UniprotKB

D Entry name |organism full name loglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitoc
Q3UH66 |(WNK2_MOUSE Mus Serine/threonine- 49.101041 T1042;T1514;T1523;S1524;T1698;S |S45;S352;S356;5560;S1098;S1210; [22517741;40885482;22826440;400 MDGDGGRRDAPGALMEAGRGTGSA |False False 3.232 [2.911 [False
musculus |protein kinase 1917 S$1507;S1566;S1594;S1725;S1726;S |21952;34678516 GMAEPRARAARLGPQRFLRRSVVES

WNK2

1770;S1797;S1962

DQEEPPGLEAAETPSAQPPQPLQRR
'VLLLCKTRRLIAERARGRPAAPAPAA
PAAPPGSPSVPSDPGPERAGTQEPSP
DPTTASAAATQVPDGGPRQEEAPAP
TQEDAGTTEAKPEPGRARKDEPEEE
EDDEDDLKAVATSLDGRFLKFDIEL
GRGSFKTVYKGLDTETWVEVAWCEL
QDRKLTKLERQRFKEEAEMLKGLQ
HPNIVRFYDFWESSAKGKRCIVLVTE
LMTSGTLKTYLKRFKVMKPKVLRSW
CRQILKGLLFLHTRTPPIIHRDLKCD
NIFITGPTGSVKIGDLGLATLKRASFA
KSVIGTPEFMAPEMYEEHYDESVDV
'YAFGMCMLEMATSEYPYSECQNAA
QIYRKVTCGIKPASFEKVHDPEIKEII
GECICKNKEERYEIKDLLSHAFFAED
TGVRVELAEEDHGRKSTIALRLWVE
DPKKLKGKPKDNGAIEFTFDLEKETP
DEVAQEMIDSGFFHESDVKIVAKSIR
DRVALIQWRRERIWPALQSQEPKDS
GSPDKARGLPAPLQVQVTYHAQSGQ
PGQPEPEEPEADQHLLPPTLPASVTS
LASDSTFDSGQGSTVYSDSQSSQQS
MVLSSLVDTAPTPASCVCSPPVSEGP
GLTHSLPTLGAFQQPATVPGLSVGPV
PPPARPPLLQQHFPESSMSFTPVLPP
PSTPVPTGPSQPAPPVQQPLPMAQP
PTLPQVLAPQPMGTVQPVPSHLPPY
LAPTSQVVAPAQLKPLQMPQPPLQP
LAQVPPQMPQMPVVPPITPLTGLDG
LPQTLTDLPAANVAPVPPPQYFSPAV
ILPSLTTPLPTSPALPMQAVKLPHPP
GTPLAVPCQTIVPNAPAAIPLLAVAPQ
GVAALSIHPAVAQIPAQPVYPAAFPQ
MVPGDIPPSPHHTVQSLRATPPQLA
SPVPPQPVQPSVIHLPEQAAPTAASG
TQVLLGHPPSYTADVAAPVSAVSLPP
AVLSPPLPDTLLPTVPDLLPKVPSSLA
PTVVAASQSAPAQTSSLLLPTNPPLP
'TGPAVAGPCPAVQLMVEVAQEEQVS
QDKPPGPPQSSESFGGSDVTSGRDL
SDSCEGTFGGGRLEGRTARKHHRRS
TRARSRQERASRPRLTILNVCNTGD
KMVECQLETHNHKMVTFKFDLDGD
IAPDEIATYMVEHDFILPAERETFIEQ
MKDVMDKAEDMLSEDTDADHGSD
TGTSPPHLGTCGLATGEENRQSQAN
IAPVYQQNVLHTGKRWFIICPVAEHP
ATDTSESSPPLPLSSLQPEASQDPAP
'YPDQLSLTDKPSFPAAQQLLSQAGSS
NPPGGASAPLAPSSPPVTTVIPAAPAT
STVPESAAGTAMQAGGPGTHQGPAS
'VHETLQPLAETRSAQCTAQPLSTGQ
GPCTPALEASRCSTGLGEPISTREVS
'TQGEPLPASVPEPSPPTGATQSVPGQ
PPPPLPITVGAISLAAPQLPSPPLGPT
IAPPPPPSALESDGEGPPPRVGFVDNT
IKSLDEKLRTLLYQEHVPTSSASAGT
PMEASDRDFTLEPLRGDLPSALSDK
TPSLTQQTQPSLEKSETAPAGWALA
QREQGASSPMTAESSSSNTLGCDSD
IAGQVASDSSTAPSVPQDASGSSVPT
HMDPKDQNSSVPREALAAPMQSGP
GSFTVGSPAQLRGARDSGSPHKRPG
QQDNSSPAKTVGRFSVVSTQDEWTL
IASPHSLRYSAPPDVYLDEIPSSPEVK
LAVRRVQTASSIEVGVEEPASSDSGD
ERPRRRSQVQKQSSLPGTGGVASDF
VKKATAFLHRSSRAGSLGPETPSRA
GVKVPTISITSFHSQSSYISSDNDSEF
EDADIKKELRSLREKHLKEISELQSQ
QKQEIEALYRRLGKPLPPNVGFFHTA
PPMGRRRKTSKSKLKAGKLLNPLVQ
QLKVVASSTGHLSDSSRGPPTKDPR
GTKAVQTQQPCSVRASLSTDICSGLA
SDGGGARGQGWTVYHPTSERGAYK
SSSKPRARFLSGPVSVSIWSALKRLC
LGKEHSSSLYDSPGSSTSSLAPGPEP




GPQPTLHVQAQVNNSNNKKGTFTD
DLHKLVDEWTTKTVGAAQVKPTLNQ
LKQTQKLHDMEASGDARATSVPRAA
IVGASCLAPAPGPLSTTATPGATPALP
IVPIPDPESEKPD




