}Jl;l iprotKB Entry name organism full oglcnacscore o_glcnac phosp ylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion wenqoplasmlc golgi
mame sites reticulum |apparatus
P34932 HSP74_HUMAN Homo Heat [24.291051 S282;T738|S576;T89;T336;5S393;S415;T538;S54 |38253038;20305658;37217939;332 |MSVVGIDLGFQSCYVAVARAGGIETI (True True 5.0 4.685 [3.411 3.336 2.597
sapiens  [shock 6;5647;T660;S756 14551;16408927;40596516;268534 |ANEYSDRCTPACISFGPKNRSIGAAA
70 kDa 35;38665916;21740066;34725712;3 [KSQVISNAKNTVQGFKRFHGRAFSD
protein 2119511;40914422;35008409;3508 [PFVEAEKSNLAYDIVQLPTGLTGIKV
4

3852;34019948;35138101;3346520
8

TYMEEERNFTTEQVTAMLLSKLKET
IAESVLKKPVVDCVVSVPCFYTDAER
RSVMDATQIAGLNCLRLMNETTAVA
LAYGIYKQDLPALEEKPRNVVFVDM
GHSAYQVSVCAFNRGKLKVLATAFD
TTLGGRKFDEVLVNHFCEEFGKKYK
LDIKSKIRALLRLSQECEKLKKLMSA
NASDLPLSIECFMNDVDVSGTMNR
GKFLEMCNDLLARVEPPLRSVLEQT
KLKKEDIYAVEIVGGATRIPAVKEKIS
KFFGKELSTTLNADEAVTRGCALQC
IAILSPAFKVREFSITDVVPYPISLRWN
SPAEEGSSDCEVFSKNHAAPFSKVL
TFYRKEPFTLEAYYSSPQDLPYPDPAI
IAQFSVQKVTPQSDGSSSKVKVKVRV
NVHGIFSVSSASLVEVHKSEENEEP
METDQNAKEEEKMQVDQEEPHVEE
QQQQTPAENKAESEEMETSQAGSK
DKKMDQPPQAKKAKVKTSTVDLPIE
NQLLWQIDREMLNLYIENEGKMIM
QDKLEKERNDAKNAVEEYVYEMRD
KLSGEYEKFVSEDDRNSFTLKLEDT
ENWLYEDGEDQPKQVYVDKLAELK
NLGQPIKIRFQESEERPKLFEELGKQ
IQQYMKIISSFKNKEDQYDHLDAAD
MTKVEKSTNEAMEWMNNKLNLQN
KQSLTMDPVVKSKEIEAKIKELTSTC
SPIISKPKPKVEPPKEEQKNAEQNGP
IVDGQGDNPGPQAAEQGTDTAVPSD
SDKKLPEMDID




