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————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATCTCATTTCACCAAAACAGAGTAAAAACAARATGACTGC
————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAAAATGACTGC
————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAARATGACTGC
GGTTAAAGTCATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAAAATGACTGC

————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAG-———————=——————————————-AGTAAAAACAAAATGACTGC
————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAG-——————————————————————-AGTAAAAACAAAATGACTGC
————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAAAATGACTGC
--------- GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAG-~——=—===——==——————————-AGTAAAAACAAAATGACTGC

————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAAAATGACTGC
————————— GATCTTCAATCAGAAAGTCAGACGACATAGTTAAAAGGTATATTTCATTTCACCAAAACAGAGTAAAAACAARATGACTAC
A3T
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L T E G A KL F E K E I P Y I TEULEGUDV EGMIZ K F I I K
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
ACTTACCGAAGGAGCAAAACTGTTCGAGAAAGAAATTCCCTACATTACAGAGTTGGAAGGAGACGTTGAAGGAATGAAATTCATCATCAA
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G E G T GG DA ATT G T I KA K Y IOCTTGDUL PV P WATI
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGAAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGAAATATATTTGCACAACTGGTGACCTTCCTGTACCATGGGCTACCAT
AGGTGEAGGTACTGGCGACGCTACTACTGGCACCATCAAAGCGARATATATTTGCACAACTGGAGACCTTCCTGTACCATGGGCTACCAT

E35V
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L s s L %@ v FCcCFAZEKYZ®PRUHTIADTFTFI KT STIOQZPUDG Y
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA
CTTGAGTAGTTTGTCGTATGGTGTTTTCTGTTTCGCTAAGTATCCACGCCACATTGCCGACTTTTTCAAGAGCACACAACCAGATGGTTA

100 110 1.20

s Q bR I I S FDNUDGWO QYD V KA KV T Y ENGTTUL YN R
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAARAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGEGACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTGTGAAAACGGAACACTTTATAATAG
TTCACAAGACAGAATCATTAGTTTTGACAATGATGGACAATACGATGTCAAAGCCAAGGTTACTTATGAAAACGGAACACTTTATAATAG

Y115C
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AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCGCAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT
AGTCACAGTCAAAGGTACTGGCTTCAAATCAAACGGCAACATCCTTGGTATGAGAGTTCTCTACCATTCACCACCACACGCTGTCTACAT

T125A
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L P DRI KNGGMZ KTIEYNI KA AV FUDV VMG GG GUHO QMARUHHA
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
CCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
TCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
LCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
TCTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCAAATGGCGCGTCACGC
ECTTCCTGACCGTAAAAATGGTGGCATGAAAATTGAATACAATAAGGCTTTCGACGTTATGGGCGGTGGTCACCARATGGCGCGTCACGC

190 200 210

Q F N K P L G A WEEDYPULYHHTU LTV WT S F G K D P D
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCGTTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCATTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCATTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAARAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCATTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAAGATCCGGA
CCAATTCAATAAACCACTAGGAGCCTGGGAAGAAGATTATCCATTGTATCATCATCTTACCGTATGGACTTCTTTCGGAAAGGATCCGGA

220 230
D D ETDHULTTIV E VI KAV DTULET Y R stop
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGAAAAA
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGARARAA
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTARAC-————————
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGARAAA
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGAAALA
TGATGATGAAACTGACCATTTGACCATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGARARA
TGATGATGAAACTGACCATTTGAACATCGTCGAAGTCATCAAAGCTGTTGATTTGGAARACATACCGTTGATAGCGTTAAACAAAGAAAAA
TGATGATGAAACTGACCATTTGAACATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGAAAAA
TGATGATGAAACTGACCATTTGAACATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGAAARA
TGATGATGAAACTGACCATTTGAACATCGTCGAAGTCATCAAAGCTGTTGATTTGGAAACATACCGTTGATAGCGTTAAACAAAGARAAA

T221N
TITRAETE——— e GAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TR PR ——— sy GAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TTACTC————rmrmrimmsmemis GAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TTACTE ———— | GAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
PTACTC ———— iy GAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAA-—————

TTACTCCTCGAGTTTAACTCGAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TTACTCCTCGAGTTTAACTCGAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TTACTCCTCGAGTTTAACTCGAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTTCGTAGAAAGCTGCC
TTACTCCTCGAGTTTAACTCGAGTGGTGGGCATCAATCATCATTTTTTTAAATTTGAAAGAATATTTTCAATAGTCCGTAGAAAGCTGCC
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G45 878 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
G10 878 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
G2 T8 s st e e e e e e S T e S e S e e S
G25 887 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
Gl2 854 GTCTATTATAATATTTATATATTTITGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
G4 B 8 e e e e e e e i g
G44 892 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
G20 868 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
Gl 892 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAGAAGCACTGCTTTTTTCATTAGGTATGTATG
G3 892 GTCTATTATAATATTTATATATTTTGTTTTATTTCAACCCACTTTTAAAGATCATTCTAAAAGCACTGCTTTTTTCA-—————————=———

PAS
G45 968 ATGTATTTATTTACAAATGAATAATTACTTTGAGTAAGTTTTCTAATCTTCTTCAAGAAATAAAATTACACTTGTTC-——————=————-
G10 968 ATGTATTTATTTACAAATGAATAATTACTTTGAGTAAGTTTTCTAATCTTCTTCAAGAAATAAAATTACACTTGTTC-——————=—=———
G2 V98 st e e et S e e S S e S T S e e e e S s
G25 977 ATGTATTTATTTACAAATGAATAATTACTTTGAGTAAGTTTTCTAATCTTCTTCAAGAAATAAAATTACACTTGTTCAAATATCCAAGC-
Gl2 944 ATGTATTTATTTACAAATGAATAATTACTTTGAGTAAGTTTTCTAATCTTCTTCAAGARATARAATTACACTTGTEC-———-—————————
G4 B B e e e e e e e e et s
G44 982 ATGTATTTATTTACAAATGAATAATTGCTTTGAGTAAGTTTTCTAATCTTCTTCAAGAAATAAAATTACACTTGTTCAAATATCCATAAT
G20 958 ATGTATTTATTTACAAATGAATAATTGCTTTGAGTAAGTTTTCTAATCTTCTTCAAGAAATAAAATTACACTTGTCCG————————————
Gl 982 ATGTATTTATTTACAAATGAATAATTGCTTTGAGTAAGTTTTCTAATCTTCTTCAAGARATAAAATTACACTTGTTCARATATCCCG-—-
G3 968 s e e e R e e e S e e e e e e e S S e e e e R e R e e e e e e e e e

G45 1045 AAAAAAAAAAAAAAAAAAAARAAAAAAAAAAA
G10 1045 AAAAAAAAAAAAAAAAAAAAAAAAAAAAA-—
G2 793 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA-
G25 1066 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA-
Gl2 1011 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
G4 848 AAAAAAAAAAAAAAAAAAAAAAAAAAAA---
G44 1072 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
G20 1036 AAAAAAAAAAAARAAAAAAAARAAARAAAAAA
Gl 1069 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAA-
G3 969 AAAAAAAAAAAAAAAAAAAAAAAAAAAAA--

Fig. S1. A nucleotide alignment of ten complete cDNA sequences of the cgreGFP genes isolated from one
specimen of the jellyfish Clytia gregaria: G1, G2, G3, G4, G10, G12, G20, G25, G44 and G45. Start codons
(ATG) are marked in bold; stop codons — in bold and underlined. There are four stop-codons in 5-untranslated
region of the clone cgreGFP25 before the start codon; other clones have 3 stop-codons in 5-untranslated region.
A consensus polyadenylation signal PAS (AAATAA) is indicated by blue box. The amino acid sequence
encoded by the cDNAs of the first group (cgreGFP2, 4, 10, 12, 25 and 45) having the same coding part is shown
over the alignment. The residues forming the chromophore of cgreGFP are highlighted in green. Nucleotide
replacements, making cgreGFP clones (44, 1, 3 and 20) different from the first group of cDNA genes are
indicated by grey boxes; the resulting amino acid replacements in cgreGFP44 (T221N), cgreGFP20 (T221N and
T125A), cgreGFP1 (T221N and Y115C), and cgreGFP3 (T221N, A3T, and E35V) are shown in yellow boxes
under the alignment.

The six isolated cgreGFP ¢cDNAs (cgreGFP2, 4, 10, 12, 25, and 45) are evidently various transcripts of one
gene. The heterogeneity of untranslated regions seems to result from an alternative splicing, an imprecise
cleavage after polyadenylation signal, and/or from annealing of oligo(dT) primer on any poly(A)-stretch in the
3’-untranslated regions instead of the terminal poly(A) tail.

The cgreGFP clones 44, 1, 3, and 20 differing from each other in 1-2 amino acids have four common
nucleotide differences resulting in one common amino acid T221N replacement in coding sequences. These
clones initially isolated at library screening were not so bright in comparison with other six cgreGFP clones of
the first group. However after multiple passages with selection of bright colonies, these clones became brighter
that seems to be the result of additional mutations. Thus, these four cgreGFP cDNAs (44, 1, 3, and 20) might
originate from various transcripts of the second GFP gene (allelic gene, for example).
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—————————————————————————————— MTDTASKYAVKLKTNFEDPK
—————————————————————————————— MADTASKYAVKLRPNFDNPK
MLWFTNRLLSMSALAARSRLORTANFHTSILLATDSKYAVKLDPDFANPK

I
WVNRHKFMENFLDINGNGKITLDEIVSKASDDICAKLGATPAQTQRHOEA
WVNRHKFMENFLDINGDGKITLDEIVSKASDDICAKLGATPEQTKRHODA
WINRHKFMENFLDINGNGKITLDEIVSKASDDICAKLDATPEQTKRHODA

VEAFFKKIGLDYGKEVEFPAFVNGWKELAKHDLKLIWS QNKKSLIRNWGEA
VEAFFKKIGMDYGKEVEF PAFVDGWKELANYDLKLWSQNKKSLIRDWGEA
IEAFFKKMGMDYGKEVPFPEFIKGWEELAKHDLELWS QNKSTLIREWGDA

II III
VEDIFDKDGSGSISLDEWKTYGGISGICPSDEDAEKTFKHCDLDNSGKLD
VEDIFDKDGSGSISLDEWKAYGRISGICSSDEDAEKTFKHCDLDNSGKLD
VEDIFDKDASGSISLDEWKAYGRISGICPSDEDAEKTFKHCDLDNSGKLD

Identity

171 VDEMTROHLGFWYTLDPNADGLYGNFVP
171 VDEMTRQHLGFWYTLDPNADGLYGNFEVP 91.4%
201 VDEMTROQHLGFWYTLDPTSDGLYGNEVP 83.8%

Fig. S2. A comparison of the cloned isotype of the Ca®'-regulated photoprotein clytin from

jellyfish Clytia gregaria, clytin-111 (CI-11I), with clytin-1 (CI-I, AAA28293) [18] and clytin II
(CI-II, BAG49088) [19] isotypes. Colors mark amino acid similarity according to properties
of the side chains. The letters colored by red show identical residues, blue letters represent

similar residues, and black letters show nonidentical residues. The Ca2+-binding sites I, II, and
IIT are marked in yellow.
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Fig. S3. Normalized fluorescence spectra (excitation at 470 nm) of
pure recombinant cgreGFP at pH 5.5 (red), 7.0 (black), and 8.5 (blue).



