Division of Signal Transduction Therapy

Standard Operation Procedure

Preparation of RNF220
Enzyme description:- GST-RNF220
Clone number:- DU33242
Source:- Recombinant
Tag:- N-terminal GST
Purification method:- GSH-Sepharose
Expression level:- 0.2 mg/L
Calculated molecular mass:-
Monoisotopic 89532 Da
Average Mass 89586 Da
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 5.61
Purity:- 30 %

Enzyme storage buffer:-

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

Storage temperature:- -80°C

Assay:-
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Division of Signal Transduction Therapy

Clone Data Sheet
Protein name RNF220

GST-RNF220 1-566 (full length)

DU33242

Human

Protein: Q5VTBY9 DNA: NM_018150.2
N-terminal GST

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGL
EFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGAVL
DIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTH
PDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIA
WPLOGWQATFGGGDHPPKSDLEVLFQGPLGSMDLHRAAFKMENSSYLPNP
LASPALMVLASTAEASRDASIPCQQOPRPFGVPVSVDKDVHIPFTNGSYTF
ASMYHRQGGVPGTFANRDFPPSLLHLHPQFAPPNLDCTPISMLNHSGVGA
FRPFASTEDRESYQSAFTPAKRLKNCHDTESPHLRFSDADGKEYDFGTQL
PSSSPGSLKVDDTGKKIFAVSGLISDREASSSPEDRNDRCKKKAAALFDS
OAPICPICQVLLRPSELQEHMEQELEQLAQLPSSKNSLLKDAMAPGTPKS
LLLSASIKREGESPTASPHSSATDDLHHSDRYQTFLRVRANRQTRLNARI
GKMKRRKQDEGQREGSCMAEDDAVDIEHENNNRFEEYEWCGQKRIRATTL
LEGGFRGSGFIMCSGKENPDSDADLDVDGDDTLEYGKPQYTEADVIPCTG
EEPGEAKEREALRGAVLNGGPPSTRITPEFSKWASDEMPSTSNGESSKQE
AMQOKTCKNSDIEKITEDSAVTTFEALKARVRELERQLSRGDRYKCLICMD
SYSMPLTSIQCWHVHCEECWLRTLGAKKLCPQCNTITAPGDLRRIYL

in bold
Prescission site underlined

BamH1 / Notl



DNA sequence of
insert

GGATCCATGGACTTACACCGGGCAGCCTTCAAGATGGAGAACTCATCCTAC
CTTCCCAACCCTCTGGCATCCCCAGCACTGATGGTCCTGGCATCCACGGCT
GAGGCCAGCCGTGATGCTTCCATCCCTTGTCAGCAGCCACGACCCTTTGGT
GTACCTGTCTCAGTTGACAAGGACGTGCATATTCCTTTCACCAACGGTTCC
TATACCTTTGCCTCTATGTACCATCGGCAAGGTGGGGTGCCAGGCACTTTT
GCCAATCGTGATTTCCCCCCTTCTCTACTACACCTCCACCCTCAATTTGCT
CCCCCAAATCTAGATTGCACCCCAATCAGTATGCTGAATCATAGTGGTGTG
GGGGCTTTCCGGCCCTTTGCCTCCACCGAGGACCGGGAGAGCTATCAGTCA
GCCTTTACGCCGGCCAAGCGACTTAAGAACTGCCATGACACAGAGTCTCCC
CACTTGCGCTTCTCAGATGCAGATGGCAAGGAATATGACTTTGGGACACAG
CTGCCATCTAGCTCCCCCGGTTCACTAAAGGTTGATGACACTGGGAAGAAG
ATTTTTGCTGTCTCTGGCCTCATTTCTGATCGGGAAGCCTCATCTAGCCCA
GAGGATCGGAATGACAGATGTAAGAAGAAAGCAGCGGCATTGTTCGACAGC
CAGGCCCCAATTTGCCCCATCTGCCAGGTCCTGCTGAGGCCCAGTGAGCTG
CAGGAGCATATGGAGCAGGAACTGGAGCAGCTAGCCCAACTGCCCTCGAGC
AAGAATTCCCTTCTGAAGGATGCCATGGCTCCAGGCACCCCAAAGTCCCTC
CTGTTGTCTGCTTCCATCAAGAGGGAAGGAGAGTCTCCAACGGCATCACCC
CACTCATCTGCCACCGATGACCTCCACCATTCAGACAGATACCAGACCTTT
CTGCGAGTACGAGCCAACCGGCAGACCCGACTGAATGCTCGGATTGGGAAA
ATGAAACGGAGGAAGCAAGATGAAGGGCAGAGGGAAGGCTCCTGCATGGCT
GAGGATGATGCTGTGGACATCGAGCATGAGAACAACAACCGCTTTGAGGAG
TATGAGTGGTGTGGACAGAAGCGGATACGGGCCACCACTCTCCTGGAAGGT
GGCTTCCGAGGCTCTGGCTTCATCATGTGCAGCGGCAAAGAGAACCCGGAC
AGTGATGCTGACTTGGATGTGGATGGGGATGACACTCTGGAGTATGGGAAG
CCACAATACACAGAGGCTGATGTCATCCCCTGCACAGGCGAGGAGCCTGGT
GAAGCCAAGGAGAGAGAGGCACTTCGGGGCGCAGTCCTAAATGGCGGCCCT
CCCAGCACGCGCATCACACCTGAGTTCTCTAAATGGGCCAGTGATGAGATG
CCATCCACCAGCAATGGTGAAAGCAGCAAGCAGGAGGCCATGCAGAAGACC
TGCAAGAACAGCGACATCGAGAAAATCACCGAAGATTCAGCTGTGACCACG
TTTGAGGCTCTGAAGGCTCGGGTCAGAGAACTTGAACGGCAGCTATCTCGT
GGGGACCGTTACAAATGCCTCATCTGCATGGACTCGTACTCGATGCCCCTA
ACGTCCATCCAGTGTTGGCACGTGCACTGCGAGGAGTGCTGGCTGCGGACC
CTGGGTGCCAAGAAGCTCTGCCCTCAGTGCAACACGATCACAGCGCCCGGA
GACCTGCGGAGGATCTACTTGTGAGCGGCCGC



