
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

B2RU80 PTPRB_MOUSE Mus
musculus

Receptor-
type
tyrosine-
protein
phosphatase
beta

25.685855 NaN T1982 39627609 MLRHGALTALWITLSVVQTGVAEQV
KCNFTLLESRVSSLSASIQWRTFASP
CNFSLIYSSDTSGPMWCHPIRIDNFT
YGCNPKDLQAGTVYNFRIVSLDGEE
STLVLQTDPLPPARFEVNREKTASTT
LQVRWTPSSGKVSWYEVQLFDHNN
QKIQEVQVQESTTWSQYTFLNLTEG
NSYKVAITAVSGEKRSFPVYINGSTV
PSPVKDLGISPNPNSLLISWSRGSGN
VEQYRLVLMDKGAIVQDTNVDRRDT
SYAFHELTPGHLYNLTIVTMASGLQ
NSRWKLVRTAPMEVSNLKVTNDGR
LTSLNVKWQKPPGDVDSYSITLSHQ
GTIKESKTLAPPVTETQFKDLVPGRL
YQVTISCISGELSAEKSAAGRTVPEK
VRNLVSYNEIWMKSFTVNWTPPAG
DWEHYRIVLFNESLVLLNTTVGKEE
THYALDGLELIPGRQYEIEVIVESGN
LRNSERCQGRTVPLAVLQLRVKHAN
ETSLGITWRAPLGEWEKYIISLMDRE
LLVIHKSLSKDAKEFTFTDLMPGRN
YKATVTSMSGDLKQSSSIKGRTVPA
QVTDLHVNNQGMTSSLFTNWTKAL
GDVEFYQVLLIHENVVVKNESVSSD
TSRYSFRALKPGSLYSVVVTTVSGGI
SSRQVVAEGRTVPSSVSGVTVNNSG
RNDYLSVSWLPAPGEVDHYVVSLSH
EGKVDQFLIIAKSVSECSFSSLTPGR
LYNVTVTTKSGNYASHSFTEERTVP
DKVQGISVSNSARSDYLKVSWVHAT
GDFDHYEVTIKNRESFIQTKTIPKSE
NECEFIELVPGRLYSVTVSTKSGQYE
ASEQGTGRTIPEPVKDLTLLNRSTED
LHVTWSRANGDVDQYEVQLLFNDM
KVFPHIHLVNTATEYKFTALTPGRHY
KILVLTISGDVQQSAFIEGLTVPSTVK
NIHISANGATDRLMVTWSPGGGDVD
SYVVSAFRQDEKVDSQTIPKHASEH
TFHRLEAGAKYRIAIVSVSGSLRNQI
DALGQTVPASVQGVVAANAYSSNSL
TVSWQKALGVAERYDILLLNENGLL
LSNVSEPATARQHKFEDLTPGKKYK
MQILTVSGGLFSKESQAEGRTVPAA
VTNLRITENSSRYLSFGWTASEGELS
WYNIFLYNPDRTLQERAQVDPLVQS
FSFQNLLQGRMYKMVIVTHSGELSN
ESFIFGRTVPAAVNHLKGSHRNTTD
SLWFSWSPASGDFDFYELILYNPNG
TKKENWKEKDVTEWRFQGLVPGRK
YTLYVVTHSGDLSNKVTGEGRTAPS
PPSLLSFADVANTSLAITWKGPPDW
TDYNDFELQWFPGDALTIFNPYSSR
KSEGRIVYGLHPGRSYQFSVKTVSGD
SWKTYSKPISGSVRTKPDKIQNLHCR
PQNSTAIACSWIPPDSDFDGYSIECR
KMDTQEIEFSRKLEKEKSLLNIMML
VPHKRYLVSIKVQSAGMTSEVVEDS
TITMIDRPPQPPPHIRVNEKDVLISKS
SINFTVNCSWFSDTNGAVKYFAVVV
READSMDELKPEQQHPLPSYLEYRH
NASIRVYQTNYFASKCAESPDSSSKS
FNIKLGAEMDSLGGKCDPSQQKFCD
GPLKPHTAYRISIRAFTQLFDEDLKE
FTKPLYSDTFFSMPITTESEPLFGVIE
GVSAGLFLIGMLVALVAFFICRQKAS
HSRERPSARLSIRRDRPLSVHLNLG
QKGNRKTSCPIKINQFEGHFMKLQA
DSNYLLSKEYEDLKDVGRSQSCDIAL
LPENRGKNRYNNILPYDASRVKLCN
VDDDPCSDYINASYIPGNNFRREYIA
TQGPLPGTKDDFWKMAWEQNVHNI
VMVTQCVEKGRVKCDHYWPADQDP
LYYGDLILQMVSESVLPEWTIREFKI
CSEEQLDAHRLIRHFHYTVWPDHGV
PETTQSLIQFVRTVRDYINRSPGAGP
TVVHCSAGVGRTGTFVALDRILQQL

False False 2.148 1.908 2.124 1.451 1.044 3.575 2.461



DSKDSVDIYGAVHDLRLHRVHMVQT
ECQYVYLHQCVRDVLRAKKLRNEQE
NPLFPIYENVNPEYHRDAIYSRH


