
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q68DK2 ZFY26_HUMAN Homo
sapiens

Zinc
finger
FYVE
domain-
containing
protein	26

22.903221 T929;S2226 S297;S615;S619;S703;S800;S1742;
S1764;S1780;S1782

38253038 MNHPFGKEEAASQKQLFGFFCECL
RRGEWELAQACVPQLQEGQGDIPKR
VEDILQALVVCPNLLRCGQDINPQR
VAWVWLLVLEKWLAREKKLLPVVFR
RKLEFLLLSEDLQGDIPENILEELYE
TLTQGAVGHVPDGNPRRESWTPRLS
SEAVSVLWDLLRQSPQPAQALLELL
LEEDDGTGLCHWPLQNALVDLIRKA
LRALQGPDSVPPGVVDAIYGALRTLR
CPAEPLGVELHLLCEELLEACRTEGS
PLREERLLSCLLHKASRGLLSLYGHT
YAEKVTEKPPRATASGKVSPDHLDP
ERAMLALFSNPNPAEAWKVAYFYCL
SNNKHFLEQILVTALTLLKEEDFPNL
GCLLDREFRPLSCLLVLLGWTHCQS
LESAKRLLQTLHRTQGPGCDELLRD
ACDGLWAHLEVLEWCIQQSSNPIPK
RDLLYHLHGGDSHSVLYTLHHLTNL
PALREEDVLKLLQKVPAKDPQQEPD
AVDAPVPEHLSQCQNLTLYQGFCAM
KYAIYALCVNSHQHSQCQDCKDSLS
EDLASATEPANDSLSSPGAANLFSTY
LARCQQYLCSIPDSLCLELLENIFSLL
LITSADLHPEPHLPEDYAEDDDIEGK
SPSGLRSPSESPQHIAHPERKSERGS
LGVPKTLAYTMPSHVKAEPKDSYPG
PHRHSFLDLKHFTSGISGFLADEFAI
GAFLRLLQEQLDEISSRSPPEKPKQE
SQSCSGSRDGLQSRLHRLSKVVSEA
QWRHKVVTSNHRSEEQPSRRYQPA
TRHPSLRRGRRTRRSQADGRDRGS
NPSLESTSSELSTSTSEGSLSAMSGR
NELHSRLHPHPQSSLIPMMFSPPES
LLASCILRGNFAEAHQVLFTFNLKSS
PSSGELMFMERYQEVIQELAQVEHK
IENQNSDAGSSTIRRTGSGRSTLQAI
GSAAAAGMVFYSISDVTDKLLNTSG
DPIPMLQEDFWISTALVEPTAPLREV
LEDLSPPAMAAFDLACSQCQLWKTC
KQLLETAERRLNSSLERRGRRIDHV
LLNADGIRGFPVVLQQISKSLNYLLM
SASQTKSESVEEKGGGPPRCSITELL
QMCWPSLSEDCVASHTTLSQQLDQ
VLQSLREALELPEPRTPPLSSLVEQA
AQKAPEAEAHPVQIQTQLLQKNLGK
QTPSGSRQMDYLGTFFSYCSTLAAV
LLQSLSSEPDHVEVKVGNPFVLLQQ
SSSQLVSHLLFERQVPPERLAALLAQ
ENLSLSVPQVIVSCCCEPLALCSSRQ
SQQTSSLLTRLGTLAQLHASHCLDD
LPLSTPSSPRTTENPTLERKPYSSPR
DSSLPALTSSALAFLKSRSKLLATVA
CLGASPRLKVSKPSLSWKELRGRRE
VPLAAEQVARECERLLEQFPLFEAFL
LAAWEPLRGSLQQGQSLAVNLCGW
ASLSTVLLGLHSPIALDVLSEAFEES
LVARDWSRALQLTEVYGRDVDDLSS
IKDAVLSCAVACDKEGWQYLFPVKD
ASLRSRLALQFVDRWPLESCLEILAY
CISDTAVQEGLKCELQRKLAELQVY
QKILGLQSPPVWCDWQTLRSCCVED
PSTVMNMILEAQEYELCEEWGCLYP
IPREHLISLHQKHLLHLLERRDHDK
ALQLLRRIPDPTMCLEVTEQSLDQH
TSLATSHFLANYLTTHFYGQLTAVR
HREIQALYVGSKILLTLPEQHRASYS
HLSSNPLFMLEQLLMNMKVDWATV
AVQTLQQLLVGQEIGFTMDEVDSLL
SRYAEKALDFPYPQREKRSDSVIHLQ
EIVHQAADPETLPRSPSAEFSPAAPP
GISSIHSPSLRERSFPPTQPSQEFVPP
ATPPARHQWVPDETESICMVCCREH
FTMFNRRHHCRRCGRLVCSSCSTK
KMVVEGCRENPARVCDQCYSYCNK
DVPEEPSEKPEALDSSKNESPPYSFV
VRVPKADEVEWILDLKEEENELVRS
EFYYEQAPSASLCIAILNLHRDSIACG
HQLIEHCCRLSKGLTNPEVDAGLLT
DIMKQLLFSAKMMFVKAGQSQDLA
LCDSYISKVDVLNILVAAAYRHVPSL

False False 3.388 3.349 1.495 1.51 1.549 1.27 0.854



DQILQPAAVTRLRNQLLEAEYYQLGV
EVSTKTGLDTTGAWHAWGMACLKA
GNLTAAREKFSRCLKPPFDLNQLNH
GSRLVQDVVEYLESTVRPFVSLQDD
DYFATLRELEATLRTQSLSLAVIPEG
KIMNNTYYQECLFYLHNYSTNLAIIS
FYVRHSCLREALLHLLNKESPPEVFI
EGIFQPSYKSGKLHTLENLLESIDPT
LESWGKYLIAACQHLQKKNYYHILY
ELQQFMKDQVRAAMTCIRFFSHKA
KSYTELGEKLSWLLKAKDHLKIYLQE
TSRSSGRKKTTFFRKKMTAADVSRH
MNTLQLQMEVTRFLHRCESAGTSQI
TTLPLPTLFGNNHMKMDVACKVML
GGKNVEDGFGIAFRVLQDFQLDAA
MTYCRAARQLVEKEKYSEIQQLLKC
VSESGMAAKSDGDTILLNCLEAFKRI
PPQELEGLIQAIHNDDNKVRAYLICC
KLRSAYLIAVKQEHSRATALVQQVQ
QAAKSSGDAVVQDICAQWLLTSHPR
GAHGPGSRK


