UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular|extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasma extr.acellular
ID name sites sites reticulum apparatus membrane |[region
Q8MSU4 |SYMPK DROME [Drosophila  |Symplekin |28.06426 'T1000;T1001 NaN 40245499 MDSIIGRSQFVSETANLFTDEKTATA (True False 2.366 |5.0 0.281 False False 0.967 0.723

melanogaster

RAKVVDWCNELVIASPSTKCELLAK
IVQETVLGSCAELAEEFLESVLSLAH
DSNMEVRKQVVAFVEQVCKVKVEL
LPHVINVVSMLLRDNSAQVIKRVIQA
CGSIYKNGLQYLCSLMEPGDSAEQA
WNILSLIKAQILDMIDNENDGIRTNA
IKFLEGVVVLQSFADEDSLKRDGDFS
LADVPDHCTLFRREKLQEEGNNILD
ILLQFHGTTHISSVNLIACTSSLCTIA
KMRPIFMGAVVEAFKQLNANLPPTL
TDSQVSSVRKSLKMQLQTLLKNRGA
FEFASTIRGMLVDLGSSTNEIQKLIP
KMDKQEMARRQKRILENAAQSLAK
RARLACEQQDQQQREMELDTEELE
RQKQKSTRVNEKFLAEHFRNPETVV
TLVLEFLPSLPTEVPQKFLQEYTPIRE
MSIQQQVTNISRFFGEQLSEKRLGP
GAATFSREPPMRVKKVQAIESTLTA
MEVDEDAVQKLSEEEFQRKEEATKK
LRETMERAKGEQTVIEKMKERAKTL
KLQEITKPLPRNLKEKFLTDAVRRIL
NSERQCIKGGVSSKRRKLVTVIAATF
PDNVRYGIMEFILEDIKQRIDLAFSW
LFEEYSLLQGFTRHTYVKTENRPDH
IAYNELLNKLIFGIGERCDHKDKIILIR
RVYLEAPILPEVSIGHLVQLSLDDEF
SQHGLELIKDLAVLRPPRKNRFVRVL
LNFSVHERLDLRDLAQAHLVSLYHV
HKILPARIDEFALEWLKFIEQESPPA
IAVFSQDFGRPTEEPDWREDTTKVCF
GLAFTLLPYKPEVYLQQICQVFVSTS
IAELKRTILRSLDIPIKKMGVESPTLLQ
LIEDCPKGMETLVIRIIYILTERVPSP
HEELVRRVRDLYQNKVKDVRVMIPV
LSGLTRSELISVLPKLIKLNPAVVKEV
FNRLLGIGAEFAHQTMAMTPTDILV
IALHTIDTSVCDIKAIVKATSLCLAERD
LYTQEVLMAVLQQLVEVTPLPTLMM
RTTIQSLTLYPRLANFVMNLLQRLIIK
QVWRQKVIWEGFLKTVQRLKPQSM
PILLHLPPAQLVDALQQCPDLRPALS
EYAESMQDEPMNGSGITQQVLDIIS
GKSVDVFVTDESGGYISAEHIKKEAP
DPSEISVISTVPVLTSLVPLPVPPPIGS
DLNQPLPPGED




