Division of Signal Tranduction Therapy

Standard Operating Procedure
Preparation of hnRNP A3 [3 - 188]

Protein description:- hnRNP A3 [3 - 188]
Clone number:- DU 251

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

Tag:- N-terminal GST
Purification method:- GSH Sepharose
Expression level:- 15 mg/L
Calculated molecular mass:- 48, 082 daltons
Purity:- 95 %

Enzyme stor age buffer :-

50 mM Tris-HCI pH 7.5, 50 % glycerol, 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: - -20°C
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CLONE DATA SHEET

hnRNP A3[3 - 188]

hnRNP A3 [3 - 188]
DU 251

Mouse

AF463524

N-terminal GST

V5PI LGYVKI KALVQPTRLLLEYLEEKYEEHL YERDEGDKW
RNKKFEL GLEFPNLPYYI DGDVKLTQSNVAI | RYI ADKHNML
GGCPKERAEI SMLEGAVLDI RYGVSRI AYSKDFETLKVDFL
SKLPEM_KMFEDRL CHKTYLNGDHVTHPDFM. YDALDWVLY
VDPMCL DAFPKLVCFKKRI EAI PQ DKYLKSSKY! AWPL QG
WOATFGGEGEDHPPKSDL EVL FOGPL GSGHDPKEPEQL RKLFI
GAE.SFETTDDSL REHFEKWGT L TDCVVNMRDPQT KRSRGFGF
VTYSCVEEVDAAMCARPHKVDGRVVEPKRAVSREDSVKPGA
HLTVKKI FVGE KEDTEEYNLRDYFEKYGKI ETI EVMEDRQ
SCKKRGFAFVTFDDHDTVDKI VWQKYHTI NGHNCEVKKALS

KQEMQSA

Amino acids G3 — A188 of mouse hnRNP A3.

[Full length protein ends at residue F357]

Residue G232 of the fusion protein is equivalent to G3 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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GGATCCGGECCAT GATCCAAAGGAACCAGAGCAGCTGAGGAA
GCTATTTATTGGTGGTCTGAGCT TTGAAACCACAGATGATA
GCTTAAGAGAACATTTTGAGAAAT GGGGCACACTTACAGAC
TGIGIGGTAATGAGAGAT CCCCAAACAAAACGT TCCAGAGG
CTTTGGTTTTGTGACCTACTCTTGTGT TGAAGAGGTGGATG
CTGCAATGI GT'GCTCGECCACACAAGGT TGATGEECGTGTG
GIGGAACCGAAGAGACCTGTTTCTAGAGAGGATTCTGTAAA
GCCTGGTGCCCATTTAACGGTGAAGAAAATTTTTGITGGTG
GTATTAAAGAGGATACGGAAGAATATAACCTGAGAGACTAC
TTTGAAAAGTATGGCCAAGAT TGAAACCATAGAGGT TATGGA
AGACAGGCAGAGT GGGAAAAAGAGAGGATTTCCTTTTGTAA
CTTTTGATGATCATGACACAGT TGATAAAATTGTTGITCAG
AAATACCACACTATTAATGGGECATAATTGT GAAGT GAAAAA
GGCCCTTTCTAAACAAGAGATGCAGTCTGCTGA



