Division of Signal Tranduction Therapy

Standard Operating Procedure
Preparation of Beta-Catenin [2 — 1011]

Protein description:- Beta-Catenin [2 — 1011]
Clone number:- DU 1105

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

Tag:- N-terminal GST
Purification method:- GSH Sepharose
Expression level:- 4 mg/L

Calculated molecular mass: - 112, 117 daltons
Purity:- > 950

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
Beta-Catenin [2 — 1011]
Beta-Catenin [2 — 1011]
DU 1105
Human
NM_001904
N-terminal GST

MBPI LGYWKI KGLVQPTRLLLEYLEEKYEEHL YERDEGDKWRNKKF
ELGLEFPNLPYY! DGDVKLTQSMAI | RYl ADKHNM. GGCPKERAE!

SMLEGAVLDI RYGVSRI AYSKDFETLKVDFLSKLPEM_KMFEDRLC
HKTYL NGDHVTHPDFM. YDAL DVWL YMDPMCL DAFPKLVCFKKRI E
Al PQI DKYLKSSKY! AWPL QGWQATFGGGDHPPKSDLEVLFQGPLG
SATQADL MEL DMAVEPDRKAAVSHWOQQSYL DSG HSGATTTAPSL
SGKGNPEEEDVDT SQVL YEWEQGFSQSFTQEQVADI DGQYAMIRAQ
RVRAAVFPETLDEGVQ PSTQFDAAHPTNVQRLAEPSQVL KHAVWN
LI NYQDDAELATRAI PEL TKL L NDEDQUWVNKAAVMVHQL SKKEAS
RHAI MRSPQWSAI VRTMONTNDVETARCTAGTL HNL SHHREGL LA
| FKSGG PALVKM._GSPVDSVLFYAI TTLHNLLLHQEGAKVAVRLA
GGL QKMVALLNKTNVKFLAI TTDCLQ LAYGNQESKLI | LASGGPQ
ALVNI MRTYTYEKL LW TSRVLKVL SVCSSNKPAI VEAGGVQAL GL
HL TDPSQRL VQNCLWI L RNL SDAATKQEGVEGL L GTL VQL L GSDDI

NVVTCAAGH LSNL TCNNYKNKMWOQVGGE EALVRTVLRAGDREDI

TEPAI CALRHL TSRHQEAEMAQNAVRL HYGL PVWVKL L HPPSHWPL
| KATVGLI RNLAL CPANHAPL REQGAI PRLVQLLVRAHQDTQRRTS
MGGTQQQFVEGVRVEE! VEGCTGALH LARDVHNRI VI RGLNTI PL
FVQLLYSPI ENI QRVAAGVL CEL AQDKEAAEAI EAEGATAPLTELL
HSRNEGVATYAAAVL FRVBEDKPQDYKKRL SVEL TSSLFRTEPMAW
NETADLGLDI GAQGEPL GYRQDDPSYRSFHSGGYGQDAL GVDPMVE
HEMGGHHPGADYPVDGL PDL GHAQDL MDGL PPGDSNQL AWFDT DL

Amino acids A2 — L1011 (end) of human beta-catenin.
Residue A232 of the fusion protein is equivalent to A2 of the native
protein. The GST tag islocated at residues 1 - 220



Pr otease cleavage

Cloning sites

Nucleotide
sequence of insert
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PreScission (LEVLFQGPL) residues 221 - 229

BamH1 and Smal of pGEX-6P-1

GGATCCCCTACTCAAGCTGATTTGATGGAGI TGGACATG
GCCATGGAACCAGACAGAAAAGCGECTGT TAGTCACT GG
CAGCAACAGT CTTACCTGGACTCTGGAATCCATTCTGGT
GCCACTACCACAGCTCCTTCTCTGAGT GGTAAAGGCAAT
CCTGAGGAAGAGGAT GTGGATACCTCCCAAGT CCTGTAT
GAGTGGGAACAGGGATTTTCTCAGTCCTTCACTCAAGAA
CAAGTAGCTGATATTGATGGACAGTATGCAATGACTCGA
GCTCAGAGGGTACGAGCTGCTATGI TCCCTGAGACATTA
GATGAGGGECATGCAGATCCCATCTACACAGI TTGATCGCT
GCTCATCCCACTAATGT CCAGCGT TTGECTGAACCATCA
CAGATGCTGAAACATGCAGI TGTAAACTTGATTAACTAT
CAAGATGATGCAGAACT TGCCACACGT GCAATCCCTGAA
CTGACAAAACT GCTAAATGACGAGGACCAGGT GGTGGTT
AATAAGGECTGCAGT TATGGT CCATCAGCTTTCTAAAAAG
GAAGCTTCCAGACACGCTATCATGCGI TCTCCTCAGATG
GIGTCTGCTATTGIACGTACCATGCAGAATACAAATGAT
GTAGAAACAGCTCGT TGTACCGCTGEGACCT TGCATAAC
CTTTCCCATCATCGT GAGGGCTTACTGECCATCTTTAAG
TCTGGAGGCAT TCCTGCCCTGGTGAAAATGCTTGGI TCA
CCAGTGGATTCTGIGITGI TTTATGCCATTACAACTCTC
CACAACCTTTTATTACATCAAGAAGGAGCTAAAATGGCA
GIGCGT TTAGCTGGT GGGCTGCAGAAAATGGTTGCCTTG
CTCAACAAAACAAATGT TAAATTCTTGECTATTACGACA
GACTGCCTTCAAATTTTAGCT TATGGCAACCAAGAAAGC
AAGCTCATCATACTGECTAGI GGT GGACCCCAACGCTTTA
GIAAATATAATGAGGACCTATACTTACGAAAAACTACTG
TGGACCACAAGCAGAGT CCTGAAGGTGCTATCTGICTGC
TCTAGTAATAAGCCGCCTATTGTAGAAGCTGGTGGAATG
CAAGCTTTAGGACT TCACCTGACAGATCCAAGT CAACGT
CTTGITCAGAACTGICTTTGGACTCTCAGGAATCTTTCA
GATGCTGCAACTAAACAGGAAGGEGATGGAAGGTCTCCTT
GCGACTCTTGTTCAGCT TCTGGEGT TCAGATGATATAAAT
GI'GGTCACCTGT GCAGCTGGAATTCT TTCTAACCTCACT
TGCAATAATTATAAGAACAAGATGATGGTCTGCCAAGT G
GGTGGTATAGAGECTCTTGTGCGTACTGTCCTTCGGEECT
GGT GACAGCGAAGACAT CACTGAGCCTGCCATCTGT GCT
CTTCGI CATCTGACCAGCCGACACCAAGAAGCAGAGATG
GCCCAGAATGCAGI TCGCCTTCACTATGGACTACCAGI T
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GIGGTTAAGCTCTTACACCCACCATCCCACTGCECCTCTG
ATAAAGGCTACTGI TGGATTGATTCGAAATCTTGCCCTT
TGTCCCGCAAATCATGCACCTTTGCGT GAGCAGGGTGCC
ATTCCACGACTAGITCAGTTGCTTGT TCGTGCACATCAG
GATACCCAGCGCCGTACGT CCATGGGTGCGACACAGCAG
CAATTTGI GGAGGGGGT CCGCATGGAAGAAATAGT TGAA
GGTTGTACCGGAGCCCTTCACATCCTAGCTCGGGATGTT
CACAACCGAATTGTTATCAGAGGACTAAATACCATTCCA
TTGITTGTGCAGCTGCTTTATTCTCCCATTGAAAACATC
CAAAGAGTAGCTGCAGGEGGTCCTCTGTGAACTTGCTCAG
GACAAGGAAGCT GCAGAAGCTATTGAAGCT GAGGGAGCC
ACAGCTCCTCTGACAGAGTTACTTCACTCTAGGAATGAA
GGTGTGECGACATATGCAGCTCCTGI TTTGI TCCGAATG
TCTGAGGACAAGCCACAAGATTACAAGAAACGCECTTTCA
GITGAGCTGACCAGCTCTCTCTTCAGAACAGAGCCAATG
GCTTGGAATGAGACTGCCTGATCTTGGACTTGATATTGGT
GCCCAGGGAGAACCCCTTGGATATCGCCAGGATGATCCT
AGCTATCGITCTTTTCACTCTGGT GGATATGGECCAGGAT
GCCTTGGGTATGGACCCCATGATGGAACAT GAGATGGGT
GGCCACCACCCTGGTGCTGACTATCCAGTTGATGGECTG
CCAGATCTGGEGGECATGCCCAGGACCTCATGGATGGECTG
CCTCCAGGTGACAGCAATCAGCTGGCCTGGTTTGATACT
GACCTG& aacccggg




