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BIN1_HUMAN||O00499 BIN1 2q14.3|(127805603..127864931||Myc box-dependent-interacting protein 1
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Click a modification site to display information in detail.
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331 5 P b 100510-lungc191.mgf[F017486]

331 s I |[ab 100627_akimura_pOVTOKO_1.mgf[F017447]

331 s P ||Lab 100520-GIST-W2.mgf[F017522]

331 s P |[Paper Proc Natl Acad Sci USA 2008, 105(38), 10762-10767
331 s I |[Paper |[sci signal 2010, 3(104), ra3

Protein Sequence

MAEMGSKGVT AGKIASNVQK KLTRAQEKVL QKLGKADETK DEQFEQCVQN FNKQLTEGTR LQKDLRTYLA SVKAMHEASK KLNECLQEVY EPDWPGRDEA NKIAENNDLL

WMDYHQKLVD QALLTMDTYL GQFPDIKSRI AKRGRKLVDY DSARHHYESL QTAKKKDEAK TAKPVSLLEK AAPQWCQGKL QAHLVAQTNL LRNQAEEELI KAQKVFEEMN V
DLQEELPSL WNSRVGFYVN TFQSIAGLEE NFHKEMSKLN QNLNDVLVGL EKQHGSNTFT VKAQPSDNAP AKGNKSPSPP DGSPAATPEI RVNHEPEPAG GATPGATLPK SPS
QLRKGPP VPPPPKHTPS KEVKQEQILS LFEDTFVPEI SVTTPSQFEA PGPFSEQASL LDLDFDPLPP VTSPVKAPTP SGQSIPWDLW EPTESPAGSL PSGEPSAAEG TFAVSWP

SQT AEPGPAQPAE ASEVAGGTQP AAGAQEPGET AASEAASSSL PAVVVETFPA TVNGTVEGGS GAGRLDLPPG FMFKVQAQHD YTATDTDELQ LKAGDVVLVI PFQNPEEQ

DE GWLMGVKESD WNQHKELEKC RGVFPENFTE RV

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