MRCPPU REAGENTS and SERVICES

Standard Operating Procedure

Preparation of KPNA2 [1 —529]

Enzyme description:- KPNA2 [1 - 529]
Clone number:- DU 42444
Source:- Recombinant
Expression system:- E.coli

Tag:- N-terminal GST
Purification _method:- GSH Agarose

Calculated molecular mass:-

Monoisotopic 84, 632.58 daltons

Average Mass 84, 686.08 daltons

[cysteines reduced, methionines have not been oxidized]

Theoretical pl:- 5.41
Purity:- >80 %

Enzyme storage buffer:-
50 mM Tris-HCl pH 7.5, 0.1 mM EGTA, 150 mM NacCl, 0.1 % 2-mercaptoethanol,
270 mM Sucrose

Storage temperature:- -70 °C
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Clone Data Sheet

KPNA2 [1 - 529]

KPNA2 [1-529]
DU 42444
Human

P52292

N-terminal GST

MSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGDKWRNKKFELG
LEFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKERAEISMLEGA
VLDIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLCHKTYLNGDH
VTHPDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEATIPQIDKYLKSS
KYTAWPLOGWQATFGGGDHPPKSDLEVLFQGPLGSMSTNENANTPAARL
HRFKNKGKDSTEMRRRRIEVNVELRKAKKDDOMLKRRNVSSFPDDATSP
LOENRNNQGTVNWSVDDIVKGINSSNVENQLQOATQAARKLLSREKQPPI
DNIIRAGLIPKFVSFLGRTDCSPIQFESAWALTNIASGTSEQTKAVVDG
GAIPAFISLLASPHAHISEQAVWALGNIAGDGSVFRDLVIKYGAVDPLL
ALLAVPDMSSLACGYLRNLTWTLSNLCRNKNPAPPIDAVEQILPTLVRL
LHHDDPEVLADTCWAISYLTDGPNERIGMVVKTGVVPQLVKLLGASELP
IVTPALRAIGNIVTGTDEQTQVVIDAGALAVFPSLLTNPKTNIQKEATW
TMSNITAGRQDQIQQOVVNHGLVPFLVSVLSKADFKTQKEAVWAVTNYTS
GGTVEQIVYLVHCGIIEPLMNLLTAKDTKIILVILDAISNIFQAAEKLG
ETEKLSIMIEECGGLDKIEALQONHENESVYKASLSLIEKYFSVEEEEDQ
NVVPETTSEGYTFQVQODGAPGTFENF

Amino acids M1 — F529 (end residue) of human KPNA2.
Residue M232 of the fusion protein is equivalent to M1 of the native
enzyme. The GST tag is located at residues 1 —220.

PreScission (LEVLFQGP) residues 221 - 229

BamH1 and Not1 sites of pGEX 6P-1



Nucleotide
Sequence of insert
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ggatccATGTCCACCAACGAGAATGCTAATACACCAGCTGCCCGTCTTC
ACAGATTCAAGAACAAGGGAAAAGACAGTACAGAAATGAGGCGTCGCAG
AATAGAGGTCAATGTGGAGCTGAGGAAAGCTAAGAAGGATGACCAGATG
CTGAAGAGGAGAAATGTAAGCTCATTTCCTGATGATGCTACTTCTCCGC
TGCAGGAAAACCGCAACAACCAGGGCACTGTAAATTGGTCTGTTGATGA
CATTGTCAAAGGCATAAATAGCAGCAATGTGGAAAATCAGCTCCAAGCT
ACTCAAGCTGCCAGGAAACTACTTTCCAGAGAAAAACAGCCCCCCATAG
ACAACATAATCCGGGCTGGTTTGATTCCGAAATTTGTGTCCTTCTTGGG
CAGAACTGATTGTAGTCCCATTCAGTTTGAATCTGCTTGGGCACTCACT
AACATTGCTTCTGGGACATCAGAACAAACCAAGGCTGTGGTAGATGGAG
GTGCCATCCCAGCATTCATTTCTCTGTTGGCATCTCCCCATGCTCACAT
CAGTGAACAAGCTGTCTGGGCTCTAGGAAACATTGCAGGTGATGGCTCA
GTGTTCCGAGACTTGGTTATTAAGTACGGTGCAGTTGACCCACTGTTGG
CTCTCCTTGCAGTTCCTGATATGTCATCTTTAGCATGTGGCTACTTACG
TAATCTTACCTGGACACTTTCTAATCTTTGCCGCAACAAGAATCCTGCA
CCCCCGATAGATGCTGTTGAGCAGATTCTTCCTACCTTAGTTCGGCTCC
TGCATCATGATGATCCAGAAGTATTAGCAGATACCTGCTGGGCTATTTC
CTACCTTACTGATGGTCCAAATGAACGAATTGGCATGGTGGTGAAAACA
GGAGTTGTGCCCCAACTTGTGAAGCTTCTAGGAGCTTCTGAATTGCCAA
TTGTGACTCCTGCCCTAAGAGCCATAGGGAATATTGTCACTGGTACAGA
TGAACAGACTCAGGTTGTGATTGATGCAGGAGCACTCGCCGTCTTTCCC
AGCCTGCTCACCAACCCCAAAACTAACATTCAGAAGGAAGCTACGTGGA
CAATGTCAAACATCACAGCCGGCCGCCAGGACCAGATACAGCAAGTTGT
GAATCATGGATTAGTCCCATTCCTTGTCAGTGTTCTCTCTAAGGCAGAT
TTTAAGACACAAAAGGAAGCTGTGTGGGCCGTGACCAACTATACCAGTG
GTGGAACAGTTGAACAGATTGTGTACCTTGTTCACTGTGGCATAATAGA
ACCGTTGATGAACCTCTTAACTGCAAAAGATACCAAGATTATTCTGGTT
ATCCTGGATGCCATTTCAAATATCTTTCAGGCTGCTGAGAAACTAGGTG
AAACTGAGAAACTTAGTATAATGATTGAAGAATGTGGAGGCTTAGACAA
AATTGAAGCTCTACAAAACCATGAAAATGAGTCTGTGTATAAGGCTTCG
TTAAGCTTAATTGAGAAGTATTTCTCTGTAGAGGAAGAGGAAGATCAAA
ACGTTGTACCAGAAACTACCTCTGAAGGCTACACTTTCCAAGTTCAGGA
TGGGGCTCCTGGGACCTTTAACTTTTAGGCGGCCGC



