
UniprotKB
ID Entry	name organism full

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

reticulum
golgi
apparatus

0

A2A654 A2A654_MOUSE Mus
musculus

NaN 51.844491 S1742;S1743;S1750;T1751;T1754;T
1755;T1756;T1760

NaN 22645316;40997131;21606357;346
78516

MRGRRGRPPKQPAAPAAERCAPAPP
PPPPPPPPPPPPPPPPPPASGPIGGLR
SRHRGSSRGRWAAAQAEVAPKTRLS
SPRGGGRRKQPPPPPPASGSSASGP
GRGGRGGGGGRTGGGGGHLARTTP
ARRAVNKVVYDDHESDDDDEEEDM
VSEEDEEEEEDGDAEETQDSEDEEE
DDMEEDDDDSDYPEEMEDDDDDAS
YCTESSFRSHSTYSSTPGRRKPRVHR
PRSPILEEKDIPPLEFPKSSEDLMVP
NEHIMNVIAIYEVVRNFGNVLRLSPF
CFEDFCAALVSQEQCTLMAEMHVA
LLKAVLREEDTSNTTFGPADLKDSV
NSTLYFIDGMTWPEVLRVYCESDKE
YHHVLPYQEAEDYPYGPVENKIKVL
QFLVDQFLTTNIAREELMSEGVIQYD
DHCRVCHKLGDLLCCETCSAVYHLE
CVKPPLEEVPEDEWQCEVCVAHKVP
GVTDCVAEVQKNKPYVRHEPIGYDR
SRRKYWFLNRRLIIEEDTDNENEKK
VWYYSTKVQLAELIDCLDKGYWEAE
LCRVLEDIREEMQQHMDVTEDLTN
KARGSNKSFLAAANEEILDSLRIKRG
EDIDCDQSPEDPEKDKHEGENNSSK
DAEKSREEAEDPSADKDADSKGLEE
EPGHGKPEEPTEVGDKGNSVPANLG
DNTTNASPEETSPCDGRSPEGCLSE
THDSSSMAEKKVASELPPDVPEDSN
RTCDSSNTSATTASSQPNLETCSSSE
LTSSQSDSAKAADDPEIGERDSHTPV
SVHEEIGDFRLEKSNGEVSESPGAG
KGTSGSTRIITRLRNPESKLSQLKSQ
QVAAAAHEANKLFKEGKEVLVVNSQ
GEVSRLSTKKEVVMKGNINNYFKLG
QEGKYRVYHNQYSTNSFALNKHQH
REDHDKRRHLAHKFCLTPAGEFKW
NGSVHGSKVLTISTLRLTITQLESNIP
SSFLHPNWASHRANWIKAVQMCSK
PREFALALAILECAVKPVVMLPIWRE
SLGHTRLHRMTSIEREEKEKVKKKE
KKQEEEETMQQATWVKYTFPVKHQ
VTGYGGWSWISKTHVYRFLPKLPGN
TNVNYRKPLDGAKNNTDENKDESE
KRKSPRSPKKMKTECDSEQGETRDA
DATAGAAAGAMELSKEPEKKDQDV
KELLDSDNDKSFKEEPMEIDDTIKTE
SHVSSLESTEVDVVNVSEGFHLRTS
YKKKTKSSKLDGLLERRIRQFTLEEK
QRLEKLKLESGVKGAGKPPMGALKS
SSESPGSTKASEGHQGDSLRQEQSP
SSSQASTVDLGLGGSQSDPLVLGISP
PSLSTHKPDPKDQVLDDVSIQSPGP
NCQRQNSVESDLDARISEPAGKGLE
LSQTKTEVTDSSSDDSKPTSADDVGI
LICKSRKLHSQDDSSTVVSSSKSTLP
ASVPKSPRDRDARAFSKAVDFDGRL
GGDSEYSSTLENSSDNMCIRDSAEE
DMVVQNSSEATSKRFIAPEQGGESV
ESTKCQVVSKSTENCEDKLQGKVTE
ANGKKLGQHPPKPEERAVNRCTDQ
VSLRHSVDRKNSEPRESEKKGQKAN
KFQINGKDSKAKGYLKGPGTKDGSD
GKVVSSAVEPKVNNINKVIPGNTKSL
AGKESAAKPFINGDIIMEELSEQNTS
ETNSYSLSSSDAKGNHQDGLHTLPS
TKESASTQVITPRAPCPDRNSLSQVE
DMETESPEVKRVIPSPVRTGEGSNL
SKGFMDDNGLPSSKDENVNGESQR
KTVITEVTTMTSTVATESKTVIKVAK
GDKQTVVSSTENCARSTVTTTTTTVT
KLSTPSPDTGVDTISVKEQSKTVVTT
TVTDSLTTAGSTLVTSMTVSKEYSTR
DRVKLMKFSRPKKTRSGTALPSYRK
FVTKSSKKSIFVLPNDDLKKLARKGG
IREVPYFNYNAKPALDIWPYPSPRPT
FGITWRYRLQTVKSLAGVSLMLRLL
WASLRWDDMAAKAPPGGGSTRTET
SETEITTTEIIKRRDVGPYGIRSEYCIR
KIICPIGVPEAPKETPTPQRKGLRSSA
LRPKRPETPKQTGPVIIESWVAEEEL

NaN NaN NaN NaN NaN NaN NaN



ELWEIRAFAERVEKEKAQAAEQQTK
KRLEQQKPAVIAASTTSPANNTSSTV
SPAQKVMVAPLSGSVTPGTKMVLAT
KVGSPATVTFQQNKNFHQTFATWV
KQGQSNSGMVQVQQKVLGIIPSTTG
PSQQTFTSFQPRTATVTIRPNTSASA
GTTTTSQVITGPQIRPGMTVIRTPLQ
QPALGKAIIRTPVVVQPGTPQQVVTQ
IIRGQPVSTAISAPSTASSAPVQKGLT
PGAAAGPLQPSAPHSPRPQQGQVKL
TMAQLTQLTQGHGGNQGLTVVIQG
QGQTTGQLQLIPQGMTVLPGPGQQL
MQAAMPNGTVQRFLFTPLSTSATAA
SSSSNSSSTTTNATAAGSGEQKQSKI
LPQTQVQPATTLAPTQSSSVSPAEAQ
PQPAQPAAQPQPQPQPPAQPEVQTQ
PAVSSHVPSETQPSQAQTSKPLVATQ
CQPQSSVQGQSPVRVQSPPLTRIRPS
TPSQVTPGQQPQVQTTASQPIPIPPP
TSLQAPSQGQPQSQPQVQSSTQTLS
SGQTLNQVTVLSPSCPQPQPQVIAVP
QLQQVQVLSQIQSQVVAQIQAQQSG
VPQQIKLQLPIQVQQNSAAQTQSVVT
VQAASVQEQLQRVQQLRDQQQKKK
QQIETEREHTLQASNQSEIIQKQVV
MKHNAVIEHLKQKKTMTPAEREEN
QRMIVCNQVMKYILDKIDKEEKQAA
KKRKREESVEQKRSKQNASKLSALL
FKHKEQLKAEILRKRALLDKELQIQV
QEELKRDLKMKREREMAQAVQANA
ASVPTPSVPAPVPAPAPAAPPAPPRS
PPPSTHSLPPAGHPTAPLPVTSQKRK
REEEKDSKSKKKKMISTTSKEAKKD
TRLYCICKTPYDESKFYIGCDRCQNW
YHGRCVGILQSEADLIDEYVCPQCQS
TEDAMTVLTPLTEKDYEGLKRVLRS
LQAHKMAWPFLEPVDPNDAPDYYG
VIKEPMDLATMEERIQKRYYEKLTEF
VADMTKIFDNCRYYNPRDTPFYQCA
EVLESFFVQKLKGFKASRSHNNKLQ
STAP


