Nhel (895)

~ AfIII (908)
HindIII (911)
KpnI (921)

Agel (935)

pcDNA3.1(+)-EGFP

TCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTC

AGCGATAATGGTACCACTACGCCAAAACCGTCATGTAGTTACCCGCACCTATCGCCAAACTGAGTGCCCCTAAAG

| CMV promoter >

CAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTA

GTTCAGAGGTGGGGTAACTGCAGTTACCCTCAAACAAAACCGTGGTTTTAGTTGCCCTGAAAGGTTTTACAGCAT

CMV promoter >

ACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTCTCTGGC

TGTTGAGGCGGGGTAACTGCGTTTACCCGCCATCCGCACATGCCACCCTCCAGATATATTCGTCTCGAGAGACCG

CMV promoter >

Nhel

TAACTAGAGAACCCACTGCTTACTGGCTTATCGAAATTAATACGACTCACTATAGGGAGACCCAAGCTGGCTAGC

B e S I e T L S B e O s e T I I e B L B e e

ATTGATCTCTTGGGTGACGAATGACCGAATAGCTTTAATTATGCTGAGTGATATCCCTCTGGGTTCGACCGATCG

AfIII HindIII Kpnl BamHI Agel

GTTTAAACTTAAGCTTGGTACCGAGCTCGGATCCACCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCA

B e L e e o T B I B e S o T o o L B o o

CAAATTTGAATTCGAACCATGGCTCGAGCCTAGGTGGCCAGCGGTGGTACCACTCGTTCCCGCTCCTCGACAAGT

1 1 1 1 5 1 1 1 L
Met Val Ser Llys Gly Glu Glu Leu Phe

- we ] T

CCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCG

GGCCCCACCACGGGTAGGACCAGCTCGACCTGCCGCTGCATTTGCCGGTGTTCAAGTCGCACAGGCCGCTCCCGC

10 L L L L 15 L L L L 20 L L L L 25 L L L L 30 L L L L
Thr Gly Val Val Pro Ile Leu Val Glu Leu Asp Gly Asp Val Asn Gly His Llys Phe Ser Val Ser Gly Glu Gly

EGFP >

 BamHI (929)

'NotI (1670)
“Xhol (1676)
 Xbal (1682)
Apal (1692)

675

750

825

900

975

1050



AGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCA

*—'—'—'—'—'—'—H—'—'—'—'—'—'—'—'—'—H—'—H—FFFH—F 1125

TCCCGCTACGGTGGATGCCGTTCGACTGGGACTTCAAGTAGACGTGGTGGCCGTTCGACGGGCACGGGACCGGGT

35 L L L L 40 L L L L 45 L L L L 50 L L L L 55 L L L L
Glu Gly Asp Ala Thr Tyr Gly Llys Leu Thr Leu Llys Phe Ile Cys Thr Thr Gly Llys Leu Pro Val Pro Trp Pro

e[

CCCTCGTGACCACCCTGACCTACGGCGTGCAGTGCTTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCT

B e e e L B o A e e e 1200

GGGAGCACTGGTGGGACTGGATGCCGCACGTCACGAAGTCGGCGATGGGGCTGGTGTACTTCGTCGTGCTGAAGA

60 L L L L 65 L L L L 70 L L L L 75 L L L L 80 L L L L
Thr Leu Val Thr Thr Leu Thr Tyr Gly Val GIn Cys Phe Ser Arg Tyr Pro Asp His Met Llys GIn His Asp Phe

EGFP

TCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCC
1275

AGTTCAGGCGGTACGGGCTTCCGATGCAGGTCCTCGCGTGGTAGAAGAAGTTCCTGCTGCCGTTGATGTTCTGGG

85 L L L L 90 L L L L 95 L L L L 100, L L L 105, L L L
Phe Llys Ser Ala Met Pro Glu Gly Tyr Val GIn Glu Arg Thr Ile Phe Phe Llys Asp Asp Gly Asn Tyr Llys Thr

EGFP >

GCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACG

B o o e e B L e S o e e o Ot e e e 1350

CGCGGCTCCACTTCAAGCTCCCGCTGTGGGACCACTTGGCGTAGCTCGACTTCCCGTAGCTGAAGTTCCTCCTGC

110, L L L 115, 1 1 1 120, 1 1 1 125, 1 1 1 130 1 1 1
Arg Ala Glu Val Llys Phe Glu Gly Asp Thr Leu Val Asn Arg Ile Glu Leu Llys Gly Ile Asp Phe Llys Glu Asp

&6

GCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGA

"|"*—f—f—|—f—f—f—f—|—f—f—f—f—|—f—f—f—f—|—f—f—f—f—|—f—f—f—f—|- 1425

CGTTGTAGGACCCCGTGTTCGACCTCATGTTGATGTTGTCGGTGTTGCAGATATAGTACCGGCTGTTCGTCTTCT

135, L L L 140 1 1 1 145 1 1 1 150 1 1 1 155 1 1 1
Gly Asn Ile Leu Gly His Llys Leu Glu Tyr Asn Tyr Asn Ser His Asn Val Tyr Ile Met Aa Asp Llys GIn Lys

EGFP >

ACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGC
1500

TGCCGTAGTTCCACTTGAAGTTCTAGGCGGTGTTGTAGCTCCTGCCGTCGCACGTCGAGCGGCTGGTGATGGTCG

160 L L L 165 L L L 170, L L L 175 L L L 180 L L L
Asn Gly Ile Llys Val Asn Phe Llys Ile Arg His Asn Ile Glu Asp Gly Ser Val GIn Leu Ala Asp His Tyr GIn

EGFP >

AGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCA

B e o e T s s ot e B e L o ot T R 1575

TCTTGTGGGGGTAGCCGCTGCCGGGGCACGACGACGGGCTGTTGGTGATGGACTCGTGGGTCAGGCGGGACTCGT

185 L L L 190, L L L 195 L L L 200 L L L 205 L L L
GIn Asn Thr Pro Ile Gly Asp Gly Pro Val Lleu Leu Pro Asp Asn His Tyr Leu Ser Thr GIn Ser Ala Leu Ser

e[

AAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGG

1650
TTCTGGGGTTGCTCTTCGCGCTAGTGTACCAGGACGACCTCAAGCACTGGCGGCGGCCCTAGTGAGAGCCGTACC
210 1 1 L 1 215 1 1 L 1 220 1 1 L 1 225 1 1 L 1 230 1 1 1 1
lys Asp Pro Asn Glu Llys Arg Asp His Met Val Leu Leu Glu Phe Val Thr Ala Ala Gly Ile Thr Leu Gly Met
EGFP >
‘NotI ‘XhoI ‘XbaI ‘ApaI
ACGAGCTGTACAAGTAAAGCGGCCGCTCGAGTCTAGAGGGCCCGTTTAAACCCGCTGATCAGCCTCGACTGTGCC
1725

TGCTCGACATGTTCATTTCGCCGGCGAGCTCAGATCTCCCGGGCAAATTTGGGCGACTAGTCGGAGCTGACACGG

235 L L L 240
Asp Glu Leu Tyr Llys

EGFP
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