UniprotKB Entry name |organism full name oglcnacscore oplcnac phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi
ID sites reticulum |apparat
Q62318 TIF1B_MOUSE |Mus Transcription|37.360824 T8;S12 [S23;S26;S30;S51;S139;S418;S438;S [29187734;36852467;34887587;215 [MAASAAATAAASAATAASAASGSPG (True False 2.557 [5.0 1.91 1.559 1.13

musculus

intermediary
factor 1-beta

440;S454;5471;S473;5479;S489;T4
98;5501;5594;5683;5689;5697;S75
2;T755;S757;S784;S824

40332;39627609;37507081

SGEGSAGGEKRPAASSAAAASAAAS
SPAGGGGEAQELLEHCGVCRERLRP
ERDPRLLPCLHSACSACLGPATPAAA
NNSGDGGSAGDGAMVDCPVCKQQ
CYSKDIVENYFMRDSGSKASSDSQD
ANQCCTSCEDNAPATSYCVECSEPL
CETCVEAHQRVKYTKDHTVRSTGPA
KTRDGERTVYCNVHKHEPLVLFCES
CDTLTCRDCQLNAHKDHQYQFLED
AVRNQRKLLASLVKRLGDKHATLQK
NTKEVRSSIRQVSDVQKRVQVDVKM
AILQIMKELNKRGRVLVNDAQKVTE
GQQERLERQHWTMTKIQKHQEHIL
RFASWALESDNNTALLLSKKLIYFQL
HRALKMIVDPVEPHGEMKFQWDLN
AWTKSAEAFGKIVAERPGTNSTGPG
PMAPPRAPGPLSKQGSGSSQPMEVQ
EGYGFGSDDPYSSAEPHVSGMKRSR
SGEGEVSGLLRKVPRVSLERLDLDLT
SDSQPPVFKVFPGSTTEDYNLIVIER
GAAAAAAGQAGTVPPGAPGAPPLPG
MAIVKEEETEAAIGAPPAAPEGPETK
PVLMPLTEGPGAEGPRLASPSGSTSS
GLEVVAPEVTSAPVSGPGILDDSATI
CRVCQKPGDLVMCNQCEFCFHLDC
HLPALQDVPGEEWSCSLCHVLPDLK
EEDGSLSLDGADSTGVVAKLSPANQ
RKCERVLLALFCHEPCRPLHQLATD
STFSMEQPGGTLDLTLIRARLQEKLS
PPYSSPQEFAQDVGRMFKQFNKLTE
DKADVQSIIGLQRFFETRMNDAFGD
TKFSAVLVEPPPLNLPSAGLSSQELS
GPGDGP




