}Jl;l iprotKB Entry name organism |full name oglcnacscore :igtl:snac phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion ::gzsll:fnml'
Q811L6 MAST4_MOUSE Mus Microtubule- 64.708259 S2163;52165(5204;5211;5268;5912;S1290;S1368 [22517741;22645316;40885482;261 |MGEKVSEAPEPVPRGCSGHGARTLYV |False False 3.085 [1.508 |0.686 0.656

musculus

associated
serine/threonine-
protein kinase 4

;51382;51395;51417;S1465;S1521;
S1776;51819;51906;52439;S2517;S
2549

92747;23443134;40021952

SSAAAVSSEGASSAESSSGSETLSEE
GEPSRFSCRSQPPRPPGGALGTRLPA
IAWAPARVALERGVPTLPLPHPGGAV
LPVPQVSSASQEEQDEELDHILSPPP
MPFRKCSNPDVACGLGKSLKYKRQL
SEDGKQLRRGSLGGALTGRYLLPNP
VAGQAWPASAETSNLVRMRSQALG
QSAPSLTASLKELSLPRRGSLCRTSN
RKSLIGNGQSPALPRPHSPLSAHAG
NSPQDSPRNFSPSASAHFSFARRTD
GRRWSLASLPSSGYGTNTPSSTVSSS
CSSQEKLHQLPYQPTPDELHFLSKH
FCTTESIATENRCRNTPMRPRSRSL
SPGRSPACCDHEIIMMNHVYKERFP
KATAQMEERLKEIITSYSPDHVLPLA
DGVLSFTHHQIIELARDCLDKSHQG
LITSRYFFELQHKLDKLLQEAHDRSE
SGELAFIKQLVRKILIVIARPARLLEC
LEFDPEEFYYLLEAAEGHAKEGQGIK
TDIPRYIISQLGLNKDPLEEMAQLGN
YDSRTAETPEMDESVSSSNTSLRLR
RKPRESDFETIKLISNGAYGAVYFVR
HKESRQRFAMKKINKQNLILRNQIQ
QAFVERDILTFAENPFVVSMYCSFET
RRHLCMVMEYVEGGDCATLMKNM
GPLPVDMARMYFAETVLALEYLHNY
GIVHRDLKPDNLLVTSMGHIKLTDF
GLSKVGLMSMTTNLYEGHIEKDARE
FLDKQVCGTPEYIAPEVILRQGYGKP
VDWWAMGIILYEFLVGCVPFFGDTP
EELFGQVISDEINWPEKDEAPPPDA
QELITLLLRQNPLERLGTGGAYEVKQ
HRFFRSLDWNSLLRQKAEFIPQLES
EDDTSYFDTRSEKYHHMETEEEDDT
NDEDFTVEIRQFSSCSHRFSKVFSSI
DRITQNSGEDKDDSEDKTKSTTLPS
TETLSWSSEYSEMQQLSTSNSSDTE
SNRCKLSSGLLPKLAISTDGEQDEAV
PCSGDPREEPEKPVPPSEECTQEEP
EVTTPASTISSSTLSVGSFSEHLDQIN
GRSECVDSTDNSSKPSSEPTSHVAR
QRLESTEKKKISGKVTKSLSASALSL
MIPGDMFAVSPLGSPMSPHSLSSDP
SSSRDSSPSRDSSAASASPHQPIVIH
SSGKNYGFTIRAIRVYVGDSDIYTVH
HIVWNVEEGSPAYQAGLKAGDLITHI
NGEPVHGLVHTEVIELLLKSGNKVSI
TTTPFENTSIKTGPARRNSYKGRMV
RRSKKSKKKESLERRRSLFKKLAKQ
PSPLLHTSRSFSCLNRSLSSGESLPG
SPTHSLSPRSPTPSYRSTPDFPSGTN
SSQSSSPSSSAPNSPAGSGHIRPSTL
HGLAPKLSGQRYRSGRRKSAGSIPLS
PLARTPSPTPQPTSPQRSPSPLLGHS
LGNAKITQAFPSKMHSPPTIVRHIVR
PKSAEPPRSPLLKRVQSEEKLSPSYG
SDKKLLCSRKHSLEVTQEEVQREQC
QREVTLQSLEENVCDAPSLSRARPV
EQGCLKRPVSRKVGRQESVDDLDRD
KLKAKVVVKKPEEKHESHQKPHSLG
GDSESYALFRLEEREKKVYSKGLERS
GHFENTSAELPSVGSLLKDTLHKQA
SVRASEGVTSDGAACSLTPGEHSQS
LGDFKRASASGILHDSVCPISDRPAP
GKVEYSEKASQAKELLRSEKLDSKL
ANIDYLRKKMSLDDKDDSHCAILKP
KITSSAHECLPGNPIRPMAGQQETPP
ASENRAFINSTHTPQMSAVSFVPLK
IALAGRVENGGEKAGLAAPESPVRKS
PSEYKLEGRSVSCLKPIEGTLDIALLS
GPHASKTELLSPEPAQSPSPGINVGP
CVPLALPGSSGKKGDSTSLREPSSA
NLKVNKSYLLEPRFLPPSRALQDSLA
ASGPEPKSKPERKLIHPSARSPATVT
ESNLQQKEGGPATHQDRSTDTRNL
PGPGQTLHNVDLPRLCTRAPLPPEG
TPAKEKPCLKEPSAKVKSEWSAVRD
DGHRDPCAKLCPAETGKASDSSKPL
PSGGRTQPDFYKQTQTSEKAWAHAK




TNHKDSQDEVKSLAREDSASLLYEK
EIGRARKGPEPKPEVPATRCPPQPPG
IEGEKREKLSAAPSLQKQAPKEPDRK
EQTSQRPGGSGPQQPPPTKELSNSA
SWQHGSSPSHTLKKEPGTKAAAAEP
STSLHDTPRSATATTTAIATTTTTTSA
GHSDCSSHKARPGPDPSPSKSKHQD
RSLSSQKLSAGSAKGKEPVTQPLGG
SIREGKGGSKGPVDTFSAVLTTQGKA
SDVLVQGEGRVSIIVHTEECPLDAKL
KNTNGGCPPEMQAKHPPRQGHLSE
AADQKPLIAGEKQSPSPKHPKPSTVK
DYPSLCRQTDRSPSHQATTGDRKAE
GKKCTDALYVAAPEGYKPEASPSLH
HGETGLRGSERPPMGMGKGFSEPK
GKGPGPQKSLAETGKPSGMKRSPSA
TVQSSLRSAAPPEKSLSYSASFPEAQ
PGVREVPAANSSPSSAKATGGTSEFP
APSSRDHRKLQSGGDGRSQMIKSDS
LPSFRLSTSALESHFQDPQVPIASGH
RGRALSVTAATGEPKGRELAQPPPV
RKQNACREATRAPPAPSTDRSLPLSS
EKDFVVRQRRGKETLRSSPHKKAS




