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D Entry name organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrio
QIQWI6 SRCN1_MOUSE Mus SRC 48.220019 S382;5548;5595;5S600;S694;T704;T |S47;S52;579;T86;S87;598;5211;523 |22517741;34418053;34678516;408 MQPWQCLRRFALAWWERTAEGRA |False False 2.327 (3.125 [1.337
musculus [kinase 951;T1028;S1079 3;5237;5247;S293;T309;S366;S375; (85482 RSPREEVGPRDPGGRGEPDPERSSP
signaling S$392;S411;S430;5432;T464;S559;S PMLSADDAEYPREYRTLGGGGGGGS
inhibitor 562;5566;5S569;5S579;5581;5S583;S5 GGRRFSNVGLVHTSERRHTVIAAQS
1 88;5664;5688;T691;T704;5911;5S93 LEALSGLQKADADRKRDAFMDHLK

3;T951;51054;S1110;51127

SKYPQHALALRGQQDRMREQVGGW
TVDPVCLLSSLCSHLHGDSTPSGAG
QPAQQPNYWSFKTRSSRHTQGAQP
GLADQAAKLSYASAESLETMSEAEL
PLGFSRMNRFRQSLPLSRSASQTKL
RSPGVLFLQFGEETRRVHITHEVSSL
DTLHALIAHMFPQKLTMGMLKSPN
TAILIKDEARNVFYELEDVRDIQDRSI
IKIYRKEPLYAAFPGSHLTNGDLRRE
MVYASRESSPTRRLNNLSPASHLAS
SSPPPGLPSGLPSGLPSGSPSRSRLS
'YAGGRPPSYAGSPVHHAAERLGGAP
'TGQGVSPSPSAILERRDVKPDEDLAG
KAGGMVLVKGEGLYADPYGLLHEGR
LSLAAAAETHSHTRARAACTSGVPC
IALSAPTPLPRCSPTWRTRCTRRALAA
LYGDGYGFRLPPSSPQKLADVSAPSG
GPPPPHSPYSGPPSRGSPVRQSFRK
DSGSSSVFAESPGGKARSTGSASTA
GAPPSELFPGPGERSLVGFGPPVPAK
DTETRERMEAMEKQIASLTGLVQSA
LLRGSEPETPSEKVEGSNGAATPSAP
'VCGSGSKSSGATPVSGPPPPSASSTP
IAGQPTAVSRLQMQLHLRGLQNSAS
DLRGQLQQLRNVQLQNQESVRALL
KPTEADVSMRVSEAARRQEDPLQRQ
RTLVEEERLRYLNDEELITQQLNDLE
KSVEKIQRDVAHNHRLMPGPELEEK
IALVLKQLGETLTELKAHFPGLQSKM
RVVLRVEVEAVKFLKEEPQRLDGLL
KRCRGVTDTLAQIRRQVDEGMWPPP
NNLLNQSPKKVAAETDFSKGLDFEI
PPPSPPLNLHELSGPAEGTPLTPKST
NPTKCLDASSKRNTDKAVSVEAAER
DWEEKRAALTQYSAKDINRLLEETQ
IAELLKAIPDLDCASKTHPGPAPTPDH
KPPKAPHGQKAAPRTEPSGRRGSDE
LTVPRYRTEKPSKSPPPPPPRRSFPS
SHGLTTTRTGEVVVTSKKDSVFIKKA
ESEELEVQKPQVKLRRAVSEVVRPA
STPPIMASAIKDEDDEERIIAELESGG
SSVPPMKVVTPGASRLKAAQGPAGS
PDKGKHGKQRTEYMRIQAQQQATK
PSKEVSGPNETSSPGSEKPSGSRTSI
PVLTSFGARNSSISF




