endoplasmic B

}Jl;l iprotKB Entry name |organism [full name |oglcnacscore joglcnac sites phosphorylation|py /1y, g |sequence intracellular |extracellular cytosol [nucleus [mitochndrion |~ .
sites reticulum |ap
Q4LDES5 SVEP1_HUMAN Homo Sushi, von [24.156278 T1224;T1262;S2088;S2090;S2092 [NaN 38665916;35254053;28657654;352 [MWPRLAFCCWGLALVSGWATFQQ |(None None None [None None None No
sapiens  |Willebrand 89036 MSPSRNFSFRLFPETAPGAPGSIPAP
factor type PAPGDEAAGSRVERLGQAFRRRVRL
A, EGF LRELSERLELVFLVDDSSSVGEVNF
and RSELMFVRKLLSDFPVVPTATRVAIV
pentraxin TFSSKNYVVPRVDYISTRRARQHKCA
domain- LLLQEIPAISYRGGGTYTKGAFQQAA
containing QILLHARENSTKVVFLITDGYSNGGD
protein 1 PRPIAASLRDSGVEIFTFGIWQGNIR

ELNDMASTPKEEHCYLLHSFEEFEA
LARRALHEDLPSGSFIQDDMVHCSY
LCDEGKDCCDRMGSCKCGTHTGHF
ECICEKGYYGKGLQYECTACPSGTYK
PEGSPGGISSCIPCPDENHTSPPGST
SPEDCVCREGYRASGQTCELVHCPA
LKPPENGYFIQNTCNNHFNAACGVR
CHPGFDLVGSSIILCLPNGLWSGSES
YCRVRTCPHLRQPKHGHISCSTREM
LYKTTCLVACDEGYRLEGSDKLTCQ
GNSQWDGPEPRCVERHCSTFQMPK
DVIISPHNCGKQPAKFGTICYVSCRQ
GFILSGVKEMLRCTTSGKWNVGVQA
IAVCKDVEAPQINCPKDIEAKTLEQQ
DSANVTWQIPTAKDNSGEKVSVHV
HPAFTPPYLFPIGDVAIVYTATDLSG
NQASCIFHIKVIDAEPPVIDWCRSPP
PVQVSEKVHAASWDEPQFSDNSGA
ELVITRSHTQGDLFPQGETIVQYTAT
DPSGNNRTCDIHIVIKGSPCEIPFTPV
NGDFICTPDNTGVNCTLTCLEGYDF
TEGSTDKYYCAYEDGVWKPTYTTEW
PDCAKKRFANHGFKSFEMFYKAAR
CDDTDLMKKFSEAFETTLGKMVPSF
CSDAEDIDCRLEENLTKKYCLEYNY
DYENGFAIGPGGWGAANRLDYSYDD
FLDTVQETATSIGNAKSSRIKRSAPL
SDYKIKLIFNITASVPLPDERNDTLE
'WENQQRLLQTLETITNKLKRTLNKD
PMYSFQLASEILIADSNSLETKKASP
FCRPGSVLRGRMCVNCPLGTYYNLE
HFTCESCRIGSYQDEEGQLECKLCP
SGMYTEYIHSRNISDCKAQCKQGTY
SYSGLETCESCPLGTYQPKFGSRSCL
SCPENTSTVKRGAVNISACGVPCPE
GKFSRSGLMPCHPCPRDYYQPNAG
KAFCLACPFYGTTPFAGSRSITECSS
FSSTFSAAEESVVPPASLGHIKKRHE
ISSQVFHECFFNPCHNSGTCQQLGR
GYVCLCPLGYTGLKCETDIDECSPLP
CLNNGVCKDLVGEFICECPSGYTGQ
RCEENINECSSSPCLNKGICVDGVA
GYRCTCVKGFVGLHCETEVNECQS
NPCLNNAVCEDQVGGFLCKCPPGFL
GTRCGKNVDECLSQPCKNGATCKD
GANSFRCLCAAGFTGSHCELNINEC
QSNPCRNQATCVDELNSYSCKCQP
GFSGKRCETEQSTGFNLDFEVSGIY
GYVMLDGMLPSLHALTCTFWMKSS
DDMNYGTPISYAVDNGSDNTLLLTD
'YNGWVLYVNGREKITNCPSVNDGR
'WHHIAITWTSANGIWKVYIDGKLSD
GGAGLSVGLPIPGGGALVLGQEQDK
KGEGFSPAESFVGSISQLNLWDYVL
SPQQVKSLATSCPEELSKGNVLAWP
DFLSGIVGKVKIDSKSIFCSDCPRLG
GSVPHLRTASEDLKPGSKVNLFCDP
GFQLVGNPVQYCLNQGQWTQPLPH
CERISCGVPPPLENGFHSADDFYAG
STVIYQCNNGYYLLGDSRMFCTDN
GSWNGVSPSCLDVDECAVGSDCSE
HASCLNVDGSYICSCVPPYTGDGKN
CAEPIKCKAPGNPENGHSSGEIYTVG
IAEVTFSCQEGYQLMGVTKITCLESG
EWNHLIPYCKAVSCGKPAIPENGCIE
ELAFTFGSKVTYRCNKGYTLAGDKE
SSCLANSSWSHSPPVCEPVKCSSPE
NINNGKYILSGLTYLSTASYSCDTGY
SLQGPSIIECTASGIWDRAPPACHLV
FCGEPPAIKDAVITGNNFTFRNTVTY
TCKEGYTLAGLDTIECLADGKWSRS




DQQCLAVSCDEPPIVDHASPETAHR
LFGDIAFYYCSDGYSLADNSQLLCNA
QGKWVPPEGQDMPRCIAHFCEKPP
SVSYSILESVSKAKFAAGSVVSFKCM
EGFVLNTSAKIECMRGGQWNPSPM
SIQCIPVRCGEPPSIMNGYASGSNYS
FGAMVAYSCNKGFYIKGEKKSTCEA
TGQWSSPIPTCHPVSCGEPPKVENG
FLEHTTGRIFESEVRYQCNPGYKSV
GSPVFVCQANRHWHSESPLMCVPL
DCGKPPPIQNGFMKGENFEVGSKV
QFFCNEGYELVGDSSWTCQKSGKW
NKKSNPKCMPAKCPEPPLLENQLVL
KELTTEVGVVTFSCKEGHVLQGPSV
LKCLPSQQWNDSFPVCKIVLCTPPPL
ISFGVPIPSSALHFGSTVKYSCVGGF
FLRGNSTTLCQPDGTWSSPLPECVP
VECPQPEEIPNGIIDVQGLAYLSTALY
TCKPGFELVGNTTTLCGENGHWLG
GKPTCKAIECLKPKEILNGKFSYTDL
HYGQTVTYSCNRGFRLEGPSALTCL
ETGDWDVDAPSCNAIHCDSPQPIEN
GFVEGADYSYGAIIIYSCFPGFQVAG
HAMQTCEESGWSSSIPTCMPIDCGL
PPHIDFGDCTKLKDDQGYFEQEDD
MMEVPYVTPHPPYHLGAVAKTWEN
TKESPATHSSNFLYGTMVSYTCNPG
YELLGNPVLICQEDGTWNGSAPSCIS
IECDLPTAPENGFLRFTETSMGSAV
QYSCKPGHILAGSDLRLCLENRKWS
GASPRCEAISCKKPNPVMNGSIKGS
NYTYLSTLYYECDPGYVLNGTERRTC
QDDKNWDEDEPICIPVDCSSPPVSA
NGQVRGDEYTFQKEIEYTCNEGFLL
EGARSRVCLANGSWSGATPDCVPVR
CATPPQLANGVTEGLDYGFMKEVTF
HCHEGYILHGAPKLTCQSDGNWDA
EIPLCKPVNCGPPEDLAHGFPNGFS
FIHGGHIQYQCFPGYKLHGNSSRRC
LSNGSWSGSSPSCLPCRCSTPVIEYG
TVNGTDFDCGKAARIQCFKGFKLLG
LSEITCEADGQWSSGFPHCEHTSCG
SLPMIPNAFISETSSWKENVITYSCR
SGYVIQGSSDLICTEKGVWSQPYPVC
EPLSCGSPPSVANAVATGEAHTYES
EVKLRCLEGYTMDTDTDTFTCQKDG
RWFPERISCSPKKCPLPENITHILVH
GDDFSVNRQVSVSCAEGYTFEGVNI
SVCQLDGTWEPPFSDESCSPVSCGK
PESPEHGFVVGSKYTFESTIIYQCEP
GYELEGNRERVCQENRQWSGGVAI
CKETRCETPLEFLNGKADIENRTTGP
NVVYSCNRGYSLEGPSEAHCTENGT
\WSHPVPLCKPNPCPVPFVIPENALLS
EKEFYVDQNVSIKCREGFLLQGHGII
TCNPDETWTQTSAKCEKISCGPPAH
IVENAIARGVHYQYGDMITYSCYSGY
MLEGFLRSVCLENGTWTSPPICRAV
CRFPCQNGGICQRPNACSCPEGWM
GRLCEEPICILPCLNGGRCVAPYQCD
CPPGWTGSRCHTAVCQSPCLNGGK
CVRPNRCHCLSSWTGHNCSRKRRT
GF




