}Jl;l iprotKB Entry name |organism [full name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion ::3231]33‘
Q9QZR5 HIPK2_MOUSE [Mus Homeodomain- [46.702621 S251;T252;5254;S1009(516;S118;S135;T141;T252;T273;T3 [22517741;40997131;40885482 MAPVYEGMASHVQVFSPHTLQSSAF |True False 2.697 [5.0 1.986 1.626

musculus

interacting
protein kinase
2

61;S441;T482;T517;T566;S634;S66
8;T687;5S815;S827;5934;5S991;S993;
S1042;S1153;S1186

CSVKKLKVEPSSNWDMTGYGSHSK
'VYSQSKNIPPSQPASTTVSTSLPIPNP
SLPYEQTIIFPGSTGHIVVTSASSTSV
TGQVLGGPHNLMRRSTVSLLDTYQK
CGLKRKSEEIENTSSVQIIEEHPPMI
QNNASGATVATATTSTATSKNSGSN
SEGDYQLVQHEVLCSMTNTYEVLEF
LGRGTFGQVVKCWKRGTNEIVAIKIL
KNHPSYARQGQIEVSILARLSTESAD
DYNFVRAYECFQHKNHTCLVFEML
EQNLYDFLKQNKFSPLPLKYIRPVLQ
QVATALMKLKSLGLIHADLKPENIM
LVDPSRQPYRVKVIDFGSASHVSKAV
CSTYLQSRYYRAPEIILGLPFCEAIDM
WSLGCVIAELFLGWPLYPGASEYDQI
RYISQTQGLPAEYLLSAGTKTTRFFN
RDTDSPYPLWRLKTPDDHEAETGIK
SKEARKYIFNCLDDMAQVNMTTDL
EGSDMLVEKADRREFIDLLKKMLTI
DADKRVTPIETLNHPFVTMTHLLDF
PHSAHVKSCFQNMEICKRRVNMYD
TVNQSKTPFITHVAPSTSTNLTMTF
NNQLTTVHNQAPTTSSATLSLANPE
'VSILNYQSALYQPSAASMAAVAPRS
MPLQTGTAQICARPDPFQQALIVCPP
GFQGLQASPSKHAGYSVRMENAVPI
'VTQAPGAQPLQIQPGLLAQQAWPGG
AQQILLPPAWQQLTGVATHTSVQHA
AVIPETMAGTQQLADWRNTHAHGS
HYNPIMQQPALLTGHVTLPAAQPLN
'VGVAHVMRQQPTSTTSSRKSKQHQ
SSVRNVSTCEVTSSQAISSPQRSKRV
KENTPPRCAMVHSSPACSTSVTCG
WGDVASSTTRERQRQTIVIPDTPSPT
'VSVITISSDTDEEEEQKHAPTSTVSK
QRKNVISCVTVHDSPYSDSSSNTSPY
SVQQRTGHNGTNTLDTKGGLENHC
TGNPRTIIVPPLKTQASEVLVECDSL
GPAISASHHSSSFKSKSSSTVTSTSG
HSSGSSSGAIAYRQQRPGPHFQQQQ
PLNLSQAQQHMAADRTGSHRRQQA
YITPTMAQAPYTFPHNSPSHGTVHP
HLAAAAHLPTQPHLYTYTAPTALGST
GTVAHLVASQGSARHTVQHTAYPAS
IVHQVPVSMGPRVLPSPTIHPSQYPA
QFAHQTYISASPASTVYTGYPLSPAK

IVNQYPYI




