Division of Signal Transduction Therapy
Standard Operation Procedure

Preparation of His-UBA7

Enzyme description:- UBA7 1-1012
Clone number:- DU32194
Source:- Sf21 recombinant
Tag:- N-terminal His
Purification method:- Ni-Sepharose
Expression level:- 15mg/L

Calculated molecular mass:-

Monoisotopic 116433 Da
Average Mass 116500 Da
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 592
Purity:- 90%

Enzyme storage buffer:-

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

Storage temperature:- -80°C

Assay:-

Loading of ISG15 onto UBE2L6 in the absence of DTT



Division of Signal Transduction Therapy

Protein
Clone Number

Species
Accession Number

Tags

Aminoacid sequence
of the expressed
protein

Native sequence
Protease cleavage

Cloning sites

DNA sequence of
insert

Clone Data Sheet
Protein name
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Human

Protein: P41226 or NP_003326
N-terminal His,

MSYYHHHHHHDYDIPTTENLYFQGAMGSGIQRPTSTSSLVAAAMDALDASKLLD
EELYSROLYVLGSPAMORIQGARVLVSGLQGLGAEVAKNLVLMGVGSLTLHDPH
PTCWSDLAAQFLLSEQDLERSRAEASQELLAQLNRAVQVVVHTGDITEDLLLDF
OVVVLTAAKLEEQLKVGTLCHKHGVCFLAADTRGLVGQLFCDFGEDFTVQDPTE
AEPLTAAIQHISQGSPGILTLRKGANTHYFRDGDLVTFSGIEGMVELNDCDPRS
IHVREDGSLEIGDTTTFSRYLRGGAITEVKRPKTVRHKSLDTALLQPHVVAQSS
OEVHHAHCLHQAFCALHKFQHLHGRPPQPWDPVDAETVVGLARDLEPLKRTEEE
PLEEPLDEALVRTVALSSAGVLSPMVAMLGAVAAQEVLKAISRKFMPLDOWLYF
DALDCLPEDGELLPSPEDCALRGSRYDGQIAVFGAGFQEKLRROQHYLLVGAGAI
GCELLKVFALVGLGAGNSGGLTVVDMDHIERSNLSRQFLFRSQDVGRPKAEVAA
AAARGLNPDLQVIPLTYPLDPTTEHIYGDNFFSRVDGVAAALDSFQARRYVAAR
CTHYLKPLLEAGTSGTWGSATVFMPHVTEAYRAPASAAASEDAPYPVCTVRYFP
STAEHTLOWARHEFEELFRLSAETINHHQQAHTSLADMDEPQTLTLLKPVLGVL
RVRPONWODCVAWALGHWKLCFHYGIKQLLRHFPPNKVLEDGTPFWSGPKQCPQ
PLEFDTNQODTHLLYVLAAANLYAQMHGLPGSQDWTALRELLKLLPQPDPQOMAP
IFASNLELASASAEFGPEQQKELNKALEVWSVGPPLKPLMFEKDDDSNFHVDFV
VAAASLRCONYGIPPVNRAQSKRIVGQIIPAIATTTAAVAGLLGLELYKVVSGP
RPRSAFRHSYLHLAENYLIRYMPFAPAIQTFHHLKWTSWDRLKVPAGQPERTLE
SLLAHLOEQHGLRVRILLHGSALLYAAGWSPEKQAQHLPLRVTELVQQLTGQAP
APGQORVLVLELSCEGDDEDTAFPPLHYEL

full length UBA7 in bold
TEV underlined
Notl

gcggecgcgATGGATGCCCTGGACGCTTCGAAGCTACTGGATGAGGAGCTGTAT
TCAAGACAGCTGTATGTGCTGGGCTCACCTGCCATGCAGAGGATTCAGGGAGCC
AGGGTCCTGGTGTCAGGCCTGCAGGGCCTGGGGGCCGAGGTGGCCAAGAACTTG
GTTCTGATGGGTGTGGGCAGCCTCACTCTGCATGATCCCCACCCCACCTGCTGG
TCCGACCTGGCTGCCCAGTTTCTCCTCTCAGAGCAGGACTTGGAAAGGAGCAGA
GCCGAGGCCTCTCAAGAGCTCTTGGCTCAGCTCAACAGAGCTGTCCAGGTCGTC
GTGCACACGGGTGACATCACTGAGGACCTGCTGTTGGACTTCCAGGTGGTGGTG
CTGACTGCTGCAAAGCTGGAGGAGCAGCTGAAGGTGGGCACCTTGTGTCATAAG
CATGGAGTTTGCTTTCTGGCGGCTGACACCCGGGGCCTCGTGGGGCAGTTGTTC



TGTGACTTTGGTGAGGACTTCACTGTGCAGGACCCCACAGAGGCAGAACCCCTG
ACAGCTGCCATCCAGCACATCTCCCAGGGCTCCCCTGGCATTCTCACTCTGAGG
AAAGGGGCCAATACCCACTACTTCCGTGATGGAGACTTGGTGACTTTCTCGGGA
ATTGAGGGAATGGTTGAGCTCAACGACTGTGATCCCCGGTCTATCCACGTGCGG
GAGGATGGGTCCCTGGAGATTGGAGACACAACAACTTTCTCTCGGTACTTGCGT
GGTGGGGCTATCACTGAAGTCAAGAGACCCAAGACTGTGAGACATAAGTCCCTG
GACACAGCCCTGCTCCAGCCCCATGTGGTGGCCCAGAGCTCCCAGGAAGTTCAC
CATGCCCACTGCCTGCATCAGGCCTTCTGTGCACTGCACAAGTTCCAGCACCTC
CATGGCCGGCCACCCCAGCCCTGGGATCCTGTTGATGCAGAGACTGTGGTGGGC
CTGGCCCGGGACCTGGAACCACTGAAGCGGACAGAGGAAGAGCCACTGGAAGAG
CCACTGGATGAGGCCCTAGTGCGGACAGTCGCCCTAAGCAGTGCAGGTGTCTTG
AGCCCTATGGTGGCCATGCTGGGTGCAGTAGCTGCCCAGGAAGTGCTGAAGGCA
ATCTCCAGGAAGTTCATGCCTCTGGACCAGTGGCTTTACTTTGATGCCCTCGAT
TGTCTTCCGGAAGATGGGGAGCTCCTTCCCAGTCCTGAGGACTGTGCCCTGAGA
GGCAGCCGCTATGATGGGCAAATTGCAGTGTTTGGGGCTGGTTTTCAGGAGAAA
CTGAGACGCCAGCACTACCTCCTGGTGGGCGCTGGTGCCATTGGTTGTGAGCTG
CTCAAAGTCTTTGCCCTAGTGGGACTGGGGGCCGGGAACAGCGGGGGCTTGACT
GTTGTTGACATGGACCACATAGAGCGCTCCAATCTCAGCCGTCAGTTCCTCTTC
AGGTCCCAGGACGTTGGTAGACCCAAGGCAGAGGTGGCTGCAGCAGCTGCCCGG
GGCCTGAACCCAGACTTACAGGTGATCCCGCTCACCTACCCACTGGATCCCACC
ACAGAGCACATCTATGGGGATAACTTTTTCTCCCGTGTGGATGGTGTGGCTGCT
GCCCTGGACAGTTTCCAGGCCCGGCGCTATGTGGCTGCTCGTTGCACCCACTAT
CTGAAGCCACTGCTGGAGGCAGGCACATCGGGCACCTGGGGCAGTGCTACAGTA
TTCATGCCACATGTGACTGAGGCCTACAGAGCCCCTGCCTCAGCTGCAGCTTCT
GAGGATGCCCCCTACCCTGTCTGTACCGTGCGGTACTTCCCTAGCACAGCCGAG
CACACCCTGCAGTGGGCCCGGCATGAGTTTGAAGAACTCTTCCGACTGTCTGCA
GAGACCATCAACCACCACCAACAGGCACACACTTCCCTGGCAGACATGGATGAG
CCACAGACACTCACCTTACTGAAGCCAGTGCTTGGGGTCCTGAGAGTGCGTCCA
CAGAACTGGCAAGACTGTGTGGCGTGGGCTCTTGGCCACTGGAAACTCTGCTTT
CATTATGGCATCAAACAGCTGCTGAGGCACTTCCCACCTAATAAAGTGCTTGAG
GATGGAACTCCCTTCTGGTCAGGTCCCAAACAGTGTCCCCAGCCCTTGGAGTTT
GACACCAACCAAGACACACACCTCCTCTACGTACTGGCAGCTGCCAACCTGTAT
GCCCAGATGCATGGGCTGCCTGGCTCACAGGACTGGACTGCACTCAGGGAGCTG
CTGAAGCTGCTGCCACAGCCTGACCCCCAACAGATGGCCCCCATCTTTGCTAGT
AATCTAGAGCTGGCTTCGGCTTCTGCTGAGTTTGGCCCTGAGCAGCAGAAGGAA
CTGAACAAAGCCCTGGAAGTCTGGAGTGTGGGCCCTCCCCTGAAGCCTCTGATG
TTTGAGAAGGATGATGACAGCAACTTCCATGTGGACTTTGTGGTAGCGGCAGCT
AGCCTGAGATGTCAGAACTACGGGATTCCACCGGTCAACCGTGCCCAGAGCAAG
CGAATTGTGGGCCAGATTATCCCAGCCATTGCCACCACTACAGCAGCTGTGGCA
GGCCTGTTGGGCCTGGAGCTGTATAAGGTGGTGAGTGGGCCACGGCCTCGTAGT
GCCTTTCGCCACAGCTACCTACATCTGGCTGAAAACTACCTCATCCGCTATATG
CCTTTTGCCCCAGCCATCCAGACGTTCCATCACCTGAAGTGGACCTCTTGGGAC
CGTCTGAAGGTACCAGCTGGGCAGCCTGAGAGGACCCTGGAGTCGCTGCTGGCT
CATCTTCAGGAGCAGCACGGGTTGAGGGTGAGGATCCTGCTGCACGGCTCAGCC
CTGCTCTATGCGGCCGGATGGTCACCTGAAAAGCAGGCCCAGCACCTGCCCCTC
AGGGTGACAGAACTGGTTCAGCAGCTGACAGGCCAGGCACCTGCTCCTGGGCAG
CGGGTGTTGGTGCTAGAGCTGAGCTGTGAGGGTGACGACGAGGACACTGCCTTC
CCACCTCTGCACTATGAGCTGTAGGCGGCCGC



