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1 [accomonfaenename] oMo | Descrpon
FGD1_HUMAN||P98174 FGD1 Xp11.22(|54471887..54522599||FYVE, RhoGEF and PH domain-containing protein 1
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Click a modification site to display the information in detail.

[siteno [ amnoscis | type | owsin | oewr |
o s P b |[130415_HEK_CE_tphos.mgffFO15009] |

50 130415_HEK_CE_tphos.mgf[F015009]
50 s [P |lLab 130415_HEK_ME_tphos.mgf[F015010]
50 S [P |[Paper Sci Signal 2011, 4(179), rs5

Protein Sequence

MHGHRAPGGA GPSEPEHPAT NPPGAAPPAC ADSDPGASEP GLLARRGSGS ALGGPLDPQF VGPSDTSLGA APGHRVLPCG PSPQHHRALR FSYHLEGSQP RPGLHQGNRI L
VKSLSLDPG QSLEPHPEGP QRLRSDPGPP TETPSQRPSP LKRAPGPKPQ VPPKPSYLQM PRMPPPLEPI PPPPSRPLPA DPRVAKGLAP RAEASPSSAA VSSLIEKFER EPVIVA

SDRP VPGPSPGPPE PVMLPQPTSQ PPVPQLPEGE ASRCLFLLAP GPRDGEKVPN RDSGIDSISS PSNSEETCFV SDDGPPSHSL CPGPPALASV PVALADPHRP GSQEVDSDL
E EEDDEEEEEE KDREIPVPLM ERQESVELTV QQKVFHIANE LLQTEKAYVS RLHLLDQVFC ARLLEEARNR SSFPADVVHG IFSNICSIYC FHQQFLLPEL EKRMEEWDRY PRI

GDILQKL APFLKMYGEY VKNFDRAVEL VNTWTERSTQ FKVIIHEVQK EEACGNLTLQ HHMLEPVQRI PRYELLLKDY LLKLPHGSPD SKDAQKSLEL IATAAEHSNA AIRKMER
MHK LLKVYELLGG EEDIVSPTKE LIKEGHILKL SAKNGTTQDR YLILFNDRLL YCVPRLRLLG QKFSVRARID VDGMELKESS NLNLPRTFLV SGKQRSLELQ ARTEEEKKDW V
QAINSTLLK HEQTLETFKL LNSTNREDED TPPNSPNVDL GKRAPTPIRE KEVTMCMRCQ EPFNSITKRR HHCKACGHVV CGKCSEFRAR LVYDNNRSNR VCTDCYVALH GVP
GSSPACS QHTPQRRRSI LEKQASVAAE NSVICSFLHY MEKGGKGWHK AWFVVPENEP LVLYIYGAPQ DVKAQRSLPL IGFEVGPPEA GERPDRRHVF KITQSHLSWY FSPET

EELQR RWMAVLGRAG RGDTFCPGPT LSEDREMEEA PVAALGATAE PPESPQTRDK T

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