Division of Signal Transduction Therapy
Standard Operation Procedure

Preparation of GST-Smurf2

Enzyme description:- Smurf 2 1-748
Clone number:- DU19879

Source:- Recombinant
Tag:- N-terminal GST-tag
Purification method:- GSH-Sepharose
Expression level:- 0.1mg/L

Calculated molecular mass:-

Monoisotopic 113998
Average Mass 114069
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 7.89
Purity:- 60% -70%

Enzyme storage buffer:-

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

Storage temperature:- -80°C

Assay:-
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Smurf 2 1-748

DU19879

Human

Protein: Q9HAU4 DNA: NM_022739.3
N-terminal GST

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGLEF
PNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVLDIRY
GVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTHPDFMLY
DALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIAWPLQOGWQA
TFGGGDHPPKSDLEVLFQGPLGSPEIPGSTRAAAMSNPGGRRNGPVKLRLTV
LCAKNLVKKDFFRLPDPFAKVVVDGSGQCHSTDTVKNTLDPKWNQHYDLYIG
KSDSVTISVWNHKKIHKKQGAGFLGCVRLLSNAINRLKDTGYQRLDLCKLGP
NDNDTVRGQIVVSLQOSRDRIGTGGQVVDCSRLFDNDLPDGWEERRTASGRIQ
YLNHITRTTQWERPTRPASEYSSPGRPLSCFVDENTPISGTNGATCGQSSDP
RLAERRVRSQRHRNYMSRTHLHTPPDLPEGYEQRTTQQGQVYFLHTQTGVST
WHDPRVPRDLSNINCEELGPLPPGWEIRNTATGRVYFVDHNNRTTQF TDPRL
SANLHLVLNRONQLKDQQQQOQVVSLCPDDTECLTVPRYKRDLVQOKLKILRQOE
LSQQQOPOAGHCRIEVSREEIFEESYRQVMKMRPKDLWKRLMIKFRGEEGLDY
GGVAREWLYLLSHEMLNPYYGLFQYSRDDIYTLQINPDSAVNPEHLSYFHFV
GRIMGMAVFHGHYIDGGFTLPFYKQLLGKSITLDDMELVDPDLHNSLVWILE
NDITGVLDHTFCVEHNAYGEIIQHELKPNGKSIPVNEENKKEYVRLYVNWRF
LRGIEAQFLALQKGFNEVIPQHLLKTFDEKELELIICGLGKIDVNDWKVNTR
LKHCTPDSNIVKWFWKAVEFFDEERRARLLQFVTGSSRVPLQGFKALQGAAG
PRLFTIHQIDACTNNLPKAHTCFNRIDIPPYESYEKLYEKLLTAIEETCGFA
VE

Smurf 2 full length in bold
Prescission Protease site underlined
Not 1/ Not 1



DNA sequence of
insert

GCGGCCGCTATGTCTAACCCCGGAGGCCGGAGGAACGGGCCCGTCAAGCTGC
GCCTGACAGTACTCTGTGCAAAAAACCTGGTGAAAAAGGATTTTTTCCGACT
TCCTGATCCATTTGCTAAGGTGGTGGTTGATGGATCTGGGCAATGCCATTCT
ACAGATACTGTGAAGAATACGCTTGATCCAAAGTGGAATCAGCATTATGACC
TGTATATTGGAAAGTCTGATTCAGTTACGATCAGTGTATGGAATCACAAGAA
GATCCATAAGAAACAAGGTGCTGGATTTCTCGGTTGTGTTCGTCTTCTTTCC
AATGCCATCAACCGCCTCAAAGACACTGGTTATCAGAGGTTGGATTTATGCA
AACTCGGGCCAAATGACAATGATACAGTTAGAGGACAGATAGTAGTAAGTCT
TCAGTCCAGAGACCGAATAGGCACAGGAGGACAAGTTGTGGACTGCAGTCGT
TTATTTGATAACGATTTACCAGACGGCTGGGAAGAAAGGAGAACCGCCTCTG
GAAGAATCCAGTATCTAAACCATATAACAAGAACTACGCAATGGGAGCGCCC
AACACGACCGGCATCCGAATATTCTAGCCCTGGCAGACCTCTTAGCTGCTTT
GTTGATGAGAACACTCCAATTAGTGGAACAAATGGTGCAACATGTGGACAGT
CTTCAGATCCCAGGCTGGCAGAGAGGAGAGTCAGGTCACAACGACATAGAAA
TTACATGAGCAGAACACATTTACATACTCCTCCAGACCTACCAGAAGGCTAT
GAACAGAGGACAACGCAACAAGGCCAGGTGTATTTCTTACATACACAGACTG
GTGTGAGCACATGGCATGATCCAAGAGTGCCCAGGGATCTTAGCAACATCAA
TTGTGAAGAGCTTGGTCCATTGCCTCCTGGATGGGAGATCCGTAATACGGCA
ACAGGCAGAGTTTATTTCGTTGACCATAACAACAGAACAACACAATTTACGG
ATCCTCGGCTGTCTGCTAACTTGCATTTAGTTTTAAATCGGCAGAACCAATT
GAAAGACCAACAGCAACAGCAAGTGGTATCGTTATGTCCTGATGACACAGAA
TGCCTGACAGTCCCAAGGTACAAGCGAGACCTGGTTCAGAAACTAAAAATTT
TGCGGCAAGAACTTTCCCAACAACAGCCTCAGGCAGGTCATTGCCGCATTGA
GGTTTCCAGGGAAGAGATTTTTGAGGAATCATATCGACAGGTCATGAAAATG
AGACCAAAAGATCTCTGGAAGCGATTAATGATAAAATTTCGTGGAGAAGAAG
GCCTTGACTATGGAGGCGTTGCCAGGGAATGGTTGTATCTCTTGTCACATGA
AATGTTGAATCCATACTATGGCCTCTTCCAGTATTCAAGAGATGATATTTAT
ACATTGCAGATCAATCCTGATTCTGCAGTTAATCCGGAACATTTATCCTATT
TCCACTTTGTTGGACGAATAATGGGAATGGCTGTGTTTCATGGACATTATAT
TGATGGTGGTTTCACATTGCCTTTTTATAAGCAATTGCTTGGGAAGTCAATT
ACCTTGGATGACATGGAGTTAGTAGATCCGGATCTTCACAACAGTTTAGTGT
GGATACTTGAGAATGATATTACAGGTGTTTTGGACCATACCTTCTGTGTTGA
ACATAATGCATATGGTGAAATTATTCAGCATGAACTTAAACCAAATGGCAAA
AGTATCCCTGTTAATGAAGAAAATAAAAAAGAATATGTCAGGCTCTATGTGA
ACTGGAGATTTTTACGAGGCATTGAGGCTCAATTCTTGGCTCTGCAGAAAGG
ATTTAATGAAGTAATTCCACAACATCTGCTGAAGACATTTGATGAGAAGGAG
TTAGAGCTCATTATTTGTGGACTTGGAAAGATAGATGTTAATGACTGGAAGG
TAAACACCCGGTTAAAACACTGTACACCAGACAGCAACATTGTCAAATGGTT
CTGGAAAGCTGTGGAGTTTTTTGATGAAGAGCGACGAGCAAGATTGCTTCAG
TTTGTGACAGGATCCTCTCGAGTGCCTCTGCAGGGCTTCAAAGCATTGCAAG
GTGCTGCAGGCCCGAGACTCTTTACCATACACCAGATTGATGCCTGCACTAA
CAACCTGCCGAAAGCCCACACTTGCTTCAATCGAATAGACATTCCACCCTAT
GAAAGCTATGAAAAGCTATATGAAAAGCTGCTAACAGCCATTGAAGAAACAT
GTGGATTTGCTGTGGAATGAGCGGCCGC



