UniprotkB Entry name |organism [full name oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular |extracellular |cytosol nucleus mitochndrion enc}oplasmlc golgi E extl:acellular
ID sites sites reticulum apparatus membrane region
Q3VIM1 1GS10_MOUSE Mus Immunoglobulin |25.019509 S250 'T2574 34418053 MQKRGREVSCLLISLTAICLVVTPGS |None None None |None None None None None None

musculus

superfamily
member 10

RVCPRRCACYVPTEVHCTFRYLTSIP
DGIPANVERVNLGYNSLTRLTENDF
SGLSRLELLMLHSNGIHRVSDKTFS
GLQSLQVLKMSYNKVQIIEKDTLYGL
RSLTRLHLDHNNIEFINPEAFYGLTL
LRLVHLEGNRLTKLHPDTFVSLSYL
QIFKTSFIKYLYLSDNFLTSLPKEMV
SSMPNLESLYLHGNPWTCDCHLKW
LSEWMQGNPDIIKCKKERIPSSPQQ
CPLCMNPRISKGRSIAMVPSGSFLCT
KPTIDPSLKSKSLGIQEDNGSASVSP
QDFIEPFGSLSLNMTDLSGNKANVI
CSIQKPSRTLPIAFTEENDYIMLNMS
FSTNLVCSVNYNHIQPVWQLLALYS
DSPLILERKPQHTETPLLSPKYQQVA
LRPEDTFTNIEADFKADPFWFQQEKI
SLQLNRTATTLSTLQIQFSTDAQITLP
KAEMRPVKRKWTMILMMNNTRLE
HTVLVGGTIALDCPGKGDPSPHLEW
'VLADGSKVRAPYVSEDGRILIDKKGK
LELQMADTFDAGLYHCISTNDADAD
ILTYRITVVEPYVENKHENGALHTVI
MGEILDLPCLSTGIPDASISWILPRNT
IVFSQSSRDMQILNNGTLRILQATPK
DQGHYRCVAANPSGADFSSFQVSVQ
MKGQRTIEHDRDIDGSGLEEPKPSV
LLKQPPSLKLPASSLTGTEAGKQVSG
IHKKNKHRDLTHRRRGDSTLRRFRE
HRRQLPLSARRIDPQHWAALLEKAK
KNSVLRKQENTTVKPTPLAIPLVELA
GEEKDASGLTPPDEEFTVLKTKAFG
IVPERSPTADSRPVNHGFVTSSASGT
EVSSTVNPQTLLPTHLPDFKLFNVV
DSAAVSKSMNRPVTSKIEDTTHQNP
IIIFPSVAEIQDSAQVGRTSSQSAHPA
TGGAMATYGYTTMLSSFTNKANTVL
QSANPTESYGPQIPLTEVSRVSSNNS
LAHTTKDPGFSKRPSDSHTTAPSLF
QTPRNNSTGNVGRERTIWSRGRAIS
PYRTPVLRRHRHRIVRPALKGPANR
NISQVSATEPPGMCRTCSSTERLTM
IATAALSVTGSSHTTLPKANNVGIISE
ESTTVVKKPSLLLKNKQDVDIETITTT
INYFRSESTHMTPTEASMISAPTSIS
LGKTPIDTSGHLSMPRTIQAGTDLVV
TPPLSSPLSQPSIPTKATSTKLSRRKI
PWHPIFANNHNKEGMLKNLHQFGL
QKNTATKPPEKAPLLPTDHGSSSPST
TLLASLTPAQSATMAATRRNGTEVQ
GARSLSAGKEQPFINSFLVLPSTTRK
RSSTLSFLSVETPTVTTPPVIASAIISE
TQEVRSKKAKDQTKGSLKNRKGPTI
TPRQISGYSTYSVPTTTDTPLAFSHSP
GKVTGRTVSTAAPHSAASLLGITELP
QKCTHTSGNITASETTLLSKSQESTA
MKRASATPPLLSSGAPRMPTPSPPPF
TKVVVTDSEVPAVFKMMSNRMVTIY
ESSRHDIDLQQPSAEASPNPEILTGS
TDFPLSSLLTSTPMPAPRVDKPQDS
QWKPSPWPENKFQLRSYSETIEKGK
RPEISLSPHLSFPEASTHALHWNAQ
RHAEKSVFDKKPAQNPTSKHLPYDS
LPKTILKKPRIIGGKAASFTVPTNSDV
LLPCEAVGDPKPTIHWTRVSSGREIS
RGIQKTRFHVLPNGTLSIQRVSIQDR
GQYLCAASNPLGVDHLHVTLSVVSY
PARILESHVKEITAHSGSTVKLKCRV
EGMPRPTISWILANQTVVSETPEGSR
KVWVTPDGTLIIHNLSLYDRGFYKCV
IANNPSGQDSLLVKIQVITAPPVIIEQK
RQAIVGVLGESLKLPCTAKGTPQPSV
HWVLYDGTELKPLQLTHSRFFLYPN
GTLYIRNIVSSVRGTYECIATSSSGSE
RRVVILRVEEQETVPRIETASQKWTE
'VNLGEKLLLNCSATGDPKPTIIWKLP
SKVVIDQWHRMGSRIHVYPNGSLVI




GSVTEKDGGDYLCVARNKMGDDLV
LMHVRLRLTPAKIEHKQHFKKQVLH
GKDFQVDCKASGSPVPEVSWSLPDG
TVVNNVAQADDSGYRTKRYTLFHNG
TLYFNKVGMAEEGDYICSAQNTLGK
DEMKVHLTVLTAIPRIRQNYRSNVRI
KAGDTAVLDCEVTGEPKPNVFWLLP
SNNVISFSNDRFIFHANGTLSINKVK
PLDSGKYVCVAQNPSGDDTKTYKLD
IVSRPPLINGLYANKTVIKATAIQHSK
KHLDCRADGVPPPQITWIMPDNIFL
TAPYYGGRITVHQNGTLEIRNIRLSD
SADFTCVVRSEGGESVLVVQLKVLE
MLRRPTFRNPFNEKVVAQVGKPVA
MNCSVDGNPTPEIIWILPDGTQFAN
GPQNSPYLMASNGSLIVYKATRNKS
GKYRCTARNKVGYIEKLILLEIGQKP
\VILTYEPGMIKSAGGESLSLHCVSDG
IPKPNVKWTTPGGLVIDRPQVGGKYI
LHENGTLVIKETTAHDRGNYICKAQ
NSVGQAVISVPVTIVAYPPRIINYLPR
SMLRRTGEAMQLHCVALGVPKPQIT
WETPGYSLLSTATERRPHRSEMLPL
QGTLVIQNLRASDSGVYKCRAQNVL
GADYATTYIQVL




