
Division of Signal Transduction Therapy 
 

Standard Operation Procedure 
 

Preparation of GST-USP19 [1 – 1290]  
 
Enzyme description:- GST-USP19 [1 – 1290] 
 
Clone number:- SC20876 
 
Source:- BL21 Recombinant 
 
Tag:- N-terminal GST 
 
Purification method:- GSH-Sepharose 
 
Expression level:- 0.5 mg/L 
 
Calculated molecular mass:-  
 
Monoisotopic  169871 Da      
Average Mass 169972 Da     
[cycsteines reduced, methionines have not been oxidised] 
 
Theoretical pI:- 5.89 
 
Purity:- 40% 
 
Enzyme storage buffer:-  
 
50 mM HEPES pH 7.5, 10% glycerol, 150mM NaCl, 1mM DTT 
 
Storage temperature:- -80ºC 
 
Assay:- 
 
Ub-Rho110-Gly cleavage assay monitored by Ex/Em 485/535 nm 
 
Assay buffer:- 
 
40 mM Tris pH 7.5, 100 mM NaCl, 5 mM DTT, 0.01% Triton X-100, 0.005% Ovalbumin, 
0.5 μM Ub-Rho110-Gly  
 
 



Division of Signal Transduction Therapy 
 

Clone Data Sheet 
 

GST-USP19 [1 – 1290] 
 
Protein GST-USP19 [1 – 1290] 
Synonyms ZMYMD9, UBP19 
Clone Number SC20876 
Species Human 
Accession Number Protein: O94966    DNA: NM_006677.1 
Tags N-terminal GST tag 
Amino acid sequence 
of expressed protein  
 

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGL 
EFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVL 
DIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTH 
PDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIA 
WPLQGWQATFGGGDHPPKSDLEVLFQGPLGSPNSRVDMSGGASATGPRRG 
PPGLEDTTSKKKQKDRANQESKDGDPRKETGSRYVAQAGLEPLASGDPSA 
SASHAAGITGSRHRTRLFFPSSSGSASTPQEEQTKEGACEDPHDLLATPT 
PELLLDWRQSAEEVIVKLRVGVGPLQLEDVDAAFTDTDCVVRFAGGQQWG 
GVFYAEIKSSCAKVQTRKGSLLHLTLPKKVPMLTWPSLLVEADEQLCIPP 
LNSQTCLLGSEENLAPLAGEKAVPPGNDPVSPAMVRSRNPGKDDCAKEEM 
AVAADAATLVDEPESMVNLAFVKNDSYEKGPDSVVVHVYVKEICRDTSRV 
LFREQDFTLIFQTRDGNFLRLHPGCGPHTTFRWQVKLRNLIEPEQCTFCF 
TASRIDICLRKRQSQRWGGLEAPAARVGGAKVAVPTGPTPLDSTPPGGAP 
HPLTGQEEARAVEKDKSKARSEDTGLDSVATRTPMEHVTPKPETHLASPK 
PTCMVPPMPHSPVSGDSVEEEEEEEKKVCLPGFTGLVNLGNTCFMNSVIQ 
SLSNTRELRDFFHDRSFEAEINYNNPLGTGGRLAIGFAVLLRALWKGTHH 
AFQPSKLKAIVASKASQFTGYAQHDAQEFMAFLLDGLHEDLNRIQNKPYT 
ETVDSDGRPDEVVAEEAWQRHKMRNDSFIVDLFQGQYKSKLVCPVCAKVS 
ITFDPFLYLPVPLPQKQKVLPVFYFAREPHSKPIKFLVSVSKENSTASEV 
LDSLSQSVHVKPENLRLAEVIKNRFHRVFLPSHSLDTVSPSDTLLCFELL 
SSELAKERVVVLEVQQRPQVPSVPISKCAACQRKQQSEDEKLKRCTRCYR 
VGYCNQLCQKTHWPDHKGLCRPENIGYPFLVSVPASRLTYARLAQLLEGY 
ARYSVSVFQPPFQPGRMALESQSPGCTTLLSTGSLEAGDSERDPIQPPEL 
QLVTPMAEGDTGLPRVWAAPDRGPVPSTSGISSEMLASGPIEVGSLPAGE 
RVSRPEAAVPGYQHPSEAMNAHTPQFFIYKIDSSNREQRLEDKGDTPLEL 
GDDCSLALVWRNNERLQEFVLVASKELECAEDPGSAGEAARAGHFTLDQC 
LNLFTRPEVLAPEEAWYCPQCKQHREASKQLLLWRLPNVLIVQLKRFSFR 
SFIWRDKINDLVEFPVRNLDLSKFCIGQKEEQLPSYDLYAVINHYGGMIG 
GHYTACARLPNDRSSQRSDVGWRLFDDSTVTTVDESQVVTRYAYVLFYRR 
RNSPVERPPRAGHSEHHPDLGPAAEAAASQASRIWQELEAEEEPVPEGSG 
PLGPWGPQDWVGPLPRGPTTPDEGCLR 

Native sequence in bold 
Protease cleavage Precission site underlined 
Cloning sites Sal1 / NotI 
 
 
 



DNA sequence of 
insert 

GTCGACATGTCTGGCGGGGCCAGTGCCACAGGCCCAAGGAGAGGGCCCCC 
AGGACTGGAGGACACCACTAGTAAGAAGAAGCAGAAGGATCGAGCAAACC 
AGGAGAGCAAGGATGGAGATCCTAGGAAAGAGACAGGGTCTCGATATGTT 
GCCCAGGCTGGTCTTGAACCTCTGGCCTCAGGTGATCCTTCTGCCTCAGC 
CTCCCATGCAGCTGGGATCACAGGCTCACGCCACCGTACCCGGCTGTTCT 
TTCCTTCATCGTCAGGGTCAGCATCCACTCCTCAAGAGGAGCAGACCAAA 
GAGGGAGCTTGTGAAGACCCTCATGATCTCTTGGCTACTCCCACTCCAGA 
GTTGTTGCTCGATTGGAGGCAGAGTGCAGAAGAGGTGATTGTCAAGCTTC 
GTGTGGGAGTAGGTCCCCTGCAGCTGGAGGATGTAGATGCTGCTTTCACA 
GATACAGACTGTGTGGTGCGGTTTGCAGGTGGTCAGCAGTGGGGTGGTGT 
CTTCTATGCTGAGATAAAAAGCTCTTGTGCTAAAGTGCAAACCCGCAAGG 
GCAGTCTCCTGCACCTGACACTGCCCAAAAAGGTGCCTATGCTCACGTGG 
CCCTCCCTCCTGGTTGAGGCTGATGAACAGCTTTGCATACCACCGCTGAA 
CTCCCAAACCTGCCTCCTGGGCTCAGAGGAGAATTTAGCCCCTTTGGCAG 
GAGAGAAAGCAGTGCCTCCCGGGAATGACCCAGTCTCTCCAGCCATGGTC 
CGGAGCAGAAACCCTGGGAAAGATGACTGTGCCAAGGAGGAGATGGCAGT 
GGCAGCAGATGCTGCAACCTTGGTGGATGAGCCCGAGTCGATGGTGAACC 
TGGCGTTTGTCAAGAATGACTCGTATGAGAAGGGCCCGGATTCAGTGGTG 
GTGCACGTGTACGTGAAGGAGATCTGCAGGGACACCTCAAGAGTACTTTT 
CCGTGAGCAGGACTTCACGCTCATCTTCCAGACCAGGGATGGAAACTTCC 
TGAGGCTGCACCCGGGCTGTGGGCCCCACACCACCTTCCGTTGGCAGGTG 
AAGCTCAGGAATCTGATTGAGCCAGAGCAGTGCACCTTCTGTTTCACGGC 
TTCTCGCATCGACATCTGCCTTCGTAAGAGGCAGAGTCAGCGCTGGGGGG 
GCCTGGAGGCCCCGGCTGCACGAGTGGGTGGTGCAAAGGTTGCCGTGCCG 
ACAGGTCCAACCCCTCTGGATTCAACCCCACCAGGAGGTGCTCCCCACCC 
CCTGACAGGCCAGGAGGAGGCCCGGGCTGTGGAGAAGGATAAATCCAAGG 
CACGATCTGAGGACACAGGGCTAGACAGTGTGGCAACCCGCACACCCATG 
GAGCATGTAACCCCAAAGCCAGAGACACACCTGGCCTCGCCCAAGCCTAC 
ATGCATGGTGCCTCCCATGCCCCACAGCCCAGTTAGTGGAGACAGCGTGG 
AGGAGGAGGAAGAGGAAGAGAAGAAGGTGTGTCTGCCAGGCTTCACTGGC 
CTTGTCAATTTAGGCAACACCTGCTTCATGAACAGCGTCATTCAGTCTCT 
GTCCAACACTCGGGAACTCCGGGACTTCTTCCATGACCGCTCCTTTGAGG 
CTGAGATCAACTACAACAACCCACTAGGGACTGGTGGGCGTCTGGCCATT 
GGCTTTGCCGTGCTGCTTCGGGCGCTGTGGAAGGGCACCCACCATGCCTT 
CCAGCCTTCCAAGTTGAAGGCCATTGTGGCGAGTAAGGCCAGCCAGTTCA 
CAGGCTATGCACAGCATGATGCCCAGGAGTTCATGGCTTTCCTGCTGGAT 
GGGCTGCACGAGGACCTGAATCGCATTCAGAACAAGCCCTACACAGAGAC 
CGTGGATTCAGATGGGCGGCCCGATGAGGTGGTAGCTGAGGAAGCATGGC 
AGCGGCACAAGATGAGGAATGACTCTTTCATCGTGGACCTATTTCAGGGG 
CAGTACAAGTCGAAGCTGGTGTGCCCTGTGTGTGCCAAGGTCTCCATCAC 
TTTTGACCCGTTTCTTTATCTGCCGGTGCCCTTGCCACAAAAGCAAAAGG 
TTCTCCCTGTCTTTTATTTTGCCCGAGAGCCCCACAGCAAGCCCATCAAG 
TTCCTGGTGAGCGTCAGCAAGGAGAACTCCACTGCGAGCGAAGTATTGGA 
CTCCCTCTCTCAGAGTGTTCATGTGAAGCCTGAGAACCTGCGTTTGGCGG 
AGGTAATTAAGAATCGTTTTCATCGTGTGTTCCTACCCTCCCACTCACTG 
GACACTGTGTCCCCATCTGATACGCTCCTCTGCTTTGAGCTGCTATCCTC 
AGAGTTGGCTAAGGAGCGGGTAGTGGTGCTAGAGGTGCAACAGCGCCCCC 
AGGTGCCCAGCGTCCCCATCTCCAAGTGTGCAGCCTGCCAGCGGAAGCAA 
CAGTCGGAGGATGAAAAGCTGAAGCGCTGTACCCGGTGCTACCGTGTGGG 
CTACTGCAACCAGCTCTGCCAGAAAACCCACTGGCCTGACCACAAGGGCC 
TCTGCCGACCTGAGAACATTGGCTACCCCTTCCTGGTCAGTGTACCTGCC 
TCACGCCTCACTTATGCCCGCCTCGCTCAGTTGCTAGAGGGCTATGCCCG 
GTACTCTGTGAGTGTATTCCAGCCACCCTTTCAGCCAGGCCGCATGGCCT 
TGGAGTCTCAGAGCCCTGGCTGCACCACACTGCTCTCCACAGGTTCCCTG 
GAGGCTGGGGACAGCGAGAGAGACCCCATTCAGCCACCTGAGCTCCAGCT 
GGTGACCCCTATGGCTGAGGGGGACACAGGGCTTCCCCGGGTGTGGGCAG 
CCCCTGACCGGGGTCCTGTGCCCAGCACCAGTGGAATTTCTTCTGAGATG 



CTGGCCAGTGGGCCCATTGAGGTTGGCTCCTTGCCAGCTGGCGAGAGGGT 
GTCCCGACCCGAAGCTGCTGTGCCTGGGTACCAGCATCCAAGTGAAGCTA 
TGAATGCCCACACACCCCAGTTCTTCATCTATAAAATTGATTCATCCAAC 
CGAGAGCAGCGGCTAGAGGACAAAGGAGACACCCCACTGGAGCTGGGTGA 
CGACTGTAGCCTGGCTCTCGTCTGGCGGAACAATGAGCGCTTGCAGGAGT 
TTGTGTTGGTAGCCTCCAAGGAGCTGGAATGTGCTGAGGATCCAGGCTCT 
GCCGGTGAGGCTGCCCGGGCCGGCCACTTCACCCTGGACCAGTGCCTCAA 
CCTCTTCACACGGCCTGAGGTGCTGGCACCCGAGGAGGCCTGGTACTGCC 
CACAGTGCAAACAGCACCGTGAGGCCTCCAAGCAGCTGTTGCTATGGCGC 
CTGCCAAATGTTCTCATCGTGCAGCTCAAGCGCTTCTCCTTTCGTAGTTT 
TATCTGGCGTGACAAGATCAATGACTTGGTGGAGTTCCCTGTTAGGAACC 
TGGACCTGAGCAAGTTCTGCATTGGTCAGAAAGAGGAGCAGCTGCCCAGC 
TACGATCTATATGCTGTCATCAACCACTATGGAGGCATGATTGGTGGCCA 
CTACACTGCCTGTGCACGCCTGCCCAATGATCGTAGCAGTCAGCGCAGTG 
ACGTGGGCTGGCGCTTGTTTGATGACAGCACAGTGACAACGGTAGACGAG 
AGCCAGGTTGTGACGCGTTATGCCTATGTACTCTTCTACCGCCGGCGGAA 
CTCTCCTGTGGAGAGGCCCCCCAGGGCAGGTCACTCTGAGCACCACCCAG 
ACCTAGGCCCTGCAGCTGAGGCTGCTGCCAGCCAGGCTTCCCGGATTTGG 
CAGGAGCTGGAGGCTGAGGAGGAGCCGGTGCCTGAGGGGTCTGGGCCCCT 
GGGTCCCTGGGGGCCCCAAGACTGGGTGGGCCCCCTACCACGTGGCCCTA 
CCACACCAGATGAGGGCTGCCTCCGGTGAGCGGCCGC 
 

 


