Division of Signal Transduction Therapy
Standard Operation Procedure

Preparation of Sharpin isoform b

Enzyme description:- Sharpin isoform b 1- 326 (full length)
Clone number:- DU32976

Source:- Recombinant

Tag:- N-terminal GST

Purification method:- GSH-Sepharose

Expression level:- 1 mg/L

Calculated molecular mass:-

Monoisotopic 60663 Da
Average Mass 60698 Da
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 5.95
Purity:- 50 %

Enzyme storage buffer:-

50 mM HEPES pH 7.5, 10% glycerol, 150mM NaCl, ImM TCEP

Storage temperature:- -80°C

Assay:-
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Division of Signal Transduction Therapy
Clone Data Sheet
Protein name GST-Sharpin isoform b

Sharpin isoform b 1-326 (full length)

DU32976

Human

Protein: AAH25244.1
N-terminal GST

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGLE
FPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVLDI
RYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTHPDF
MLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIAWPLQ
GWQATFGGGDHPPKSDLEVLFQGPLGSMAPPAGGAAAAASDLGSAAVLLAV
HAAVRPLGAGPDAEAQLRRLOLSADPERPGRFRLELLGAGPGAVNLEWPLE
SVSYTIRGPTQHELQPPPGGPGTLSLHFLNPQEAQRWAVLVRGATVEGQONG
SKSNSPPALGPEACPVSLPSPPEASTLKGPPPEADLPRSPGNLTEREELAG
SLARAIAGGDEKGAAQVAAVLAQHRVALSVOLOEACFPPGPIRLQVTLEDA
ASAASAASSAHVALQVHPHCTVAALQEQVFSELGFPPAVQRWVIGRCLCVP
ERSLASYGVRODGDPAFLYLLSAPREAPAQLVLSFLHLHQCPRPPWL

in bold
Prescission Protease site underlined

BamH1 / Notl

GGATCCATGGCGCCGCCAGCGGGCGGGGCGGCGGCGGCGGCCTCGGACTTG
GGCTCCGCCGCAGTGCTCTTGGCTGTGCACGCCGCGGTGAGGCCGCTGGGC
GCCGGGCCAGACGCCGAGGCACAGCTGCGGAGGCTGCAGCTGAGCGCGGAC
CCTGAGAGGCCTGGGCGCTTCCGGCTGGAGCTGCTGGGCGCGGGACCTGGG
GCGGTTAATTTGGAGTGGCCCCTGGAGTCAGTTTCCTACACCATCCGAGGC
CCCACCCAGCACGAGCTACAGCCTCCACCAGGAGGGCCTGGAACCCTCAGC
CTGCACTTCCTCAACCCTCAGGAAGCTCAGCGGTGGGCAGTCCTAGTCCGA
GGTGCCACCGTGGAAGGACAGAATGGCAGCAAGAGCAACTCACCACCAGCC
TTGGGCCCAGAAGCATGCCCTGTCTCCCTGCCCAGTCCCCCGGAAGCCTCC
ACACTCAAGGGCCCTCCACCTGAGGCAGATCTTCCTAGGAGCCCTGGAAAC
TTGACGGAGAGAGAAGAGCTGGCAGGGAGCCTGGCCCGGGCTATTGCAGGT
GGAGACGAGAAGGGGGCAGCCCAAGTGGCAGCCGTCCTGGCCCAGCATCGT
GTGGCCCTGAGTGTTCAGCTTCAGGAGGCCTGCTTCCCACCTGGCCCCATC
AGGCTGCAGGTCACACTTGAAGACGCTGCCTCTGCCGCATCCGCCGCGTCC
TCTGCACACGTTGCCCTGCAGGTCCACCCCCACTGCACTGTTGCAGCTCTC
CAGGAGCAGGTGTTCTCAGAGCTCGGTTTCCCGCCAGCCGTGCAACGCTGG
GTCATCGGACGGTGCCTGTGTGTGCCTGAGCGCAGCCTTGCCTCTTACGGG
GTTCGGCAGGATGGGGACCCTGCTTTCCTCTACTTGCTGTCAGCTCCTCGA
GAAGCCCCAGCCCAGCTGGTCCTGTCCTTCCTGCACCTTCATCAATGCCCC
AGACCGCCCTGGCTGTGAGCGGCCGC



