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UniprotKB Entry name |organism full name (oglcnacscore oglcnac P OSE orylation PMIDS |sequence intracellular |extracellular |cytosol nucleus mitochndrion em:!oplasmnc golgi plasma extl.racellular
ID sites sites reticulum apparatus membrane region
Q8R3F9 STPAP_MOUSE |Mus Speckle 25.685855 NaN S688;5744 39627609 MAAVDSDVVSLPRGRFRCCLCDVTT (True False 3.1 4.591 1.081 0.881 0.696 0.971 0.701
musculus [targeted IANRPSLDAHLKGRKHRDLVQLRATR

PIP5K1A- KAQGLRSVFVSGFPRDVGSAQLSEY

regulated FQTFGPVANIVMDKDKGVFAIVEMG

poly(A) DISAREAVLSQPKHSLGGHGLRVRP

polymerase REQKEFQSPASKSPKGVDSSSHQLV

QALAEAADVGAQMVKLVELRELSEA
ERQLRNLVVALMQEVFTEFFPGCVV
HPFGSTVNSFDVHGCDLDLFLDMG
DMEETEPDPKAPKVPETSSLDSALA
SSLDPQALACTPASPLDSLSPTSVQE
SESLDFDTPSSLAPQTPDSALGSDTV
TSPQSLPPVSPLQEDRKEGKQGKEL
ELAEEASKDEKEEAAAVLELVGSILR
GCVPGVYRVQTVPSARRPVVKFCHR
PSGLHGDVSLSNRLALYNSRFLNLC
SEMDGRVRPLVYTLRCWAQHNGLS
GGGPLLNNYALTLLVIYFLQTRDPPV
LPTVAQLTQRAGEGEQVEVDGWDC
SFPKDASRLEPSTNVEPLSSLLAQFF
SCVSCLDLSGSLLSLREGRPLMVAE
GLPSDLWEGLRLGPMNLQDPFDLS
HNVAANVTGRVAKRLQSCCGAAASY
CRSLQYQQRSSRGRDWGLLPLLQPS
SPSSLLSAKLIPLPSAPFPQVIMALVD
IVLREALGCHIEQGTKRRRSEGARIKD
SPLGGVNKRQRLGGQEKSFEEGKEE
PQGCAGDHSENEVEEMVIEVRETPQ
DWALLHSGPPEEELPLMTANCLDK
IAAEHNPMKPEVAGEGSQGETGKEA
SHPSSVSWRCALWHQVWQGRRRA
RRRLQQQTKEEGRGGPTTGAEWLA
MEARVTQELKGPNSEQERPPGEPLL
SFVASASQAEQTLTVAPLQDSQGLFP

GLHHFLQGFIPQALKNLLK




