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Clytin
mtClytin

Clytin
mteClytin

Clytin
mtClytin

Clytin
mgClytin

Clytin
mcClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
mtClytin

CGGCTTTACG

151
TTCAACATGG
CAGCATACTC

201
ACTTCGACAA
ATTTTGCAAA

251
TTGGACATTA
TTGGACATAA

301
AGCTTCGGAT
AGCTTCAGAC

351
AACGTCACCA
AACGTCACCA

401
TATGGTAAAG
TATGGTAARAG

451
GGCCAATTAT
GGCCGAACAC

501
GCGACTGGGG
GTGAATGGGG

TGCAAGATCA

CTGAC. ACTG
TTGGCTACAG

CCCAAARTGG
TCCARAATGG

ACGGCGACGG
ACGGTAAGGG

GACATTTGCG
GACATTTGTG

GGATGCTGTC
GGATGCTGTT

AAGTCGAATT
AARGTTGCATT

GACTTGAAAC
GACTTGGAAC

AGAAGCTGTT
AGATGCTGTT

7/9

AABGGTTTAC

ACTTTTGCAA
AGATT.GCAA

CATCAAAATA
ATTCAARATA

GTCARCAGAC
ATCAACAGAC

AADAATCACT
GAAAATCACA

CCAAACTTGG
CTAAACTGGA

GAAGCTTTCT
GAAGCCTTTT

CCCAGCTTTT
CCCAGAATTT

TTTGGTCTCA
TCTGGTCTCA

TTCGACATTT
TTCGACATTT

AAATCGTCTT

CTCAARGCAA
CGCACGGCAA

CGCCGTCAAA
CGCGGTCAAA

ACAAATTTAT
ACAAATTTAT

TTGGATGARA
TTAGATGAAA

AGCAACACCA
TGCRACACCA

TCAAARAAGAT
TCAAGARAAT

GTTGATGGAT
ATTAAGGGAT

AARCAAGARMA
AAACAAARGT

TTGACAAAGA
TCGACAARGA

CTTTCCATGT

150
ATTTCAAARC
ATTTTCACAC

200
CTCAGACCCA
CTCGATCCTG

250
GTTCAACTTT
GTTCAACTTT

300
TCGTCTCCAA
TCGTCTCCAA

350
GAACAGACCA
GAACAGACCA

440
TGGTATGGAT
GGGCATGGAT

450
GGAAAGAACT
GGGAAGAGTT

500
TCTTTGATCC
ACATTGATCC

550
CGGAAGTGGC
CGCARGTGGC
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Clytin
mtClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
meClytin

Clytin
mtClytin

Clytin
mtClytin

Clytin
meClytin

Clytin
mtClytin

551
TCAATCAGTT
TCAATCAGTT

601
CTCATCAGAC
TCCATCAGAC

651
ACAGTGGCAA
ACAGTGGCAA

701
TGGTACACCT
TGGTACACAT

751
TTAARCATCG
CTARGAAGCS

801
GATAC. .TAT
TATTCATTTT

851

TGTAAC.ATG
TGTATCCATG

TGGACGAATG
TAGACGAATG

GAAGACGCCG
GAAGACGCTG

ACTTGATGTT
ACTTGATGTT

TGGACCCCAA
TGGATCCAAC

.. -AARCAAR
TTCAGTTAAA

CATTTG. ...
CATTTCGTAA

CTATATT.TA
TTGTAGACTA

913

8/9

GAAGGCTTAT
GAAGGCTTAC

AARAGACCTT
AGAAGACGTT

GATGAGATGA
GATGAGATGA

CGCTGATGGT
TTCTGATGGT

AGCCCAAAAG
AACGCTARAC

.. TTACTATT
AATTAGTATT

AATAATTTT.
AATAAGACTC

GGACGAATCT
GGACGAATCT

CAAACATTGC
CAAACATTGT

CCAGACAACA
CCAGGCAACA

CTTTACGGCA
CTTTATGGCA

AAGTTTTGGA
ATTGTTCAGT

TCGTAACATG
TATAAATTTG

60C
CTGGAATCTG
CTGGAATCTG

650
GATTTGGACA
GATTTGGACA

700
TTTGGGATTC
TTTAGGCTTC

750
ATTTTGTTCC
ATTTTGTTCC

800
AGAATTATTT
TGTAAAATTA

850

CT. .ATATTT
TATCATAAAT
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Fig. 8
1
mtClytin  MQRFTNRLLS MSALRARSRL QRTANFHTSI LLATDSKYAV
Clytin i e e MADTASKYAV
51
mtCyltin WINRHKFMFN FLDINGKGKI TLDEIVSKAS DDICAKLDAT
Clytin WVNRHKFMFN FLDINGDGKI TLDEIVSKAS DDICAKLGAT
101
Clytin VEAFFKKMGM DYGKEVAFPE FIKGWEELAE HDLELWSQNK
Clytin VEAFFKKIGM DYGKEVEFPA FVDGWKELAN YDLKLWSQNK
151
Clytin VFDIFDKDAS GSISLDEWKA YGRISGICPS DEDAEKTFKH
Clytin VFDIFDKDGS GSISLOEWKA YGRISGICSS DEDAEKTFKH
201 228
meClytin VDEMTRQHLG FWYTLDPTSD GLYGNFVP
Clytin VDEMTRQHLG FWYTLDPNAD GLYGNFVP
Fig. 9
3
mcClytin MQRFTNRLLS MSALRARSRL QRTANFHTSI
clytin-2 .. e e
Clytin ... .. i
51
mtClytin WINRHKFMFN FLDINGKGKI TLDEIVSKAS
clytin-2 WVNRHKFMFN FLDINGNGKI TLDEIVSKAS
Clytin WVNRHKFMFN FLDINGDGKI TLDEIVSKAS
101
mtClytin VEAFFKKMGM DYGKEVAFPE FIKGWEELAE
clytin-2 VEAFFKKIGL DYGKEVEFPA FVNGWKELAK
Clytin VEAFFKKIGM DYGKEVEFPA FVDGWKELAN
151
mtClytin VFDIFDKDAS GSISLDEWKA YGRISGICPS
¢lytin-2 VFDIFDKDGS GSISLDEWKT YGGISGICPS
Clytin VFDIFDKDGS GSISLDEWKA YGRISGICSS
201 228
mtClytin VDEMTRQHLG FWYTLDPTSD GLYGNFVP
clytin-2 VDEMTRQHLG FWYTLDPNAD GLYGNFVP
Clytin VDEMTRQHLG FWYTLDPNAD GLYGNFVP

50
KLDPDFANPK
KLRPNFDNPK

1¢c0
PEQTKRHQDA
PEQTKRHQDA

159
STLIREWGDA
KSLIRDWGEA

200
CDLDNSGKLD
CDLDNSGKLD

S0
LLATDSKYAV
MTDTASKYAV
MADTASKYAV

DDICAKLDAT
DDICAKLGAT
DDICAKLGAT

HDLELWSQNK
HDLKLWSQNK
YDLKLWSQNK

DEDAEKTFKH
DEDAEKTFKH
DEDAEKTFKH

KLDPDFANPK
KLKTNFEDPK
KLRPNFDNPK

100
PEQTKRHQDA
PAQTQRHQEA
PEQTKRHQDA

150
STLIREWGDA
KSLIRNWGEA
KSLIRDWGEA

200
CDLDNSGKLD
CDLDNSGKLD
CDLDNSGKLD
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SEQUENCE LISTING

<110>

<120>

<130>

<160> 6

<170>

<210> 1

<211> 912
<212> DNA
<213>

<400> 1

gacagataaa
atcaagatgc
agattgcaac
gcggtcaaac
ttcaactttt
gecttcagacyg
gatgectgttg
ccagaattta
aacaaaagta
gcaagtgget
ccatcagacy
cttgatgttg
tctgatggte
ttgttecagtt
atcataaatt

Aaasaaaaaa

<210> 2

<211l> 228
«212> PRT
<213>

Bayer AG,

BHC

Le A 36 839

Clytia gregaria

aaattcacte
aaaggtttac
gcacggcaaa
tcgatccetga
tggacataaa
acatttgtge
aagccttttt
ttaagggatg
cattgateceg
caatcagttt
aagacgctga
atgagatgac
tttatggcaa
gtazaattat
gtatccatgt

aa

PatentIn version 3.1

cttagattat
aaatcgtctt
ttttcacacce
ttttgcaaat
cggtaagggg
taaactggat
caagaaaatg
ggaagagttg
tgaatgggga
agacgaatgg
gaagacgtte
caggcaacat
ttttgtteceoe
attcatttte

tgtagactaa

Clytia gregaria

ttagtgaata
ctttecatgt
agcatactct
ccaaaatgga
aaaatcacat
gcaacaccag
ggcatggatt
gccgaacacg
gatgctgttt
aaggcttacg
aaacattgtg
ttaggcttet
taagaagcgt
atttcgtaaa

ataagactecg

agagaaaaaa
cggctttacg
tggctacaga
tcaacagaca
tagatgaaat
aacagaccaa
atggtaaaga
acttggaact
tcgacatttt
gacgaatctc
atttggacaa
ggtacacatt
tcagttaaaa
attagtattt

gcaaaaaaaa

Isolated photoprotein mtClytin, and the use thereof

aggataagaa
tgcaagatca
ttcaaaatac
caaatttatg
cgtctccaaa
acgtcaccag
agttgcatte
ctggtetcaa
¢cgacaaagac
tggaatctgt
cagtggcaaa
ggatccaact
acgctaaaca
ataaatttgt

daaaaaaaaa

60
120
180
240
300
360
420
480
540
600
660
720
780
B840
%00
912
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<4005
Met Gln Arg

1

Arg

Ala

Pro

Asn

65

Asp

His

Gly

Ala

Arg

145

Gly

Ile

Leu

Leu

Asn
225

Ser

Thr

Lys

50

Gly

Asp

Gln

Lys

Glu

130

Glu

Ser

Cys

Asp

Gly

210
Phe

<210>

<211>

<212>
<213>

<400>

2

Arg

Asp

35

Trp

Lys

Ile

Asp

Glu

115

His

Trp

Ile

Pro

Asn

195

Phe

val

3

16
PRT

Phe

Leu

20

Ser

Ile

Gly

Cys

Ala

100

Val

Asp

Gly

Ser

Ser

180

Ser

TR

Pro

Thr

Gln

Lys

Asn

Lys

Ala

85

Vval

Ala

Leu

Asp

Leu

165

Asp

Gly

Tyr

Asn

Arg

Tyr

Arg

Ile

70

Lys

Glu

Phe

Glu

Ala

150

Asp

Glu

Lys

Thr

Clytia gregaria

3

Arg

Thr

Ala

His

55

Thr

Leu

Ala

Pro

Leau

135

val

Glu

Asp

Leu

Leu

215

Leu

Ala

val

40

Lys

Leu

Asp

Phe

Glu

120

Trp

Phe

Trp

Ala

Asp

200
Asp

Leu

Asn

25

Lys

Phe

Asp

Ala

Phe

105

Phe

Ser

Asp

Lys

Glu

185

vVal

Pro

Ser

10

Phe

Leau

Meat

Glu

Thr

80

Lys

Ile

Gln

Ile

Ala

170

Lys

Asp

Thr

Met

His

Asp

Phe

Ile

75

Pro

Lys

Lys

Asn

Phe

155

Tyr

Thr

Glu

Ser

Ser

Thr

Pro

Asn

60

val

Glu

Met

Gly

Lys

140

Asp

Gly

Phe

Met

Asp
220

Ala

Ser

Asp

45

Phe

Ser

Gln

Gly

Trp

125

Ser

Lys

Arg

Lys

Thr

205
Gly

Leu

Ile

30

Phe

Leau

Lys

Thr

Met

110

Glu

Thr

Asp

Ile

His

150

Arg

Leu

Arg

15

Leu

Ala

Asp

Ala

Lys

95

Asp

Glu

Leu

Ala

Ser

178

Cys

Gln

Tyr

Ala

Leu

Asn

Ile

Ser

80

Arg

Tyr

Leu

Ile

Ser

160

Gly

Asp

His

Gly

Met Gln Arg Phe Thr Asn Arg Leu Leu Ser Met Ser Ala Leu Arg Ala

1

5

10

15
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<210> 4
<21l> 48
<212> DNA
«213>

<400> 4

Clytia gregaria

atgcaaaggt ttacaaatgg tettetttee atgteggett tacgtgca

«210> 5
<211> 791
«212> DNA
<213> Clyt
<400> 5
gatctcagct
aacttcatca
gaagatccaa
aacggaaaaa
cttggageta
aagattggtt
gaactggcca
tggggagaag
gaatggaaaa
accttcaaac
caacatttgyg
gteccttaaa
ttgattttaa

aaaaaaaaaa

«210> &
<211l> 198
«212> PRT
<213> Clyt
<400> 6
Met Thr A=zp
1
Glu Asp Pro
Ile Asn
35

Asp
Ala Ser Asp
50

Gln
65

Arg His

ia gregaria

caacttgcaa
taatgactga
aatgggtcaa
tcactttgga
caccagctca
tggattatgg
aacatgactt
ctgtattcga
catacggagg
attgcgattt
gattctggta
aactttettt
ctttgtttcg

a

ia gregaria

Thr Ala Se
Lys
20

Gly

Trp
Asn Gl
Asp Ile

Al
70

Gln Glu

val

Cys

taagtatcag
cactgcttea
cagacacaaa
tgaaattgte
aacccaacgt
caaagaagtce
gaaactttgg
cattttcgac
aatctctgga
ggacaacagt
caccttggac
getgtaaatt

gaaaatgaaa

r Lys Tyr

ABn

Arg

Ile
40

y Lys

Ala Lys
55

a Val Glu

atcaaatttt
aaatacgctg
tttatgttca
tccaaagett
catcaggaag
gaattcccag
tcccaaaaca
aaggacggaa
atctgtccat
ggcaaacttg
cctaacgctyg
ctttacgggt
aatattettt

Val
10

Ala Lys

His Phe
25
Thr

Lys

Leu Asp

Leu Gly Ala
Phe

75

Ala Phe

gcaactcaaa
tcaaacteaa
actttttgga
cggatgacat
ctgttgaagce
ctttcgttaa
agaaatcttt
gtggctcaat
cagacgaaga
atgttgacga
atggtcttta
tatttttteca

attcagaaaa

Leu Lys

Met FPhe
30

Ile

45

Glu

Thr
60

Pro

Lys Lys

Thr

Asn

Val

Ala

Ile

gcaaatcate
gaccaacttt
cattaacgge
ttgcgeccaaa
tttcttcaag
cggatggaaa
gatccgcaat
cagtttggac
cgatgaaaag
gatgaccaga
tggcaacttt
taattgtcat

aaaaaaaaaa

Asn Phe
15
Phe Leu

Ser Lys

@1n Thr

Leu
80

Gly

48

60
120
180
240
300
360
420
480
540
600
660
720
780
791
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Asp

Glu

Leu

Gly

Ser

145

Cys

Gln

Tyr

Tyr

Len

Ile

Ser

130

Gly

Asp

His

Gly

Gly

Ala

Arg

115

Gly

Ile

Leu

Leu

Asn

195

Lys

Lys
100

Asn

Ser

Cys

Asp

Gly

180
Phe

Glu
85

His

Trp

Ile

Pro

Asn

165

Phe

Val

Val

Asp

Gly

Ser

Ser

150

Ser

Trp

Pro

Glu

Leu

Glu
Leu
135
Asp

Gly

Tyr

Phe

Lys

Ala

120

Asp

Glu

Lys

Thr

Pro

Leu

105
Val

Glu

Asp

Leu

Leun

185

Ala
90

Trp

Phe

Trp

Ala

Asp

170
Asp

Phe

Ser

Asp

Lys

Glu

155

val

Pro

val

Gln

Ile

Thr

140

Lys

Asp

Asn

Asn

Asn

Phe

125

Tyr

Thr

Glu

Ala

Gly

Lys
110
AsBp

Gly

Phe

Met

Asp
180

Trp
95

Lys

Lys

Gly

Lys

Thr

175
Gly

Lys

Ser

Asp

Ile

His

160

Arg

Leu



