UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi plasma extl.‘acellular
1D name sites reticulum apparatus membrane |region
Q14289 FAK2 HUMAN [Homo Protein- [18.379595 NaN S361;5375;5S399;T402;T579;T580;T |30379171 MSGVSEPLSRVKLGTLRRPEGPAEP [None None None (None None None None None None
sapiens |[tyrosine 722;S762;T765;T819;T834;S839;T8 MVVVPVDVEKEDVRILKVCFYSNSF
kinase 42;T849;S866;T881 NPGKNFKLVKCTVQTEIREIITSILLS
2-beta GRIGPNIRLAECYGLRLKHMKSDEIH

WLHPQMTVGEVQDKYECLHVEAEW
RYDLQIRYLPEDFMESLKEDRTTLLY
FYQQLRNDYMQRYASKVSEGMALQ
LGCLELRRFFKDMPHNALDKKSNF
ELLEKEVGLDLFFPKQMQENLKPKQ
FRKMIQQTFQQYASLREEECVMKFF
NTLAGFANIDQETYRCELIQGWNITV
DLVIGPKGIRQLTSQDAKPTCLAEFK
QIRSIRCLPLEEGQAVLQLGIEGAPQ
IALSIKTSSLAEAENMADLIDGYCRLQ
GEHQGSLITHPRKDGEKRNSLPQIP
MLNLEARRSHLSESCSIESDIYAEIP
DETLRRPGGPQYGIAREDVVLNRILG
EGFFGEVYEGVYTNHKGEKINVAVK
TCKKDCTLDNKEKFMSEAVIMKNL
DHPHIVKLIGIIEEEPTWIIMELYPYG
ELGHYLERNKNSLKVLTLVLYSLQIC
KAMAYLESINCVHRDIAVRNILVASP
ECVKLGDFGLSRYIEDEDYYKASVTR
LPIKWMSPESINFRREFTTASDVWMF
IAVCMWEILSFGKQPFFWLENKDVIG
VLEKGDRLPKPDLCPPVLYTLMTRC
WDYDPSDRPRFTELVCSLSDVYQME
KDIAMEQERNARYRTPKILEPTAFQE
PPPKPSRPKYRPPPQTNLLAPKLQFQ
VPEGLCASSPTLTSPMEYPSPVNSLH
TPPLHRHNVFKRHSMREEDFIQPSS
REEAQQLWEAEKVKMRQILDKQQK
QMVEDYQWLRQEEKSLDPMVYMN
DKSPLTPEKEVGYLEFTGPPQKPPRL
GAQSIQPTANLDRTDDLVYLNVMEL
'VRAVLELKNELCQLPPEGYVVVVKN
'VGLTLRKLIGSVDDLLPSLPSSSRTEI
EGTQKLLNKDLAELINKMRLAQQNA
'VTSLSEECKRQMLTASHTLAVDAKN

LLDAVDQAKVLANLAHPPAE




