
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q9Y566 SHAN1_HUMAN Homo
sapiens

SH3
and
multiple
ankyrin
repeat
domains
protein
1

33.867134 S1788;T1790;T1794;S1869 T186;S540;S671;S791;S890;S1287;
S1436

39894887;28657654 MTHSPATSEDEERHSASECPEGGSE
SDSSPDGPGRGPRGTRGQGSGAPGS
LASVRGLQGRSMSVPDDAHFSMMV
FRIGIPDLHQTKCLRFNPDATIWTAK
QQVLCALSESLQDVLNYGLFQPATS
GRDANFLEEERLLREYPQSFEKGVP
YLEFRYKTRVYKQTNLDEKQLAKLH
TKTGLKKFLEYVQLGTSDKVARLLD
KGLDPNYHDSDSGETPLTLAAQTEG
SVEVIRTLCLGGAHIDFRARDGMTAL
HKAACARHCLALTALLDLGGSPNYK
DRRGLTPLFHTAMVGGDPRCCELLL
FNRAQLGIADENGWQEIHQACQRG
HSQHLEHLLFYGAEPGAQNASGNT
ALHICALYNKETCARILLYRGADKDV
KNNNGQTPFQVAVIAGNFELGELIR
NHREQDVVPFQESPKYAARRRGPPG
TGLTVPPALLRANSDTSMALPDWM
VFSAPGAASSGAPGPTSGSQGQSQP
SAPTTKLSSGTLRSASSPRGARARSP
SRGRHPEDAKRQPRGRPSSSGTPRE
GPAGGTGGSGGPGGSLGSRGRRRKL
YSAVPGRSFMAVKSYQAQAEGEISLS
KGEKIKVLSIGEGGFWEGQVKGRVG
WFPSDCLEEVANRSQESKQESRSDK
AKRLFRHYTVGSYDSFDAPSLMDGI
GPGSDYIIKEKTVLLQKKDSEGFGFV
LRGAKAQTPIEEFTPTPAFPALQYLE
SVDEGGVAWRAGLRMGDFLIEVNG
QNVVKVGHRQVVNMIRQGGNTLMV
KVVMVTRHPDMDEAVHKKAPQQAK
RLPPPTISLRSKSMTSELEEMEYEQQ
PAPVPSMEKKRTVYQMALNKLDEIL
AAAQQTISASESPGPGGLASLGKHRP
KGFFATESSFDPHHRAQPSYERPSF
LPPGPGLMLRQKSIGAAEDDRPYLAP
PAMKFSRSLSVPGSEDIPPPPTTSPP
EPPYSTPPVPSSSGRLTPSPRGGPFN
PGSGGPLPASSPASFDGPSPPDTRVG
SREKSLYHSGPLPPAHHHPPHHHH
HHAPPPQPHHHHAHPPHPPEMETG
GSPDDPPPRLALGPQPSLRGWRGGG
PSPTPGAPSPSHHGSAGGGGGSSQG
PALRYFQLPPRAASAAMYVPARSGR
GRKGPLVKQTKVEGEPQKGGGLPPA
PSPTSPASPQPPPAVAAPSEKNSIPIP
TIIIKAPSTSSSGRSSQGSSTEAEPPT
QPEPTGGGGGGGSSPSPAPAMSPVP
PSPSPVPTPASPSGPATLDFTSQFGA
ALVGAARREGGWQNEARRRSTLFLS
TDAGDEDGGDGGLGTGAAPGPRLR
HSKSIDEGMFSAEPYLRLESAGSGA
GYGGYGAGSRAYGGGGGSSAFTSFL
PPRPLVHPLTGKALDPASPLGLALAA
RERALKESSEGGGAPQPPPRPPSPRY
EAPPPTPHHHSPHAHHEPVLRLWG
ASPPDPARRELGYRAGLGSQEKSLP
ASPPAARRSLLHRLPPTAPGVGPLLL
QLGTEPPAPHPGVSKPWRSAAPEEP
ERLPLHVRFLENCQPRAPVTSGRGP
PSEDGPGVPPPSPRRSVPPSPTSPRA
SEENGLPLLVLPPPAPSVDVEDGEFL
FVEPLPPPLEFSNSFEKPESPLTPGP
PHPLPDTPAPATPLPPVPPPAVAAAP
PTLDSTASSLTSYDSEVATLTQGASA
APGDPHPPGPPAPAAPAPAAPQPGP
DPPPGTDSGIEEVDSRSSSDHPLETI
SSASTLSSLSAEGGGSAGGGGGAGA
GVASGPELLDTYVAYLDGQAFGGSS
TPGPPYPPQLMTPSKLRGRALGASG
GLRPGPSGGLRDPVTPTSPTVSVTGA
GTDGLLALRACSGPPTAGVAGGPVA
VEPEVPPVPLPTASSLPRKLLPWEEG
PGPPPPPLPGPLAQPQASALATVKAS
IISELSSKLQQFGGSSAAGGALPWAR
GGSGGGGDSHHGGASYVPERTSSL
QRQRLSDDSQSSLLSKPVSSLFQNW
PKPPLPPLPTGTGVSPTAAAAPGATS
PSASSSSTSTRHLQGVEFEMRPPLL
RRAPSPSLLPASEHKVSPAPRPSSLPI

True True 4.45 3.396 False False False



LPSGPLYPGLFDIRGSPTGGAGGSAD
PFAPVFVPPHPGISGGLGGALSGASR
SLSPTRLLSLPPDKPFGAKPLGFWTK
FDVADWLEWLGLAEHRAQFLDHEI
DGSHLPALTKEDYVDLGVTRVGHR
MNIDRALKFFLER


