}Jl;l iprotKB Entry name |organism full name oglcnacscore joglcnac sites p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plast
sites reticulum |apparatus mem
095347 SMC2_HUMAN [Homo Structural 7.884138 T356;T751;T1172 |NaN 30379171;33214551;23301498;351 |MHIKSIILEGFKSYAQRTEVNGFDPL |None None None [None |None None None None
sapiens |maintenance 38101;34019948;30620550;352890 [FNAITGLNGSGKSNILDSICFLLGIS
of 36;30397120;38253038;34725712;3 [INLSQVRASNLQDLVYKNGQAGITKA
chromosomes 3465208;38665916 SVSITFDNSDKKQSPLGFEVHDEITV
protein 2 TRQVVIGGRNKYLINGVNANNTRVQ

DLFCSVGLNVNNPHFLIMQGRITKV
LNMKPPEILSMIEEAAGTRMYEYKKI
IAAQKTIEKKEAKLKEIKTILEEEITPTI
QKLKEERSSYLEYQKVMREIEHLSR
LYIAYQFLLAEDTKVRSAEELKEMQD
KVIKLQEELSENDKKIKALNHEIEEL
EKRKDKETGGILRSLEDALAEAQRV
NTKSQSAFDLKKKNLACEESKRKEL
EKNMVEDSKTLAAKEKEVKKITDGL
HALQEASNKDAEALAAAQQHFNAV
SAGLSSNEDGAEATLAGQMMACKN
DISKAQTEAKQAQMKLKHAQQELK
NKQAEVKKMDSGYRKDQEALEAVK
RLKEKLEAEMKKLNYEENKEESLLE
KRRQLSRDIGRLKETYEALLARFPNL
RFAYKDPEKNWNRNCVKGLVASLIS
VKDTSATTALELVAGERLYNVVVDTE
VTGKKLLERGELKRRYTIIPLNKISAR
CIAPETLRVAQNLVGPDNVHVALSL
VEYKPELQKAMEFVFGTTFVCDNM
DNAKKVAFDKRIMTRTVTLGGDVFD
PHGTLSGGARSQAASILTKFQELKDV
QDELRIKENELRALEEELAGLKNTA
EKYRQLKQQWEMKTEEADLLQTKL
QQSSYHKQQEELDALKKTIEESEETL
KNTKEIQRKAEEKYEVLENKMKNAE
IAERERELKDAQKKLDCAKTKADASS
KKMKEKQQEVEAITLELEELKREHT
SYKQQLEAVNEAIKSYESQIEVMAAE
VAKNKESVNKAQEEVTKQKEVITAQ
DTVIKAKYAEVAKHKEQNNDSQLKI
KELDHNISKHKREAEDGAAKVSKML
KDYDWINAERHLFGQPNSAYDFKT
NNPKEAGQRLQKLQEMKEKLGRNV
NMRAMNVLTEAEERYNDLMKKKRI
VENDKSKILTTIEDLDQKKNQALNIA
WQKVNKDFGSIFSTLLPGANAMLAP
PEGQTVLDGLEFKVALGNTWKENLT
ELSGGQRSLVALSLILSMLLFKPAPTY
ILDEVDAALDLSHTQNIGQMLRTHF
THSQFIVVSLKEGMFNNANVLFKTK
FVDGVSTVARFTQCQNGKISKEAKS

KAKPPKGAHVEV




