UniprotKB Entry name organism (full name oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion wen(!oplasmlc golgi
ID sites reticulum |apparatu
QICU62 SMC1A_MOUSE Mus Structural 29.071255 NaN S358;S360;5957;5962;5966;S970 [39627609;34887587;28528544;375 MGFLKLIEIENFKSYKGRQIIGPFQR (True False 3.404 5.0 1.36 0.875 False

musculus

maintenance
of
chromosomes
protein 1A

07081

FTAIIGPNGSGKSNLMDAISFVLGEK
TSNLRVKTLRDLIHGAPVGKPAANR
IAFVSMVYSEEGAEDRTFARVIVGGS
SEYKINNKVVQLHEYSEELEKLGILI
KARNFLVFQGAVESIAMKNPKERTA
LFEEISRSGELAQEYDKRKKEMVKA
EEDTQFNYHRKKNIAAERKEAKQEK
EEADRYQRLKDEVVRAQVQLQLFKL
YHNEVEIEKLNKELASKNKEIEKDK
KRMDKVEDELKEKKKELGKMMREQ
QQIEKEIKEKDSELNQKRPQYIKAKE
NTSHKIKKLEAAKKSLQNAQKHYKK
RKGDMDELEKEMLSVEKARQEFEE
RMEEESQSQGRDLTLEENQVKKYH
RLKEEASKRAATLAQELEKFNRDQK
IADQDRLDLEERKKVETEAKIKQKLR
EIEENQKRIEKLEEYITTSKQSLEEQ
KKLEGELTEEVEMAKRRIDEINKEL
NQVMEQLGDARIDRQESSRQQRKA
EIMESIKRLYPGSVYGRLIDLCQPTQ
KKYQIAVTKVLGKNMDAIIVDSEKTG
RDCIQYIKEQRGEPETFLPLDYLEVK
PTDEKLRELKGAKLVIDVIRYEPPHIK
KALQYACGNALVCDNVEDARRIAFG
GHQRHKTVALDGTLFQKSGVISGGA
SDLKAKARRWDEKAVDKLKEKKERL
TEELKEQMKAKRKEAELRQVQSQA
HGLQMRLKYSQSDLEQTKTRHLAL
NLQEKSKLESELANFGPRINDIKRIT
QSREREMKDLKEKMNQVEDEVFEE
FCREIGVRNIREFEEEKVKRQNEIAK
KRLEFENQKTRLGIQLDFEKNQLKE
DQDKVHMWEQTVKKDENEIEKLKK
EEQRHMKIIDETMAQLQDLKNQHL
IAKKSEVNDKNHEMEEIRKKLGGAN
KEMTHLQKEVTAIETKLEQKRSDRH
NLLQACKMQDIKLPLSKGTMDDISQ
EEGSSQGEESVSGSQRTSSIYAREAL
IEIDYGDLCEDLKDAQAEEEIKQEM
NTLQQKLNEQQSVLQRIAAPNMKA
MEKLESVRDKFQETSDEFEAARKRA
KKAKQAFEQIKKERFDRFNACFESV
IATNIDEIYKALSRNSSAQAFLGPENP
EEPYLDGINYNCVAPGKRFRPMDNL
SGGEKTVAALALLFAIHSYKPAPFFV
LDEIDAALDNTNIGKVANYIKEQSTC
NFQAIVISLKEEFYTKAESLIGVYPEQ
GDCVISKVLTFDLTKYPDANPNPNE
Q




