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TGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACG

ACCTCATAAATGCCATTTGACGGGTGAACCGTCATGTAGTTCACATAGTATACGGTTCATGCGGGGGATAACTGC
CMV enhancer

TCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACA

AGTTACTGCCATTTACCGGGCGGACCGTAATACGGGTCATGTACTGGAATACCCTGAAAGGATGAACCGTCATGT
CMV enhancer

TCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTG

AGATGCATAATCAGTAGCGATAATGGTACCACTACGCCAAAACCGTCATGTAGTTACCCGCACCTATCGCCAAAC
CMV enhancer Il CMV promoter

ACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACT

TGAGTGCCCCTAAAGGTTCAGAGGTGGGGTAACTGCAGTTACCCTCAAACAAAACCGTGGTTTTAGTTGCCCTGA
CMV promoter

TTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAA

AAGGTTTTACAGCATTGTTGAGGCGGGGTAACTGCGTTTACCCGCCATCCGCACATGCCACCCTCCAGATATATT
CMV promoter

GCAGAGCTCGTTTAGTGAACCGTCAGATCGCCTGGAGACGCCATCCACGCTGTTTTGACCTCCATAGAAGACACC
CGTCTCGAGCAAATCACTTGGCAGTCTAGCGGACCTCTGCGGTAGGTGCGACAAAACTGGAGGTATCTTCTGTGG

CMV promoter

Afel Xhol EcoR1

GACTCTACTAGAGGATCGCTAGCGCTACCGGACTCAGATCTCGAGCTCAAGCTTCGAATTCTGCAGTCGACGGTA

CTGAGATGATCTCCTAGCGATCGCGATGGCCTGAGTCTAGAGCTCGAGTTCGAAGCTTAAGACGTCAGCTGCCAT
I MCS
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CCGCGGGCCCGGGATCCACCGGTCATGGTGAGCAAGGGCGCCGAGCTGTTCACCGGCATCGTGCCCATCCTGATC

t T + T t T t T t T t T t T + 2925
GGCGCCCGGGCCCTAGGTGGCCAGTACCACTCGTTCCCGCGGCTCGACAAGTGGCCGTAGCACGGGTAGGACTAG

1 . L . 5 . L . \ 10 L . L . 15 . L
Met Val Ser Lys Gly Ala Glu Leu Phe Thr Gly Ie Val Pro Ile Leu Ile
_mes ] ACGFP1 >

GAGCTGAATGGCGATGTGAATGGCCACAAGTTCAGCGTGAGCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAG

T v T T T T T T T v T v T v T 3000
CTCGACTTACCGCTACACTTACCGGTGTTCAAGTCGCACTCGCCGCTCCCGCTCCCGCTACGGTGGATGCCGTTC

! L 20 . L L L 25 L L L ) 30 L L ! ! 35 L ) ! . 40 ! L
Glu Leu Asn Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys
AcGFP1 >

CTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCTGTGCCCTGGCCCACCCTGGTGACCACCCTGAGCTAC

GACTGGGACTTCAAGTAGACGTGGTGGCCGTTCGACGGACACGGGACCGGGTGGGACCACTGGTGGGACTCGATG

. ! 45 ! : . 1 50 \ ) 1 ! 55 ) 1 ! . 60 1 L 1 | 65 L |
Leu Thr Leu Lys Phe Ile Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu Ser Tyr

L AGFPL______________________________________ b

GGCGTGCAGTGCTTCTCACGCTACCCCGATCACATGAAGCAGCACGACTTCTTCAAGAGCGCCATGCCTGAGGGC
CCGCACGTCACGAAGAGTGCGATGGGGCTAGTGTACTTCGTCGTGCTGAAGAAGTTCTCGCGGTACGGACTCCCG
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. | 70 ! : | 1 75 \ | 1 ! 80 | . ! . 85 1 L . | 90 L |
Gly Val GIn Cys Phe Ser Arg Tyr Pro Asp His Met Lys GIn His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly
AcGFP1

TACATCCAGGAGCGCACCATCTTCTTCGAGGATGACGGCAACTACAAGTCGCGCGCCGAGGTGAAGTTCGAGGGC
ATGTAGGTCCTCGCGTGGTAGAAGAAGCTCCTACTGCCGTTGATGTTCAGCGCGCGGCTCCACTTCAAGCTCCCG

3225

1 . 95 | ) . | 100 . . | | 105 . | | ) 110 | | 1 . 115 | 1
Tyr Ile GIn Glu Arg Thr 1Ile Phe Phe Glu Asp Asp Gly Asn Tyr Lys Ser Arg Ala Glu Val Lys Phe Glu Gly

. AGFPL__________________________________________[p

GATACCCTGGTGAATCGCATCGAGCTGACCGGCACCGATTTCAAGGAGGATGGCAACATCCTGGGCAATAAGATG
CTATGGGACCACTTAGCGTAGCTCGACTGGCCGTGGCTAAAGTTCCTCCTACCGTTGTAGGACCCGTTATTCTAC

3300

\ . 120 ! \ | 1 125 \ . . ! 130 . 1 1 \ 135 1 ! \ | 140 ! \
Asp Thr Leu Val Asn Arg Ile Glu Leu Thr Gly Thr Asp Phe Lys Glu Asp Gly Asn Ie Leu Gly Asn Lys Met
AcGFP1 >

GAGTACAACTACAACGCCCACAATGTGTACATCATGACCGACAAGGCCAAGAATGGCATCAAGGTGAACTTCAAG
} } I } I } I } } } } } } } I 3375

CTCATGTTGATGTTGCGGGTGTTACACATGTAGTACTGGCTGTTCCGGTTCTTACCGTAGTTCCACTTGAAGTTC

) . 145 . ) | L 150 1 . | . 155 . | | ) 160 | | ) . 165 . )
Glu Tyr Asn Tyr Asn Ala His Asn Val Tyr Ile Met Thr Asp Lys Ala Lys Asn Gly Ile Lys Val Asn Phe Lys
AcGFP1 >

ATCCGCCACAACATCGAGGATGGCAGCGTGCAGCTGGCCGACCACTACCAGCAGAATACCCCCATCGGCGATGGC

T T T T T T T T T T T T T T T 3450
TAGGCGGTGTTGTAGCTCCTACCGTCGCACGTCGACCGGCTGGTGATGGTCGTCTTATGGGGGTAGCCGCTACCG

: . 170 . : . L 175 \ . . . 180 . L . : 185 L . \ . 190 . L
Ile Arg His Asn Ile Glu Asp Gly Ser Val GIn Leu Ala Asp His Tyr GIn GIn Asn Thr Pro Ile Gly Asp Gly
AcGFP1

CCTGTGCTGCTGCCCGATAACCACTACCTGTCCACCCAGAGCGCCCTGTCCAAGGACCCCAACGAGAAGCGCGAT
GGACACGACGACGGGCTATTGGTGATGGACAGGTGGGTCTCGCGGGACAGGTTCCTGGGGTTGCTCTTCGCGCTA
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Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Thr GIn Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp
AcGFP1 >

CACATGATCTACTTCGGCTTCGTGACCGCCGCCGCCATCACCCACGGCATGGATGAGCTGTACAAGTGAGCGGCC

GTGTACTAGATGAAGCCGAAGCACTGGCGGCGGCGGTAGTGGGTGCCGTACCTACTCGACATGTTCACTCGCCGG
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His Met 1Ile Tyr Phe Gly Phe Val Thr Ala Ala Ala Ile Thr His Gly Met Asp Glu Leu Tyr Lys

AcGFP1
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