}Jl;l iprotKB Entry organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular [extracellular [cytosol [nucleus jmitochndrion |, . | golgi plasma lextrac
name name sites reticulum  |apparatus [membrane [regior
Q9QXY2 SRCN1 RAT [Rattus SRC 36.054081 NaN S47;S52;S79;T86;S87;598;S178;S20 |18683930;38843836 MQPWQCLRRFALAWWERTAEGRA |False False 1.975 |2.837 0.678 False 0.815 1.313 1.105
morvegicus [kinase 0;S204;S214;S260;T276;S333;S342; RSPREEVGPRDPGGRGEPDPERSSP
signaling S359;S378;S397;S399;T431;S527;S PMLSADDAEYPREYRTLGGGGSGGS
inhibitor 530;S534;S537;S547;S549;S551;S5 GGRRFSNVGLVHTSERRHTVIAAQS
1 56;S631;S655;T658;T671;S878;S90 LEALSGLQKADADRKRDAFMDHLK

0;T918;S1021;S1077;S1094

SKYPQHALALRGQQDRMREQQPNY
WSFKTRSSRHTQGAQPGLADQAAKL
SYASAESLETMSEAELPLGFSRMNR
FRQSLPLSRSASQTKLRSPGVLFLQF
GEETRRVHITHEVSSLDTLHALIAH
MFPQKLTMGMLKSPNTAILIKDEAR
NVFYELEDVRDIQDRSIIKIYRKEPLY
AAFPGSHLTNGDLRREMVYASRESS
PTRRLNNLSPASHLASSSPPPGLPSG
LPSGLPSGSPSRSRLSYAGGRPPSYA
GSPVHHAAERLGGAPTSQGVSPSPS
AILERRDVKPDEDLAGKAGGMVLVK
GEGLYADPYGLLHEGRLSLAAAAGD
PFAYPGAGGLYKRGSVRSLSTYSAAA
LQSDLEDSLYKAGAGGPLYGDGYGF
RLPPSSPQKLADVSAPSGGPPPPHSP
YSGPPSRGSPVRQSFRKDSGSSSVFA
ESPGGKARSTGASTAGAPPSELFPGP
GERSLVGFGPPVPAKDTETRERMEA
MEKQIASLTGLVQSALLRGSEPETPS
EKIEGSNGAATPSAPVCGSGSRSSGA
TPVSGPPPPAVSSTPAGQPTAVSRLQ
MQMHLRGLQNSASDLRGQLQQLRK
LQLQNQESVRALLKRTEAELSMRVS
EAARRQEDPLQRQRTLVEEERLRYL
NDEELITQQLNDLEKSVEKIQRDVA
HNHRLVPGPELEEKALVLKQLGETL
TELKAHFPGLQSKMRVVLRVEVEAV
KFLKEEPQRLDGLLKRCRVVTDTLA
QIRRQVDEGVWPPPNNLLNQSPKKV
AAETDFSKGLDFEIPPPSPPLNLHEL
SGPAEGTPLTPKSGNPTKGLDAPSK
RNMDKAVSVEAAERDWEEKRAALT
QYSAKDINRLLEETQAELLKAIPDLD
CASKTHPGPTPTPDHKPPKAPHGQK
AAPRTEPSGRRGSDELTVPRYRTEKP
SKSPPPPPPRRSFPSSHGLTTTRTGE
VVVTSKKDSVFIKKAESEELEIQKPQ
VKLRRAVSEVVRPASTPPIMASAIKD
EDDEERIIAELESGGGSVPPMKVVTP
GASRLKAAQGPAGSPDKGKHGKQRT
EYMRIQAQQQVRVGYQAPRPLEGCT
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