Division of Signal Tranduction Therapy

Standard Operating Procedure
Preparation of FKHR [329 - 655]

Protein description:- FKHR [329 - 655]
Clone number:- DU 1071

Sour ce: - Recombinant
Expression system: - E.coli

Tag:- N-terminal GST
Purification method:- GSH Sepharose
Expression level:- 8 mg/L
Calculated molecular mass: - 61, 974 daltons
Purity:- 90 %

Enzyme stor age buffer :-

50 mM Tris-HCI pH 7.5, 270 mM Sucrose, 150 mM NaCl, 0.1 mM EGTA,
0.1 % 2-mercaptoethanol, 0.02 % Brij-35, 0.2 mM PMSF, 1 mM Benzamidine.

Stor age temper atur e: - —70°C
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CLONE DATA SHEET

FKHR [329 - 655]

FKHR [329 - 655]
DU 1071

Human
NM_002015

N-terminal GST

MSPI LGYWKI KGLVQPTRLLLEYLEEKYEEHL YERDEGDKWRNKKFEL
GLEFPNLPYY! DGDVKLTQSMAI | RYl ADKHNMLGGCPKERAEI SMLE
GAVLDI RYGVSRI AYSKDFETLKVDFL SKLPEM_KMFEDRLCHKTYLN
GDHVTHPDFM. YDAL DVWL YMDPMCL DAFPKLVCFKKRI EAl PQI DKY
LKSSKYI AWPL QGWQAT FGGGEDHPPKSDL EVLFQGPL GSI MTEQDDLG
EGDVHSMVYPPSAAKVASTL PSL SEI SNPENVENL L DNLNL L SSPTSL
TVSTQSSPGTMVIQQTPCYSFAPPNT SLNSPSPNYQKYTYGQSSVSPLP
QVPI QTL QDNKSSYGGVBQYNCAPGL LKEL L TSDSPPHNDI MIPVDPG
VAQPNSRVL GONVMVGPNSVIVETY GSQASHNKMVNPSSHTHPGHAQQT
SAVNGRPL PHTVSTMPHT SGVNRL TQVKTPVQVPL PHPMQVBAL GGYS
SVSSCNGYGRMGL L HQEKL PSDLDGVFI ERLDCDVES| | RNDLMDGDT
L DFNFDNVL PNQSFPHSVKTTTHSW/SG

Amino acids 1329 — G655 (end) of human FKHR.
Residue M 232 of the fusion protein is equivalent to 1329 of the native
protein. The GST tag islocated at residues 1 - 220

PreScission (LEVLFQGPL) residues 221 - 229

BamH1 and Sal1 of pGEX-6P-1
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GGATCCATTATGACCGAACAGGATGATCTTGGAGAAGGGA
TGTGCATTCTATGGT GTACCCGCCATCTGCCGCAAAGAT GG
CCTCTACTTTACCCAGI CTGI CTGAGATAAGCAATCCCGAA
AACATGGAAAATCTTTTGGATAATCTCAACCTTCTCTCATC
ACCAACATCATTAACTGTTTCGACCCAGT CCTCACCTGGECA
CCATGATGCAGCAGACGCCGTGCTACTCGTTTGCGCCACCA
AACACCAGT TTGAATTCACCCAGCCCAAACTACCAAAAATA
TACATATGGECCAAT CCAGCATGAGCCCTTTGCCCCAGATGC
CTATACAAACACTTCAGGACAATAAGT CGAGT TATGGAGGT
ATGAGTCAGTATAACTGTGCGCCCTGGACTCTTGAAGGAGT T
GCCTGACTTCTGACTCTCCTCCCCATAATGACATTATGACAC
CAGI TGAT CCTGEGEGTAGCCCAGCCCAACAGCCGEGITCTG
GGCCAGAACGT CATGATGGGECCCTAATTCGGTCATGTCAAC
CTATGGCAGCCAGGCATCTCATAACAAAATGATGAATCCCA
GCTCCCATACCCACCCTGCRACATGCTCAGCAGACATCTGCA
GI TAACGEECGT CCCCTGCCCCACACGGTAAGCACCATGCC
CCACACCT CGGEGTATGAACCGCCTGACCCAAGT GAAGACAC
CTGTACAAGT GCCTCTGCCCCACCCCATGCAGATGAGT GCC
CTGCEEEEECTACTCCTCCGT GAGCAGCTGCAATGECTATGG
CAGAAT GGEGCCT TCTCCACCAGGAGAAGCT CCCAAGT GACT
TGGATGCECATGI TCATTGAGCGCT TAGACTGTGACATGGAA
TCCATCATTCGCGAATGACCTCATGGATGGAGATACATTGA
TTTTAACTTTGACAATGT GT TGCCCAACCAAAGCTTCCCAC
ACAGT GT CAAGACAACGACACATAGCTGGGTGICAGGE ga
gt cgac



