ModProt http://163.212.171.149/ModProt/home/show_detail...

1 [sccessionfaenename|____ChrNo. | bescripion
BMP2K_HUMAN|(Q9ONSY1 BMP2K 4q21.21||79697496..79837526|/BMP-2-inducible protein kinase
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14 s 100520-GIST-IM1.mgf[F017509]

14 s I ||ab 100520-GIST-IM2.mgf[F017512]

14 s I |lLab 100520-GIST-IM3.mgf[F017514]

14 s [P |lLab 140326_GIST_NES_tita_3_.mgf[F017516]
14 S [P |lLab 100520-GIST-W3.mgf[F017524]

14 S ||P ||Paper J Proteomics 2014, 96, 253-262

14 S [P |[Paper Mol Cell Proteomics 2009, 8(7), 1751-1764

MKKFSRMPKS EGGSGGGAAG GGAGGAGAGA GCGSGGSSVG VRVFAVGRHQ VTLEESLAEG GFSTVFLVRT HGGIRCALKR MYVNNMPDLN VCKREITIMK ELSGHKNIVG
YLDCAVNSIS DNVWEVLILM EYCRAGQVVN QMNKKLQTGF TEPEVLQIFC DTCEAVARLH QCKTPIIHRD LKVENILLND GGNYVLCDFG SATNKFLNPQ KDGVNVVEEE IKK
YTTLSYR APEMINLYGG KPITTKADIW ALGCLLYKLC FFTLPFGESQ VAICDGNFTI PDNSRYSRNI HCLIRFMLEP DPEHRPDIFQ VSYFAFKFAK KDCPVSNINN SSIPSALPEP
MTASEAAARK SQIKARITDT IGPTETSIAP RQRPKANSAT TATPSVLTIQ SSATPVKVLA PGEFGNHRPK GALRPGNGPE ILLGQGPPQQ PPQQHRVLQQ LQQGDWRLQQ LH

LQHRHPHQ QQQQQQQQAQQ QQQQRQRQQQRQAQ QQQQQQHHHH HHHHLLQDAY MQQYQHATQQ QQMLQQQFLM HSVYQPQPSA SQYPTMMPQY QQAFFQQQML AQHQP

SQQQA SPEYLTSPQE FSPALVSYTS SLPAQVGTIM DSSYSANRSV ADKEAIANFT NQKNISNPPD MSGWNPFGED NFSKLTEEEL LDREFDLLRS NRLEERASSD KNVDSLS

APH NHPPEDPFGS VPFISHSGSP EKKAEHSSIN QENGTANPIK NGKTSPASKD QRTGKKTSVQ GQVQKGNDES ESDFESDPPS PKSSEEEEQD DEEVLQGEQG DFNDDDT
EPE NLGHRPLLMD SEDEEEEEKH SSDSDYEQAK AKYSDMSSVY RDRSGSGPTQ DLNTILLTSA QLSSDVAVET PKQEFDVFGA VPFFAVRAQQ PQQEKNEKNL PQHRFPAA

GL EQEEFDVFTK APFSKKVNVQ ECHAVGPEAH TIPGYPKSVD VFGSTPFQPF LTSTSKSESN EDLFGLVPFD EITGSQQQKV KQRSLQKLSS RQRRTKQDMS KSNGKRHHG

T PTSTKKTLKP TYRTPERARR HKKVGRRDSQ SSNEFLTISD SKENISVALT DGKDRGNVLQ PEESLLDPFG AKPFHSPDLS WHPPHQGLSD IRADHNTVLP GRPRQNSLHG S
FHSADVLKM DDFGAVPFTE LVVQSITPHQ SQQSQPVELD PFGAAPFPSK

Backcolor of amino acid :  Yellow -> site of modification. gray -> in front of processing

1/1 16/01/13 13:53



