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D Entry name |organism hame oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion re
Q9QX47 SON_MOUSE Mus Protein|55.679876 S241;T243;5250;T251;S256;T262;T (S94;5142;S150;S152;S158;T395;T9 [22517741;22645316;40885482;368 [MAADIEQVFRSFVVSKFREIQQELSS [True False 2.16 4.678 |0.766 0.!
musculus [SON 1605;T1609 54;5993;51030;5S1038;S1055;S1063 [52467;22826440;35822049;400219 |GRSEGQLNGETNPPIEGNQAGDTAA

;S1077;5S1678;S1723;S1727;S1772;
S1784;S1791;5S1794;51807;S1808;S
1973;S1975;S1977;52027;5S2029;S2
031;S52047;52049;S2147;T2181;S22
56

52;29187734;30059200
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SETALVLEPPVVSMEVQESHVLETL
KPATKAAELSVVSTSVISEQSEQPMP
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LKSPEPVVTMSVEYQKSVLKSLETM
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LSGPLSTPVPELPGPPATVVPELPGP
SVTPVPQLSQELPGPPAPSMGLEPP
QEVPEPPVMAQELSGVPAVSAAIELT
GQPAVTVAMELTEQPVTTTEFEQPV
IAMTTVEHPGHPEVTTATGLLGQPEA
IAMVLELPGQPVATTALELSGQPSVT
GVPELSGLPSATRALELSGQSVATGA
LELPGQLMATGALEFSGQSGAAGAL
ELLGQPLATGVLELPGQPGAPELPG
QPVATVALEISVQSVVTTSELSTMTV
SQSLEVPSTTALESYNTVAQELPTTL
IVGETSVTVGVDPLMAQESHMLASN
TMETHMLASNTMDSQMLASNTMD
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PPEGPALSTEQSALTADNTWSTEVT
LSTGESLSQPEPPVSQSEISEPMAVP
IANYSMSESETSMLASEAVMTVPEPA
REPESSVTSAPVESAVVAEHEMVPE
RPMTYMVSETTMSVEPAVLTSEASV
ISETSETYDSMRPSGHAISEVTMSLL
EPAVTISQPAENSLELPSMTVPAPST
MTTTESPVVAVTEIPPVAVPEPPIMA
VPELPTMAVVKTPAVAVPEPLVAAPE
PPTMATPELCSLSVSEPPVAVSELPA
LADPEHAITAVSGVSSLEPSVPILEPA
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PAVIVSEHTQITSPEMAVESSPVIVDS
SVMSSQIMKGMNLLGGDENLGPEV
GMQETLLHPGEEPRDGGHLKSDLY
ENEYDRNADLTVNSHLIVKDAEHNT
VCATTVGPVGEASEEKILPISETKEIT
ELATCAAVSEADIGRSLSSQLALELD
TVGTSKGFEFVTASALISESKYDVEV
SVTTQDTEHDMVISTSPSGGSEADIE
GPLPAKDIHLDLPSTNFVCKDVEDSL
PIKESAQAVAVALSPKESSEDTEVPL
PNKEIVPESGYSASIDEINEADLVRPL
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