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D Entry name |organism full name loglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitoc
Q80XP9 'WNK3_MOUSE Mus Serine/threonine- 46.434157 T566;T571;S589;S1156;S1161;S139 [S62;S303;S307;T540;S1039;S1550; [34887587;22645316;40885482;368 MATDSGEPASTEDSEKPDGVSFENR |False False 1.206 [1.19 0.673
musculus |protein kinase 2 S1553;S1595 52467 IAARAVAPLTVEARIKEKYSTFSASGE

'WNK3

NIERKRFFRKSVEMTEDDKVAESSR
RDERKAATNISRVDKVPTNVLRGGQ
EVKYEQCSKATSESSKDCFKEKTEK
EMEEEAEMKAVATSPSGRFLKFDIE
LGRGAFKTVYKGLDTETWVEVAWCE
LQDRKLTKAEQQRFKEEAEMLKGL
QHPNIVRFYDSWESTLKGKKCIVLVT
ELMTSGTLKTYLKRFKVMKPKVLRS
'WCRQILKGLQFLHTRTPPITHRDLKC
DNIFITGPTGSVKIGDLGLATLMRTS
FAKSVIGTPEFMAPEMYEEHYDESV
DVYAFGMCMLEMATSEYPYSECQN
IAAQIYRKVTSGIKPASFNKVTDPEVK
EIIEGCIRQNKSERLSIKDLLNHAFF
AEDTGLRVELAEEDDCSNSSLALRL
'WVEDPKKLKGKHKDNEAIEFSFNLE
IADTPEEVAYEMVKSGFFHESDSKAV
IAKSIRDRVTLIKKIREKKPAGCLEER
RDSQCKYVRNVLPQQQTATLQPTPG
PHTAAEYEETEVDQHVRQQFLQGKP
QQQSSSVRGDTSSEPTAGPVLHSDT
SSHPTVAYSSNQTTSSQEQPKLTQSP
VLPVVQGQSSVMPIYAAGVGVVSQS
QISPLTIQKVSQIKPVSQPIGAEQQAT
LQNPDFVRSLNQDVTSVKENTNNP
DTPSGNGKQDRNKQRRASCPRPEK
GTKFQLTVLQVSVSGDNMVECQLET
HNNKMVTFKFDVDGDAPEDIADYM
'VEDNFVLENEKEKFVEELRAIVGQA
QEILHVHSAVEKSIGVDSVALESNSN
QTGSSEQVLINSASTQTSNESAPQSS
PVGRWRFCINQTIKNREAQSPPSLQ
PSMAMVPGLHPFPSSRNTSNQAISQ
NTVFTIENNPGHRELFTSKLDHKDV
'VDGKIGEHASIETEQSSISYQVEDDR
QIMTPATDNSNYSAALVCPVPGECE
IALTSQAGMFMPTYPNQQAAVLADV
HIAYPGESVPIGGNAALTSVLVSSDQ
KPQSLSVQQPTIDAEFISKEGETTVN
TETSSPKAVIATQTPGFEPAVILPATI
LESDGERPPKMEFADNRIKTLDEKL
RNLLYQEHSISSICPESQKDTQSIDS
PFSSSAEDILSYSMPEVIAISHCGIQD
SPAQSPNFQQTGSKILSNVAASQPA
HISVFKKDLNVITSVPSELCLHEMSP
DASLPGDPEAYPAAVSSDGTIHLQTG
GGYFGLSFTCPSLKNPISRKSWTRKL
KSWAYRLRQSTSFFKRSKVRQVETE
DKRSAIASDPIPLTREFSSDTRALSRC
KAMSGSFQRGRFQVITVPQQQPVK
MMSFGKDHRPPFNKTTVQSSEQAL
TFAEAAVSQLIEVEPAMPTHKASVSS
RKLRTLYETFKEDKGDPEQGDIVSYS
TACETSVSSVATEKNVTSTTEVSVQS
GSEPLDKEKNESTPGKQTCTNEFSA
TLAGNRKSVTKTRPEGDQYLPLREE
QAYAQTQNSLFYSPSSPMSSDNESE
IEDEDLKVELQRLREKHIQEVVSLQT
QQNKELQELYERLRATKDNKAQSSE
VPLSPASPRRPRSFKSKLRSRPQSMT
HSDNLVVKDALGVESNTVSCQQSPA
SKKGMFTDDLHKLVDDWTRETVGH
FPSKPSLNQLKQSQQKSEAENWNK
SCESTPSTMGYTSNWISSLSQIRGAA
PTSLPQGLPLPSFHGPLASYGMPHV
CQYNAVGAAGYPVQWVGISGPAQQS
VVLPTQSGGLFQPGMNLQSFPAPPV

QNPASIPPGPK




