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2500

CATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTT
¥ Il il J Il J Il J I Il ¥ Il ¥ Il il 375

GTACTGGAATACCCTGAAAGGATGAACCGTCATGTAGATGCATAATCAGTAGCGATAATGGTACCACTACGCCAA
CMV enhancer || CMV promoter >

TTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAA

AACCGTCATGTAGTTACCCGCACCTATCGCCAAACTGAGTGCCCCTAAAGGTTCAGAGGTGGGGTAACTGCAGTT
CMV promoter >

450

TGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAAT

ACCCTCAAACAAAACCGTGGTTTTAGTTGCCCTGAAAGGTTTTACAGCATTGTTGAGGCGGGGTAACTGCGTTTA
CMV promoter >

Nhel

GGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCGCTAGCGCTA
CCCGCCATCCGCACATGCCACCCTCCAGATATATTCGTCTCGACCAAATCACTTGGCAGTCTAGGCGATCGCGAT

CMV promoter _

600

Xhol Apal Smal
BgIII SacI HindIII EcoRI PstI Sall KpnI Xmal BamHI Agel

CCGGACTCAGATCTCGAGCTCAAGCTTCGAATTCTGCAGTCGACGGTACCGCGGGCCCGGGATCCACCGGTCGCC
GGCCTGAGTCTAGAGCTCGAGTTCGAAGCTTAAGACGTCAGCTGCCATGGCGCCCGGGCCCTAGGTGGCCAGCGG

675

ACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAAC
TGGTACCACTCGTTCCCGCTCCTCGACAAGTGGCCCCACCACGGGTAGGACCAGCTCGACCTGCCGCTGCATTTG

1 L . \ 5 L . \ | 10 . \ L L 15 \ L L . 20 L L . \
Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro Ile Leu Val Glu Leu Asp Gly Asp Val Asn

EGFP >




GGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGC

CCGGTGTTCAAGTCGCACAGGCCGCTCCCGCTCCCGCTACGGTGGATGCCGTTCGACTGGGACTTCAAGTAGACG
25 . . .30 . s .35 s ‘ .40 ‘ . .45 s

Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe 1Ile Cys
EGFP >

ACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGCTTCAGCCGC
] ¥ J ¥ J ¥ J ¥ | ¥ ] ¥ ] ¥ J 900

TGGTGGCCGTTCGACGGGCACGGGACCGGGTGGGAGCACTGGTGGGACTGGATGCCGCACGTCACGAAGTCGGCG

50 ! ! ! . 55 L . . . 60 . . . L 65 A . L . 70 . . . .
Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu Thr Tyr Gly Val GIn Cys Phe Ser Arg

EGFP >

TACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATC

ATGGGGCTGGTGTACTTCGTCGTGCTGAAGAAGTTCAGGCGGTACGGGCTTCCGATGCAGGTCCTCGCGTGGTAG

75 . . . 1 80 1 . 1 . 85 1 1 . . 90 1 . 1 . 95 . . . 1
Tyr Pro Asp His Met Lys GIn His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val GIn Glu Arg Thr Ie

EGFP >

975

TTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATC

AAGAAGTTCCTGCTGCCGTTGATGTTCTGGGCGCGGCTCCACTTCAAGCTCCCGCTGTGGGACCACTTGGCGTAG

100 L L . L 105 . . | \ 110 . | 1 . 115 | 1 . . 120 1 . . |
Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg Ile

EGFP >

1050

GAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCAC

T T T T T T T T T T T T T T T 1125
CTCGACTTCCCGTAGCTGAAGTTCCTCCTGCCGTTGTAGGACCCCGTGTTCGACCTCATGTTGATGTTGTCGGTG

125 ! . . . 130 1 1 1 . 135 1 1 . . 140 1 . 1 . 145 1 . 1 1
Glu Leu Lys Gly 1Ile Asp Phe Lys Glu Asp Gly Asn Ile Leu Gly His Lys Leu Glu Tyr Asn Tyr Asn Ser His

& [

AACGTCTATATCATGGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAGGAC
TTGCAGATATAGTACCGGCTGTTCGTCTTCTTGCCGTAGTTCCACTTGAAGTTCTAGGCGGTGTTGTAGCTCCTG

1200

150 L L . L 155 . . | . 160 . | . 1 165 | . . . 170 . | . |
Asn Val Tyr 1Ile Met Ala Asp Lys GIn Lys Asn Gly 1Ile Lys Val Asn Phe Lys 1Ile Arg His Asn 1Ile Glu Asp
EGFP >

GGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAAC
4 Il I Il t Il t Il + Il 4 Il 4 Il I 1275

CCGTCGCACGTCGAGCGGCTGGTGATGGTCGTCTTGTGGGGGTAGCCGCTGCCGGGGCACGACGACGGGCTGTTG

175 . . . . 180 | . . ) 185 . 1 ) : 190 . ) | . 195 ) | . .
Gly Ser Val GIn Leu Ala Asp His Tyr GIn GIn Asn Thr Pro 1Ile Gly Asp Gly Pro Val Leu Leu Pro Asp Asn

kP [

CACTACCTGAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTC

GTGATGGACTCGTGGGTCAGGCGGGACTCGTTTCTGGGGTTGCTCTTCGCGCTAGTGTACCAGGACGACCTCAAG

200 L L ! L 205 L . L L 210 . L L L 215 L L L . 220 L L . L
His Tyr Leu Ser Thr GIn Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu Glu Phe

&P b

1350

GTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAAAGCGGCCGCGACTCTAGATCATAATCA

CACTGGCGGCGGCCCTAGTGAGAGCCGTACCTGCTCGACATGTTCATTTCGCCGGCGCTGAGATCTAGTATTAGT

225 L L . L 230 L . L L 235 1 L L L 240
Val Thr Ala Ala Gly 1Ile Thr Leu Gly Met Asp Glu Leu Tyr Lys

EGFP

1425
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