
Division of Signal Transduction Therapy 
 

Standard Operation Procedure 
 

Preparation of NLEL   
 
Enzyme description:- GST-NLEL   60-782 
 
Clone number:- DU39419 
 
Source:- Recombinant 
 
Tag:- N-terminal GST 
 
Purification method:- GSH-Sepharose 
 
Expression level:- 3mg/L 
 
Calculated molecular mass:- 
 
Monoisotopic 107864  Da 
Average Mass 107932  Da 
[cysteines reduced, methionines have not been oxidised] 
 
Theoretical pI:- 4.68  
 
Purity:- 90% 
 
Enzyme storage buffer:-  
 
50 mM HEPES pH 7.5, 10% glycerol, 150mM NaCl, 1mM DTT 
 
Storage temperature:- -80ºC 
 
Assay:-  
 
 



Division of Signal Transduction Therapy 
 

Clone Data Sheet 
 

Protein name NLEL 
 
Protein GST-NLEL  60-782  
Synonyms   
Clone Number DU39419  
Species Escherichia Coli 
Accession Number Protein:   NP_309587.1 
Tags N-terminal GST 
Aminoacid sequence 
of the expressed 
protein  
 

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGL
EFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVL
DIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTH
PDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIA
WPLQGWQATFGGGDHPPKSDENLYFQGGSNGETLSISEPITTLPDLLPGS
LKELVLNGCTELKSINCLPPNLSSLSMVGCSSLEVINCSIPENVINLSLC
HCSSLKHIEGSFPEALRNSVYLNGCNSLNESQCQFLAYDVSQGRACLSKA
ELTADLIWLSANRTGEESAEELNYSGCDLSGLSLVGLNLSSVNFSGAVLD
DTDLRMSDLSQAVLENCSFKNSILNECNFCYANLSNCIIRALFENSNFSN
SNLKNASFKGSSYIQYPPILNEADLTGAIIIPGMVLSGAILGDVKELFSE
KSNTINLGGCYIDLSDIQENILSVLDNYTKSNKSILLTMNTSDDKYNHDK
VRAAEELIKKISLDELAAFRPYVKMSLADSFSIHPYLNNANIQQWLEPIC
DDFFDTIMSWFNNSIMMYMENGSLLQAGMYFERHPGAMVSYNSSFIQIVM
NGSRRDGMQERFRELYEVYLKNEKVYPVTQQSDFGLCDGSGKPDWDDDSD
LAYNWVLLSSQDDGMAMMCSLSHMVDMLSPNTSTNWMSFFLYKDGEVQNT
FGYSLSNLFSESFPIFSIPYHKAFSQNFVSGILDILISDNELKERFIEAL
NSNKSDYKMIADDQQRKLACVWNPFLDGWELNAQHVDMIMGSHVLKDMPL
RKQAEILFCLGGVFCKYSSSDMFGTEYDSPEILRRYANGLIEQAYKTDPQ
VFGSVYYYNDILDRLQGRNNVFTCTAVLTDMLTEHAKESFPEIFSLYYPV
AWR 

Native sequence Residues 60-782 in bold 
Protease cleavage Prescission site underlined 
Cloning sites BamH1 Not1 
 
 



 
DNA sequence of 
insert 

GGATCCAACGGCGAAACCCTGAGCATTAGCGAACCGATTACCACCCTGCCG
GATCTGCTGCCGGGCAGCCTGAAAGAACTGGTGCTGAACGGCTGCACCGAA
CTGAAAAGCATTAACTGCCTGCCGCCGAACCTGAGCAGCCTGAGCATGGTG
GGCTGCAGCAGCCTGGAAGTGATTAACTGCAGCATTCCGGAAAACGTGATT
AACCTGAGCCTGTGCCATTGCAGCAGCCTGAAACATATTGAAGGCAGCTTT
CCGGAAGCGCTGCGCAACAGCGTGTATCTGAACGGCTGCAACAGCCTGAAC
GAAAGCCAGTGCCAGTTTCTGGCGTATGATGTGAGCCAGGGCCGCGCGTGC
CTGAGCAAAGCGGAACTGACCGCGGATCTGATTTGGCTGAGCGCGAACCGC
ACCGGCGAAGAAAGCGCGGAAGAACTGAACTATAGCGGCTGCGATCTGAGC
GGCCTGAGCCTGGTGGGCCTGAACCTGAGCAGCGTGAACTTTAGCGGCGCG
GTGCTGGATGATACCGATCTGCGCATGAGCGATCTGAGCCAGGCGGTGCTG
GAAAACTGCAGCTTTAAAAACAGCATTCTGAACGAATGCAACTTTTGCTAT
GCGAACCTGAGCAACTGCATTATTCGCGCGCTGTTTGAAAACAGCAACTTT
AGCAACAGCAACCTGAAAAACGCGAGCTTTAAAGGCAGCAGCTATATTCAG
TATCCGCCGATTCTGAACGAAGCGGATCTGACCGGCGCGATTATTATTCCG
GGCATGGTGCTGAGCGGCGCGATTCTGGGCGATGTGAAAGAACTGTTTAGC
GAAAAAAGCAACACCATTAACCTGGGCGGCTGCTATATTGATCTGAGCGAT
ATTCAGGAAAACATTCTGAGCGTGCTGGATAACTATACCAAAAGCAACAAA
AGCATTCTGCTGACCATGAACACCAGCGATGATAAATATAACCATGATAAA
GTGCGCGCGGCGGAAGAACTGATTAAAAAAATTAGCCTGGATGAACTGGCG
GCGTTTCGCCCGTATGTGAAAATGAGCCTGGCGGATAGCTTTAGCATTCAT
CCGTATCTGAACAACGCGAACATTCAGCAGTGGCTGGAACCGATTTGCGAT
GATTTTTTTGATACCATTATGAGCTGGTTTAACAACAGCATTATGATGTAT
ATGGAAAACGGCAGCCTGCTGCAGGCGGGCATGTATTTTGAACGCCATCCG
GGCGCGATGGTGAGCTATAACAGCAGCTTTATTCAGATTGTGATGAACGGC
AGCCGCCGCGATGGCATGCAGGAACGCTTTCGCGAACTGTATGAAGTGTAT
CTGAAAAACGAAAAAGTGTATCCGGTGACCCAGCAGAGCGATTTTGGCCTG
TGCGATGGCAGCGGCAAACCGGATTGGGATGATGATAGCGATCTGGCGTAT
AACTGGGTGCTGCTGAGCAGCCAGGATGATGGCATGGCGATGATGTGCAGC
CTGAGCCATATGGTGGATATGCTGAGCCCGAACACCAGCACCAACTGGATG
AGCTTTTTTCTGTATAAAGATGGCGAAGTGCAGAACACCTTTGGCTATAGC
CTGAGCAACCTGTTTAGCGAAAGCTTTCCGATTTTTAGCATTCCGTATCAT
AAAGCGTTTAGCCAGAACTTTGTGAGCGGCATTCTGGATATTCTGATTAGC
GATAACGAACTGAAAGAACGCTTTATTGAAGCGCTGAACAGCAACAAAAGC
GATTATAAAATGATTGCGGATGATCAGCAGCGCAAACTGGCGTGCGTGTGG
AACCCGTTTCTGGATGGCTGGGAACTGAACGCGCAGCATGTGGATATGATT
ATGGGCAGCCATGTGCTGAAAGATATGCCGCTGCGCAAACAGGCGGAAATT
CTGTTTTGCCTGGGCGGCGTGTTTTGCAAATATAGCAGCAGCGATATGTTT
GGCACCGAATATGATAGCCCGGAAATTCTGCGCCGCTATGCGAACGGCCTG
ATTGAACAGGCGTATAAAACCGATCCGCAGGTGTTTGGCAGCGTGTATTAT
TATAACGATATTCTGGATCGCCTGCAGGGCCGCAACAACGTGTTTACCTGC
ACCGCGGTGCTGACCGATATGCTGACCGAACATGCGAAAGAAAGCTTTCCG
GAAATTTTTAGCCTGTATTATCCGGTGGCGTGGCGCTAAGCGGCCGC 

 


