UniprotKB Entry name |organism full name |oglcnacscore o_glcnac p.h osphorylation PMIDS |sequence intracellular lextracellular cytosol nucleus mitochndrion enc.loplasmlc golgi extl"acellular
ID sites sites reticulum apparatus membrane region
Q55W19 CLU_MOUSE Mus Clustered 29.125745 NaN $279;S281;S655;S725|39927985 MLLNGDCSENLKKEEGTSEPPREN |False False 1.453 [1.688 |False False False False False
musculus |mitochondria GLDEGEPGDETTGQEVIVIQDTGFSV
protein KILAPGIEPFSLQVSPQEMVQEIHQV
homolog LMDREDTCHRTCFSLHLDGNMLDH

FSELRSVEGLQEGSVLRVVEEPYTVR
EARIHVRHVRDLLKSLDPSDAFNGV
DCNSLSFLSVFTDGDLGDSGKRKKG
LEMDPIDCTPPEYILPGSRERPLCPL
QPQNRDWKPLQCLKVLTMSGWNPP
PGNRKMHGDLMYLFVITAEDRQVSI
TASTRGFYLNQSTAYHFNPKPASPR
FLSHSLVELLNQISPTFKKNFAVLQK
KRVQRHPFERIATPFQVYSWTAPQA
EHAMDCVRAEDAYTSRLGYEEHIPG
QTRDWNEELQTTRELPRKNLPERLL
RERAIFKVHSDFTAAATRGAMAVID
GNVMAINPSEETKMQMFIWNNIFF
SLGFDVRDHYKDFGGDVAAYVAPTN
DLNGVRTYNAVDVEGLYTLGTVVVD
YRGYRVTAQSIIPGILERDQEQSVIYG
SIDFGKTVVSHPRYLELLERTSRPLKI
LRHRVLNDRDEEVELCSSVECKGIIG
NDGRHYILDLLRTFPPDLNFLPVPGE
ELPEECSRAGFPRTHRHKLCCLRQE
LVDAFVEHRYLLFMKLAALQLMQQ
KASKVETTTSLENGGLPSSAETKSED
SIGPEAGCEEEGSSVSGLAKVKELAE
TIASDDGTVDPRSREVIRNACKAVGS
ISSTAFDIRFNPDIFSPGVRFPESCQD
EVRDQKQLLKDAAAFLLSCQIPGLVK
DCTEYAVLPMDGATLAEVMRQRGIN
MRYLGKVLDLVLRSPARDQLDHIYKI
GIGELITRSAKHIFKTYLQGVELSGLS
AAISHFLNCFLSSYPNPVAHLPADEL
LSKKRNKRRKNRPPGAADNTAWAV
MTPQELWKNICHEAKNYFDFTLEC
DSVDQAVETYGLQKITLLREISLKTGI
QILLKEYSFDSRHKPAFTEEDVLNIF
PVVKHVNPKASDAFHFFQSGQAKV
QQGFLKEGCELINEALNLFNNVYGA
MHVEICACLRLLARLHYIMGDYAEA
LSNQQKAVLMSERVMGIEHPNTIQE
YMHLALYCFASSQLSTALSLLYRARY
LMLLVFGEDHPEMALLDNNIGLVL
HGVMEYDLSLRFLENALAVTTKYHG
PKALKVALSHHLVARVYESKAEFRS
ALQHEKEGYTIYKTQLGEDHEKTKE
SSEYLKCLTQQAVALQRTMNEIYRN
GSSANIPPLKFTAPSMTSVLEQLNVI
NGILFIPLSQKDLENLKAEVARRHQL
QEANRNRDKAEEQPMAPEPEPEPE
RAVEDMGSPQTAKEGPSSLNLQG




