
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

Q62812 MYH9_RAT Rattus
norvegicus

Myosin-
9

26.220974 NaN T11;S628;T754;S1114;S1715;S1944 21933451 MAQQAADKYLYVDKNFINNPLAQAD
CGAKKLVWVPSTKNGFEPASLKEEV
GEEAIVELVENGKKVKVNKDDIQKM
NPPKFSKVEDMAELTCLNEASVLHN
LKERYYSGLIYTYSGLFCVVINPYKNL
PIYSEEIVDMYKGKKRHEMPPHIYAI
TDTAYRSMMQDREDQSILCTGESGA
GKTENTKKVIQYLAHVASSHKSKKD
QGELERQLLQANPILEAFGNAKTVK
NDNSSRFGKFIRINFDVNGYIVGANI
ETYLLEKSRAIRQAKEERTFHIFYYLL
SGAGEHLKTDLLLEPYNKYRFLSNG
HVTIPGQQDKDMFQETMEAMRIMG
IPEDEQMGLLRVISGVLQLGNIVFKK
ERNTDQASMPDNTAAQKVSHLLGI
NVTDFTRGILTPRIKVGRDYVQKAQT
KEQADFAIEALAKATYERMFRWLVL
RINKALDKTKRQGASFIGILDIAGFEI
FDLNSFEQLCINYTNEKLQQLFNHT
MFILEQEEYQREGIEWNFIDFGLDL
QPCIDLIEKPAGPPGILALLDEECWF
PKATDKSFVEKVVQEQGTHPKFQKP
KQLKDKADFCIIHYAGKVDYKADEW
LMKNMDPLNDNIATLLHQSSDKFV
SELWKDVDRIIGLDQVAGMSETALP
GAFKTRKGMFRTVGQLYKEQLAKL
MATLRNTNPNFVCCIIPNHEKKAGK
LDPHLVLDQLRCNGVLEGIRICRQG
FPNRVVFQEFRQRYEILTPNSIPKGF
MDGKQACVLMIKALELDSNLYRIGQ
SKVFFRSGVLAHLEEERDLKITDVIIG
FQACCRGYLARKAFAKRQQQLTAM
KVLQRNCAAYLRLRNWQWWRLFTK
VKPLLNSIRHEDELLAKEAELTKVRE
KHLAAENRLTEMETMQSQLMAEKL
QLQEQLQAKTELCAEAEELRARLTA
KKQELEEICHDLEARVEEEEERCQY
LQAEKKKMQQNIQELEEQLEEEESA
RQKLQLEKVTTEAKLKKLEEDQIIME
DQNCKLAKEKKLLEDRVAEFTTDLM
EEEEKSKSLAKLKNKHEAMITDLEE
RLRREEKQRQELEKTRRKLEGDSTD
LSDQIAELQAQIAELKMQLAKKEEEL
QAALARVEEEAAQKNMALKKIRELE
TQISELQEDLESERACRNKAEKQKR
DLGEELEALKTELEDTLDSTAAQQE
LRSKREQEVSILKKTLEDEAKTHEAQ
IQEMRQKHSQAVEELAEQLEQTKRV
KATLEKAKQTLENERGELANEVKAL
LQGKGDSEHKRKKVEAQLQELQVK
FSEGERVRTELADKVSKLQVELDSV
TGLLNQSDSKSSKLTKDFSALESQL
QDTQELLQEENRQKLSLSTKLKQME
DEKNSFREQLEEEEEEAKRNLEKQI
ATLHAQVTDMKKKMEDGVGCLETA
EEAKRRLQKDLEGLSQRLEEKVAAY
DKLEKTKTRLQQELDDLLVDLDHQR
QSVSNLEKKQKKFDQLLAEEKTISA
KYAEERDRAEAEAREKETKALSLAR
ALEEAMEQKAELERLNKQFRTEME
DLMSSKDDVGKSVHELEKSNRALE
QQVEEMKTQLEELEDELQATEDAKL
RLEVNLQAMKAQFERDLQGRDEQS
EEKKKQLVRQVREMEAELEDERKQ
RSIAMAARKKLEMDLKDLEAHIDTA
NKNREEAIKQLRKLQAQMKDCMRD
VDDTRASREEILAQAKENEKKLKSM
EAEMIQLQEELAAAERAKRQAQQER
DELADEIANSSGKGALALEEKRRLE
ALIALLEEELEEEQGNTELINDRLKK
ANLQIDQINTDLNLERSHAQKNENA
RQQLERQNKELKAKLQEMESAVKS
KYKASIAALEAKIAQLEEQLDNETKE
RQAASKQVRRAEKKLKDVLLQVEDE
RRNAEQFKDQADKASTRLKQLKRQL
EEAEEEAQRANASRRKLQRELEDAT
ETADAMNREVSSLKNKLRRGDMPF
VVTRRIVRKGTGDCSDEEVDGKADG
ADAKATE

None None None None None None None None None




