UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus  membrane region
Q2WGJ9 FR1L6_HUMAN Homo Fer-1- |27.979371 S847;S1041 NaN 38253038;29351928  MFGLKVKKKRNKAEKGLILANKAAK (False False 2.785 [1.348 1.021 0.526 0.889 1.288 0.706
sapiens [like DSQGDTEALQEEPSHQEGPRGDLV
protein HDDASIFPVPSASPKRRSKLLTKIHD
6 GEVRSQNYQIAITITEARQLVGENID

PVVTIEIGDEKKQSTVKEGTNSPFYN
EYFVFDFIGPQVHLFDKIIKISVFHHK
LIGSVLIGSFKVDLGTVYNQPGHQFC
NKWALLTDPGDIRTGTKGYLKCDISV
MGKGDVLKTSPKTSDTEEPIEKNLLI
PNGFPLERPWARFYVRLYKAEGLPK
MNSSIMANVTKAFVGDSKDLVDPFV
EVSFAGQMGRTTVQKNCADPVWHE
QVIFKEMFPPLCRRVKIQVWDEGSM
NDVALATHFIDLKKISNEQDGDKGF
LPTFGPAWINLYGSPRNHSLMDDYQ
EMNEGFGEGVSFRGRILVEIAVEILS
GRAQESKFSKALKELKLPSKDKDSK
SSKGKDKADKTEDGKSQQASNKTN
STEVEVESFDVPPEIVPEKNEEFLLF
GAFFEATMIDRKIGDKPISFEVSIGN
FGNLIDGGSHHGSKKSAESAEEDLL
PLLHEGQGDVAHDVPIPMASTTHPE
KPLVTEGNRNYNYLPFEAKKPCVYFI
SSWGDQTFRLHWSNMLEKMADFL
EESIEEVRELIKISQEAPEEKMKTVLS
DFISRSSAFISEAEKKPKMLNQTTLD
KKRLTLCWQELEAMCKEAKGIIQQQ
KKKLSVDEMIHEAQNFVEKIRFLVD
EPQHTIPDVFIWMLSNNRRVAYARI
ASKDLLYSPVAGQMGKHCGKIKTHF
LKPPGKRPAGWSVQAKVDVYLWLGS
IKHASAILDNLPVGYEAEMSSKGAGT
NHPPSNLLYQEQHVFQLRAHMYQA
RGLIAADSNGLSDPFAKVTFLSHCQ
TTKIISQTLSPTWNQMLLFNDLVLH
GDVKELAESPPLVVVELYDSDAVGK
PEYLGATVAAPVVKLADQDYEPPRLC
YHPIFCGNLSGGDLLAVFELLQVPPS
GLQGLPPVEPPDITQIYPVPANIRPVL
SKYRVEVLFWGVREMKKVQLLSVD
RPQALIECGGQGVKSCVIQSYKNNP
NFSIQADAFEVELPENELLHPPLSIC
VVDWRAFGRSTLVGTYTINYLKQFL
CKLREPLAPITQVDGTQPGHDISDSL
TATESSGAHSSSQDPPADHIYVDVEP
PPTVVPDSAQAQPAILVDVPDSSPML
EPEHTPVAQEPPKDGKPKDPRKPSR
RSTKRRKRTIADESAENVIDWWSKY
'YASLKKAQKAKERNPKGKKGNTEAK
PDEVVVDIEDGPKKKKDKMLKKKPK
DDGIPNLAILQIYDGDLESEFNNFED
'WVKTFELFRGKSTEDDHGLDGDRVI
GKFKGSFCIYKSPQDSSSEDSGQLRI
QQGIPPNHPVTVLIRVYIVAAFNLSP
ADPDGKSDPYIVIKLGKTEIKDRDKYI
PKQLNPVFGRSFEIQATFPKESLLSIL
IYDHDMIGTDDLIGETKIDLENRFYS
KHRAICGLQSQYEIEGYNAWRDTSK
PTEILTKLCKDNKLDGPYFHPGKIQI
GNQVFSGKTIFTEEDTDETVESYEHL
ALKVLHSWEDIPEVGCRLVPEHIETR
PLYHKDKPGMEQGRLQMWVDMEFP
KDMPQPGPPVDISPRRPKGYELRVTI
'WNTEDVILEDENIFTGQKSSDIYVKG
'WLKGLEDDKQETDVHYNSLTGEGN
FNWRFLFPFQYLPAEKQMVITKREN
IFSLEKMECKTPAVLVLQVWDFERL
SSDDFLGTLEMNLNSFPRAAKSAKA
CDLAKFENASEETKISIFQQKRVRG
'WWPFSKSKELTGKVEAEFHLVTAEE
AEKNPVGKARKEPEPLAKPNRPDTS
FSWFMSPFKCLYYLIWKNYKKYIIIA
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