UniprotKB Entry name |organism full name |oglcnacscore o.glcnac p.h osphorylation PMIDS |sequence intracellular |extracellular cytosol nucleus mitochndrion en@oplasmlc golgi plasma extl‘racellular

ID sites sites reticulum apparatus membrane region

Q60767 LY75_MOUSE Mus Lymphocyte|25.810548 NaN 'T934;S1704;S1720|29187734 MRTGRVTPGLAAGLLLLLLRSFGLV |False True 2.138 [2.218 1.498 1.831 1.229 5.0 3.21
musculus |antigen 75 EPSESSGNDPFTIVHENTGKCIQPLS

DWVVAQDCSGTNNMLWKWVSQHR
LFHLESQKCLGLDITKATDNLRMFS
CDSTVMLWWKCEHHSLYTAAQYRL
IALKDGYAVANTNTSDVWKKGGSEE
NLCAQPYHEIYTRDGNSYGRPCEFP
FLIGETWYHDCIHDEDHSGPWCATT
LSYEYDQKWGICLLPESGCEGNWEK
NEQIGSCYQFNNQEILSWKEAYVSC
QNQGADLLSIHSAAELAYITGKEDIA
RLVWLGLNQLYSARGWEWSDFRPL
KFLNWDPGTPVAPVIGGSSCARMDT
ESGLWQSVSCESQQPYVCKKPLNNT
LELPDVWTYTDTHCHVGWLPNNGF
CYLLANESSSWDAAHLKCKAFGADL
ISMHSLADVEVVVTKLHNGDVKKEI
IWTGLKNTNSPALFQWSDGTEVTLTY
IWNENEPSVPFNKTPNCVSYLGKLG
QWKVQSCEKKLRYVCKKKGEITKDA
ESDKLCPPDEGWKRHGETCYKIYEK
EAPFGTNCNLTITSRFEQEFLNYMM
KNYDKSLRKYFWTGLRDPDSRGEYS
IWAVAQGVKQAVTFSNWNFLEPASP
GGCVAMSTGKTLGKWEVKNCRSFR
IALSICKKVSEPQEPEEAAPKPDDPCP
EGWHTFPSSLSCYKVFHIERIVRKR
NWEEAERFCQALGAHLPSFSRREEI
KDFVHLLKDQFSGQRWLWIGLNKR
SPDLQGSWQWSDRTPVSAVMMEPE
FQQDFDIRDCAAIKVLDVPWRRVWH
LYEDKDYAYWKPFACDAKLEWVCQI
PKGSTPQMPDWYNPERTGIHGPPVII
EGSEYWFVADPHLNYEEAVLYCASN
HSFLATITSFTGLKAIKNKLANISGEE
QKWWVKTSENPIDRYFLGSRRRLW
HHFPMTFGDECLHMSAKTWLVDLS
KRADCNAKLPFICERYNVSSLEKYSP
DPAAKVQCTEKWIPFQNKCFLKVNS
GPVTFSQASGICHSYGGTLPSVLSRG
EQDFIISLLPEMEASLWIGLRWTAYE
RINRWTDNRELTYSNFHPLLVGRRL
SIPTNFFDDESHFHCALILNLKKSPL
TGTWNFTSCSERHSLSLCQKYSETE
DGQPWENTSKTVKYLNNLYKIISKPL
TWHGALKECMKEKMRLVSITDPYQ
QAFLAVQATLRNSSFWIGLSSQDDE
LNFGWSDGKRLQFSNWAGSNEQLD
DCVILDTDGFWKTADCDDNQPGAIC
YYPGNETEEEVRALDTAKCPSPVQST
PWIPFQNSCYNFMITNNRHKTVTPE
EVQSTCEKLHSKAHSLSIRNEEENT
FVVEQLLYFNYIASWVMLGITYENN
SLMWFDKTALSYTHWRTGRPTVKN
GKFLAGLSTDGFWDIQSFNVIEETL
HFYQHSISACKIEMVDYEDKHNGTL
PQFIPYKDGVYSVIQKKVTWYEALNA
CSQSGGELASVHNPNGKLFLEDIVN
RDGFPLWVGLSSHDGSESSFEWSD
GRAFDYVPWQSLQSPGDCVVLYPKG
IWRREKCLSVKDGAICYKPTKDKKLI
FHVKSSKCPVAKRDGPQWVQYGGH
CYASDQVLHSFSEAKQVCQELDHSA
TVVTIADENENKFVSRLMRENYNIT
MRVWLGLSQHSLDQSWSWLDGLD
IVTFVKWENKTKDGDGKCSILIASNE
TWRKVHCSRGYARAVCKIPLSPDYT
GIAILFAVLCLLGLISLAIWFLLQRSH
IRWTGFSSVRYEHGTNEDEVMLPSF

HD




