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pEGFP-C1
4731 bp

SV40 o

\
[ SVag promoter |

2500

CATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTT

GTACTGGAATACCCTGAAAGGATGAACCGTCATGTAGATGCATAATCAGTAGCGATAATGGTACCACTACGCCAA
CMV enhancer || CMV promoter >

TTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAA

AACCGTCATGTAGTTACCCGCACCTATCGCCAAACTGAGTGCCCCTAAAGGTTCAGAGGTGGGGTAACTGCAGTT
CMV promoter >

TGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAAT

ACCCTCAAACAAAACCGTGGTTTTAGTTGCCCTGAAAGGTTTTACAGCATTGTTGAGGCGGGGTAACTGCGTTTA
CMV promoter >

GGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCGCTAGCGCTA

CCCGCCATCCGCACATGCCACCCTCCAGATATATTCGTCTCGACCAAATCACTTGGCAGTCTAGGCGATCGCGAT
CMV promoter >

CCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGC

GGCCAGCGGTGGTACCACTCGTTCCCGCTCCTCGACAAGTGGCCCCACCACGGGTAGGACCAGCTCGACCTGCCG

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

EGFP >

GACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAG

CTGCATTTGCCGGTGTTCAAGTCGCACAGGCCGCTCCCGCTCCCGCTACGGTGGATGCCGTTCGACTGGGACTTC

L . L 25 L . L L 30 . L L L 35 L L L ! 40 L L . L 45 L
Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys

EGFP

TTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGC

AAGTAGACGTGGTGGCCGTTCGACGGGCACGGGACCGGGTGGGAGCACTGGTGGGACTGGATGCCGCACGTCACG

L . L 50 L . L L 55 . L L L 60 L L L | 65 L L . L 70 L
Phe Ile Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu Thr Tyr Gly Val GIn Cys

- T

375

450

525

675

750

825



TTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAG

AAGTCGGCGATGGGGCTGGTGTACTTCGTCGTGCTGAAGAAGTTCAGGCGGTACGGGCTTCCGATGCAGGTCCTC

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

- c T,

CGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTG

GCGTGGTAGAAGAAGTTCCTGCTGCCGTTGATGTTCTGGGCGCGGCTCCACTTCAAGCTCCCGCTGTGGGACCAC

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

EGFP >

AACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTAC

TTGGCGTAGCTCGACTTCCCGTAGCTGAAGTTCCTCCTGCCGTTGTAGGACCCCGTGTTCGACCTCATGTTGATG

) . | 125 ) . | | 130 . | | ) 135 | | ) . 140 | ) . | 145 1
Asn Arg Ile Glu Leu Lys Gly Ile Asp Phe Lys Glu Asp Gly Asn Ile Leu Gly His Lys Leu Glu Tyr Asn Tyr

EGFP >

AACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAAC

TTGTCGGTGTTGCAGATATAGTACCGGCTGTTCGTCTTCTTGCCGTAGTTCCACTTGAAGTTCTAGGCGGTGTTG

\ ! . 150 \ ) 1 ! 155 ! 1 ! \ 160 . ! \ | 165 ! \ . 1 170 \
Asn Ser His Asn Val Tyr Ile Met Ala Asp Lys GIn Lys Asn Gly I Lys Val Asn Phe Lys Ile Arg His Asn

EGFP

ATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTG

TAGCTCCTGCCGTCGCACGTCGAGCGGCTGGTGATGGTCGTCTTGTGGGGGTAGCCGCTGCCGGGGCACGACGAC

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

CCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTG

GGGCTGTTGGTGATGGACTCGTGGGTCAGGCGGGACTCGTTTCTGGGGTTGCTCTTCGCGCTAGTGTACCAGGAC

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

- < T

BgIII Xhol Sacl

CTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTCCGGACTCAGATCTCGAGCT
GACCTCAAGCACTGGCGGCGGCCCTAGTGAGAGCCGTACCTGCTCGACATGTTCAGGCCTGAGTCTAGAGCTCGA

\ | 1 225 : | 1 230 . 1 L \ 235 1 \ !
Leu Glu Phe Val Thr Ala Ala Gly Ile Thr Leu Gly Met Asp Glu Leu Tyr Lys Ser Gly Leu Arg Ser Arg Ala
EGFP A (in frame with EGFP)  ------ >
Apal Smal
HindIII EcoRI PstI Sall Kpnl Xmal

‘BamHI

CAAGCTTCGAATTCTGCAGTCGACGGTACCGCGGGCCCGGGATCCACCGGATCTAGATAACTGATCATAATCAGC

GTTCGAAGCTTAAGACGTCAGCTGCCATGGCGCCCGGGCCCTAGGTGGCCTAGATCTATTGACTAGTATTAGTCG

GIn Ala Ser Asn Ser Ala Val Asp Gly Thr Ala Gly Pro Gly Ser Thr Gly Ser Arg
----------------------------------------------------------- (in frame with EGFP)  serresessensossasssansnsnsseoncnnsaseresmsannanessenansa
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