UniprotKB Entry name organism full loglcnacscore oglcnac phosp ylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi plasms

ID name sites reticulum apparatus memb:

Q5SSZ5 TENS3_MOUSE [Mus Tensin- 31.528337 S745 T323;S332;S361;S370;5440;S516;S (25153642;28528544;34418053 MEDSHELDLTYVTERIIAVSFPASCS |False False 2.712 (3.356  [1.416 1.11 0.705 1.765
musculus (3 571;T632;S648;S687;S690;S769;T7 EESYLHSLQEVTRMLKCKHGDNYLV

73;5804;5S860;5S894;5960;51144;S1
149;S1288;51436

LNLSEKRYDLTKLNPKIMDVGWPEL
HAPPLDKMCTICKAQESWLNNDPQ
HVVVIHCRGGKGRIGVVISSYMHFT
NVSASADQALDRFAMKKFYDDKISA
LMEPSQKRYVQFLSGLLSGAMKMN
TSPLFLHFVIMHGVPSFDTGGACRP
FLKLYQAMQPVYTSGIYNVGSENPS
RIRIAIEPAQLLKGDIMVKCYHKKFR
SATRDVIFRLQFHTGAVQGYGLLFG
KEELDSACKDDRFPDYGKIELVFSAT
PEKIQGSEHLYSDQGVTVDYNTADP
LIRWDSYENMSADGEVLHTQGPVD
GSLYAKVRKKSASDTGIPSSPQGMPA
TSSPDHGDHTLSVSSDSGHSTASAR
TDKTEERLTPGARRGLSPQEKAELD
QLLSGFGLEDSASSHKDMTDMRSK
'YSGTRHVVPAQVHVNGDAALKDRET
DILDDEMPHHDLHSVDSLGTLSSSE
GPQSTHLGPFTCLKSSQNSLLSDGF
GNGVAEDHNGVLSPDLGLGVDTLY
DRERMCGGREQKPLQPLLRKPSAPT
PVQAYGQSNYSTQTWVRQQQMVAA
HQYSFASDGEARLGSRSTVDNTGLA
QPPPHIPVTPNRGASSRVAVQRGISN
GPNPPDTQQLCPGKALQPRFQDDRV
TNGVHQEPNTGSSPGSPTLDIDQSIE
QLNRLILELDPTFEPIPTHLNALGISA
'VCPDGVGSGLRCSGRLDSVDGPGRS
PGRQGDDPIGGRLRKLSIGQYDNDA
ASQVTFSKCGWGKAGVDPAPSLGSF
SSPEDIKETVITAYPSDLNMIDGRIPN
SKESSMCLTPSFPVSPETPYVKTSPR
'YPPFSPPEPQLSSPASLHKGREPRGC
PEIISHTVGMSESPVGPKPTMLRAD
MPATPNFQQVFASSCTVSSNGPGQR
RESPPSAERQWVESSPKSTLTLLGN
SHPSESPLGTHEFCSSGKDSPGLPC
FQSSELQASFHSHELSMSEPQGALP
PAGSQTFLGFNTVTTATSVLPPGEDA
GTLLVNSHGTSPAPGTPLLTTGAAD
NGFLPHNFLTVSPGASSHHSPGLQN
QNVSLPGQPPLPEKKRASEGDRSLG
SVSPSSSGFSSPHSGSTMSIPFPNVL
PDFCKPSEVASPLPDSPNDKLVIVKF
'VQDTSKFWYKADISREQAIAMLKDK
APGSFIVRDSHSFRGAYGLAMKVAT
PPPSVLHLNKKAGDLSNELVRHFLI
ECTPKGVRLKGCSNEPYFGSLTALV
CQHSITPLALPCKLLIPERDPLEEIAE
NSPQTAANSAAELLKQGAACNVWYL
NSVEMESLTGHQAVQKALSMTLVQ
EPPPVSTVVHFKVSAQGITLTDNQRK
LFFRRHYPVSSVIFCALDPQDRKWIK
DGPSSKVFGFVARKQGSATDNVCHL
FAEHDPEQPASAIVNFVSKVMIGSPK
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