psiCHECK 2.0

6273 bp AsiSI (1640)
Xhol (1643)

AATAGAAACTGGGCTTGTCGAGACAGAGAAGACTCTTGCGTTTCTGATAGGCACCTATTGGTCTTACTGACATCC

T T T T T T T T T T T T T T T 600
TTATCTTTGACCCGAACAGCTCTGTCTCTTCTGAGAACGCAAAGACTATCCGTGGATAACCAGAATGACTGTAGG

i e riC Nt O 11—

ACTTTGCCTTTCTCTCCACAGGTGTCCACTCCCAGTTCAATTACAGCTCTTAAGGCTAGAGTACTTAATACGACT
675

TGAAACGGAAAGAGAGGTGTCCACAGGTGAGGGTCAAGTTAATGTCGAGAATTCCGATCTCATGAATTATGCTGA

—— chimeric intron — T7 Ero moter

CACTATAGGCTAGCCACCATGGCTTCCAAGGTGTACGACCCCGAGCAACGCAAACGCATGATCACTGGGCCTCAG
} I J } } } } } } I } I } I J 750

GTGATATCCGATCGGTGGTACCGAAGGTTCCACATGCTGGGGCTCGTTGCGTTTGCGTACTAGTGACCCGGAGTC

1 ! L . 5 . L . . 10 L . L ! 15 . L ! .
Met Ala Ser Lys Val Tyr Asp Pro Glu GIn Arg Lys Arg Met 1Ile Thr Gly Pro GIn
T7 promoter >

TGGTGGGCTCGCTGCAAGCAAATGAACGTGCTGGACTCCTTCATCAACTACTATGATTCCGAGAAGCACGCCGAG

ACCACCCGAGCGACGTTCGTTTACTTGCACGACCTGAGGAAGTAGTTGATGATACTAAGGCTCTTCGTGCGGCTC

20 . . . L 25 . . L . 30 . L . L 35 L . L . 40 . L . \
Trp Trp Ala Arg Cys Lys GIn Met Asn Val Leu Asp Ser Phe 1Ile Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu

hRIuc >

AACGCCGTGATTTTTCTGCATGGTAACGCTGCCTCCAGCTACCTGTGGAGGCACGTCGTGCCTCACATCGAGCCC
} + J + } + } + } + } + } + J 900

TTGCGGCACTAAAAAGACGTACCATTGCGACGGAGGTCGATGGACACCTCCGTGCAGCACGGAGTGTAGCTCGGG

45 . . L \ 50 . ! . . 55 ! . . . 60 . . . L 65 . . L .
Asn Ala Val Ile Phe Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Tp Arg His Val Val Pro His Ile Glu Pro

hRluc >




GTGGCTAGATGCATCATCCCTGATCTGATCGGAATGGGTAAGTCCGGCAAGAGCGGGAATGGCTCATATCGCCTC
CACCGATCTACGTAGTAGGGACTAGACTAGCCTTACCCATTCAGGCCGTTCTCGCCCTTACCGAGTATAGCGGAG

70 . | | ) 75 | | ) | 80 | 1 . | 85 ) . | | 90 . | | )
Val Ala Arg Cys Ile Ile Pro Asp Leu Ile Gly Met Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu
hRIuc >

CTGGATCACTACAAGTACCTCACCGCTTGGTTCGAGCTGCTGAACCTTCCAAAGAAAATCATCTTTGTGGGCCAC

GACCTAGTGATGTTCATGGAGTGGCGAACCAAGCTCGACGACTTGGAAGGTTTCTTTTAGTAGAAACACCCGGTG

95 ! 1 L \ 100 1 L \ ) 105 ! \ ! 1 110 \ ! 1 L 115 . . ! \
Leu Asp His Tyr Lys Tyr Leu Thr Ala Tp Phe Glu Leu Leu Asn Leu Pro Lys Lys Ie Ile Phe Val Gly His

hRIuc >

GACTGGGGGGCTTGTCTGGCCTTTCACTACTCCTACGAGCACCAAGACAAGATCAAGGCCATCGTCCATGCTGAG

CTGACCCCCCGAACAGACCGGAAAGTGATGAGGATGCTCGTGGTTCTGTTCTAGTTCCGGTAGCAGGTACGACTC

120 . L L L 125 | . 1 . 130 . ) . | 135 ) . | | 140 . L | )
Asp Trp Gly Ala Cys Leu Ala Phe His Tyr Ser Tyr Glu His GIn Asp Lys 1Ile Lys Ala Ile Val His Ala Glu

hRluc >

AGTGTCGTGGACGTGATCGAGTCCTGGGACGAGTGGCCTGACATCGAGGAGGATATCGCCCTGATCAAGAGCGAA

TCACAGCACCTGCACTAGCTCAGGACCCTGCTCACCGGACTGTAGCTCCTCCTATAGCGGGACTAGTTCTCGCTT

145 | . L \ 150 1 L . ! 155 L \ ! 1 160 : ! 1 ! 165 . 1 L :
Ser Val Vval Asp Val Ile Glu Ser Tp Asp Glu Trp Pro Asp Ile Glu Glu Asp Ie Ala Leu Ile Lys Ser Glu

GAGGGCGAGAAAATGGTGCTTGAGAATAACTTCTTCGTCGAGACCATGCTCCCAAGCAAGATCATGCGGAAACTG

CTCCCGCTCTTTTACCACGAACTCTTATTGAAGAAGCAGCTCTGGTACGAGGGTTCGTTCTAGTACGCCTTTGAC

170 . L L L 175 L L L \ 180 L L \ L 185 L \ L L 190 \ L L L
Glu Gly Glu Lys Met Val Leu Glu Asn Asn Phe Phe Val Glu Thr Met Leu Pro Ser Lys 1Ile Met Arg Lys Leu

GAGCCTGAGGAGTTCGCTGCCTACCTGGAGCCATTCAAGGAGAAGGGCGAGGTTAGACGGCCTACCCTCTCCTGG
CTCGGACTCCTCAAGCGACGGATGGACCTCGGTAAGTTCCTCTTCCCGCTCCAATCTGCCGGATGGGAGAGGACC

195 . L . . 200 L . L . 205 . L . L 210 . . L . 215 . L . L
Glu Pro Glu Glu Phe Ala Ala Tyr Leu Glu Pro Phe Lys Glu Lys Gly Glu Val Arg Arg Pro Thr Leu Ser Trp
>

CCTCGCGAGATCCCTCTCGTTAAGGGAGGCAAGCCCGACGTCGTCCAGATTGTCCGCAACTACAACGCCTACCTT
GGAGCGCTCTAGGGAGAGCAATTCCCTCCGTTCGGGCTGCAGCAGGTCTAACAGGCGTTGATGTTGCGGATGGAA

220 ! . L \ 225 . L \ | 230 L \ ) . 235 1 | 1 L 240 ! . L \
Pro Arg Glu Ile Pro Leu Val Lys Gly Gly Lys Pro Asp Val Val Gin Ile Val Arg Asn Tyr Asn Ala Tyr Leu
hRluc >

CGGGCCAGCGACGATCTGCCTAAGATGTTCATCGAGTCCGACCCTGGGTTCTTTTCCAACGCTATTGTCGAGGGA

GCCCGGTCGCTGCTAGACGGATTCTACAAGTAGCTCAGGCTGGGACCCAAGAAAAGGTTGCGATAACAGCTCCCT

245 . L L L 250 | | . . 255 | ) . | 260 . . | | 265 . L | 1
Arg Ala Ser Asp Asp Leu Pro Lys Met Phe 1Ile Glu Ser Asp Pro Gly Phe Phe Ser Asn Ala Ile Val Glu Gly

MR

GCTAAGAAGTTCCCTAACACCGAGTTCGTGAAGGTGAAGGGCCTCCACTTCAGCCAGGAGGACGCTCCAGATGAA

CGATTCTTCAAGGGATTGTGGCTCAAGCACTTCCACTTCCCGGAGGTGAAGTCGGTCCTCCTGCGAGGTCTACTT

270 ! 1 ! \ 275 1 ! : ) 280 L \ | 1 285 : ! 1 ! 290 ) 1 L \
Ala Lys Lys Phe Pro Asn Thr Glu Phe Val Lys Val Lys Gly Leu His Phe Ser GIn Glu Asp Ala Pro Asp Glu

hRIuc >

AsiSI Xhol

ATGGGTAAGTACATCAAGAGCTTCGTGGAGCGCGTGCTGAAGAACGAGCAGTAATTCTAGGCGATCGCTCGAGCC

TACCCATTCATGTAGTTCTCGAAGCACCTCGCGCACGACTTCTTGCTCGTCATTAAGATCCGCTAGCGAGCTCGG

295 . L L L 300 L L L \ 305 L L \ L 310 L \
Met Gly Lys Tyr Ile Lys Ser Phe Val Glu Arg Val Leu Lys Asn Glu GIn

I T D> $ 4 wesTn

1050

1125

1200

1275

1350

1425

1500

1575

1650



Pmel NotI

CGGGAATTCGTTTAAACCTAGAGCGGCCGCTGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGG
J 1 I ] 1 ] 1 ] I 1 J 1 J 1 I 1725

GCCCTTAAGCAAATTTGGATCTCGCCGGCGACCGGCGTTATTTTATAGAAATAAAAGTAATGTAGACACACAACC

TTTTTTGTGTGAGGATCTAAATGAGTCTTCGGACCTCGCGGGGGCCGCTTAAGCGGTGGTTAGGGTTTGTCTGAC

T N T N T N T N T N T N T N T 1800
AAAAAACACACTCCTAGATTTACTCAGAAGCCTGGAGCGCCCCCGGCGAATTCGCCACCAATCCCAAACAGACTG

synthetic polyadenylation signal





