Division of Signal Tranduction Therapy

Standard Operating Procedure
Preparation of HSP27 [2 - 205]

Protein description:- HSP27 [2 - 205]
Clone number:- DU 808

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

Tag:- N-terminal GST
Purification method:- GSH Sepharose
Expression level:- 2mg/L
Calculated molecular mass:- 49, 444 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

Assay:- Substrate for MAPKAP-K2



Protein

Clone number

Species
Accession no
Tags

Bacterially
expressed protein

Native sequence

Pr otease cleavage

Cloning sites

Division of Signal Tranduction Therapy

CLONE DATA SHEET

HSP27 [2 - 205]

HSP27 [2 - 205)
DU 808

Human
NM_001540
N-terminal GST

V5PI LGYVKI KALVQPTRLLLEYLEEKYEEHL YERDEGDKW
RNKKFELGLEFPNLPYY! DGDVKLTQSNVAI | RYI ADKHNML
GGCPKERAEI SMLEGAVLDI RYGVSRI AYSKDFETLKVDFL
SKLPEM_KMFEDRL CHKTYLNGDHVTHPDFM.YDALDWVLY
VDPMCL DAFPKLVCFKKRI EAI PQ DKYLKSSKY! AWPL QG
WOATFGGCEDHPPKSDL EVL FQGPL GSTERRVPFSLLRGPSW
DPFRDWYPHSRL FDQAFGL PRL PEEVWSQW. GGSSWPGYVRP
LPPAAI ESPAVAAPAYSRAL SRQL SSGVSEI RHTADRWRVS
L DVNHFAPDEL TVKTKDGVVEI TGKHEERQDEHGYI SRCFT
RKYTLPPGVDPTQVSSSL SPEGTLTVEAPMPKLATQSNEI T

| PVTFESRAQL GGPEAAKSDETAAK

Amino acids T2 — K205 (end) of human HSP27.
Residue T232 of the fusion protein is equivaent to T2 of the
native protein. The GST tag islocated at residues 1 - 220

PreScission (LEVLFQGPL) residues 221 - 229

BamH1 and EcoR1 of pGEX-6P-1
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GGATCCACCGAGCGCCGCGTCCCCTTCTCGCTCCTGECEEEG
CCCCAGCTGEGACCCCT TCCECGACTGGTACCCGCATAGCC
GCCTCTTCGACCAGGCCTTCGEEECT GCCCCEECTGCCGGAG
GAGT GGTCGCAGT GGT TAGGCGGECAGCAGCTGGCCAGECTA
CGTGCGCCCCCTGCCCCCCGCCECCATCGAGAGCCCCGCAG
TGGCCGECGECCCECCTACAGCCGCGECGECTCAGCCGGCAACTC
AGCAGCGEEGT CTCGGAGAT CCGGCACACTGCGGACCECT G
GCGCGTGTICCCTGGATGTCAACCACT TCGECCCCGGACGAGC
TGACGGT CAAGACCAAGGAT GECGT GGT GGAGATCACCGEC
AAGCACGAGGAGCGGCAGGACGAGCATGECTACATCTCCCG
GTGCTTCACGCGGAAATACACGCTGCCCCCCGEGTGTGGACC
CCACCCAAGTTTCCTCCTCCCTGICCCCTGAGGECACACTG
ACCGT GGAGGCCCCCATGCCCAAGCTAGCCACGCAGT CCAA
CGAGATCACCATCCCAGTCACCTTCGAGT CGCGGEGCCCAGC
TTGGGGEGECCCAGAAGCT GCAAAAT CCGATGAGACT GCCECC
AAG aagaattc



