}Jl;l iprotKB Entry name |organism full name |oglcnacscore o.glcnac phosp ylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma °x
sites reticulum apparatus membrane re
014578 CTRO_HUMAN [Homo Citron 23.96745 NaN S433;S440;5480;5582;T1196;S1940 (34019948;28657654 MLKFKYGARNPLDAGAAEPIASRAS [None None None [None [None None None None N¢
sapiens  |Rho- ;S1993;T2013 RLNLFFQGKPPFMTQQQMSPLSRE
interacting GILDALFVLFEECSQPALMKIKHVSN
kkinase FVRKYSDTIAELQELQPSAKDFEVRS

LVGCGHFAEVQVVREKATGDIYAMK
[VMKKKALLAQEQVSFFEEERNILSR
STSPWIPQLQYAFQDKNHLYLVMEY
QPGGDLLSLLNRYEDQLDENLIQFY
LAELILAVHSVHLMGYVHRDIKPENI
LVDRTGHIKLVDFGSAAKMNSNKM
VNAKLPIGTPDYMAPEVLTVMNGDG
KGTYGLDCDWWSVGVIAYEMIYGRS
PFAEGTSARTFNNIMNFQRFLKFPD
DPKVSSDFLDLIQSLLCGQKERLKFE
GLCCHPFFSKIDWNNIRNSPPPFVP
TLKSDDDTSNFDEPEKNSWVSSSPC
QLSPSGFSGEELPFVGFSYSKALGIL
GRSESVVSGLDSPAKTSSMEKKLLIK
SKELQDSQDKCHKMEQEMTRLHRR
VSEVEAVLSQKEVELKASETQRSLLE
QDLATYITECSSLKRSLEQARMEVS
QEDDKALQLLHDIREQSRKLQEIKE
QEYQAQVEEMRLMMNQLEEDLVSA
RRRSDLYESELRESRLAAEEFKRKAT
ECQHKLLKAKDQGKPEVGEYAKLEK
INAEQQLKIQELQEKLEKAVKASTEA
TELLQNIRQAKERAERELEKLQNRE
DSSEGIRKKLVEAEELEEKHREAQV
SAQHLEVHLKQKEQHYEEKIKVLDN
QIKKDLADKETLENMMQRHEEEAH
EKGKILSEQKAMINAMDSKIRSLEQ
RIVELSEANKLAANSSLFTQRNMKA
QEEMISELRQQKFYLETQAGKLEAQ
NRKLEEQLEKISHQDHSDKNRLLEL
ETRLREVSLEHEEQKLELKRQLTEL
QLSLQERESQLTALQAARAALESQL
RQAKTELEETTAEAEEEIQALTAHRD
EIQRKFDALRNSCTVITDLEEQLNQL
TEDNAELNNQNFYLSKQLDEASGA
NDEIVQLRSEVDHLRREITEREMQL
TSQKQTMEALKTTCTMLEEQVMDL
EALNDELLEKERQWEAWRSVLGDE
KSQFECRVRELQRMLDTEKQSRARA
DQRITESRQVVELAVKEHKAEILALQ
QALKEQKLKAESLSDKLNDLEKKHA
MLEMNARSLQQKLETERELKQRLL
EEQAKLQQQMDLQKNHIFRLTQGL
QEALDRADLLKTERSDLEYQLENIQ
VLYSHEKVKMEGTISQQTKLIDFLQA
KMDQPAKKKKGLFSRRKEDPALPTQ
VPLQYNELKLALEKEKARCAELEEA
LQKTRIELRSAREEAAHRKATDHPH
PSTPATARQQIAMSAIVRSPEHQPSA
MSLLAPPSSRRKESSTPEEFSRRLKE
RMHHNIPHRFNVGLNMRATKCAVC
LDTVHFGRQASKCLECQVMCHPKC
STCLPATCGLPAEYATHFTEAFCRDK
MNSPGLQTKEPSSSLHLEGWMKVP
RNNKRGQQGWDRKYIVLEGSKVLIY
DNEAREAGQRPVEEFELCLPDGDVS
IHGAVGASELANTAKADVPYILKMES
HPHTTCWPGRTLYLLAPSFPDKQRW
IVTALESVVAGGRVSREKAEADAKLL
GNSLLKLEGDDRLDMNCTLPFSDQ
VVLVGTEEGLYALNVLKNSLTHVPGI
GAVFQIYIIKDLEKLLMIAGEERALCL
VDVKKVKQSLAQSHLPAQPDISPNIF
EAVKGCHLFGAGKIENGLCICAAMP
SKVVILRYNENLSKYCIRKEIETSEPC
SCIHFTNYSILIGTNKFYEIDMKQYTL
EEFLDKNDHSLAPAVFAASSNSFPV
SIVQVNSAGQREEYLLCFHEFGVFV
DSYGRRSRTDDLKWSRLPLAFAYRE
PYLFVTHFNSLEVIEIQARSSAGTPA
RAYLDIPNPRYLGPAISSGAIYLASSY
QDKLRVICCKGNLVKESGTEHHRGP
STSRSSPNKRGPPTYNEHITKRVASS
PAPPEGPSHPREPSTPHRYREGRTEL
RRDKSPGRPLEREKSPGRMLSTRRE
RSPGRLFEDSSRGRLPAGAVRTPLS
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