}Jl;l iprotKB Entry name organism [full name joglcnacscore o_glcnac phosphorylation sites PMIDS |[sequence intracellular [extracellular |cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extr_acellul.
sites reticulum apparatus membrane [region
A1L390 PKHG3_HUMAN Homo Pleckstrin [28.275761 NaN S76;5433;S576;S577;5618;5631;S6 (39894887 MPVSTSLHQDGSQERPVSLTSTTSS ([True False 4.319 [3.09 False False 0.576 0.694 0.748
sapiens |homology 40;5643;S647;5741;S779;5S827;S96 SGSSCDSRSAMEEPSSSEAPAKNGA
domain- 2;S1011;5S1023;51037;S1040;S1081 GSLRSRHLPNSNNNSSSWLNVKGP
containing LSPFNSRAAAGPAHHKLSYLGRVVR
family G EIVETERMYVQDLRSIVEDYLLKIIDT
member 3 PGLLKPEQVSALFGNIENIYALNSQL

LRDLDSCNSDPVAVASCFVERSQEF
DIYTQYCNNYPNSVAALTECMRDKQ
QAKFFRDRQELLQHSLPLGSYLLKP
VQRILKYHLLLQEIAKHFDEEEDGFE
VVEDAIDTMTCVAWYINDMKRRHE
HAVRLQEIQSLLINWKGPDLTTYGEL
VLEGTFRVHRVRNERTFFLFDKTLLI
TKKRGDHFVYKGNIPCSSLMLIESTR
DSLCFTVTHYKHSKQQYSIQAKTVE
EKRNWTHHIKRLILENHHATIPQKA
KEAILEMDSYYPNRYRCSPERLKKA
WSSQDEVSTNVRQGRRQSEPTKHL
LRQLNEKARAAGMKGKGRRESESS
RSSRRPSGRSPTSTEKRMSFESISSL
PEVEPDPEAGSEQEVFSAVEGPSAE
ETPSDTESPEVLETQLDAHQGLLGM
DPPGDMVDFVAAESTEDLKALSSEE
EEEMGGAAQEPESLLPPSVLDQASV
IAERFVSSFSRRSSVAQEDSKSSGFG
SPRLVSRSSSVLSLEGSEKGLARHGS
IATDSLSCQLSPEVDISVGVATEDSPS
VNGMEPPSPGCPVEPDRSSCKKKES
IALSTRDRLLLDKIKSYYENAEHHDA
GFSVRRRESLSYIPKGLVRNSISRFN
SLPRPDPEPVPPVGSKRQVGSRPTS
WALFELPGPSQAVKGDPPPISDAEFR
PSSEIVKIWEGMESSGGSPGKGPGQ
GQANGFDLHEPLFILEEHELGAITEE
SATASPESSSPTEGRSPAHLARELKE
LVKELSSSTQGELVAPLHPRIVQLSH
'VMDSHVSERVKNKVYQLARQYSLRI
KSNKPVMARPPLQWEKVAPERDGK
SPTVPCLQEEAGEPLGGKGKRKPVL
SLFDYEQLMAQEHSPPKPSSAGEMS
PQRFFFNPSAVSQRTTSPGGRPSAR
SPLSPTETFSWPDVRELCSKYASRDE
IARRAGGGRPRGPPVNRSHSVPENM
VEPPLSGRVGRCRSLSTKRGRGGGE
IAAQSPGPLPQSKPDGGETLYVTADLT
LEDNRRVIVMEKGPLPSPTAGLEES
SGQGPSSPVALLGQVQDFQQSAECQ
PKEEGSRDPADPSQQGRVRNLREKF
QALNSVG




