Division of Signal Transduction Therapy

Standard Operation Procedure

Preparation of RNF168
Enzyme description:- GST-RNF168
Clone number:- DU19748
Source:- Recombinant
Tag:- N-terminal GST
Purification method:- GSH-Sepharose
Expression level:- Img/L
Calculated molecular mass:-
Monoisotopic 93077 Da
Average Mass 93134 Da
[cysteines reduced, methionines have not been oxidised]
Theoretical pl:- 7.70
Purity:- 60 %

Enzyme storage buffer:-

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

Storage temperature:- -80°C

Assay:-



Division of Signal Transduction Therapy

Clone Data Sheet

Protein name RNF168
Protein GST-RNF8 1-571  (full length)
Synonyms
Clone Number DU19748
Species Human
Accession Number Protein: Q8IYXS5
Tags N-terminal GST

Aminoacid sequence ~ MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELGL
of the expressed EFPNLPYYIDGDVKLTQSMAIIRY IADKHNMLGGCPKERAEISMLEGAVL
DIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDHVTH
PDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIPQIDKYLKSSKYIA
WPLQGWQATFGGGDHPPKSDLEVLFQGPLGSPEFPGRLERPLMALPKDAI
PSLSECQCGICMEILVEPVTLPCNHTLCKPCFQSTVEKASLCCPFCRRRV
SSWTRYHTRRNSLVNVELWTIIQKHYPRECKLRASGQESEEVADDYQPVR
LLSKPGELRREYEEEISKVAAERRASEEEENKASEEYIQRLLAEEEEEEK
RQAEKRRRAMEEQLKSDEELARKLSIDINNFCEGSISASPLNSRKSDPVT
PKSEKKSKNKQRNTGDIQKYLTPKSQFGSASHSEAVQEVRKDSVSKDIDS
SDRKSPTGQDTEIEDMPTLSPQISLGVGEQGADSS IESPMPWLCACGAEW
YHEGNVKTRPSNHGKELCVLSHERPKTRVPYSKETAVMPCGRTESGCAPT
SGVTQTNGNNTGETENEESCLLISKEISKRKNQESSFEAVKDPCFSAKRR
KVSPESSPDQEETEINFTQKLIDLEHLLFERHKQEEQDRLLALQLOKEVD
KEQMVPNRQKGSPDEYHLRATSSPPDKVLNGQRKNPKDGNFKRQTHTKHP
TPERGSRDKNRQVSLKMOLKQSVNRRKMPNSTRDHCKVSKSAHSLOPSIS
OKSVFQMFQRCTK

protein

Native sequence in bold
Protease cleavage Prescission site underlined

Cloning sites Notl



DNA sequence of
insert

GCGGCCGCTCATGGCTCTACCCAAAGACGCCATCCCCTCGCTGTCCGAGTG
CCAGTGCGGGATCTGCATGGAAATCCTCGTGGAGCCCGTCACCCTCCCGTG
TAACCACACGCTGTGTAAACCGTGCTTCCAGTCGACCGTCGAAAAGGCGAG
TTTATGCTGTCCCTTCTGTCGCCGCCGGGTATCGTCGTGGACTCGGTACCA
TACCCGAAGAAATTCTCTCGTCAACGTGGAACTGTGGACGATAATTCAAAA
ACACTATCCCAGGGAGTGCAAGCTTAGAGCGTCTGGCCAAGAATCAGAGGA
AGTGGCTGATGACTATCAGCCAGTTCGTCTGCTCAGTAAACCTGGGGAACT
GAGAAGAGAATATGAAGAGGAAATAAGCAAGGTGGCGGCAGAGCGACGGGC
CAGCGAGGAAGAAGAAAACAAAGCCAGTGAAGAATACATACAGAGGTTGTT
GGCAGAGGAGGAAGAAGAGGAAAAAAGACAGGCAGAAAAAAGGCGAAGAGC
GATGGAAGAACAACTGAAAAGTGATGAGGAACTGGCAAGAAAGCTAAGCAT
TGATATTAACAATTTCTGTGAGGGAAGTATCTCGGCTTCTCCCTTGAATTC
CAGAAAATCTGATCCAGTTACACCCAAGTCTGAAAAGAAAAGTAAGAACAA
ACAAAGAAACACTGGAGATATTCAGAAGTATTTGACACCGAAATCTCAGTT
TGGGTCAGCCTCACACTCTGAAGCTGTACAAGAAGTCAGGAAAGACTCCGT
ATCTAAGGACATTGACAGTAGTGATAGGAAAAGCCCAACAGGGCAAGACAC
AGAAATAGAAGATATGCCGACACTTTCTCCACAGATATCCCTTGGAGTTGG
AGAACAAGGTGCAGATTCTTCAATAGAGTCCCCTATGCCATGGTTATGTGC
CTGTGGTGCCGAATGGTACCATGAAGGAAACGTCAAAACAAGACCAAGCAA
TCATGGGAAAGAGTTATGTGTCTTAAGTCACGAGCGACCTAAAACCAGAGT
TCCCTACTCGAAAGAAACTGCAGTTATGCCTTGTGGCAGAACAGAAAGTGG
GTGCGCCCCCACATCAGGGGTGACACAGACAAATGGAAACAACACAGGTGA
GACAGAAAATGAAGAGTCGTGCCTACTGATCAGTAAGGAGATTTCCAAAAG
AAAAAACCAAGAATCTTCCTTTGAAGCAGTCAAGGATCCATGCTTTTCTGC
AAAAAGAAGAAAAGTGTCCCCCGAATCTTCCCCAGATCAAGAGGAAACAGA
AATAAACTTTACCCAAAAACTGATAGATTTGGAGCATCTACTGTTTGAGAG
ACATAAACAAGAAGAACAGGACAGGTTATTGGCATTACAACTTCAGAAGGA
GGTGGATAAAGAGCAAATGGTGCCAAACCGGCAAAAAGGATCCCCAGATGA
GTATCACTTACGCGCTACATCCTCCCCTCCAGACAAAGTGCTAAATGGACA
GAGGAAGAATCCCAAAGATGGGAACTTCAAAAGGCAAACTCACACAAAGCA
TCCAACACCAGAGAGAGGCTCAAGGGACAAAAATAGGCAAGTGTCTTTAAA
GATGCAGTTGAAGCAGTCAGTTAATAGAAGAAAGATGCCAAATTCTACTAG
AGATCACTGTAAGGTATCCAAAAGTGCTCACTCCCTACAGCCTAGCATTTC
ACAGAAAAGTGTTTTTCAGATGTTTCAGAGATGCACAAAGTAAGCGGCCGC



