UniprotkB Entry name |organism full name (oglcnacscore o.glcnac p h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion ent!oplasmlc golgi - extl.‘acellular
ID sites sites reticulum apparatus membrane region
P30665 MCM4_YEAST [Saccharomyces [DNA 24.475439 NaN S52;S56;S69 33229814 [ MSQQSSSPTKEDNNSSSPVVPNPDS [None None None [None None None None None None
cerevisiae replication IVPPQLSSPALFYSSSSSQGDIYGRNN
licensing SQNLSQGEGNIRAAIGSSPLNFPSSS
factor QRQNSDVFQSQGRQGRIRSSASASG
MCM4 RSRYHSDLRSDRALPTSSSSLGRNG

QNRVHMRRNDIHTSDLSSPRRIVDF
DTRSGVNTLDTSSSSAPPSEASEPLR
IIWGTNVSIQECTTNFRNFLMSFKYK
FRKILDEREEFINNTTDEELYYIKQL
NEMRELGTSNLNLDARNLLAYKQT
EDLYHQLLNYPQEVISIMDQTIKDC
MVSLIVDNNLDYDLDEIETKFYKVRP
'YNVGSCKGMRELNPNDIDKLINLKG
LVLRSTPVIPDMKVAFFKCNVCDHT
MAVEIDRGVIQEPARCERIDCNEPN
SMSLIHNRCSFADKQVIKLQETPDF
VPDGQTPHSISLCVYDELVDSCRAG
DRIEVTGTFRSIPIRANSRQRVLKSLY
KTYVDVVHVKKVSDKRLDVDTSTIE
QELMQNKVDHNEVEEVRQITDQDL
AKIREVAAREDLYSLLARSIAPSIYEL
EDVKKGILLQLFGGTNKTFTKGGRY
RGDINILLCGDPSTSKSQILQYVHKIT
PRGVYTSGKGSSAVGLTAYITRDVDT
KQLVLESGALVLSDGGVCCIDEFDK
MSDSTRSVLHEVMEQQTISIAKAGII
TTLNARSSILASANPIGSRYNPNLPV
TENIDLPPPLLSRFDLVYLVLDKVDE
KNDRELAKHLTNLYLEDKPEHISQD
DVLPVEFLTMYISYAKEHIHPIITEAA
KTELVRAYVGMRKMGDDSRSDEKRI
TATTRQLESMIRLAEAHAKMKLKNV
VELEDVQEAVRLIRSAIKDYATDPKT
GKIDMNLVQTGKSVIQRKLQEDLSR
EIMNVLKDQASDSMSFNELIKQINE
HSQDRVESSDIQEALSRLQQEDKVIV

LGEGVRRSVRLNNRV




