GFSRSNPYYIVKQGKINQMATAPDS
QRLKLLREVAGTRVYDERKEESISL
MKETEGKREKINELLKYIEERLHTLE
EEKEELAQYQKWDKMRRALEYTIYN
QELNETRAKLDELSAKRETSGEKSR
QLRDAQQDARDKMEDIERQVRELK
TKISAMKEEKEQLSAERQEQIKQRT
KLELKAKDLQDELAGNSEQRKRLLK
ERQKLLEKIEEKQKELAETEPKFNSV
KEKEERGIARLAQATQERTDLYAKQ
GRGSQFTSKEERDKWIKKELKSLDQ
AINDKKRQIAAIHKDLEDTEANKEK
NLEQYNKLDQDLNEVKARVEELDR
KYYEVKNKKDELQSERNYLWREEN
AEQQALAAKREDLEKKQQLLRAATG
KAILNGIDSINKVLEHFRRKGINQHV
QNGYHGIVMNNFECEPAFYTCVEVT
AGNRLFYHIVDSDEVSTKILMEFNK
MNLPGEVTFLPLNKLDVRDTAYPET
NDAIPMISKLRYNPRFDKAFKHVFG
KTLICRSMEVSTQLARAFTMDCITLE
GDQVSHRGALTGGYYDTRKSRLELQ
KDVRKAEEELGELEAKLNENLRRNI
ERINNEIDQLMNQMQQIETQQRKF
KASRDSILSEMKMLKEKRQQSEKTF
MPKQRSLQSLEASLHAMESTRESLK
AELGTDLLSQLSLEDQKRVDALNDE
IRQLQQENRQLLNERIKLEGIITRVE
TYLNENLRKRLDQVEQELNELRETE
GGTVLTATTSELEAINKRVKDTMAR
SEDLDNSIDKTEAGIKELQKSMERW
KNMEKEHMDAINHDTKELEKMTN
RQGMLLKKKEECMKKIRELGSLPQE
AFEKYQTLSLKQLFRKLEQCNTELK
KYSHVNKKALDQFVNFSEQKEKLIK
RQEELDRGYKSIMELMNVLELRKYE
AIQLTFKQVSKNFSEVFQKLVPGGK
ATLVMKKGDVEGSQSQDEGEGSGE
SERGSGSQSSVPSVDQFTGVGIRVSF
TGKQGEMREMQQLSGGQKSLVALA
LIFAIQKCDPAPFYLFDEIDQALDAQ
HRKAVSDMIMELAVHAQFITTTFRP
ELLESADKFYGVKFRNKVSHIDVITA

EMAKDFVEDDTTHG

}Jl;l iprotKB Entry name |organism full name oglcnacscore oplcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi plasma
sites reticulum apparatus membrane
Q9CWO03  |SMC3_MOUSE Mus Structural 27.796441 NaN T783;S787;5886;5S1013;S1065;S106 [39627609;34887587 [MYIKQVIIQGFRSYRDQTIVDPFSSK  |True False 2.663 [5.0 2.269 1.406 1.116 1.715
musculus |maintenance 7;S1074;S1083 HNVIVGRNGSGKSNFFYAIQFVLSD
of EFSHLRPEQRLALLHEGTGPRVISAF
chromosomes 'VEIIFDNSDNRLPIDKEEVSLRRVIGA
protein 3 KKDQYFLDKKMVTKNDVMNLLESA




