UniprotKB Entry name |organism full name oglcnacscore o-glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi E
ID sites reticulum |apparatus|r
B2RQC6 PYR1_MOUSE [Mus Multifunctional |39.53741 NaN T456;S1038;51406;S1859;T1884;S1 [22645316;39627609;24788674  MAALVLEDGSVLQGRPFGAAVSTAG (True False 4.634 |4.431 [2.316 1.674 0.6 1

musculus

protein CAD

900;S1938

EVVFQTGMVGYPEALTDPSYKAQILV
LTYPLIGNYGIPSDEEDEFGLSKWFE
SSEIHVAGLVVGECCPTPSHWSANC
TLHEWLQQRGIPGLQGVDTRELTKK
LREQGSLLGKLVQKGTEPSALPFVD
PNARPLAPEVSIKTPRVFNAGGAPRI
CALDCGLKYNQIRCLCQLGAEVTVV
PWDHELDSQKYDGLFLSNGPGDPA
SYPGVVSTLSRVLSEPNPRPVFGICL
GHQLLALAIGAKTYKMRYGNRGHN
QPCLLVGTGRCFLTSQNHGFAVDAD
SLPAGWAPLFTNANDCSNEGIVHDS
LPFFSVQFHPEHRAGPSDMELLFDV
FLETVREAAAGNIGGQTVRERLAQR
LCPPELPIPGSGLPPPRKVLILGSGGL
SIGQAGEFDYSGSQAIKALKEENIQT
LLINPNIATVQTSQGLADKVYFLPITL
HYVTQVIRNERPDGVLLTFGGQTAL
NCGVELTKAGVLARYGVRVLGTPVE
TIELTEDRRAFAARMAEIGEHVAPSE
AANSLEQAQAAAERLGYPVLVRAAF
IALGGLGSGFASTKEELSALVAPAFA
HTSQVLIDKSLKGWKEIEYEVVRDAY
GNCVTVCNMENLDPLGIHTGESIVV
APSQTLNDREYQLLRRTAIKVTQHL
GIVGECNVQYALNPESEQYYIIEVNA
RLSRSSALASKATGYPLAYVAAKLAL
GIPLPELRNSVTGGTAAFEPSLDYCV
VKIPRWDLSKFLRVSTKIGSCMKSV
GEVMGIGRSFEEAFQKALRMVDEN
CVGFDHTVKPVSDMELETPTDKRIF
IVVAAALWAGYSVERLYELTRIDCWF
LHRMKRIVTHAQLLEQHRGQALPQ
DLLHQAKCLGFSDKQIALAVLSTELA
IVRKLRQELGICPAVKQIDTVAAEWPA
QTNYLYLTYWGNTHDLDFRAPHVLV
LGSGVYRIGSSVEFDWCAVGCIQQL
RKMGYKTIMVNYNPETVSTDYDMC
DRLYFDEISFEVVMDIYELENPEGVI
LSMGGQLPNNMAMALHRQQCRVL
GTSPEAIDSAENRFKFSRLLDTIGISQ
PQWRELSDLESARQFCHTVGYPCVV
RPSYVLSGAAMNVAYTDGDLERFLS
SAAAVSKEHPVVISKFIQEAKEIDVD
AVACDGIVSAIAISEHVENAGVHSGD
IATLVTPPQDITPKTLERIKAIVHAVGQ
ELQVTGPFNLQLIAKDDQLKVIECNV
RVSRSFPFVSKTLGVDLVALATRIIM
GEKVEPVGLMTGSGVVGVKVPQFSF
SRLAGADVVLGVEMTSTGEVAGFGE
SRCEAYLKAMLSTGFKIPEKNILLTIG
SYKNKSELLPTVRLLESLGYSLYASL
GTADFYTEHGVKVTAVDWHFEEAV
DGECPPQRSILDQLAENHFELVINLS
MRGAGGRRLSSFVTKGYRTRRLAAD
FSVPLIIDIKCTKLFVEALGQIGPAPP
LKVHVDCMTSQKLVRLPGLIDVHVH
LREPGGTHKEDFASGTAAALAGGVT
MVCAMPNTRPPIIDAPALALAQKLAE
AGARCDFTLFLGASSENAGTLGAVA
GSAAGLKLYLNETFSELRLDSVAQW
MEHFETWPAHLPIVAHAERQSVAAV
LMVAQLTQRPVHICHVARKEEILLIK
TAKAQGLPVTCEVAPHHLFLNREDL
ERLGPGKGEVRPELGSREDMEALW
ENMAVIDCFASDHAPHTLEEKCGPK
PPPGFPGLETMLPLLLTAVSEGRLSL
DDLLQRLHHNPRRIFHLPLQEDTYV
EVDLEHEWTVPSHMPFSKARWTPF
EGQKVKGTVRRVVLRGEVAYIDGQV
LVPPGYGQDVRKWPQGVVPQPPPST
PATTEITTTPERPRRVIPGLPDGRFHL
PPRIHRASDPGLPAEEPKEKPPRKVV
EPELMGTPDGPCYPAPPVPRQASPQ
NLGSSGLLHPQMSPLLHSLVGQHIL
SVKQFTKDQMSHLFNVAHTLRMMV
QKERSLDILKGKVMASMFYEVSTRT
SSSFAAAMARLGGAVLSFSEATSSV
QKGESLADSVQTMSCYADVIVLRHP




QPGAVELAAKHCRRPVINAGDGVGE
HPTQALLDIFTIREELGTVNGMTITM
\VGDLKHGRTVHSLACLLTQYRVSLR
YVAPPSLRMPPSVRDFVASRGTKQE
EFESIEEALPDTDVLYMTRIQKERFG
SVQEYEACFGQFILTPHIMTRAKKK
MVVMHPMPRVNEISVEVDSDPRAA
YFRQAENGMYIRMALLATVLGRF




