
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9UKZ4 TEN1_HUMAN Homo
sapiens

Teneurin-
1

22.903221 S2242;T2245 S105;T109;S116;S2580 38253038 MEQTDCKPYQPLPKVKHEMDLAYT
SSSDESEDGRKPRQSYNSRETLHEY
NQELRMNYNSQSRKRKEVEKSTQE
MEFCETSHTLCSGYQTDMHSVSRH
GYQLEMGSDVDTETEGAASPDHALR
MWIRGMKSEHSSCLSSRANSALSLT
DTDHERKSDGENGFKFSPVCCDME
AQAGSTQDVQSSPHNQFTFRPLPPP
PPPPHACTCARKPPPAADSLQRRSM
TTRSQPSPAAPAPPTSTQDSVHLHN
SWVLNSNIPLETRHFLFKHGSGSSAI
FSAASQNYPLTSNTVYSPPPRPLPRS
TFSRPAFTFNKPYRCCNWKCTALSA
TAITVTLALLLAYVIAVHLFGLTWQL
QPVEGELYANGVSKGNRGTESMDT
TYSPIGGKVSDKSEKKVFQKGRAIDT
GEVDIGAQVMQTIPPGLFWRFQITIH
HPIYLKFNISLAKDSLLGIYGRRNIPP
THTQFDFVKLMDGKQLVKQDSKGS
DDTQHSPRNLILTSLQETGFIEYMD
QGPWYLAFYNDGKKMEQVFVLTTAI
EIMDDCSTNCNGNGECISGHCHCF
PGFLGPDCARDSCPVLCGGNGEYEK
GHCVCRHGWKGPECDVPEEQCIDP
TCFGHGTCIMGVCICVPGYKGEICEE
EDCLDPMCSNHGICVKGECHCSTG
WGGVNCETPLPVCQEQCSGHGTFL
LDAGVCSCDPKWTGSDCSTELCTM
ECGSHGVCSRGICQCEEGWVGPTC
EERSCHSHCTEHGQCKDGKCECSP
GWEGDHCTIAHYLDAVRDGCPGLCF
GNGRCTLDQNGWHCVCQVGWSGT
GCNVVMEMLCGDNLDNDGDGLTD
CVDPDCCQQSNCYISPLCQGSPDPL
DLIQQSQTLFSQHTSRLFYDRIKFLI
GKDSTHVIPPEVSFDSRRACVIRGQV
VAIDGTPLVGVNVSFLHHSDYGFTIS
RQDGSFDLVAIGGISVILIFDRSPFLP
EKRTLWLPWNQFIVVEKVTMQRVV
SDPPSCDISNFISPNPIVLPSPLTSFG
GSCPERGTIVPELQVVQEEIPIPSSFV
RLSYLSSRTPGYKTLLRILLTHSTIPV
GMIKVHLTVAVEGRLTQKWFPAAIN
LVYTFAWNKTDIYGQKVWGLAEALV
SVGYEYETCPDFILWEQRTVVLQGF
EMDASNLGGWSLNKHHILNPQSGII
HKGNGENMFISQQPPVISTIMGNGH
QRSVACTNCNGPAHNNKLFAPVAL
ASGPDGSVYVGDFNFVRRIFPSGNS
VSILELSTSPAHKYYLAMDPVSESLY
LSDTNTRKVYKLKSLVETKDLSKNF
EVVAGTGDQCLPFDQSHCGDGGRA
SEASLNSPRGITVDRHGFIYFVDGTM
IRKIDENAVITTVIGSNGLTSTQPLSC
DSGMDITQVRLEWPTDLAVNPMDN
SLYVLDNNIVLQISENRRVRIIAGRPI
HCQVPGIDHFLVSKVAIHSTLESARA
ISVSHSGLLFIAETDERKVNRIQQVT
TNGEIYIIAGAPTDCDCKIDPNCDCF
SGDGGYAKDAKMKAPSSLAVSPDGT
LYVADLGNVRIRTISRNQAHLNDMN
IYEIASPADQELYQFTVNGTHLHTLN
LITRDYVYNFTYNSEGDLGAITSSNG
NSVHIRRDAGGMPLWLVVPGGQVY
WLTISSNGVLKRVSAQGYNLALMTY
PGNTGLLATKSNENGWTTVYEYDPE
GHLTNATFPTGEVSSFHSDLEKLTK
VELDTSNRENVLMSTNLTATSTIYIL
KQENTQSTYRVNPDGSLRVTFASGM
EIGLSSEPHILAGAVNPTLGKCNISLP
GEHNANLIEWRQRKEQNKGNVSAF
ERRLRAHNRNLLSIDFDHITRTGKIY
DDHRKFTLRILYDQTGRPILWSPVSR
YNEVNITYSPSGLVTFIQRGTWNEK
MEYDQSGKIISRTWADGKIWSYTYLE
KSVMLLLHSQRRYIFEYDQPDCLLS
VTMPSMVRHSLQTMLSVGYYRNIYT
PPDSSTSFIQDYSRDGRLLQTLHLGT

None None None None None None None None None



GRRVLYKYTKQARLSEVLYDTTQVTL
TYEESSGVIKTIHLMHDGFICTIRYR
QTGPLIGRQIFRFSEEGLVNARFDYS
YNNFRVTSMQAVINETPLPIDLYRYV
DVSGRTEQFGKFSVINYDLNQVITTT
VMKHTKIFSANGQVIEVQYEILKAIA
YWMTIQYDNVGRMVICDIRVGVDAN
ITRYFYEYDADGQLQTVSVNDKTQW
RYSYDLNGNINLLSHGKSARLTPLRY
DLRDRITRLGEIQYKMDEDGFLRQR
GNDIFEYNSNGLLQKAYNKASGWTV
QYYYDGLGRRVASKSSLGQHLQFFY
ADLTNPIRVTHLYNHTSSEITSLYYD
LQGHLIAMELSSGEEYYVACDNTGT
PLAVFSSRGQVIKEILYTPYGDIYHDT
YPDFQVIIGFHGGLYDFLTKLVHLGQ
RDYDVVAGRWTTPNHHIWKQLNLL
PKPFNLYSFENNYPVGKIQDVAKYTT
DIRSWLELFGFQLHNVLPGFPKPEL
ENLELTYELLRLQTKTQEWDPGKTIL
GIQCELQKQLRNFISLDQLPMTPRY
NDGRCLEGGKQPRFAAVPSVFGKGI
KFAIKDGIVTADIIGVANEDSRRLAAI
LNNAHYLENLHFTIEGRDTHYFIKL
GSLEEDLVLIGNTGGRRILENGVNVT
VSQMTSVLNGRTRRFADIQLQHGAL
CFNIRYGTTVEEEKNHVLEIARQRAV
AQAWTKEQRRLQEGEEGIRAWTEG
EKQQLLSTGRVQGYDGYFVLSVEQY
LELSDSANNIHFMRQSEIGRR


