UniprotKB

D Entry name organism full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochn
E9PAV3 NACAM_HUMAN Homo Nascent 19.696719 S253;T370;S1066;T1109;T1265;T13 [S917;S1181;S1397;51474;S1906;S1 |38253038;39531497;38665916;334 MPGEATETVPATEQELPQPQAETAV |[None None None [None [None
sapiens  [polypeptide- 70;T1458 995;T2022;T2024;52029;5S2049;S20 (65208 LPMSSALSVTAALGQPGPTLPPPCSP

associated 54;52066 APQQCPLSAANQASPFPSPSTIASTP

complex LEVPFPQSSSGTALPLGTAPEAPTFL

subunit PNLIGPPISPAALALASPMIAPTLKGT

alpha, PSSSAPLALVALAPHSVQKSSAFPPN

muscle- LLTSPPSVAVAESGSVITLSAPIAPSE

specific PKTNLNKVPSEVVPNPKGTPSPPCIV

form STVPYHCVTPMASIQSGVASLPQTTP

TTTLAIASPQVKDTTISSVLISPQNPG
SLSLKGPVSPPAALSLSTQSLPVVTS
SQKTAGPNTPPDFPISLGSHLAPLHQ
SSFGSVQLLGQTGPSALSDPTVKTIS
VDHSSTGASYPSQRSVIPPLPSRNEV
VPATVAAFPVVAPSVDKGPSTISSITC
SPSGSLNVATSFSLSPTTSLILKSSPN
ATYHYPLVAQMPVSSVGTTPLVVTN
PCTIAAAPTTTFEVATCVSPPMSSGPI
SNIEPTSPAALVMAPVAPKEPSTQVA
TTLRIPVSPPLPDPEDLKNLPSSVLV
KFPTQKDLQTVPASLEGAPFSPAQA
GLTTKKDPTVLPLVQAAPKNSPSFQS
TSSSPEIPLSPEATLAKKSLGEPLPIG
KPASSMTSPLGVNSSASVIKTDSYAG
PDSAGPLLKSSLITPTVAAFPLESADP
AGVAPTTAKGTSTYTTTASPFLEGTV
SLAPKNHPVKEGTLTTLPLVPTASEN
CPVAPSPQNTCAPLATLVLAPEIPKS
VPSPSLPPAGTPPGTKKVDGISHTSA
LAPVASSPKECPTEDSGASATASSKG
TLTYLADSPSPLGVSVSPQTKRPPTK
KGSAGPDTPIGNLSSPVSPVEASFLP
ENSLSFQGSKDSPATTHSPTPPSPKG
APTPSAVTPLSPKGVTLPPKETPTPSV
VNLPFPKEGPATPAPKQAPALSMTS
SSPKKARATPAPKGIPASPSPKGAPT
PPAATPPSPKGGPATPSPKWAPTPPA
ATPPSPKGGPATPSPKGAPTPPAATP
PSPKGGPATPSPKGAPTPPAVTPPSP
KGSPAATPFPKGASTPPAATPPSPKG
SPAATPLPKGAPTTPAATLPSPKGGP
ATPSLKGAPTPPAATPPSPKGGPATP
SPKGAPMPPAATPPSPKGGLATPPH
KGAPTTPAATPPSPKGGLATPPPKGA
PTTPAATPPSPKGGLATPPPKGAPTT
PAATPPSPKGGLATPSPKGAPTTPAA
TPPSPKGGLATPSPKGAPTTPAATPP
SPKGGLATPSPKGAPTTPAATPPSPK
GGPATPPPKGAPTPPAATPPSLKGGL
ATPPHKGAPNPAVVTPPSPKGGPATS
PPKGAPTPPAATPPSPKGSPGTPPPK
GAPTPPAVTPPSPKGTPTLPATTPSS
KGGPTTPSSKEGPTPPAATPSHKGGP
AMTPPSPKRGPAIPSPKGDPTSPAVI
PLSPKKAPATPVTREGAATPSKGDLT
PPAVTPVSLKKAPATSAPKGGPATPS
SKGDPTLPAVTPPSPKEPPAPKQVAT
SSSPKKAPATPAPMGAPTLPAVIPSS
PKEVPATPSSRRDPIAPTATLLSKKTP
ATLAPKEALIPPAMTVPSPKKTPAIPT
PKEAPATPSSKEASSPPAVTPSTYKG
APSPKELLIPPAVTSPSPKEAPTPPAV
TPPSPEKGPATPAPKGTPTSPPVTPS
SLKDSPTSPASVTCKMGATVPQASK
GLPAKKGPTALKEVLVAPAPESTPIIT
APTRKGPQTKKSSATSPPICPDPSAK
NGSKGPLSTVAPAPLLPVQKDSSKTA
KGKDASHSPKGPLAPPESKASTPLTA
AAFEKVLPKPESASVSAAPSPPVSLP
LAPSPVPTLPPKQQFLPSSPGLVLES
PSKPLAPADEDELLPLIPPEPISGGVP
FQSVLVNMPTPKSAGIPVPTPSAKQP
VTKNNKGSGTESDSDESVPELEEQD
STQATTQQAQLAAAAEIDEEPVSKAK
QSRSEKKARKAMSKLGLRQVTGVTR
VTIRKSKNILFVITKPDVYKSPASDTY
IVFGEAKIEDLSQQAQLAAAEKFKVQ
GEAVSNIQENTQTPTVQEESEEEEV
DETGVEVKDIELVMSQANVSRAKAV
RALKNNSNDIVNAIMELTM




