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TAATACGACTCACTATAGGGGAATTGTGAGCGGATAACAATTCCCCTCTAGAAATAATTTTGTTTAACTTTAAGA

ATTATGCTGAGTGATATCCCCTTAACACTCGCCTATTGTTAAGGGGAGATCTTTATTAAAACAAATTGAAATTCT
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AGGAGATATACATATGTCTGGTTCTCATCATCATCATCATCATAGCAGCGGTATGTCCCCTATACTAGGTTATTG

TCCTCTATATGTATACAGACCAAGAGTAGTAGTAGTAGTAGTATCGTCGCCATACAGGGGATATGATCCAATAAC
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GAAAATTAAGGGCCTTGTGCAACCCACTCGACTTCTTTTGGAATATCTTGAAGAAAAATATGAAGAGCATTTGTA

CTTTTAATTCCCGGAACACGTTGGGTGAGCTGAAGAAAACCTTATAGAACTTCTTTTTATACTTCTCGTAAACAT
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TGAGCGCGATGAAGGTGATAAATGGCGAAACAAAAAGTTTGAATTGGGTTTGGAGTTTCCCAATCTTCCTTATTA

ACTCGCGCTACTTCCACTATTTACCGCTTTGTTTTTCAAACTTAACCCAAACCTCAAAGGGTTAGAAGGAATAAT
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TATTGATGGTGATGTTAAATTAACACAGTCTATGGCCATCATACGTTATATAGCTGACAAGCACAACATGTTGGG

ATAACTACCACTACAATTTAATTGTGTCAGATACCGGTAGTATGCAATATATCGACTGTTCGTGTTGTACAACCC

60

65

L

L

70 .

L

75

80

Ile

Asp

| |
Gly Asp

L
Val

.
Lys

Leu

Thr

.
GIn

.
Ser

Met

Ala Ile
GST

Ile

|
Arg

Tyr

Ile

Ala

|
Asp

|
Lys

His

Asn

!
Met

|
Leu

.
Gly

>

>

>

>

75

225

300

375



TGGTTGTCCAAAAGAGCGTGCAGAGATTTCAATGCTTGAAGGAGCGGTTTTGGATATTAGATACGGTGTTTCGAG

ACCAACAGGTTTTCTCGCACGTCTCTAAAGTTACGAACTTCCTCGCCAAAACCTATAATCTATGCCACAAAGCTC
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AATTGCATATAGTAAAGACTTTGAAACTCTCAAAGTTGATTTTCTTAGCAAGCTACCTGAAATGCTGAAAATGTT
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TTAACGTATATCATTTCTGAAACTTTGAGAGTTTCAACTAAAAGAATCGTTCGATGGACTTTACGACTTTTACAA
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CGAAGATCGTTTATGTCATAAAACATATTTAAATGGTGATCATGTAACCCATCCTGACTTCATGTTGTATGACGC

GCTTCTAGCAAATACAGTATTTTGTATAAATTTACCACTAGTACATTGGGTAGGACTGAAGTACAACATACTGCG
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TCTTGATGTTGTTTTATACATGGACCCAATGTGCCTGGATGCGTTCCCAAAATTAGTTTGTTTTAAAAAACGTAT
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AGAACTACAACAAAATATGTACCTGGGTTACACGGACCTACGCAAGGGTTTTAATCAAACAAAATTTTTTGCATA
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TGAAGCTATCCCACAAATTGATAAGTACTTGAAATCCAGCAAGTATATAGCATGGCCTTTGCAGGGCTGGCAAGC
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ACTTCGATAGGGTGTTTAACTATTCATGAACTTTAGGTCGTTCATATATCGTACCGGAAACGTCCCGACCGTTCG
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CACGTTTGGTGGTGGCGACCATCCTCCAAAATCGGATCTGGGCCACACAGGCCATAGATCTGGTACCGACGACGA
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GTGCAAACCACCACCGCTGGTAGGAGGTTTTAGCCTAGACCCGGTGTGTCCGGTATCTAGACCATGGCTGCTGCT
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GST Ly (in frame with GST)  -----cemmnmemeoczooooeaes >
enterokinase site
Ncol BamHI EcoRI SaclI Sall HindIII NotI Xhol

CGACAAGGCCATGGCTGATATCGGATCCGAATTCGAGCTCGTCGACAAGCTTGCGGCCGCACTCGAGCACCACCA
GCTGTTCCGGTACCGACTATAGCCTAGGCTTAAGCTCGAGCAGCTGTTCGAACGCCGGCGTGAGCTCGTGGTGGT

- 5 -1

Asp Lys Ala Met Ala Asp Ile Gly Ser Glu Phe Glu Leu Val Asp Lys Leu Ala Ala Ala Leu Glu His His His

--------------------------------------------------- (in frame with enterokinase site) ------=---smrarremseensecncenceceene-p | G >

enterokinase site

CCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTGAGCAATA
GGTGGTGGTGACTCTAGGCCGACGATTGTTTCGGGCTTTCCTTCGACTCAACCGACGACGGTGGCGACTCGTTAT

5
—— 2
His  His His

975

ACTAGCATAACCCCTTGGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGATT
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TGATCGTATTGGGGAACCCCGGAGATTTGCCCAGAACTCCCCAAAAAACGACTTTCCTCCTTGATATAGGCCTAA
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