Division of Signal Tranduction Therapy

Standard Operating Procedure
Preparation of FKHR L1[330 - 673]

Protein description:- FKHR L1[330- 673]
Clone number:- DU 958

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

Tag:- N-terminal GST
Purification method:- GSH Sepharose
Expression level:- 8 mg/L

Calculated molecular mass: - 63, 306 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 L1[330- 673]

FKHR L1[330- 673]
DU 958

Human

NM_001455

N-terminal GST

MBPI LGYWKI KGLVQPTRLLLEYLEEKYEEHL YERDEGDKWRNKKFEL
GLEFPNLPYY! DGDVKLTQSMAI | RYl ADKHNM.GGCPKERAEI SMLE
GAVLDI RYGVSRI AYSKDFETLKVDFL SKLPEM_KMFEDRL CHKTYLN
GDHVTHPDFM. YDAL DVWWL YMDPMCL DAFPKLVCFKKRI EAl PQI DKY
LKSSKY! AWPL QGWQATFGGGDHPPKSDL EVL FQGPL GSTEL DEVQDD
DAPL SPM_YSSSASL SPSVSKPCTVEL PRLTDVAGTMNLNDGL TENLM
DDLLDNI TLPPSQPSPTGGL MQRSSSFPYTTKGSGL GSPTSSFNSTVF
GPSSLNSL RQSPMITI QENKPATFSSVSHYGNQTL QDLL TSDSLSHSD
VMMT QSDPL MBQASTAVSAQNSRRNVM. RNDPMVEFAAQPNQGSL VNQ
NL L HHOHQT QGAL GGSRAL SNSVSNMGL SESSSL GSAKHQQQUSPVSQS
MQTLSDSL SGSSL Y'ST SANL PVMGHEKFPSDL DL DVFNGSL ECDVES|

| RSEL MDADGLDFNFDSLI STQNVVGLNVGNFTGAKQASSQSW/PG

Amino acids S330 — G673 (end) of human FKHR L1.
Residue S231 of the fusion protein is equivalent to S330 of the native
protein. The GST tag islocated at residues 1 — 220

PreScission (LEVLFQGPL) residues 221 - 229

BamHI sites of pGEX 6P-1



Nucleotide
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GGATCCACAGAGT TGGATGAAGT CCAGGACGATGATGCGECCTCTCTCG
CCCATGCTCTACAGCAGCT CAGCCAGCCTGICACCTTCAGTAAGCAAG
CCGT GCACGGT GGAACT GCCACGGCTGACTGATATGGECAGGECACCATG
AATCTGAATGATGGGCTGACT GAAAACCT CATGGACGACCTGCTGGAT
AACAT CACGCT CCCGCCATCCCAGCCATCGCCCACT GEGEGACTCATG
CAGCGGAGCTCTAGCTTCCCGT AT ACCACCAAGGEGECT CGEECCTGEEEC
TCCCCAACCAGCTCCTTTAACAGCACGGTGITCGGACCTTCATCTCTG
AACTCCCTACGCCAGT CTCCCATGCAGACCATCCAAGAGAACAAGCCA
GCTACCTTCTCTTCCATGI CACACTATGGTAACCAGACACTCCAGGAC
CTGCTCACTTCGGACTCACT TAGCCACAGCGATGT CATGATGACACAG
TCGCGACCCCTTGATGT CTCAGGCCAGCACCCGCTGI GT CTGCCCAGAAT
TCCCGCCGGAACGT GATGCTTCGCAATGATCCGATGATGTCCTTTGCT
GCCCAGCCTAACCAGGGAAGT TTGGTCAATCAGAACTTGCTCCACCAC
CAGCACCAAACCCAGGECECTCTTGGTGECAGCCGTGCCTTGT CGAAT
TCTGICAGCAACATGGECTTGAGT GAGT CCAGCAGCCT TGGGTCAGCC
AAACACCAGCAGCAGT CTCCTGI CAGCCAGT CTATGCAAACCCTCTCG
GACTCTCTCTCAGGCTCCTCCTTGTACTCAACTAGT GCAAACCTGECCC
GICATGGGECCATGAGAAGT TCCCCAGCGACT TGGACCTGGACATGITC
AATGCGAGCCT TGGAATGTGACATGGAGT CCATTATCCGTAGTGAACTC
ATCGATGCTGATGEGT TGGATTTTAACTTTGATTCCCTCATCTCCACA
CAGAATGI TGT TGGT TTGAACGT GGGGAACT TCACTGGT GCTAAGCAG
GCCTCATCTCAGAGCTGGEGTGCCAGEC gaggat cc



