UniprotKB Entry name organism full oglcnacscore oglcnac phosphorylation sites PMIDS |[sequence intracellular [extracellular cytosol nucleus mitochndrion eIll;lOplaSmlC golgi plasma extl.'acellular
1D name sites reticulum |apparatus membrane [region
035638 STAG2_MOUSE Mus Cohesin|25.685855 NaN S1058;S1061;51064;S1065;T1112;S [39627609 |MIAAPEIPTDFNLLQESETHFSSDTD (True False 2.399 [4.659 |2.029 1.319 1.259 1.584 1.643
musculus [subunit 1177;S1178 FEDIEGKNQKQGKGKTCKKGKKGPA
SA-2 EKGKSGNGGGKPPSGSNRMNGHH

QQNGVENMMLFEVVKMGKSAMQS
VVDDWIESYKHDRDIALLDLINFFIQ
CSGCKGVVTAEMFRHMQNSEIIRK
MTEEFDEDSGDYPLTMAGPQWKKF
KSSFCEFIGVLVRQCQYSIIYDEYMM
DTVISLLTGLSDSQVRAFRHTSTLAA
MKLMTALVNVALNLSINMDNTQRQ
YEAERNKMIGKRANERLELLLQKRK
ELQENQDEIENMMNAIFKGVFVHR
'YRDAIAEIRAICIEEIGIWMKMYSDAF
LNDSYLKYVGWTMHDKQGEVRLKC
LTALQGLYYNKELNSKLELFTSRFKD
RIVSMTLDKEYDVAVQAIKLLTLVLQ
SSEEVLTAEDCENVYHLVYSAHRPV
IAVAAGEFLYKKLFSRRDPEEDGLMK
RRGRQGPNANLVKTLVFFFLESELH
EHAAYLVDSMWDCATELLKDWECM
NSLLLEEPLSGEEALTDRQESALIEIL
MLCTIRQAAECHPPVGRGTGKRVLT
IAKEKKTQLDDRTRITELFAVALPQLL
IAKYSVDAEKVTNLLQLPQYFDLEIYT
TGRLEKHLDALLRQIRNIVEKHTDTD
VLEACSKTYHALCNEEFTIFNRVDIS
RSQLIDELADKFNRLLEDFLQEGEE
PDEDDAYQVLSTLKRITAFHNAHDL
SKWDLFACNYKLLKTGIENGDMPE
QIVIHALQCAHYVILWQLAKITESTST
KEDLLRLKKQMRVFCQICQHYLTNV
NTTVKEQAFTILCDILMIFSHQIMSG
GRDMLEPLVYTPDSSLQSELLSFILD
HVFIEQDDDSNSADGQQEDEASKIE
IALHKRRNLLAAFCKLIVYTVVEMNT
IAADIFKQYMKYYNDYGDIIKETMSKT
RQIDKIQCAKTLILSLQQLFNEMIQE
NGYNFDRSSSTFSGIKELARRFALTF
GLDQLKTREAIAMLHKDGIEFAFKE
PNPQGESHPPLNLAFLDILSEFSSKL
LRQDKRTVYVYLEKFMTFQMSLRRE
DVWLPLMSYRNSLLAGGDDDTMSV
ISGMSSRGSTVRSKKSKPSTGKRKV
VEGMQLALPEESSSSDSMWLSREQ
TLHTPVMMQTPQLTSTIMREPKRLR
PEDSFMSVYPMQAEHHQTPLDYNR
RGTSLMEDDEEPIVEDVMMSSEGRI
EDLNEGMDFDTMDIDLPPSKNRRE
RTELKPDFFDPASIMDESVLGVSMF




