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D Entry name |organism oglcnacscore |_: phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion N
name sites reticulum |apparatu
Q61818 RAI1_MOUSE Mus Retinoic 48.748264 S1714;T1717|S322;S328;T455;S551;5666;T679;S [22517741;40885482;28135057;346 [MQSFRERCGFHGKQQNYPQTSQET |[True False 1.962 |5.0 False False False
musculus [acid- 863;5875;51047;T1051;S1105;S133 (78516;40997131 SRLENYRQPGQAGLSCDRQRLLAKD
induced 2;51343;51400 YYSPQPYTGYEGGTGTPSGTVATAAA
protein DKYHRGSKSLQGRPAFPSYVQDSSP
1 YPGRYSGEEGLQTWGGPQPPPPQPQ

PLPGAVSKYEENLMKKTVVPPPNRQ
'YPEQGPQLPFRTHSLHVPPPQPQQP
LAYPKLQRQKPQNDLASPLPFPQGS
HFPQHSQSFPTSSTYAPTVQGGGQG
IAHSYKSCTAPSAQPHDRPMSANAN
LAPGQRVQNLHAYQPGRLGYEQQQ
QALQGRHHTQETLHYQNLAKYQHY
GQQGQGYCPPDTAVRTPEQYYQTFS
PSSSHSPARSVGRSPSYSSTPSPLMP
NLENFPYSQQPLSTGAFPTGITDHS
HFMPLLNPSPTDAASSVDPQAGNCK
PLQKEKLPDNLLSDLSLQSLTALTSQ
'VENISNTVQQLLLSKATMPQKKGVK
NLVSRTPEQHKSQHCSPEGSGYSAE
PAGTPLSEPPSSTPQSTHAEPQDTDY
LSGSEDPLERSFLYCSQARGSPARV
NSNSKAKPESVSTCSVTSPDDMSTK
SDDSFQSLHSTLPLDSFSKFVAGER
DCPRLLLSALAQEDLASEILGLQEAI
VEKADKAWAEASSLPKDNGKPPFSL
ENHGACLDTVAKTSWSQPGEPETLP
EPLQLDKGGSTKDFSPGLFEDPSVA
FATTDPKKTSSPLSFGTKPLLGTATP
DPTTAAFDCFPDTPTASSVDGANPF
IAWPEENLGDACPRWGLHPGELTKG
LEQGAKASDGVGKADAHEASACMG
FQEDHAIGKPAAALSGDFKQQEAEG
VKEEVGGLLQCPEVAKANQWLEES
RHCCSSTDFGDLPLLPPPGRKEDLE
AEEEYSSLCELLGSPEQRPSLQDPLS
PKAPLMCTKEEAEEALDTKAGWVSP
CHLSGEPAVLLGPSVGAQSKVQSWF
ESSLSHMKPGEEGPEMERAPGSSG
TSQGSLAPKPNKPAVPEGPIAKKEPV
PRGKSLRSRRVHRGLPEAEDSPCRV
PALPKDLLLPESCTGPPQGQAEGAG
IAPGRGLSEGLPRMCTRSLTALSEPQ
TPGPPGLTTTPTPPDKLGGKQRAAFK
SGKRVGKPSPKAASSPSNPAALPVAS
DSSPMGSKTKEPDSPSMPGKDQRS
MVLRSRTKPQQVFHAKRRRPSESRI
PDCRATKKLPANNHLPTAYKVSSGP
QKEGRMNQRVKVPKPGTGNKLSDR
PLHTLKRKSAFMAPVPAKKRSLILRS
NNGSGGDGREERAESSPGLLRRMA
SPQRARPRGSGEPPPPPPLEPPAAC
MGLSTQSSLPSAVRTKVLPPRKGRG
LKLEAIVQKITSPGLKKLACRVAGAP
PGTPRSPALPERRPGGSPAGAEEGL
GGMGQMLPAASGADPLCRNPASRS
LKGKLLNSKKLSSAADCPKAEAFMS
PETLPSLGTARAPKKRSRKGRTGTLG
PSKGPLEKRPCPGQPLLLAPHDRAS
STQGGGEDNSSGGGKKPKTEELGPA
SQPPEGRPCQPQTRAQKQPGQASYS
SYSKRKRLSRGRGKTAHASPCKGRA
TRRRQQQVLPLDPAEPEIRLKYISSC
KRLRADSRTPAFSPFVRVEKRDAYTT
ICTVVNSPGDEPKPHWKPSSSAASS
STSSSSLEPAGASLTTFPGGSVLQQR
PSLPLSSTMHLGPVVSKALSTSCLVC
CLCQNPANFKDLGDLCGPYYPEHCL
PKKKPKLKEKARLEGTLEEASLPLER
TLKGLECSASTTAAAPTTATITTPTAL
GRLSRPDGPADPAKQGPLRTSARGL
SRRLQSCYCCDGQGDGGEEVAQAD
KSRKHECSKEAPTEPGGDTQEHWV
HEACAVWTSGVYLVAGKLFGLQEA
MKVAVDMPCTSCHEPGATISCSYKG
CIHTYHYPCANDTGCTFIEENFTLKC
PKHKRLPL




