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Standard Operating Procedure 
	  

Preparation of srGAP1 [1 – 1085] 
	  
Enzyme description:- srGAP1 [1 – 1085] 
	  
Clone number:- DU 7137 
	  
Source:- Recombinant 
	  
Expression system:-   E.coli 
	  
Tag:-                                                  N-terminal GST 

Purification  method:-                      GSH Sepharose  

Calculated molecular mass:-  
Monoisotopic 150, 992.96 daltons 
Average Mass 151, 088.46 daltons 
[cysteines reduced, methionines have not been oxidised 
	  
Theoretical pI:- 6.25 
	  
Purity:- >80 % 
	  
	  
Enzyme storage buffer:- 
50 mM Tris-HCl pH 7.5, 270 mM Sucrose, 150 mM NaCl, 0.1 mM EGTA, 
0.1 % 2-mercaptoethanol, 0.02 % Brij-35, 1 mM benzamidine, 0.2 mM PMSF 
	  
Storage temperature:- -70 °C 
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Clone Data Sheet 
	  

srGAP1 [1 – 1085] 
	  
	  
Protein                         srGAP1 [1 – 1085] 
	  
Clone number DU 7137 
	  
Species Human 
	  
Accession number BC053903.1 
	  
Tags N-terminal GST 
	  
Bacterially 
expressed protein 

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELG
LEFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGA
VLDIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDH
VTHPDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSS
KYIAWPLQGWQATFGGGDHPPKSDLEVLFQGPLGSMSTPSRFKKDKEII
AEYESQVKEIRAQLVEQQKCLEQQTEMRVQLLQDLQDFFRKKAEIETEY
SRNLEKLAERFMAKTRSTKDHQQYKKDQNLLSPVNCWYLLLNQVRRESK
DHATLSDIYLNNVIMRFMQISEDSTRMFKKSKEIAFQLHEDLMKVLNEL
YTVMKTYHMYHAESISAESKLKEAEKQEEKQIGRSGDPVFHIRLEERHQ
RRSSVKKIEKMKEKRQAKYSENKLKSIKARNEYLLTLEATNASVFKYYI
HDLSDLIDCCDLGYHASLNRALRTYLSAEYNLETSRHEGLDIIENAVDN
LEPRSDKQRFMEMYPAAFCPPMKFEFQSHMGDEVCQVSAQQPVQAELML
RYQQLQSRLATLKIENEEVKKTTEATLQTIQDMVTIEDYDVSECFQHSR
STESVKSTVSETYLSKPSIAKRRANQQETEQFYFMKLREYLEGSNLITK
LQAKHDLLQRTLGEGHRAEYMTTRPPNVPPKPQKHRKSRPRSQYNTKLF
NGDLETFVKDSGQVIPLIVESCIRFINLYGLQHQGIFRVSGSQVEVNDI
KNSFERGENPLADDQSNHDINSVAGVLKLYFRGLENPLFPKERFNDLIS
CIRIDNLYERALHIRKLLLTLPRSVLIVMRYLFAFLNHLSQYSDENMMD
PYNLAICFGPTLMPVPEIQDQVSCQAHVNEIIKTIIIHHETIFPDAKEL
DGPVYEKCMAGDDYCDSPYSEHGTLEEVDQDAGTEPHTSEDECEPIEAI
AKFDYVGRSARELSFKKGASLLLYHRASEDWWEGRHNGIDGLVPHQYIV
VQDMDDTFSDTLSQKADSEASSGPVTEDKSSSKDMNSPTDRHPDGYLAR
QRKRGEPPPPVRRPGRTSDGHCPLHPPHALSNSSVDLGSPSLASHPRGL
LQNRGLNNDSPERRRRPGHGSLTNISRHDSLKKIDSPPIRRSTSSGQYT
GFNDHKPLDPETIAQDIEETMNTALNELRELERQSTAKHAPDVVLDTLE
QVKNSPTPATSTESLSPLHNVALRSSEPQIRRSTSSSSDTMSTFKPMVA
PRMGVQLKPPALRPKPAVLPKTNPTIGPAPPPQGPTDKSCTM 
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Native sequence Amino acids M1 – M1085 (end) of human srGAP1. 

Residue M232 of the fusion protein is equivalent to M1 of the native 
enzyme.  The GST tag is located at residues 1 – 220. 
 

	  
	  
	  
Protease cleavage PreScission (LEVLFQGP) residues 221 - 228 

	  

	  
Cloning sites BamH1 and Not1 sites of pGEX6P1 
 
 
 

Nucleotide Sequence of Insert: 

ggatccATGTCCACCCCGAGCCGATTCAAGAAGGACAAAGAGATCATAGC 
CGAGTATGAAAGTCAAGTCAAAGAAATTCGAGCTCAACTGGTAGAACAAC 
AAAAATGCCTGGAGCAGCAAACGGAGATGCGAGTTCAGCTTCTCCAGGAT 
CTGCAAGATTTCTTCCGAAAAAAAGCTGAAATTGAGACGGAATATTCCCG 
GAATCTAGAGAAGTTAGCAGAAAGGTTCATGGCAAAAACAAGAAGCACTA 
AGGATCATCAACAATACAAGAAAGACCAGAACCTGTTGTCTCCAGTGAAC 
TGCTGGTATTTGCTCCTGAACCAAGTAAGGAGAGAAAGCAAAGACCATGC 
AACCTTGAGTGACATCTATCTGAACAATGTGATTATGCGGTTCATGCAGA 
TAAGTGAGGATTCTACCAGGATGTTTAAAAAGAGCAAAGAGATTGCATTC 
CAACTTCATGAGGATTTAATGAAGGTTCTTAATGAGCTTTATACGGTGAT 
GAAAACATACCATATGTATCATGCAGAGAGCATCAGTGCAGAGAGCAAGC 
TGAAAGAGGCCGAAAAACAAGAGGAAAAGCAAATTGGGAGATCTGGTGAT 
CCAGTCTTCCATATTCGACTAGAGGAGAGACATCAACGGCGAAGCTCTGT 
AAAGAAAATTGAAAAAATGAAAGAAAAAAGACAAGCAAAATATTCAGAAA 
ATAAGCTAAAATCAATTAAGGCACGGAACGAATATCTCCTAACACTTGAA 
GCCACCAATGCCTCAGTTTTCAAGTACTATATTCATGATCTTTCTGATTT 
AATTGATTGCTGTGATCTTGGCTACCATGCAAGTCTGAACAGAGCCCTAA 
GAACATATCTGTCTGCGGAGTACAACCTTGAAACCTCCAGACATGAGGGC 
TTAGACATTATTGAGAATGCAGTTGATAATTTAGAGCCCAGGAGCGATAA 
GCAGAGATTCATGGAGATGTACCCTGCTGCGTTCTGTCCACCAATGAAGT 
TTGAGTTTCAGTCTCACATGGGTGATGAGGTGTGCCAGGTCAGTGCCCAG 
CAGCCAGTCCAGGCAGAGCTCATGCTCAGGTACCAACAGTTGCAGTCCCG 
CCTTGCCACGCTCAAAATCGAGAATGAAGAGGTTAAGAAAACGACTGAAG 
CCACCTTGCAGACGATACAAGATATGGTCACCATCGAGGACTATGATGTT 
TCTGAATGCTTCCAGCACAGTCGTTCCACAGAATCTGTGAAGTCCACTGT 
CTCTGAAACCTACCTGAGTAAACCCAGCATCGCCAAGAGAAGAGCCAACC 
AGCAGGAAACTGAACAGTTCTACTTCATGAAACTCAGAGAATATTTGGAA 
GGCAGTAATCTCATCACAAAACTTCAAGCCAAACATGACTTGCTGCAGAG 
GACCCTGGGAGAAGGTCATAGAGCTGAATATATGACTACAAGGCCTCCAA 
ATGTTCCCCCTAAGCCCCAGAAACACAGGAAGTCCAGGCCCCGCTCACAG 
TATAATACTAAGTTGTTTAATGGGGATTTGGAAACATTCGTCAAGGACTC 
AGGACAGGTTATTCCCCTCATTGTGGAAAGCTGTATTCGGTTCATCAATC 
TCTATGGTCTTCAGCATCAGGGGATTTTCAGAGTGTCTGGTTCCCAGGTG 
GAAGTCAATGATATTAAAAATTCATTTGAGAGAGGTGAAAATCCTTTGGC 
TGATGACCAGAGTAACCATGATATTAACTCAGTTGCTGGCGTTCTGAAGC 
TCTATTTCCGTGGGCTGGAAAACCCCCTCTTTCCTAAGGAAAGATTTAAC 
GATCTGATTTCTTGTATCAGAATAGATAATCTCTATGAGAGGGCGCTTCA 
CATCCGCAAACTCCTCCTGACTTTGCCCAGGTCGGTCCTTATAGTGATGA 
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GGTACCTCTTTGCCTTCCTCAATCATCTATCACAGTACAGCGATGAGAAT 
ATGATGGACCCTTATAACCTGGCCATTTGCTTTGGCCCAACATTGATGCC 
TGTCCCAGAAATACAGGATCAAGTGTCTTGCCAGGCACATGTGAATGAAA 
TTATCAAAACCATCATCATCCACCATGAGACTATTTTCCCAGATGCTAAA 
GAGCTGGATGGCCCTGTTTATGAGAAATGTATGGCTGGAGATGACTATTG 
CGACAGCCCATACAGTGAGCACGGTACATTGGAGGAAGTGGACCAAGATG 
CTGGTACAGAGCCCCACACAAGTGAAGATGAATGTGAGCCAATAGAAGCA 
ATAGCCAAGTTTGACTATGTTGGGCGGTCCGCCAGAGAACTATCCTTCAA 
GAAGGGTGCCTCCCTGCTGCTGTATCACCGTGCATCTGAGGACTGGTGGG 
AAGGCAGGCACAACGGGATTGACGGGCTGGTGCCTCACCAGTATATAGTG 
GTGCAGGATATGGATGATACGTTTTCAGACACTCTGAGCCAAAAAGCCGA 
CAGTGAGGCCAGCAGTGGGCCAGTCACGGAAGACAAGTCCTCATCCAAGG 
ACATGAACTCCCCGACAGACCGTCATCCTGACGGCTATTTAGCCAGGCAA 
CGAAAAAGAGGAGAGCCACCCCCTCCAGTAAGGCGTCCTGGCAGGACCAG 
TGATGGCCATTGCCCGCTCCACCCTCCACATGCCCTTTCTAACTCCTCAG 
TTGACCTAGGGTCCCCAAGCCTTGCCAGTCACCCCCGGGGCCTGCTGCAG 
AACCGTGGCCTCAACAATGACAGTCCTGAGCGGAGGCGCAGGCCTGGCCA 
TGGCAGCCTGACCAACATCAGCCGGCACGACTCCCTCAAGAAGATCGACA 
GCCCTCCCATTAGAAGGTCCACGTCATCAGGGCAATACACGGGCTTCAAT 
GACCACAAGCCACTGGACCCAGAGACAATTGCTCAGGATATTGAAGAAAC 
GATGAACACAGCTTTGAATGAACTCCGAGAACTGGAGAGACAGAGCACAG 
CAAAGCATGCCCCTGATGTGGTGCTGGATACCCTGGAGCAAGTGAAAAAC 
TCTCCCACCCCTGCCACTTCCACGGAATCTCTCAGCCCTTTGCACAACGT 
TGCCCTCAGGAGCTCCGAGCCTCAGATTCGACGTAGCACGAGCTCCTCCA 
GTGACACAATGAGTACTTTCAAGCCTATGGTGGCACCCAGAATGGGCGTG 
CAGCTGAAGCCTCCAGCCCTTAGGCCAAAACCTGCTGTTCTTCCAAAAAC 
AAATCCTACCATAGGACCTGCCCCACCTCCCCAGGGTCCAACAGACAAGT 
CATGCACAATGTAAgcggccgc 
 


