UniprotKB Entry name |organism full oglcnacscore |oglcnac sites  [phosphorylation sites |PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enr!oplasmlc golgi pla

ID name reticulum apparatus me:

Q8CGI1 F193A_MOUSE Mus Protein  |52.272939 T706;T708;T709(S293;S648;S1136;S1151|22517741;22645316;40885482;368 |MKVRLLRQLSAAAKAKAPSGLQGPP |False False 0.469 |1.782 (0.938 0.469 False Fal:
musculus [FAM193A 52467;35822049;40021952 QAHHFVSLLLEEYAALCQAARSISTF

LGTLENEHLKKFQVTWELHNKHLF
ENLVFSEPLLQSNLPALVSQIRLGTT
THDTCTEDMYSTLLQRYQRSEEELR
KVAEEWLECQKRIDAYVDEQMTMK
TKQRMLTEDWEIFKQRRLIEEQLTN
KKVVTGENNFTDTRRHMLSSRLSM
PDCPNCNYRRRCACDDCSLSHILTC
GIMDTPVTDDIHIHQLPLQVDSAPDY
LSEMRPPSVSSASSGSGSSSPITIQQ
HPRLILTDNGSAPTFCSDDEDVAPLS
AKFADIYPLTNYDDTNVVANMNGIH
SELNGGGENMALKDESPQVSSTSRS
SSEADDEDADGESSGEPPGAPKQEE
AIGNGNPKTEESNVNTPPPSYPAQQ
AEQTPNTCECHVCKQEASGLPASA
MTAGALPPGHQFLSPEKPTHPALHL
YPHIHGHVPLHTVPHLPRPLIHPTLY
PAPPFTHSKALPPAPVQSHTNKPQA
FNASLQDHIYPSCFGNTPDWNSSKF
ISLWESEMMNDKNWNPGTFLPDTI
SGNDILGPVLSETRPEALPPPPSNEA
PAVSDIKEKKNAAKKKCLYNFQDAF
MEANEVAMANTVAMATSSATSSVS
CTATTVQSSSSQFKVSSRRPPSIGDV
FHGLNKEDHRHSAPAAPRNSPTGLA
PLPALSPSALSPASTPHLPNLAAPSF
PKTATTAPGFVDTRKSFCPTPVAPPP
STTDGSISAPPSVCSDPDCEGHRCE
NGVYDPQQDDGDESADEDSCSEHS
SSTSTSTNQKEGKYCDCCYCEFFGH
GGPPAAPTSRNYAEMREKLRLRLTK
RKEEQPKKMEQISEREGVVDHRRVE
DLLQFINSSEAKPVSSSRAAKRARHK
QRKLEEKARLEAEARAREHLHHQEE
QKQREEEEDEEEEDEEQHFKEEFQ
RLQELQKLRAAKKKKKDRPSKDCSK
LDMLARNFQAATESISNSENIHNGS
LEQTEEPETSSHSPSRHMNHSEPRP
GPGANGDATDPVDPRDPSKLLLPKE
VNGKQHEPLAFLLDMMHHHKEGN
SKQKLKQTSKTSNEPARKPTEPPKTT
EVQLKPRAQPELKPKVVDLALLTEQ
KREERKTNSNNNNKKQLSHIKEEKL
STVTPEPPSPSQLLQNGRLILASSPQ
PKGKNKKNKKKKGDRTSSSLDDVFL
PKDIDLDSVDMDETEREVEYFKRFC
LDSARQNRQRLSINWSNFSLKKATF
AAH




