UniprotKB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extl.‘acellular
1D name sites sites reticulum apparatus membrane [region
IASKGUS5 IASBKGU5_MOUSE Mus NaN [22.380232 NaN NaN 37507081 MDPSGVKVLETAEDIQERRQQVLDR |None None None [None None None None None None

musculus

YHRFKELSTLRRQKLEDSYRFQFFQ
RDAEELEKWIQEKLQVASDENYKDP
TNLQGKLQKHQAFEAEVQANSGAIV
KLDETGNLMISEGHFASETIRTRLM
ELHRQWELLLEKMREKGIKLLQAQK
LVQYLRECEDVMDWINDKEAIVTSE
ELGQDLEHVEVLQKKFEEFQTDLAA
HEERVNEVSQFAAKLIQEQHPEEELI
KTKQDEVNAAWQRLKGLALQRQGK
LFGAAEVQRFNRDVDETIGWIKEKE
QLMASDDFGRDLASVQALLRKHEG
LERDLAALEDKVKALCAEADRLQQS
HPLSASQIQVKREELITNWEQIRTLA
AERHARLDDSYRLQRFLADFRDLTS
'WVTEMKALINADELANDVAGAEALL
DRHQEHKGEIDAHEDSFKSADESG
QALLAASHYASDEVREKLSILSEERT
ALLELWELRRQQYEQCMDLQLFYR
DTEQVDNWMSKQEAFLLNEDLGDS
LDSVEALLKKHEDFEKSLSAQEEKIT
ALDEFATKLIQNNHYAMEDVATRRD
ALLSRRNALHERAMHRRAQLADSF
HLQQFFRDSDELKSWVNEKMKTAT
DEAYKDPSNLQGKVQKHQAFEAELS
ANQSRIDALEKAGQKLIDVNHYAKE
EVAARMNEVISLWKKLLEATELKGI
KLREANQQQQFNRNVEDIELWLYE
VEGHLASDDYGKDLTNVQNLQKKH
ALLEADVAAHQDRIDGITIQARQFQD
AGHFDAENIKKKQEALVARYEALKE
PMVARKQKLADSLRLQQLFRDVEDE
ETWIREKEPIAASTNRGKDLIGVQNL
LKKHQALQAEIAGHEPRIKAVTQKG
NAMVEEGHFAAEDVKAKLSELNQK
'WEALKAKASQRRQDLEDSLQAQQY
FADANEAESWMREKEPIVGSTDYGK
DEDSAEALLKKHEALMSDLSAYGSS
IQALREQAQSCRQQVAPMDDETGKE
LVLALYDYQEKSPREVTMKKGDILTL
LNSTNKDWWKVEVNDRQGFVPAAY
VKKLDPAQSASRENLLEEQGSIALR
QGQIDNQYQSLLELGEKRKGMLEKS
CKKFMLFREANELQQWITEKEAALT
NEEVGADLEQVEVLQKKFDDFQKD
LKANESRLKDINKVAEDLESEGLMA
EEVQAVQQQEVYGAMPRDEADSKT
ASPWKSARLMVHTVATFNSIKELNE
RWRSLQQLAEERSQLLGSAHEVQRF
HRDADETKEWIEEKNQALNTDNYG
HDLASVQALQRKHEGFERDLAALGD
KVNSLGETAQRLIQSHPESAEDLKE
KCTELNQAWTSLGKRADQRKAKLG
DSHDLQRFLSDFRDLMSWINGIRGL
VSSDELAKDVTGAEALLERHQEHRT
EIDARAGTFQAFEQFGQQLLAHGHY
ASPEIKEKLDILDQERTDLEKAWVQR
RMMLDHCLELQLFHRDCEQAENW
MAAREAFLNTEDKGDSLDSVEALIK
KHEDFDKAINVQEEKIAALQAFADQ
LIAVDHYAKGDIANRRNEVLDRWRR
LKAQMIEKRSKLGESQTLQQFSRDV
DEIEAWISEKLQTASDESYKDPTNIQ
LSKLLSKHQKHQAFEAELHANADRI
RGVIDMGNSLIERGACAGSEDAVKA
RLAALADQWQFLVQKSAEKSQKLKE
ANKQQNFNTGIKDFDFWLSEVEALL
IASEDYGKDLASVNNLLKKHQLLEAD
ISAHEDRLKDLNSQADSLMTSSAFD
TSQVKEKRDTINGRFQKIKSMATSR
RAKLSESHRLHQFFRDMDDEESWI
KEKKLLVSSEDYGRDLTGVQNLRKK
HKRLEAELAAHEPAIQGVLDTGKKL
SDDNTIGQEEIQQRLAQFVEHWKEL




KQLAAARGQRLEESLEYQQFVANVE
EEEAWINEKMTLVASEDYGDTLAAI
QGLLKKHEAFETDFTVHKDRVNDV
CTNGQDLIKKNNHHEENISSKMKG
LNGKVSDLEKAAAQRKAKLDENSAF
LQFNWKADVVESWIGEKENSLKTD
DYGRDLSSVQTLLTKQETFDAGLQA
FQQEGIANITALKDQLLAAKHIQSKA
IEARHASLMKRWTQLLANSATRKKK
LLEAQSHFRKVEDLFLTFAKKASAF
NSWFENAEEDLTDPVRCNSLEEIKA
LREAHDAFRSSLSSAQADFNQLAEL
DRQIKSFRVASNPYTWFTMEALEET
'WRNLQKIIKERELELQKEQRRQEEN
DKLRQEFAQHANAFHQWIQETRTYL
LDGSCMVEESGTLESQLEATKRKHQ
EIRAMRSQLKKIEDLGAAMEEALILD
NKYTEHSTVGLAQQWDQLDQLGMR
MQHNLEQQIQARNTTGVTEEALKEF
SMMFKHFDKDKSGRLNHQEFKSCL
RSLGYDLPMVEEGEPDPEFEAILDTV
DPNRDGHVSLQEYMAFMISRETEN
'VKSSEEIESAFRALSSEGKPYVTKEE
LYQNLTREQADYCVSHMKPYVDGK
GRELPTAFDYVEFTRSLFVN




