
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

Q4VA61 DSCL1_MOUSE Mus
musculus

Cell
adhesion
molecule
DSCAML1

36.83566 T1681 NaN 40885482 MWLVTFLLLLDSLHKARPEDVGTSL
YFVNDSLQHVTFSSSVGVVVPCPAA
GSPSAALRWYLATGDDIYDVPHIRHV
HANGTLQLFPFSPSAFNSFIHDNDY
FCTAENAAGKIRSPNIRIKAVFREPYT
VRVEDQRSMRGNVAVFKCLIPSSVQ
EYVSVVSWEKDTVSITPENRFFITSH
GGLYISDVQKEDALSTYRCITQHKYS
GETRQSNGARLSVTDPAESIPTILDG
FHSQEVWTGHSVELPCAASGYPIPAI
RWLKDGRPLPADSRWAKRITGLTIS
DLRTEDSGTYICEVTNTFGSAEANGI
LTVIDPLHVTLTPKKLKTGIGSTVILS
CALTGSPEFTIRWYRNTELVLPGEAI
SIRGLSNETLLISSAQKSHSGAYQCF
ATRKAQTAQDFAIIVLEDGTPRIVSSF
SEKVVNPGEQFSLMCAAKGAPPPTV
TWALDDEPVVRDGSHRTNQYTMSD
GTTISHMNVTGPQIRDGGVYRCTAR
NSVGSAEYQARINVRGPPSIRAMRNI
TAVAGRDTLINCRVIGYPYYSIKWYK
DALLLPDNHRQVVFENGTLKLTDVQ
KGMDEGEYLCSVLIQPQLSISQSVHV
AVKVPPLIQPFEFPPASIGQLLYIPCV
VSSGDMPIRITWRKDGQVIISGSGVT
IESKEFMSSLQISSVSLKHNGNYTCI
ASNAAATVSRERQLIVRVPPRFVVQP
NNQDGIYGKAGVLNCSVDGYPPPKV
MWKHAKGSGNPQQYHPVPLTGRIQI
LPNSSLLIRHVLEEDIGYYLCQASNG
VGTDISKAMFLTVKIPAMITSHPNTT
IAIKGHPKELNCTARGERPIIIRWEKG
DTVIDPDRVMRYAIATKDNGDEVVS
TLKLKPADRGDSVFFSCHAINSYGE
DRGLIQLTVQEPPDPPELEIREVKAR
SMNLRWTQRFDGNSIITGFDIEYKN
KSDSWDFKQSTRNISPTINQANIVDL
HPASVYSIRMYSFNKIGRSEPSKELT
ISTEEAAPDGPPMDVTLQPVTSQSIQ
VTWKAPKKELQNGVIRGYQIGYREN
SPGSNGQYSIVEMKATGDSEVYTLD
NLKKFAQYGVVVQAFNRAGTGPSSS
EINATTLEDVPSQPPENVRALSITSD
VAVISWSEPPRSTLNGVLKGYRVIFW
SLYVDGEWGEMQNVTTTRERVELR
GMEKFTNYSVQVLAYTQAGDGVRSS
VLYIQTKEDVPGPPAGIKAVPSSASSV
VVSWLPPTKPNGVIRKYTIFCSSPGS
GQPAPSEYETSPEQLFYRIAHLNRGQ
QYLLWVAAVTSAGRGNSSEKVTIEP
AGKAPAKIISFGGTVTTPWMKDVRLP
CNSVGDPAPAVKWTKDSEDSAIPVS
LDGHRLIHTNGTLLLRAVKAEDSGY
YTCTATNTGGFDTIIVNLLVQVPPDQ
PRLTVSKTSASSITLTWIPGDNGGSSI
RGFVLQYSVDNSEEWKDVFISSSER
SFKLDSLKCGTWYKVKLAAKNSVGS
GRISEIIEAKTHGREPSFSKDQHLFT
HINSTHARLNLQGWNNGGCPITAIV
LEYRPKGTWAWQGVRANSSTEVFLT
ELREATWYELRMRACNSAGCGNET
AQFATLDYDGSTIPPIKSAQGEGDDV
KKLFTIGCPVILATLGVALLFVVRKKR
KEKRLKRLRDAKSLAEMLISKNNRS
FDTPVKGPPQGPRLHIDIPRVQLLIE
DKEGIKQLGDDKATIPVTDAEFSQAV
NPQSFCTGVSLHHPALIQSTGPLID
MSDIRPGTNPVSRKNVKSAHSTRNR
YSSQWTLTKCQASTPARTLTSDWRT
VGSQHGVTVTESDSYSASLSQDTDK
GRNSMVSTESASSTYEELARAYEHA
KLEEQLQHAKFEITECFISDSSSDQ
MTTGTNENADSMTSMSTPSEPGICR
FTASPPKPQDADRGKNVAVPIPHRA
NKSDYCNLPLYTKSEAFFRKADGRE

False False 1.078 1.924 1.207 0.619 0.188 4.289 1.301



PCPVVPPREASMRNLTRAYHTQARH
LTLDPASKPLGLPHPGATAATATATL
PQRTLAMPAPPAGTAPPAPGPTPSEP
SAAPSAAPPAPSTEPPRAGGPHTKM
GGSRDSLLEMSTPGVGRSQKQGAG
AYSKSYTLV


