UniprotkB Entry name |organism full oglcnacscore o.glcnac p'h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr.acellular
ID name sites sites reticulum apparatus membrane [region
Q80XB4 NRAP_MOUSE Mus Nebulin- |31.599284 S711 T203;S1078 36288343;40021952 MNVQACSRCGYGVYPAEKISCIDQT (False False 0.798 (3.0 False False False False False
musculus |related- WHKACFHCEVCKMMLSVNNFVSH
anchoring QKKPYCHAHNPKNNTFTSVYHTPL
protein NLTLKKSVAAMGGIDGKEDGEPFKS

IVLHWDMKSKAGAGAASRLMNERDY
WPGYAEGNTWCPGALPDPEIVRMV
EARQSLGEGYTEDREQQQGKGSFPA
MITPAYQRAKAANQLASQVQYKRGH
DERVSTFTPVADTPELLRAKAGGQL
QNDVRYTEDGGQQRGKGSFPAMITP
IAYQIAKRATELASDVRYHQQYHREM
KGMASPVGAEGGMTKDSVDRCGQV
YSEECDEPRGKGSFPAMITPAYQNA
KKANELVSDIKYRQDFHKMKGAAH
FHSLAAQDNLVLKRAQSVSKLVSEV
EYKKGLENSKGHSINYCETPQFRNV
SKISKFTSDNKYKENYQTQLRGHYD
GVGMDRRMLHALKVGSLASNVAYK
IADYKHDVVDYNYLATATPFYQTTMR
LVPLKDVNYRQNIDRMKFSSVTNTP
QIVQAKINAQQLSHVNYRADYERNK
LNYTLPQDAPQLLKAKANAELFSEV
KYKEGWQKTKGKGFEMKLDAMSLL
IAAKASGELASSVKYKEEYEKMKGRA
LGATDSKLLHSLQVAKMSSEVEYKK
GFEESKTHFNLPMDMVNLRHAKKA
QALASDLDYRKKLHDYTVLPEDMKT
QWAKKAYGLQSELQYKADLAWMRG
IVGWLTEGSLNLEQAKKAGQLISEKN
YRQRVDELKFTSVADSSQMEHAKKS
QGLQNAVAYKAGNEQSVHQYTISKD
EPLFLRARANAAQLSETLYKSSWEK
QKAKGFELRLDSLAFLTAKAKRDILA
SEVKYKEDYERSRGKLIGAKSAQGD
SQMSHSLQMSKLQSDLEYKKGFED
TRSQCHISLDMVHLVHARQAQHLAT
DVGYRTASHCFTALPTDMKVEWAK
KAYGLQSDNQYRADMKWMKGTGW
IVATGSLHVEQAKKAGELISEKKYRQ
HPDALKFTSIKDTPEMVQARISYTQA
IVDRLYREQGENVKHHYTQTADLPEV
LLAKLNAMNISETRYKESWSRLRDG
GYKLRLDALPFQAAKASSEVISDYKY
KEAFERMKGQMLGSRSLEDDLSLA
HSVHATSLQSDVNYKKGFEHAKAH
FHLPLDMVTLVHAKKAQTLASDQDY
RHPLPQHTVLAEDLRLSCAKKAHKL
QSENLYRSDLNFMRGVPCVVPGTLE
IEGRKKASELISESKYRQHPGSFKYT
IAVTDTPNLLHAKYSNQITNERLYKA
IAGEDARHQYTMTLGLPEFIRAKTNA
IANLSEAKYKEAWHNLRAQGYKLTID
IALPFQAARASGDIASDFLYRHEFVKE
RGQLIGVRNVSDDPRLLHCLRMGQL
QSENQYRKEAASSQAQCHLPMDM
MYLVHARKAQALASDHDYRTQCHE
FTALPEDLKMAWAKKAHALQSEFRY
KADLMGMKGTGWLALQSPQIESAK
KAGDLISETKYRKKPDSIKFTTVVDS
PDLIHAKESYMHCNERLYRLGDAAS
LHRYTPIPDHPDFTRARMNAMHLS
DKVYRNAWEQSRAGGYDFRLDAIPF
QTARVSRDIASDFRYKEAFLRDRGL
QIGYRSISDDPRTTHFLRVGRLQSDN
EYRKAFAKGRSQFHSRADQPGFLQA
KRSQQLASDVLYRQPLPQHTSDPEQ
LGLKHARKAHQLQSDVKYKSDLNLT
RGVGWTPPGSYKVEMARRAAELAN
RRGPGIRGASVEPEAAAALGDHQSR
GVNPDASEILHIHKKKTLLM




