
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

Q8TD84 DSCL1_HUMAN Homo
sapiens

Cell
adhesion
molecule
DSCAML1

27.979371 S426;S1629 NaN 38253038;29351928 MWLVTFLLLLDSLHKARPEDVGTSL
YFVNDSLQQVTFSSSVGVVVPCPAA
GSPSAALRWYLATGDDIYDVPHIRHV
HANGTLQLYPFSPSAFNSFIHDNDY
FCTAENAAGKIRSPNIRVKAVFREPY
TVRVEDQRSMRGNVAVFKCLIPSSV
QEYVSVVSWEKDTVSIIPEHRFFITY
HGGLYISDVQKEDALSTYRCITKHKY
SGETRQSNGARLSVTDPAESIPTILD
GFHSQEVWAGHTVELPCTASGYPIP
AIRWLKDGRPLPADSRWTKRITGLTI
SDLRTEDSGTYICEVTNTFGSAEATG
ILMVIDPLHVTLTPKKLKTGIGSTVIL
SCALTGSPEFTIRWYRNTELVLPDEA
ISIRGLSNETLLITSAQKSHSGAYQCF
ATRKAQTAQDFAIIALEDGTPRIVSSF
SEKVVNPGEQFSLMCAAKGAPPPTV
TWALDDEPIVRDGSHRTNQYTMSD
GTTISHMNVTGPQIRDGGVYRCTAR
NLVGSAEYQARINVRGPPSIRAMRNI
TAVAGRDTLINCRVIGYPYYSIKWYK
DALLLPDNHRQVVFENGTLKLTDVQ
KGMDEGEYLCSVLIQPQLSISQSVHV
AVKVPPLIQPFEFPPASIGQLLYIPCV
VSSGDMPIRITWRKDGQVIISGSGVT
IESKEFMSSLQISSVSLKHNGNYTCI
ASNAAATVSRERQLIVRVPPRFVVQP
NNQDGIYGKAGVLNCSVDGYPPPKV
MWKHAKGSGNPQQYHPVPLTGRIQI
LPNSSLLIRHVLEEDIGYYLCQASNG
VGTDISKSMFLTVKIPAMITSHPNTTI
AIKGHAKELNCTARGERPIIIRWEKG
DTVIDPDRVMRYAIATKDNGDEVVS
TLKLKPADRGDSVFFSCHAINSYGE
DRGLIQLTVQEPPDPPELEIREVKAR
SMNLRWTQRFDGNSIITGFDIEYKN
KSDSWDFKQSTRNISPTINQANIVDL
HPASVYSIRMYSFNKIGRSEPSKELT
ISTEEAAPDGPPMDVTLQPVTSQSIQ
VTWKAPKKELQNGVIRGYQIGYREN
SPGSNGQYSIVEMKATGDSEVYTLD
NLKKFAQYGVVVQAFNRAGTGPSSS
EINATTLEDVPSQPPENVRALSITSD
VAVISWSEPPRSTLNGVLKGYRVIFW
SLYVDGEWGEMQNITTTRERVELRG
MEKFTNYSVQVLAYTQAGDGVRSSV
LYIQTKEDVPGPPAGIKAVPSSASSVV
VSWLPPTKPNGVIRKYTIFCSSPGSG
QPAPSEYETSPEQLFYRIAHLNRGQ
QYLLWVAAVTSAGRGNSSEKVTIEP
AGKAPAKIISFGGTVTTPWMKDVRLP
CNSVGDPAPAVKWTKDSEDSAIPVS
MDGHRLIHTNGTLLLRAVKAEDSGY
YTCTATNTGGFDTIIVNLLVQVPPDQ
PRLTVSKTSASSITLTWIPGDNGGSSI
RGFVLQYSVDNSEEWKDVFISSSER
SFKLDSLKCGTWYKVKLAAKNSVGS
GRISEIIEAKTHGREPSFSKDQHLFT
HINSTHARLNLQGWNNGGCPITAIV
LEYRPKGTWAWQGLRANSSGEVFLT
ELREATWYELRMRACNSAGCGNET
AQFATLDYDGSTIPPIKSAQGEGDDV
KKLFTIGCPVILATLGVALLFIVRKKR
KEKRLKRLRDAKSLAEMLISKNNRS
FDTPVKGPPQGPRLHIDIPRVQLLIE
DKEGIKQLGDDKATIPVTDAEFSQAV
NPQSFCTGVSLHHPTLIQSTGPLIDM
SDIRPGTNPVSRKNVKSAHSTRNRY
SSQWTLTKCQASTPARTLTSDWRTV
GSQHGVTVTESDSYSASLSQDTDKG
RNSMVSTESASSTYEELARAYEHAK
LEEQLQHAKFEITECFISDSSSDQMT
TGTNENADSMTSMSTPSEPGICRFT
ASPPKPQDADRGKNVAVPIPHRANK
SDYCNLPLYAKSEAFFRKADGREPC
PVVPPREASIRNLARTYHTQARHLTL
DPASKSLGLPHPGAPAAASTATLPQR
TLAMPAPPAGTAPPAPGPTPAEPPTA
PSAAPPAPSTEPPRAGGPHTKMGGS
RDSLLEMSTSGVGRSQKQGAGAYSK

None None None None None None None None None
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