UniprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion enc!oplasmlc golgi plasma extl_‘acellular
ID sites sites reticulum apparatus membrane [region
P34228 SEF1_YEAST |Saccharomyces |Putative 24.475439 NaN S8;5263;S806 33229814 MVKDNRDSDQDQDFSSAHMKRQP |None None None [None None None None None None
cerevisiae transcription EQQQLQQHQFPSKKQRISHHDDSH
factor SEF1 QINHRPVTSCTHCRQHKIKCDASQN

FPHPCSRCEKIGLHCEINPQFRPKK
GSQLQLLRQDVDEIKSKLDTLLAND
SVFVHLLQQIPMGNSLLNKLNLHPT
PTPGTIIPNPDSSPSSGSPTSSAAQRD
SKVSVQTYLSREPQLLQANQGSNTN
KFKANNEASSHMTLRASSLAQDSK
GLVATEPNKLPPLLNDSALPNNSKE
SLPPALQMAFYKNNSAGNTPNGPFS
PIQKTYSPHTTSTTVITTTNQPPFAA
TSHVATNNNADRTKTPVVATTTTMP
LLPSPHANVDEFVLGDISISIEKANR
LHHIFVTRYLPYFPIMYSNNATELYS
QSQLLFWTVMLTACLSDPEPTMYCK
LSSLIKQLAIETCWIRTPRSTHISQAL
LILCIWPLPNQKVLDDCSYRFVGLAK
SLSYQLGLHRGEFISEFTRTQTSMP
NAEKWRTRTWLGIFFAELCWASILG
LPPTSQTDYLLEKALSCGDEESEED
NNDSIDNNNNDKRNKKDEPHVESK
[YKLPGSFRRLLSLANFQAKLSHIIGS
STSSPDGLLEPKYRAETLSILGKELD
LLAKTLNFQSDDTVNIYFLYVKLTVC
CFAFLPETPPTDQIPYVTEAYLTATKI
VTLLNNLLETHQLIELPIYIRQAATFS
IALILFKLQLTPLLPDKYFDSARQSVV
TIHRLYRNQLTAWATSVENDISRTAS
MLEKLNFVLIMHPEVFVEEDGIISR
MRSHLTGSLFYDLVWCVHEARRRE
MDPEYNKQALEKAAKKRKFSSNGIY
NGTSSTGGITDRKLYPLPLYNHISRD
DFETVIKTTPSGTTVTTLVPTKNALK
QAEKLAKTNNGDSDGSIMEINGIPL
SMLGETGSVKFQSLFANTSNSNDY
NNNRTLLDASNDISIPSNSIYPVASV
PASNNNPQSTKVDYYSNGPSVIPDL
SMKRSVSTPVNHFPASVPGLRNHPV
GNLSNNVTLGIDHPIPREHSNLQNV
TMNYNNQFSNANAIGRSQSSMSHS
RTPIASKSNNMTDLHSVVSDPGSSK
STAYPPLSLFSKSNDINSNKTNQRFS
TGTNTVTSSNFQTIDNENNVKTPGN
KLTDFFQQQSAGWIEGNSSNDDFF
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