UniprotKB Entry name organism full oglcnacscore o.glcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol [nucleus mitochndrion en(!oplasmlc golgi plasma extl:acellular

1D name sites sites reticulum apparatus membrane |region

E9Q4N6 E9Q4N6 MOUSE Mus NaN [29.185005 NaN NaN 22645316 MSPGTPGPTMGRSQGSPMDPMVM |None None None |None None None None None None
musculus KRPQLYGMGTHPHSQPQQSSPYPG

GSYGPPGAQRYPLGMQGRAPGALGG
LQYPQQQMPPQYGQQAVSGYCQQG
QQPYYNQQPQPSHLPPQAQYLQPAA
AQSQQRYQPQQDMSQEGYGTRSQP
PLAPGKSNHEDLNLIQQERPSSLPD
LSGSIDDLPTGTEATLSSAVSASGST
SSQGDQSNPAQSPFSPHASPHLSSIP
GGPSPSPVGSPVGSNQSRSGPISPAS
IPGFMTGTQRNPQMSQYGPQQTGP
SMSPHPSPGGQMHPGISNFQQSNS
SGTYGPQMSQYGPQGNYSRTPTYSG
VPSASYSGPGPGMGINANNQMHGQ
GPAQPCGAMPLGRMPSAGMQNRPF
PGTMSSVTPSSPGMSQQGGPGMGP
PMPTVNRKAQEAAAAVMQAAANSA
QSRQGSFPGMNQSGLVASSSPYSQS
MNNNSSLMSTQAQPYSMTPTMVN
SSTASMGLADMMSPSESKLSVPLKA
DGKEEGVSQPESKSKDSYGSQGISQ
PPTPGNLPVPSPMSPSSASISSFHGD
ESDSISSPGWPKTPSSPKSSSSSTTG
EKITKVYELGNEPERKLWVDRYLTF
MEERGSPVSSLPAVGKKPLDLFRLY
VCVKEIGGLAQVNKNKKWRELATNL
NVGTSSSAASSLKKQYIQYLFAFECK
TERGEEPPPEVFSTGDSKKQPKLQP
PSPANSGSLQGPQTPQSTGSNSMAE
'VPGDLKPPTPASTPHGQMTPMQSG
RSSTVSVHDPFSDVSDSAYPKRNSM
TPNAPYQQGMGMPDMMGRMPYEP
NKDPFSGMRKVPGSSEPFMTQGQV
PNSGMQDMYNQSPSGAMSNLGMG
QRQQFPYGTSYDRRHEAYGQQYPGQ
GPPTGQPPYGGHQPGLYPQQPNYKR
HMDGMYGPPAKRHEGDMYNMQYG
SQQQEMYNQYGGSYSGPDRRPIQG
QYPYPYNRERMQGPGQMQPHGIPP
QMMGGPMQSSSSEGPQQNMWATR
NDMPYPYQSRQGPGGPAQAPPYPG
MNRTDDMMVPEQRINHESQWPSH
VSQRQPYMSSSASMQPITRPPQSSY
QTPPSLPNHISRAPSPASFQRSLESR
MSPSKSPFLPTMKMQKVMPTVPTS
QVTGPPPQPPPIRREITFPPGSVEAS
QPILKQRRKITSKDIVTPEAWRVMM
SLKSGLLAESTWALDTINILLYDDST
VATFNLSQLSGFLELLVEYFRKCLIDI
FGILMEYEVGDPSQKALDHRSGKKD
DSQSLEDDSGKEDDDAECLVEEEEE
EEEEEEDSEKIESEGKSSPALAAPDA
SVDPKETPKQASKFDKLPIKIVKKNK
LFVVDRSDKLGRVQEFSSGLLHWQL
GGGDTTEHIQTHFESKMEIPPRRRP
PPPLSSTGKKKELEGKGDSEEQPEK
SIIATIDDVLSARPGALPEDTNPGPQT
DSGKFPFGIQQAKSHRNIRLLEDEPR
SRDETPLCTIAHWQDSLAKRCICVS
NIVRSLSFVPGNDAEMSKHPGLVLIL
GKLILLHHEHPERKRAPQTYEKEED
EDKGVACSKDEWWWDCLEVLRDN
TLVTLANISGQLDLSAYTESICLPILD
GLLHWMVCPSAEAQDPFPTVGPNS
'VLSPQRLVLETLCKLSIQDNNVDLIL
ATPPFSRQEKFYATLVRYVGDRKNP
VCREMSMALLSNLAQGDTLAARAIA
'VQKGSIGNLISFLEDGVTMAQYQQS
QHNLMHMQPPPLEPPSVDMMCRA
AKALLAMARVDENRSEFLLHEGRLL
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