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name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P06701 SIR3_YEAST Saccharomyces
cerevisiae

Regulatory
protein
SIR3

24.475439 NaN NaN 33229814 MAKTLKDLDGWQVIITDDQGRVIDD
NNRRRSRKRGGENVFLKRISDGLSF
GKGESVIFNDNVTETYSVYLIHEIRL
NTLNNVVEIWVFSYLRWFELKPKLY
YEQFRPDLIKEDHPLEFYKDKFFNE
VNKSELYLTAELSEIWLKDFIAVGQI
LPESQWNDSSIDKIEDRDFLVRYAC
EPTAEKFVPIDIFQIIRRVKEMEPKQS
DEYLKRVSVPVSGQKTNRQVMHKM
GVERSSKRLAKKPSMKKIKIEPSADD
DVNNGNIPSQRGTSTTHGSISPQEE
SVSPNISSASPSALTSPTDSSKILQKR
SISKELIVSEEIPINSSEQESDYEPNN
ETSVLSSKPGSKPEKTSTELVDGREN
FVYANNPEVSDDGGLEEETDEVSSE
SSDEAIIPVNKRRGAHGSELSSKIRKI
HIQETQEFSKNYTTETDNEMNGNG
KPGIPRGNTKIHSMNENPTPEKGNA
KMIDFATLSKLKKKYQIILDRFAPDN
QVTDSSQLNKLTDEQSSLDVAGLED
KFRKACSSSGRETILSNFNADINLEE
SIRESLQKRELLKSQVEDFTRIFLPIY
DSLMSSQNKLFYITNADDSTKFQLV
NDVMDELITSSARKELPIFDYIHIDAL
ELAGMDALYEKIWFAISKENLCGDIS
LEALNFYITNVPKAKKRKTLILIQNPE
NLLSEKILQYFEKWISSKNSKLSIICV
GGHNVTIREQINIMPSLKAHFTEIKL
NKVDKNELQQMIITRLKSLLKPFHV
KVNDKKEMTIYNNIREGQNQKIPDN
VIVINHKINNKITQLIAKNVANVSGS
TEKAFKICEAAVEISKKDFVRKGGLQ
KGKLVVSQEMVPRYFSEAINGFKDE
TISKKIIGMSLLMRTFLYTLAQETEG
TNRHTLALETVLIKMVKMLRDNPGY
KASKEIKKVICGAWEPAITIEKLKQFS
WISVVNDLVGEKLVVVVLEEPSASIM
VELKLPLEINYAFSMDEEFKNMDCI

None None None None None None None None None


