UniprotkB Entry name organism full loglcnacscore qglcnac p.h osphorylation PMIDS [sequence intracellular extracellular|cytosol |nucleus mitochndrion en(?oplasmlc golgi plasma extl"acellular

ID mname sites sites reticulum apparatus membrane region

Q5DTZ0 NYNRI_MOUSE [Mus Protein |36.83566 T18 NaN 40885482 MLLSGGKPPAQEWFMVQTKSKPRV [False False 1.387 |1.857 [1.33 0.422 False 0.768 0.562
musculus [NYNRIN HRQRLQVQRIFRVKVTAFQSRPDTP

YFWLQLEGPRENTGKAKEYLKGLCN
PELWKEVRYPPVLHCAFLGAQGLFL
DCLCWSTLAYLVPGPPGSLMVGGLT
ESFTMTQNWLEELVARLRWGPAPM
ITPRGVWETEVTRAFGALVWIRCDK
IYAGDLLQLPPAVQELLLSLVRDAAGK
EDIIEWLGHFGISGTCPNPEILICLAR
QQKESASLVTIKESPGTLQEIGALNR
IASENSKKTTSSGAAGSLTQAQSPPA
QETADQLARDQSNKQGDETNSVGE
EGTATQDTSSQDSENPTQALLQQKQ
IVPKNEERISLLLPVSALSAYTSWKVW
IAPGTAFGPSWPGTIAATFWKINELQS
LHLAWLLSQACLNFPFWQRPTGPIQ
LKLPGRNPLPLKLEWKQKELVPLSS
IAGSPACRPGGDLGRETALKHSPRPEI
PSKIISLSVVPGGCGIKEKVSPGLLQV
GQSSTSVGDKGISLSDCKGLEKPFSL
ALSTEQGGSTAQERPLAQVPEAPTVS
ETLQVATAAEVSNVEHPPTGEGLPA
TPKVPTALKKPAVYTEPTAPKVPSAP
TEPAAPATPTAPQTPTAQKTPSVKTL
AGLQTPKVQSETIATAGSEVPKAPAA
SAVAGPTVDVAQLLSEVQASKNRAI
MLKVQGKPGRQGFQPSSTVPSRSKH
QFLKEGLLGAWEGSQRLSPHSQGT
NIVISFQRYNEALNTPFEMNLSEEP
GNPGLRRVVIDGSSVAMVHGLQHFF
SCRGIAMAVQYFWNRGHREITVFVP
TWQLKKNRRVRESHFLTKLHRLKM
LSITPSQLENGKKITTYDYRFMVKLA
EETDGVIVINEQIHILMNNSKKLMV
KDRLLPFTFAGSLFMVPDDPLGRDG
PTLEEFLKKPNRLDMDIGNFLKVWK
TLPPSSASISELSDDADAEPLEDPQD
IVEEAGKEEGSLEEEPGIPKPDEEDE
QDTNPVSVFGVECPSFSEEILQCLSL
HDPSEGTLDIDLLPVVSSPYLDVPWD
GKAPCQQVLAQLAQLNIPSNFTALS
FFMGFMDSHRDVISDYEDLVGPLH
GLLKQKPDWQWNQEHEKSFLALKR
IALVCALCLSTPNPNLPFYLEVTVSQV
SLTASLHQEHSGRKHPIAYTSKPLLP
DEDSEGPQSGGDSPYAVAWALKHF
IARCVGDNPVVLRLSYASRTTVDNEA
WDSRRASKAWLIRWSLLLQDKGKR
ELELSLLQGLLGENQLLTPPSSMPR
IVFQPLPPSSDLSTFICVHVSGYCFYR
DDELCAGFGLYILSPTSPPVSLAFSC
SPYTTTYAHLAAVACGLERFGQSQH
PVVFLTHCNWIFSVLWELLPLWRVR
GFLSSDGASLPHPSLLSYIISLTSGFS
PLPFIYRTSYRGSLFAVTVDTLAKQG
IAQGGGQWWDLPKDVPVPMVTPHPK
GRKPNLLALQLSDTTLADIIAKLQAG
QKLSGPSPFSSAFNSLSLDQDSGLL
MFKGERHPRVWVVPRQLRRDLIFSV
HDSPIGEHQGLEDTYKTVRLLGWWP
GMQDHVRDYCRSCLFCIPRNLIGGE
LKVIESPWPLRSTAPWSSLQIEVVGP
IVTVSEEGHKHVLIVADANTRWVEAF
PLKPYTHVAVAQVLLQHVFARWGVP
IRLEAAQGPQFARHVLVSCGLALGA
QVTTLSRALQFPCLMSSEAYWEFKR
ALKEFIFLYGKKWAASLPLLHLAFRA
STTEATPFQVLTGGEMKLMEPVWW
EMSRANIEGLKMDAFLLQLMRELL
DLHWRVAEKASEKAENRRFKRESQ
ENEWSVGDQVLLLSLPRNGSSAKW
MGPFYIGDRLSLSLYRVWGFPVPDK
LGCVYPSSLMKAFPKHDTPLSLDVE
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