Val

Phe

Lys

Glu

Leu

655

Pro

Leu

Trp

Leu

Pro

735

Gln

Glu

Pro

Trp

Lys

815

Thr

Phe

15

His

Leu

Gln

Gln

Ala
95

His

Gln

Leu

Met

Gln

640

Ile

Leu

Gln

Gln

Thr

720

Pro

Val

Trp

Trp

Met

800

Thr

Ser

Leu

Gly

Leu

Leu

Thr

80

Arg
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-continued

58

Pro

Ala

Leu

Glu

145

Ala

Ala

<210>
<211>
<212>
<213>

<400>

Leu

His

Leu

130

Pro

Asp

Arg

Pro

Tyr

115

His

Arg

Gln

Leu

100

Leu

His

Ser

Val

PRT

SEQUENCE :

Met Asp Thr Glu

1

Leu

Gln

Asp

Val

65

Thr

Leu

Ile

Glu

Ser

145

Glu

Ser

Ile

Gln

Leu
225
Gly

Asp

Trp

Ile

Ile

Arg

Ala

Phe

Ala

Ser

Pro

130

Met

Leu

Gln

Ala

Gln

210

His

Leu

Thr

Leu

Asn

Leu

35

Val

Glu

Pro

Gln

Gln

115

Leu

Gly

Trp

Glu

Ile

195

Glu

Pro

Gln

Leu

Gln
275

Arg

20

Arg

Lys

Ala

Ala

Val

100

Pro

Gln

Val

Gly

Glu

180

Ala

Arg

Glu

Gly

Cys

260

Glu

Gly

Lys

Gln

Tyr

Ser
165

SEQ ID NO 5
LENGTH:
TYPE :
ORGANISM: Synechococcus OS B'

834

5

Thr

5

Ile

Ala

Val

Arg

Gly

85

Arg

Glu

Arg

Ala

Leu

165

Leu

Gln

Leu

Thr

Ile
245

Cys

Gln

Glu

Cys

Gln

Ser

150

Ile

Trp

Thr

Thr

Tyr

Gly

70

Asp

Val

Ser

Pro

Ser

150

Leu

Gln

Ala

Ile

Thr
230
Gly

His

Leu

Val

Met

Leu

135

Ala

Ala

Ala

His

Val

Arg

Gly

Ile

Ile

Trp

Val

135

Ser

Val

Val

Glu

Asn

215

Leu

Ala

Gly

Gly

Pro

Gly

120

Trp

Glu

Ile

Ala

Gln

Glu

40

Phe

Glu

Pro

Val

Gly

120

Asp

Leu

Ser

Val

Leu

200

Gln

Thr

Arg

Val

Arg
280

Gln

105

Val

Gly

Glu

Ala

Ala

Ile

25

Glu

Asp

Arg

Glu

Asp

105

Leu

Pro

Val

His

Gln

185

Leu

Leu

Thr

Leu

Gln
265

Ala

Arg

Ala

Leu

Leu

Gln
170

Ala

10

Arg

Val

Pro

Leu

Glu

90

Val

Ser

Cys

Val

His

170

Leu

Glu

Ala

Val

Arg
250

Pro

Gly

Leu

Ser

Leu

Gln

155

Ala

Arg

Gln

Arg

Glu

Pro

75

Ala

Glu

Ala

His

Pro

155

Ala

Leu

Gln

Ala

Leu
235
Ile

Pro

Gly

Val

Ser

Val

140

Val

Glu

Pro

Ser

Ala

Gly

Ser

Arg

Ala

Arg

Val

140

Leu

Glu

Ala

Ala

Leu

220

Glu

His

Ala

Ala

Asp

Leu

125

Ser

Val

Leu

Ser

Leu

Phe

45

His

Leu

Arg

Gln

Val

125

His

Met

Pro

Asp

Arg

205

Val

Gln

Phe

Ser

Gly
285

Pro

110

Val

His

Gln

Leu

Arg

Glu

30

Leu

Gly

Leu

Leu

Ser

110

Pro

Tyr

His

Arg

Gln

190

Gln

Tyr

Leu

Met

Tyr
270

Gly

Cys

Val

His

Leu

Glu
175

Asp

15

Leu

Gly

Thr

Gly

Phe

95

Arg

Leu

Leu

His

Pro

175

Val

Lys

Ser

Ala

Gly
255

Asp

Trp

His

Pro

Ala

Val

160

Gln

Ala

Asp

Thr

Val

Leu

80

Arg

Ser

Gly

Lys

Gln

160

Tyr

Ser

Ala

Pro

Ala
240
Ala

Thr

Val
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-continued

60

Lys

Gln

305

Trp

Tyr

Pro

Lys

Ser

385

Tyr

Glu

Gln

Leu

Cys

465

Tyr

Leu

Val

Gly

Gly

545

Glu

Arg

Glu

Glu

Lys

625

Glu

Leu

Pro

Ala

Met

290

Met

Asn

Gln

Arg

Ile

370

Arg

Arg

Arg

Arg

Arg

450

Asp

Glu

Ala

Gln

Leu

530

Asp

Val

Gln

Arg

Leu

610

Thr

Gln

Gln

Leu

Gln
690

Trp

Lys

Asp

Glu

Gln

355

Asp

Val

Gln

Thr

Val

435

Ala

Leu

Tyr

Asp

Phe

515

Thr

Leu

Gln

Ala

Leu

595

Arg

Ala

Glu

Arg

Ala

675

Val

Ser

Gln

Gln

Thr

340

Glu

Glu

Gly

Leu

Ala

420

Thr

Val

Cys

Thr

Tyr

500

Cys

Leu

Trp

Val

Arg

580

Asn

Thr

Arg

Cys

Leu
660

Thr

Asn

Leu

Thr

Pro

325

His

Leu

Pro

Val

Gln

405

Ala

Asp

Val

Leu

Ser

485

Pro

His

Leu

Leu

Val

565

Leu

Arg

Pro

Ala

Glu

645

Glu

Trp

Gln

Ser

Pro

310

Val

Trp

Pro

Lys

His

390

Thr

Leu

Gln

Gln

Tyr

470

Ala

Asp

Leu

Val

Ala

550

Gln

Tyr

Leu

Ile

Pro

630

Arg

Gln

Leu

Gln

His

295

Ile

Gly

Ala

Leu

Ala

375

Leu

Leu

Gln

Val

Glu

455

Asp

Leu

Leu

Pro

Cys

535

Lys

Gln

Gln

Lys

Thr

615

Gln

Glu

Gly

Pro

Arg
695

Leu

Arg

Trp

Gly

Ile

360

Trp

Ala

Asn

Arg

Arg

440

Leu

Trp

Pro

Tyr

Gly

520

Pro

Pro

Val

Ala

Asp

600

Asn

Lys

Ala

Ser

Ser
680

Leu

Glu

Gly

Leu

Tyr

345

Ser

Ser

Leu

Ala

Ser

425

Ser

Ala

Ala

Pro

Arg

505

Gln

Leu

Ala

Ala

Ser

585

Asp

Met

Arg

Glu

Lys
665

Val

Gln

Lys

Leu

Ser

330

Arg

Phe

Ala

Ser

Arg

410

Leu

Ser

Leu

Ser

Ala

490

His

Gly

Arg

Ala

Asp

570

Val

Phe

Arg

Glu

Leu
650
Thr

Leu

Trp

Trp

Leu

315

Val

Trp

Ala

Ala

Ile

395

Leu

Ala

Leu

Gly

Gly

475

Gly

Leu

Trp

Asp

Lys

555

His

Gln

Leu

Met

Gln

635

Val

Leu

Glu

Gln

Pro

300

Val

Phe

Phe

Ala

Glu

380

Thr

Glu

Met

Glu

Leu

460

Gln

Gly

Gln

Ile

Asp

540

Cys

Cys

Gln

Ser

Ala

620

Tyr

Asn

His

Pro

Ile
700

Glu

Ala

Arg

Thr

Trp

365

Gln

Gln

Gln

Asp

Glu

445

Pro

Ala

Ile

Gly

Pro

525

Gln

Phe

Ala

Ile

Thr

605

Ile

Leu

Asp

Leu

Phe

685

Ala

Leu

Gln

Gly

Gln

350

Arg

Glu

Asn

Glu

Ala

430

Ala

Ile

Thr

Thr

Gly

510

Arg

Gly

Asp

Ile

Gly

590

Val

Gln

Lys

Leu

Glu
670

Leu

Pro

Gln

Leu

Ala

335

Gly

Glu

Leu

Gln

Val

415

Leu

Gln

Gln

Val

Leu

495

Gln

Arg

Val

Glu

Ala

575

Glu

Ser

Leu

Ile

Leu
655
Glu

Gln

Asn

Glu

Ala

320

Val

Asp

Leu

Met

Leu

400

Gln

Leu

Ile

Gly

Arg

480

Thr

Ala

Glu

Leu

Leu

560

Ile

Leu

His

Leu

Leu

640

Asp

Val

Arg

Val
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-continued

62

Gly

705

Leu

Val

Asn

Lys

Gly

785

Ser

Leu

Cys

<210>
<211>
<212>
<213>

<400>

Met

1

Leu

Gln

Asp

Val

65

Thr

Leu

Ile

Glu

Ser

145

Glu

Ser

Ile

Gln

Leu
225

Lys

Val

Thr

Glu

Phe

770

Leu

Val

Pro

Ala

Asp

Ile

Ile

Arg

50

Ala

Phe

Ala

Ser

Pro

130

Met

Leu

Gln

Ala

Gln

210

His

Val

Asn

Ala

Gly

755

Tyr

Gly

Ser

Gln

Thr

Asn

Leu

35

Val

Glu

Pro

Gln

Gln

115

Leu

Gly

Trp

Glu

Ile
195

Glu

Pro

Leu

Asn

Gln

740

Val

Arg

Leu

Val

Gly
820

PRT

SEQUENCE :

Glu

Arg

20

Arg

Lys

Ala

Ala

Val

100

Pro

Gln

Val

Gly

Glu
180
Ala

Arg

Glu

Thr

Ala

725

Arg

Glu

Ile

Ala

Glu

805

Ser

SEQ ID NO 6
LENGTH:
TYPE :
ORGANISM: Synechococcus OS B'

421

6

Thr

5

Ile

Ala

Val

Arg

Gly

85

Arg

Glu

Arg

Ala

Leu

165

Leu

Gln

Leu

Thr

Asp

710

Cys

Pro

Ile

Pro

Leu

790

Ser

Leu

Trp

Thr

Thr

Tyr

Gly

Asp

Val

Ser

Pro

Ser

150

Leu

Gln

Ala

Ile

Thr
230

Gln

Lys

Gly

Ser

Ser

775

Val

Ser

Pro

Ala

His

Val

Arg

55

Gly

Ile

Ile

Trp

Val

135

Ser

Val

Val

Glu

Asn

215

Leu

Gly

Tyr

Pro

Pro

760

Gly

Lys

Gln

Val

Ala

Gln

Glu

40

Phe

Glu

Pro

Val

Gly

120

Asp

Leu

Ser

Val

Leu
200

Gln

Thr

Gly

Thr

Gln

745

Ala

Asp

Gln

Gly

Gln
825

Ala

Ile

25

Glu

Asp

Arg

Glu

Asp

105

Leu

Pro

Val

His

Gln
185
Leu

Ile

Thr

Leu

Pro

730

Gln

Glu

Pro

Trp

Lys

810

Thr

Ala

Arg

Val

Pro

Leu

Glu

90

Val

Ser

Cys

Val

His

170

Leu

Glu

Ala

Val

Glu

715

Pro

Val

Gln

Trp

Met

795

Thr

Ser

Arg

Gln

Arg

Glu

Pro

75

Ala

Glu

Ala

His

Pro

155

Ala

Leu

Gln

Ala

Leu
235

Arg Val Val Gln

Gly

Glu

Glu

Lys

780

Gln

Cys

Pro

Pro

Ser

Ala

Gly

60

Ser

Arg

Ala

Arg

Val

140

Leu

Glu

Ala

Ala

Leu

220

Glu

Cys

Ile

Arg

765

Arg

Arg

Phe

Leu

Ser

Leu

Phe

45

His

Leu

Arg

Gln

Val

125

His

Met

Pro

Asp

Arg

205

Val

Gln

Ser

Arg

750

Ile

Gly

Leu

Thr

Ala
830

Arg

Glu

30

Leu

Gly

Leu

Leu

Ser

110

Pro

Tyr

His

Arg

Gln
190
Gln

Tyr

Leu

Ile

735

Val

Phe

Gly

Gly

Leu

815

His

Asp

Leu

Gly

Thr

Gly

Phe

95

Arg

Leu

Leu

His

Pro

175

Val

Lys

Ser

Ala

Glu

720

Trp

Ile

Glu

Thr

Gly

800

Val

Asn

Ala

Asp

Thr

Val

Leu

80

Arg

Ser

Gly

Lys

Gln

160

Tyr

Ser

Ala

Pro

Ala
240
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-continued

64

Gly

Asp

Trp

Lys

Gln

305

Trp

Tyr

Pro

Lys

Ser

385

Tyr

Glu

<210>
<211>
<212>
<213>

<400>

Met

1

Leu

Gln

Asp

Val

65

Thr

Leu

Ile

Glu

Ser
145

Glu

Ser

Leu

Thr

Leu

Met

290

Met

Asn

Gln

Arg

Ile

370

Arg

Arg

Arg

Asp

Ile

Ile

Arg

50

Ala

Phe

Ala

Ser

Pro

130

Met

Leu

Gln

Gln

Leu

Gln

275

Trp

Lys

Asp

Glu

Gln

355

Asp

Val

Gln

Thr

Thr

Asn

Leu

35

Val

Glu

Pro

Gln

Gln

115

Leu

Gly

Trp

Glu

Gly

Cys

260

Glu

Ser

Gln

Gln

Thr

340

Glu

Glu

Gly

Leu

Ala

420

PRT

SEQUENCE :

Glu

Arg

20

Arg

Lys

Ala

Ala

Val

100

Pro

Gln

Val

Gly

Glu
180

Ile

245

Cys

Gln

Leu

Thr

Pro

325

His

Leu

Pro

Val

Gln

405

Ala

SEQ ID NO 7
LENGTH:
TYPE :
ORGANISM: Synechococcus OS B'

200

7

Thr

5

Ile

Ala

Val

Arg

Gly

Arg

Glu

Arg

Ala

Leu

165

Leu

Gly

His

Leu

Ser

Pro

310

Val

Trp

Pro

Lys

His

390

Thr

Trp

Thr

Thr

Tyr

Gly

70

Asp

Val

Ser

Pro

Ser
150

Leu

Gln

Ala

Gly

Gly

His

295

Ile

Gly

Ala

Leu

Ala

375

Leu

Leu

Ala

His

Val

Arg

55

Gly

Ile

Ile

Trp

Val

135

Ser

Val

Val

Arg

Val

Arg

280

Leu

Arg

Trp

Gly

Ile

360

Trp

Ala

Asn

Ala

Gln

Glu

40

Phe

Glu

Pro

Val

Gly

120

Asp

Leu

Ser

Val

Leu

Gln

265

Ala

Glu

Gly

Leu

Tyr

345

Ser

Ser

Leu

Ala

Ala

Ile

Glu

Asp

Arg

Glu

Asp

105

Leu

Pro

Val

His

Gln
185

Arg

250

Pro

Gly

Lys

Leu

Ser

330

Arg

Phe

Ala

Ser

Arg
410

Ala

10

Arg

Val

Pro

Leu

Glu

90

Val

Ser

Cys

Val

His
170

Leu

Ile

Pro

Gly

Trp

Leu

315

Val

Trp

Ala

Ala

Ile

395

Leu

Arg

Gln

Arg

Glu

Pro

75

Ala

Glu

Ala

His

Pro

155

Ala

Leu

His

Ala

Ala

Pro

300

Val

Phe

Phe

Ala

Glu

380

Thr

Glu

Pro

Ser

Ala

Gly

60

Ser

Arg

Ala

Arg

Val

140

Leu

Glu

Ala

Phe

Ser

Gly

285

Glu

Ala

Arg

Thr

Trp

365

Gln

Gln

Gln

Ser

Leu

Phe

45

His

Leu

Arg

Gln

Val

125

His

Met

Pro

Asp

Met

Tyr

270

Gly

Leu

Gln

Gly

Gln

350

Arg

Glu

Asn

Glu

Arg

Glu

30

Leu

Gly

Leu

Leu

Ser

110

Pro

Tyr

His

Arg

Gln
190

Gly

255

Asp

Trp

Gln

Leu

Ala

335

Gly

Glu

Leu

Gln

Val
415

Asp

15

Leu

Gly

Thr

Gly

Phe

95

Arg

Leu

Leu

His

Pro
175

Val

Ala

Thr

Val

Glu

Ala

320

Val

Asp

Leu

Met

Leu

400

Gln

Ala

Asp

Thr

Val

Leu

80

Arg

Ser

Gly

Lys

Gln
160

Tyr

Ser
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65 66

-continued

Ile Ala Ile Ala Gln Ala Glu Leu
195 200

<210> SEQ ID NO 8

<211> LENGTH: 154

<212> TYPE: PRT

<213> ORGANISM: Synechococcus OS B'

<400> SEQUENCE: 8

Gly Thr Asp Arg Val Lys Val Tyr Arg Phe Asp Pro Glu Gly His Gly
1 5 10 15

Thr Val Val Ala Glu Ala Arg Gly Gly Glu Arg Leu Pro Ser Leu Leu
20 25 30

Gly Leu Thr Phe Pro Ala Gly Asp Ile Pro Glu Glu Ala Arg Arg Leu
35 40 45

Phe Arg Leu Ala Gln Val Arg Val Ile Val Asp Val Glu Ala Gln Ser
50 55 60

Arg Ser Ile Ser Gln Pro Glu Ser Trp Gly Leu Ser Ala Arg Val Pro

Leu Gly Glu Pro Leu Gln Arg Pro Val Asp Pro Cys His Val His Tyr
85 90 95

Leu Lys Ser Met Gly Val Ala Ser Ser Leu Val Val Pro Leu Met His
100 105 110

His Gln Glu Leu Trp Gly Leu Leu Val Ser His His Ala Glu Pro Arg
115 120 125

Pro Tyr Ser Gln Glu Glu Leu Gln Val Val Gln Leu Leu Ala Asp Gln
130 135 140

Val Ser Ile Ala Ile Ala Gln Ala Glu Leu
145 150

<210> SEQ ID NO 9

<211> LENGTH: 29

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl(PAS-GAF) reaction 1 primer 1

<400> SEQUENCE: 9

catggccacce accgtacaac tcagegacce 29

<210> SEQ ID NO 10

<211> LENGTH: 31

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl(PAS-GAF) reaction 1 primer 2

<400> SEQUENCE: 10

atcttectgg gcggaaatgt tgctaaacac ¢ 31

<210> SEQ ID NO 11

<211> LENGTH: 25

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl(PAS-GAF) reaction 2 primer 1

<400> SEQUENCE: 11

gccaccaccg tacaactcag cgacc 25
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67 68

-continued

<210> SEQ ID NO 12

<211> LENGTH: 35

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl(PAS-GAF) reaction 2 primer 2

<400> SEQUENCE: 12

agctatctte ctgggeggaa atgttgetaa acacce 35

<210> SEQ ID NO 13

<211> LENGTH: 29

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF) reaction 1 primer 1

<400> SEQUENCE: 13

catggaaacc ttggcccctg cagectgeg 29

<210> SEQ ID NO 14

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF) reaction 1 primer 2

<400> SEQUENCE: 14

aattccgect gggcaatggce aatcgacacce 30

<210> SEQ ID NO 15

<211> LENGTH: 28

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF) reaction 2 primer 1

<400> SEQUENCE: 15

atggaaacct tggcccctge agcectgeg 28

<210> SEQ ID NO 16

<211> LENGTH: 34

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF) reaction 2 primer 2

<400> SEQUENCE: 16

agctaattce gectgggcaa tggcaatega cacc 34

<210> SEQ ID NO 17

<211> LENGTH: 27

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF) reaction 1 primer 1

<400> SEQUENCE: 17

catggatact gaaacgtggg ctgccgce 27

<210> SEQ ID NO 18

<211> LENGTH: 26

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF) reaction 1 primer 2
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69 70

-continued

<400> SEQUENCE: 18

caattccgece tgagcaatgg caatgg 26

<210> SEQ ID NO 19

<211> LENGTH: 23

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF) reaction 2 primer 1

<400> SEQUENCE: 19

gatactgaaa cgtgggctgce cgc 23

<210> SEQ ID NO 20

<211> LENGTH: 30

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF) reaction 2 primer 2

<400> SEQUENCE: 20

agctcaattc cgcctgagca atggcaatgg 30

<210> SEQ ID NO 21

<211> LENGTH: 29

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF-PHY) reaction 1 primer 1

<400> SEQUENCE: 21

catggaaacc ttggcccctg cagectgeg 29

<210> SEQ ID NO 22

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF-PHY) reaction 1 primer 2

<400> SEQUENCE: 22

ggcecgecgte cgctectcta 20

<210> SEQ ID NO 23

<211> LENGTH: 28

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF-PHY) reaction 2 primer 1

<400> SEQUENCE: 23

atggaaacct tggcccctge agcectgeg 28
<210> SEQ ID NO 24

<211> LENGTH: 25

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyA-Cphl(GAF-PHY) reaction 2 primer 2

<400> SEQUENCE: 24

agctggcecge cgtcegctece tcectac 25

<210> SEQ ID NO 25
<211> LENGTH: 27
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<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF-PHY) reaction 1 primer 1

<400> SEQUENCE: 25

catggatact gaaacgtggg ctgccgce 27

<210> SEQ ID NO 26

<211> LENGTH: 19

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF-PHY) reaction 1 primer 2

<400> SEQUENCE: 26

ggcecgecgte cgctectgce 19

<210> SEQ ID NO 27

<211> LENGTH: 23

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF-PHY) reaction 2 primer 1

<400> SEQUENCE: 27

gatactgaaa cgtgggctgce cgc 23

<210> SEQ ID NO 28

<211> LENGTH: 23

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl(GAF-PHY) reaction 2 primer 2

<400> SEQUENCE: 28

agctggecgce cgtcecgctece tge 23

<210> SEQ ID NO 29

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl D207H primer 1

<400> SEQUENCE: 29

ctgcactate ccgaatcgcea tattccccaa ccegec 36

<210> SEQ ID NO 30

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl D207H primer 2

<400> SEQUENCE: 30

ggegggttgyg ggaatatgeg attcgggata gtgcag 36

<210> SEQ ID NO 31

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl Y176H primer 1

<400> SEQUENCE: 31
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getttgaceyg ggtgatgeta caccgetttyg atgaaaataa ¢ 41

<210> SEQ ID NO 32

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Syn-Cphl Y176H primer 2

<400> SEQUENCE: 32

gttattttca tcaaagcggt gtagcatcac ccggtcaaag ¢ 41

<210> SEQ ID NO 33

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl D86H primer 1

<400> SEQUENCE: 33

ctgactttte cggcagggca cattcccgag gaggeg 36

<210> SEQ ID NO 34

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl D86H primer 2

<400> SEQUENCE: 34

cgectecteg ggaatgtgece ctgccggaaa agtcag 36

<210> SEQ ID NO 35

<211> LENGTH: 33

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl Y54H primer 1

<400> SEQUENCE: 35

cggatcegggt gaaggtgecac cgcttegace cgg 33

<210> SEQ ID NO 36

<211> LENGTH: 33

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl Y54H primer 2

<400> SEQUENCE: 36

cegggtegaa geggtgeace ttcaccegat ceg 33

<210> SEQ ID NO 37

<211> LENGTH: 44

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: SyB-Cphl C138A primer 1

<400> SEQUENCE: 37

ctgcagegge ccgtggatce cgeccatgtt cactatttga aatce 44
<210> SEQ ID NO 38

<211> LENGTH: 44

<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
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<220> FEATURE:
<223> OTHER INFORMATION:

<400> SEQUENCE: 38

gatttcaaat agtgaacatg ggcgggatcc acgggccget geag

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 39

LENGTH: 31

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Primer

<400> SEQUENCE: 39

agctttgcat catcatcate atcattgaag ¢

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 40

LENGTH: 31

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Primer

<400> SEQUENCE: 40

agctgettca atgatgatga tgatgatgca a

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 41

LENGTH: 32

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Primer

<400> SEQUENCE: 41

cgtaaggatce catgagccgg gaccegttge cc

<210>
<211>
<212>
<213>
<220>
<223>

SEQ ID NO 42

LENGTH: 32

TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Primer

<400> SEQUENCE: 42

cctgactega gegecceggt caatgtgtea cg

<210> SEQ ID NO 43

<211> LENGTH: 12

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: “PAS-less”
sequence

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (4)..(4)

<223> OTHER INFORMATION: Xaa can be

<400> SEQUENCE: 43

Arg Ile Thr Xaa Gln Ile Arg Gln Ser
1 5

<210>
<211>
<212>
<213>
<220>

SEQ ID NO 44

LENGTH: 9

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

SyB-Cphl C138A primer 2

44

31

31

32

32

phytochrome consensus amino acid

any naturally occurring amino acid

Leu Glu Leu
10
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OTHER INFORMATION: DUF309 domain consensus amino acid sequence

OTHER INFORMATION: Xaa can be any naturally occurring amino acid

OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<223 >

<220> FEATURE:

<221> NAME/KEY: misc_feature
<222> LOCATION: (2)..(4)
<223 >

<220> FEATURE:

<221> NAME/KEY: misc_feature
<222> LOCATION: (6)..(8)
<223 >

<400> SEQUENCE: 44

His Xaa Xaa Xaa Glu Xaa Xaa Xaa Trp

1 5

<210> SEQ ID NO 45

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: DUF309 domain consensus amino acid sequence
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (2)..(4)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (6)..(8)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<400> SEQUENCE: 45

His Xaa Xaa Xaa Glu Xaa Xaa Xaa Tyr

1 5

<210> SEQ ID NO 46
<211> LENGTH: 963
<212> TYPE: DNA

<213> ORGANISM: Deinococcus radiodurans

<400> SEQUENCE: 46

atgagccggg accegttgece ctttttteca cegetttace ttggtggece ggaaattace 60
accgagaact gcgagcgcga gecgattcat attccceggea gcatccagece gcacggegece 120
ctgctecactyg ccgacgggca cagcggegag gtgctcecaga tgagectcaa cgcggecact 180
tttetgggac aggaacccac agtgctgege ggacagacce tegecgcact getgeccgag 240
cagtggcceg cgctgcaage ggccctgece ceeggcetgee ccegacgcecect gcaataccge 300
gcaacgctygyg actggectge cgccgggcac ctttegetga cggtgcaccyg ggteggcegag 360
ttgctgatte tggaattcga geccgacggag gectgggaca gcaccgggece gcacgegetg 420
cgcaacgcega tgttegeget cgaaagtgece cecaacctge gggegetgge cgaggtggeg 480
acccagacgg tccgegaget gacgggettt gaccgggtga tgctctacaa atttgeccce 540
gacgccaceyg gcgaagtgat tgccgaggcece cgccgtgagg ggctgcacge ctttetggge 600
caccgtttte ccgegtegga cattceggeg caggeccgeg cgctctacac ccggecacctyg 660
ctgegectga ccgecgacac ccgcegecgece gecgtgeege tegatccegt cctcaacceg 720
cagacgaatg cgcccaccce getgggegge gecgtgetge gegecaccte gceccatgcac 780
atgcagtacc tgcggaacat gggcgteggg tegagectgt cggtgtceggt ggtggtegge 840
ggccagcetet ggggectgat cgcectgecac caccagacge cctacgtgtt gecgeccgac 900
ctgcgaacca cgctcgaata cctgggecge ttgetgagece tgcaagttca ggtcaaggaa 960
gcg 963
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<210> SEQ ID NO 47
<211> LENGTH: 2505
<212> TYPE: DNA
<213> ORGANISM: Synechococcus OS A'
<400> SEQUENCE: 47
atggaaacct tggccectge agectgegece agecgggatyg tectcatcaa ccgecattace 60
caccagatce ggcaatccct ggagctggat cagatcctga gggcaacggt ggaggaggtyg 120
cgegectttt tgggcacgga tcgggtcaag gtataccget tegacccegga aggccatggg 180
acggtggtgg cggaagcccg acaagccgag cggttgcect cectettggyg cctategttt 240
ceggeggggg atatcccaga agaggegegg cagetgttte gectggecca ggtgegggtyg 300
atcgtggatg tggaggccca gacccgette ctecagccage cggagtceget gggecgettt 360
geecaggecee ggectttgee cctgggcegag gtgccgeage ggctggtgga tecctgecat 420
geecactace tcaagtgcat gggggtggcece tecteectgg tggtaccect cctgcatcac 480
cagcagttgt gggggcetett ggtctceccac cacgecgage ccecgetcecta ctcetgecgaa 540
gagctgcagyg tggtgcagtt ggtggeggat caggtgtcga ttgccattge ccaggcggaa 600
ttgctggage aggcgeggca aaaggcgcag caggaacgtt tgattaacca aattgeggeg 660
ctggtgtact cgccgeteca ccccgagacce accttgacca ctgtgctgga gcagettace 720
geeggectee aagggatcgg ggcgeggetg cgcatceeggt tectgggect ggacacccte 780
tgccaccatg ggatccagcece geccggcagge tacgacgect ggetgcagga gcaggtggga 840
aggcccaaga cagcaggaaa cggggtgaag acgtggtege ttteccagtt ggagaagtgg 900
ccagaactge aggcccagcet gcagcagacg cecattcegeg ggetgetgge ggtgecgetg 960
gtttggaacg agcagctggt gggctggctg agcgtcecttte geggcegeccecct ctgccaagag 1020
acccactggg ccggctaccg ctggcccgece caaggggaag gtggggagga tccccegtcaa 1080
gaactgcegt tgatctecctt tgcecgettgg cgggagctga aagttgacga gcccaaggcec 1140
tggtcggecg cggagctgga gctagtegge cgegctgegg tgcacctgge cctgtcegatt 1200
gegcaaaacce agctctaccyg gcagttgcaa gatctcaacg ceegtcetgga gcacgaggta 1260
gaggagcgga cggcggccct gcagcgcetcet ttggccatgg atgccctectt gcagegggtt 1320
accgaccagg tgcgcagcag cctagacgaa geccagatee tgegggceggt ggtgcaggag 1380
ttggcgetgg ggctgcccat ccaaggctgce gatctctgece tctacgaggg agcagcecggce 1440
caggccaccg tgcgctatga atacaccgec gecctgeege cegecggegyg gatcacccta 1500
accctggeceg actacccaga tctctaccga caactgcaaa gggggcaggce ggcgcaactg 1560
tgccatcectge cggggcaaag ctggatccca cggcgggaag ggctgacgcet tttggtttgce 1620
cegetgeggg atgaccaggg ggcgttggge gatcetgtggt tggecaagge ggcagecgag 1680
tgctttgata ccctggagat gcaggtggta cagcaggtag cggatcactg tgccatcgcece 1740
atccgecagg ctcegecteta ccaggecteg gtgcaacaaa tcagcgaget ggagegecte 1800
aaccgcctca aagatgattt tttaagcacc gtctcecccacg agctgcgcac ccccatcacce 1860
aacatgaaaa tggccatcca actgctgaaa atggcccgea ccccccaaaa acgggagcaa 1920
tatctgcaaa tcctagagca ggagtgcgag cgcgaggcegg aattgatcaa cgatctgetg 1980
gatctgcage ggttggagca gggatccaaa ccccttcatce ttgaagaagt gtcecctggece 2040
gcctggectge ccactgtgcet gcagececttt gtgcageggg ccgaggccaa tcagcaacag 2100
ttgcagtggce agattgaccc gaaggtgggce aaggtggtga cggatcaggce cgccttgacg 2160
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cgggtggtac aggagetggt caacaacgcece tgcaagtaca ccccgectca gcaccgeate 2220
acggtgacgg cgcgecgect cagccctgaa caagtgcaaa ttegggtggt caacgagggg 2280
gtggagattc cccgcagcga gtgggagege atcttcgaga agttctaccg catccccage 2340
ggggatcecct ggaagcgggg cggcaccggce ctggggctgg ctttggttaa gcagtggatg 2400
cagcggcetgg ggggctgegt ctcectatagaa agcggccagg gcaagacgtg ctttaccctg 2460
gtgttgcege aaggatccct gcecctgggcag acctcecttgca ccgeg 2505
<210> SEQ ID NO 48
<211> LENGTH: 2502
<212> TYPE: DNA
<213> ORGANISM: Synechococcus OS B'
<400> SEQUENCE: 48
atggatactg aaacgtgggc tgccgcaget cgacccagec gagatgccect catcaaccge 60
atcacccacce agattcggca atccctggag ctggatcaga tcectgaggge gacggtggag 120
gaggtgegeyg cetttttggg tacggatcgg gtgaaggtgt accgettega cecggaaggyg 180
catgggacgg tggtggcgga agcacgaggce ggggagcegge tgccecteget cttggggetg 240
acttttccegg caggggacat tcccgaggag gegeggeggt tgtttegect agetcaggtg 300
cgggtgattyg tggatgtaga ggcgcagage cgttccatca gecagcecgga gtcettggggg 360
ttgtctgcta gggttectet gggcgageeg ctgcagegge cegtggatcee ctgecatgtt 420
cactatttga aatccatggg ggtggectet tecttggtgg tteccctgat gcatcaccag 480
gagctatggyg ggetgttggt ctcccatcat getgagecte gtecctacte ccaagaagag 540
ctgcaggtgg tgcagttgct ggcggatcaa gtttccattyg ccattgctca ggcggaattyg 600
ctggagcaag cgcggcaaaa ggcgcagcag gaacgcctaa tcaaccaaat tgctgecctg 660
gtttattege cectacacce ggagacgace ttgaccacgg tgctggagca gettgetgece 720
ggtttgcagyg ggatcgggge acggetgegg atccacttta tgggcgcaga caccctetgt 780
tgtcatggeg tgcaacccce ggccagetac gacacctgge tacaggagca gctcggaagg 840
geeggaggayg cggggggctyg ggtcaagatg tggtcegetcet cecacttgga gaaatggecg 900
gagctgcaag agcagatgaa gcagacaccce attegtggec tgetggtgge ccagetcgece 960
tggaatgacc agccggtggg ctggctgage gtgtttegeg gggccgttta ccaagaaacce 1020
cactgggcgg gctaccgttyg gtttacccag ggggatccca gacaagaact gectttgatce 1080
tcttttgetg cectggcggga getgaaaatt gacgagecta aggcttggte agctgcagag 1140
caagagctga tgagtcgggt cggggtacat ttggccctgt ccattacgca aaatcagcectce 1200
taccggcagt tgcaaaccct caacgccegt ctggagcagg aggtgcagga gcggacggceg 1260
gccetgcage gatctetgge tatggatgec ctcettgcage gggtcaccga ccaggtgcege 1320
agcagtttgg aggaagccca gatcctgcegg gcagtggtge aagaattgge tetggggttg 1380
cccattcaag gttgcgatcet ctgtctctac gattgggcat ctggccagge gacggtgegce 1440
tatgaataca cctctgctet accacctgce ggtgggatca ccctgacctt ggccgactac 1500
ccegatettt accggcacct gcaagggggt caagcggtge aattctgcca cttgectggg 1560
cagggctgga tccceccgteg ggaagggctg accctgetgg tgtgcccget gegggatgac 1620
caaggggtgc tgggggatct ctggctggcg aagccggcag ccaagtgctt tgatgaactg 1680
gaggtgcagyg tggtgcagca ggtggcggat cactgegceca ttgccatceg ccaggccege 1740
ctctaccagg cttctgtgca gcaaattggt gagctggagce gcctcaaccg cctcaaagat 1800
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gattttttga gcaccgtcte ccacgagctg cgcaccccca tcaccaacat gaggatggece 1860
atccaactgce tgaaaaccgc ccgcgecccece caaaaacgag agcaatatct caagatcttg 1920
gagcaggagt gtgagcggga ggcggaattg gtgaacgacc tgctggatct gcagceggttg 1980
gagcagggat ccaaaacgct ccatctggaa gaagtgccge tggcaacctg getgcccage 2040
gtgctggage cgtttctaca gcgggcccag gtcaaccagce aacggttgca gtggcagatce 2100
gegecgaatyg tgggcaaggt gctcaccgat caaggtggee tggagegggt ggtgcaggag 2160
ctggtcaaca acgcctgcaa gtatactcce ccagggtgca gcatctgggt aacagcgcag 2220
cggcecggee cgcagcaggt ggaaatccgg gtgatcaacyg agggggtgga aatttcccct 2280
gccgagcagg agcgcatctt cgagaagttc taccgcattce ccagcgggga tccctggaaa 2340
cggggcggca ccggectggg cctggetttg gtcaagcagt ggatgcageg gttggggggce 2400
agcgtctcag tggagagctce tcaaggcaaa acctgcttta cecctggtgtt gecgcaggga 2460
tcectgectyg tgcagaccte acccecctagec cacaactgtg cce 2502

What is claimed is:

1. A cell that comprises a DNA molecule having a regula-
tory element from a gene, other than a gene encoding a
Deinococcus radiodurans phytochrome, operably linked to a
DNA sequence that encodes a polypeptide that is (i) at least
80% identical to the chromophore-binding domain of SEQ ID
NO: 1; or (ii) at least 80% identical to the sequence of SEQ ID
NO: 2; wherein the polypeptide has increased fluorescent
activity over the corresponding wild-type phytochrome
domain, wherein the polypeptide comprises a D207H muta-
tion from the phytochrome of Deinococcus radiodurans.

2. The cell of claim 1, wherein the cell is selected from the
group consisting of a bacterial cell, a yeast cell, a fungal cell,
aplantcell, an insect cell, a nematode cell, an animal cell, and
a human cell.

3. An isolated polynucleotide comprising a sequence that
encodes a polypeptide that is (i) at least 80% identical to the
chromophore-binding domain of SEQ ID NO: 1; or (ii) at
least 80% identical to the sequence of SEQ ID NO: 2; wherein
the polypeptide contains a His rather than an Asp in the
Deinococcus radiodurans DIP motif, wherein the polypep-
tide has increased fluorescent activity over the corresponding
wild-type phytochrome domain.

4. The polynucleotide of claim 3, wherein the sequence
encodes a polypeptide that is at least 80% identical to SEQ ID
NO: 2.

5. The polynucleotide of claim 4, wherein the sequence
encodes a polypeptide that is at least 95% identical to the
chromophore binding domain of SEQ ID NO: 1, at least 95%
identical to SEQ ID NO: 2, or a combination thereof.

6. The polynucleotide of claim 4, wherein the increased
fluorescent activity comprises an intensity that is at least 75%
greater compared with the corresponding wild-type domain.

7. The polynucleotide of claim 3, wherein the increased
fluorescent activity comprises an intensity that is at least 75%
greater compared with the corresponding wild-type domain.
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8. The polynucleotide of claim 3, wherein the increased
fluorescent activity comprises an intensity that is at least
200% greater compared with the corresponding wild-type
domain.

9. The polynucleotide of claim 3, wherein the polypeptide
comprises an Ala rather than an Ile in the Deinococcus radio-
durans DIP motif.

10. The polynucleotide of claim 3, comprising the
sequence encoding a modified phytochrome domain having
increased fluorescent activity shifted to the far red.

11. An expression vector comprising the isolated poly-
nucleotide of claim 3 and a regulatory sequence operably
linked to the polynucleotide.

12. A cell comprising the polynucleotide of claim 3.

13. The cell of claim 12, wherein the cell is selected from
the group consisting of a bacterial cell, a fungal cell, an insect
cell, a nematode cell and an animal cell.

14. The cell of claim 13, wherein the cell is a human cell or
a yeast cell.

15. The cell of claim 1, wherein the polypeptide further
comprises one or more mutations of the phytochrome of
Deinococcus radiodurans selected from E25A, E27A, I35A,
P37A, Y176H, F203A, F203H, F203W, 1208A, Y216H,
Y216W, R254A, R254K, Y263H, H290N and H290Q.

16. An isolated polynucleotide comprising a sequence that
encodes a polypeptide that is (i) at least 80% identical to the
chromophore-binding domain of SEQ ID NO: 1; or (ii) at
least 80% identical to SEQ ID NO: 2; and with increased
fluorescent activity over the corresponding wild-type phyto-
chrome domain, wherein the polypeptide comprises a D207H
mutation from the phytochrome of Deinococcus radiodu-
rans.

17. The polynucleotide of claim 16, wherein the polypep-
tide further comprises one or more mutations of the phyto-
chrome of Deinococcus radiodurans selected from E25A,
E27A,135A, P37A,Y176H, F203 A, F203H, F203W, 1208A,
Y216H, Y216W, R254A, R254K, Y263H, H290N and
H290Q.
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