Division of Signal Transduction Therapy
Standard Operation Procedure

Preparation of GST-Optineurin-His

Enzyme description:- GST-Optineurin-His 1-577
Clone number:- DU35015

Source:- BL21 recombinant

Tag:- N-terminal GST; C-terminal Hisq
Purification method:- GSH-Sepharose

Expression level:- Img/L

Calculated molecular mass:-

Monoisotopic 93510 Da
Average Mass 93566 Da
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 5.37
Purity:- 90%

Enzyme storage buffer:-

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

Storage temperature:- -80°C

Assay:-

Binding assay with poly Ubiquitin (non quantitative)
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Clone Data Sheet
GST-Optineurin-His

Optineurin  1-577

OPTN, ALS12, FIP2, GLCI1E, HIP7, HYPL, NRP, TFIIIA-INTP, FIP-2,
HIP-7, E3-14.7K-interacting protein, Huntingtin interacting protein L,
huntingtin yeast partner L, huntingtin-interacting protein 7, huntingtin-
interacting protein L, nemo-related protein, optic neuropathy-inducing
protein, transcription factor IIIA-interacting protein, transcrption factor IITA-
interacting protein, tumor necrosis factor alpha-inducible cellular protein
containing leucine zipper

DU35015

Human

Protein: Q96CV9

N-terminal GST; C-terminal His,

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGLEF
PNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVLDIRY
GVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTHPDFMLY
DALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIAWPLQOGWQA
TFGGGDHPPKSDLEVLFQGPLGSMSHQPLSCLTEKEDSPSESTGNGPPHLAH
PNLDTFTPEELLQOMKELLTENHQLKEAMKLNNQAMKGRFEELSAWTEKQKE
ERQFFEIQSKEAKERLMALSHENEKLKEELGKLKGKSERSSEDPTDDSRLPR
AEAEQEKDQLRTQVVRLOAEKADLLGIVSELQLKLNSSGSSEDSFVEIRMAE
GEAEGSVKEIKHSPGPTRTVSTGTALSKYRSRSADGAKNYFEHEELTVSQLL
LCLREGNQKVERLEVALKEAKERVSDFEKKTSNRSEIETQTEGSTEKENDEE
KGPETVGSEVEALNLQVTSLFKELQEAHTKLSEAELMKKRLOEKCQALERKN
SAIPSELNEKQELVYTNKKLELQVESMLSEIKMEQAKTEDEKSKLTVLOMTH
NKLLOEHNNALKTIEELTRKESEKVDRAVLKELSEKLELAEKALASKQLOMD
EMKQTIAKQEEDLETMTILRAQMEVYCSDFHAERAAREKIHEEKEQLALQLA
VLLKENDAFEDGGRQSLMEMQOSRHGARTSDSDQQOAYLVORGAEDRDWRQORN
IPIHSCPKCGEVLPDIDTLQIHVMDCIIHHHHHH

in bold
Prescission protease site underlined
BamHI / Notl

GGATCCATGTCCCATCAACCTCTCAGCTGCCTCACTGAAAAGGAGGACAG
CCCCAGTGAAAGCACAGGAAATGGACCCCCCCACCTGGCCCACCCAAACC
TGGACACGTTTACCCCGGAGGAGCTGCTGCAGCAGATGAAAGAGCTCCTG
ACCGAGAACCACCAGCTGAAAGAAGCCATGAAGCTAAATAATCAAGCCAT
GAAAGGGAGATTTGAGGAGCTTTCGGCCTGGACAGAGAAACAGAAGGAAG
AACGCCAGTTTTTTGAGATACAGAGCAAAGAAGCAAAAGAGCGTCTAATG



GCCTTGAGTCATGAGAATGAGAAATTGAAGGAAGAGCTTGGAAAACTAAA
AGGGAAATCAGAAAGGTCATCTGAGGACCCCACTGATGACTCCAGGCTTC
CCAGGGCCGAAGCGGAGCAGGAAAAGGACCAGCTCAGGACCCAGGTGGTG
AGGCTACAAGCAGAGAAGGCAGACCTGTTGGGCATCGTGTCTGAACTGCA
GCTCAAGCTGAACTCCAGCGGCTCCTCAGAAGATTCCTTTGTTGAAATTA
GGATGGCTGAAGGAGAAGCAGAAGGGTCAGTAAAAGAAATCAAGCATAGT
CCTGGGCCCACGAGAACAGTCTCCACTGGCACGGCATTGTCTAAATATAG
GAGCAGATCTGCAGATGGGGCCAAGAATTACTTCGAACATGAGGAGTTAA
CTGTGAGCCAGCTCCTGCTGTGCCTAAGGGAAGGGAATCAGAAGGTGGAG
AGACTTGAAGTTGCACTCAAGGAGGCCAAAGAAAGAGTTTCAGATTTTGA
AAAGAAAACAAGTAATCGTTCTGAGATTGAAACCCAGACAGAGGGGAGCA
CAGAGAAAGAGAATGATGAAGAGAAAGGCCCGGAGACTGTTGGAAGCGAA
GTGGAAGCACTGAACCTCCAGGTGACATCTCTGTTTAAGGAGCTTCAAGA
GGCTCATACAAAACTCAGCGAAGCTGAGCTAATGAAGAAGAGACTTCAAG
AAAAGTGTCAGGCCCTTGAAAGGAAAAATTCTGCAATTCCATCAGAGTTG
AATGAAAAGCAAGAGCTTGTTTATACTAACAAAAAGTTAGAGCTACAAGT
GGAAAGCATGCTATCAGAAATCAAAATGGAACAGGCTAAAACAGAGGATG
AAAAGTCCAAATTAACTGTGCTACAGATGACACACAACAAGCTTCTTCAA
GAACATAATAATGCATTGAAAACAATTGAGGAACTAACAAGAAAAGAGTC
AGAAAAAGTGGACAGGGCAGTGCTGAAGGAACTGAGTGAAAAACTGGAAC
TGGCAGAGAAGGCTCTGGCTTCCAAACAGCTGCAAATGGATGAAATGAAG
CAAACCATTGCCAAGCAGGAAGAGGACCTGGAAACCATGACCATCCTCAG
GGCTCAGATGGAAGTTTACTGTTCTGATTTTCATGCTGAAAGAGCAGCGA
GAGAGAAAATTCATGAGGAAAAGGAGCAACTGGCATTGCAGCTGGCAGTT
CTGCTGAAAGAGAATGATGCTTTCGAAGACGGAGGCAGGCAGTCCTTGAT
GGAGATGCAGAGTCGTCATGGGGCGAGAACAAGTGACTCTGACCAGCAGG
CTTACCTTGTTCAAAGAGGAGCTGAGGACAGGGACTGGCGGCAACAGCGG
AATATTCCGATTCATTCCTGCCCCAAGTGTGGAGAGGTTCTGCCTGACAT
AGACACGTTACAGATTCACGTGATGGATTGCATCATTCATCATCACCATC
ACCATTGAGCGGCCGC



