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Standard Operating Procedure 
 

Preparation of active USP35 [390 – 978] 
 
 
Enzyme description:- USP35 [390 - 978] 

 
Clone number:- DU 67487 

 
Source:- Recombinant 

 
Expression system:-   E.coli 

 
Tag:- N-terminal GST 

 
Purification  method:- GSH Sepharose 

 
Calculated molecular mass:- 
Monoisotopic        93, 085.22 daltons 
Average Mass       93, 144.23 daltons 
[cysteines reduced, methionines have not been oxidised 

 
Theoretical pI:- 5.17 

 
Purity:- 80 % 

 
Activation protocol:- Constitutively active 

 
Enzyme storage buffer:- 

 50 mM Tris-HCl pH 7.5, 270 mM sucrose, 150 mM NaCl, 0.1 mM EGTA, 10 mM DTT 

 
Storage temperature:- -70 °C 
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Clone Data Sheet 
 

USP35 [390 - 978] 
 
 
 
Protein USP35 [390 - 978] 

 
Clone number DU 67487 

 
Species Human 

 
Accession number Q9P2H5-1 

 
Tags N-terminal GST 

 
Bacterially 
expressed protein 

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELG
LEFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGA
VLDIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDH
VTHPDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSS
KYIAWPLQGWQATFGGGDHPPKSDENLYFQGGSLYEPVMEAIKDLHVPN
EDRIKQLLGQDAWTSQKSELAGFYPRLMAKSDTGKIGLINLGNTCYVNS
ILQALFMASDFRHCVLRLTENNSQPLMTKLQWLFGFLEHSQRPAISPEN
FLSASWTPWFSPGTQQDCSEYLKYLLDRLHEEEKTGTRICQKLKQSSSP
SPPEEPPAPSSTSVEKMFGGKIVTRICCLCCLNVSSREEAFTDLSLAFP
PPERCRRRRLGSVMRPTEDITARELPPPTSAQGPGRVGPRRQRKHCITE
DTPPTSLYIEGLDSKEAGGQSSQEERIEREEEGKEERTEKEEVGEEEES
TRGEGEREKEEEVEEEEEKVEKETEKEAEQEKEEDSLGAGTHPDAAIPS
GERTCGSEGSRSVLDLVNYFLSPEKLTAENRYYCESCASLQDAEKVVEL
SQGPCYLILTLLRFSFDLRTMRRRKILDDVSIPLLLRLPLAGGRGQAYD
LCSVVVHSGVSSESGHYYCYAREGAARPAASLGTADRPEPENQWYLFND
TRVSFSSFESVSNVTSFFPKDTAYVLFYRQRPREGPEAELGSSRVRTEP
TLHKDLMEAISKDNILYLQEQEKEARSRAAYISA 
 

 
Native sequence Amino acids L390 – A978 (end residue is F1018) of human USP35. 

Residue L230 of the fusion protein is equivalent to L390 of the 
native enzyme.  The GST tag is located at residues 1 – 220. 

 
 
 
 
Protease cleavage rTEV (ENLYFQG) residues 221 - 227 

 
 
Cloning sites BamH1 and Not1 sites of pGEX  TEV
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Nucleotide 
Sequence of insert 

ggatccCTGTACGAGCCCGTGATGGAAGCCATCAAGGACCTGCACGTGC
CCAACGAGGACCGGATCAAGCAACTGCTGGGCCAGGACGCCTGGACCAG
CCAGAAGTCCGAGCTGGCCGGCTTCTACCCCAGGCTGATGGCCAAGAGC
GACACCGGCAAGATCGGCCTGATCAACCTGGGCAATACCTGCTACGTGA
ACAGCATCCTGCAGGCCCTGTTCATGGCCAGCGACTTCCGGCACTGCGT
GCTGCGGCTGACCGAGAACAACAGCCAGCCCCTGATGACCAAGCTGCAG
TGGCTGTTCGGCTTTCTGGAACACTCCCAGAGGCCCGCTATCAGCCCCG
AGAACTTCCTGAGCGCCAGCTGGACCCCCTGGTTCAGCCCTGGCACCCA
GCAGGACTGCAGCGAGTACCTGAAGTATCTGCTGGACCGGCTGCACGAG
GAAGAGAAAACCGGCACCCGGATCTGCCAGAAGCTGAAGCAGAGCAGCA
GCCCCAGCCCCCCTGAGGAACCTCCTGCCCCAAGCAGCACCAGCGTGGA
AAAGATGTTCGGCGGAAAGATCGTGACCAGAATCTGCTGCCTGTGCTGT
CTGAACGTGTCCAGCCGGGAAGAGGCCTTCACCGACCTGAGCCTGGCCT
TCCCACCCCCCGAGAGATGCAGAAGGCGGAGACTGGGCAGCGTGATGCG
GCCCACCGAGGACATCACCGCCAGAGAGCTGCCTCCCCCAACAAGCGCC
CAGGGACCTGGCAGAGTGGGCCCCAGACGGCAGCGGAAGCACTGCATCA
CCGAGGATACCCCCCCCACCAGCCTGTACATCGAGGGCCTGGACAGCAA
AGAGGCTGGCGGCCAGAGCAGCCAGGAAGAGAGAATCGAGCGCGAGGAA
GAGGGCAAAGAGGAACGCACCGAGAAAGAGGAAGTCGGCGAGGAAGAAG
AGAGCACCAGAGGCGAGGGCGAGCGCGAAAAAGAGGAAGAAGTCGAAGA
GGAAGAGGAAAAGGTCGAGAAAGAGACAGAGAAAGAGGCCGAGCAGGAA
AAAGAAGAGGACTCCCTGGGAGCCGGCACCCACCCCGATGCCGCCATTC
CTAGCGGCGAGAGAACCTGCGGCAGCGAGGGCAGCAGAAGCGTGCTGGA
CCTGGTCAACTACTTCCTGTCCCCCGAGAAGCTGACCGCCGAGAACCGG
TACTACTGCGAGAGCTGCGCCAGCCTGCAGGACGCCGAGAAGGTGGTGG
AACTGAGCCAGGGCCCCTGCTACCTGATCCTGACCCTGCTGAGATTCAG
CTTCGACCTGCGGACCATGCGGCGGAGAAAGATTCTGGACGACGTGTCC
ATCCCCCTGCTGCTGAGGCTGCCTCTGGCTGGCGGAAGAGGCCAGGCCT
ACGACCTGTGCAGCGTGGTGGTGCACAGCGGCGTGTCCAGCGAGAGCGG
CCACTACTACTGCTACGCCAGAGAGGGCGCTGCCAGACCAGCCGCCTCT
CTGGGCACAGCCGATAGACCCGAGCCCGAGAACCAGTGGTATCTGTTCA
ACGACACCAGAGTGTCCTTCAGCAGCTTCGAGAGCGTGTCCAACGTGAC
CTCATTCTTCCCAAAGGACACCGCCTACGTGCTGTTCTACCGGCAGCGG
CCTAGAGAGGGCCCTGAGGCCGAACTGGGCAGCTCCAGAGTGCGGACCG
AGCCCACCCTGCACAAGGACCTGATGGAAGCTATCTCCAAGGACAACAT
CCTGTATCTGCAGGAACAGGAAAAAGAGGCCAGAAGCAGAGCCGCCTAC
ATCAGCGCCtgagcggccgc 

 


