LGKESRAQTLQNGRRHIHHLGNQL
QLNQHCLDTAFNFFKMAVSRHLTR
GRKMAHVIAACLYLVCRTEGTPHML
LDLSDLLQVNVYVLGKTFLLLARELC
INAPAIDPCLYIPRFAHLLEFGEKNH
EVSMTALRLLQRMKRDWMHTGRR
PSGLCGAALLVAARMHDFRRTVKEV
ISVVKVCESTLRKRLTEFEDTPTSQL
TIDEFMKIDLEEECDPPSYTAGQRKL
RMKQLEQVLSKKLEEVEGEISSYQD
AIEIELENSRPKAKGGLASLAKDGST
EDTASSLCGEEDTEDEELEAAASHL
NKDLYRELLGGAPGSSEAAGSPEWG
GRPPALGSLLDPLPTAASLGISDSIRE
CISSQSSDPKDASGDGELDLSGIDDL
EIDRYILNESEARVKAELWMRENAE
YLREQREKEARIAKEKELGIYKEHKP
KKSCKRREPIQASTAREAIEKMLEQK
KISSKINYSVLRGLSSAGGGSPHRED
AQPEHSASARKLSRRRTPASRSGAD
PVTSVGKRLRPLVSTQPAKKVATGEA
LLPSSPTLGAEPARPQAVLVESGPVS
YHADEEADEEEPDEEDGEPCVSALQ
MMGSNDYGCDGDEDDGY

UniprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol nucleus mitochndrion em‘loplasmlc golgi [plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q92994 TF3B_HUMAN |Homo Transcription [18.379595 NaN T365;S450;S553 (30379171 MTGRVCRGCGGTDIELDAARGDAVC [None None None [None None None None None None
sapiens |factor IIIB 90 TACGSVLEDNIIVSEVQFVESSGGGS
kDa subunit SAVGQFVSLDGAGKTPTLGGGFHVN




