NREAIYRDKEREASYQLQDTTGYTA
RERDVAQCHLHHENPALGRERGGR
EAGPAHPGREKEAGYSAAVGVGQRP
PRERGQLSRGASRSSSPGAGGGHST
STSTSPATTLQRNVEGDAPGSDLSTA
VDSPGSQPPYRLSQLPPTSSHMGGP
PAGVGLPWAQRARLQPASVALRKQE
EEEIKRSKALSDSYELSTDLQDKKVE
MLERKYGGSFLSRRAARTIQTAFRQ
'YRMNKNFERLRSSASESRMSRRIIL
SNMRMQFSFEEYEKAQNPAYFEGK
PASLDEGAMAGARSHRLERGLPYGG
SCGGGIDGGGSSVTTSGEFSNDITEL
EDSFSKQVKSLAESIDEALNCHPSG
PMSEEPGSAQLEKRESKEQQEDSSA
TSFSDLPLYLDDPVPPPSPERLPSTE
PPPQGRPEFWAPAPLPPVPPPMPPG
TREDGSREEGTRRGPGCLECRDFRL
RAAHLPLLTIEPPSDSSVDLSDRSDR
GSVHRQLVYEADGCSPHGTLKHKGP
PGRAPIPHRHYPAPEGPAPAPPGPLP
PAPNSGTGPSGVAGGRRLGKCEAAG
ENSDGGDNESLESSSNSNETINCSS
GSSSRDSLREPPATGLCKQTYQRET
RHSWDSPAFNNDVVQRRHYRIGLN
LFNKKPEKGIQYLIERGFLSDTPVGV
AHFILERKGLSRQMIGEFLGNRQKQ
FNRDVLDCVVDEMDFSSMDLDDAL
RKFQSHIRVQGEAQKVERLIEAFSQR
YCVCNPALVRQFRNPDTIFILAFAIIL
LNTDMYSPSVKAERKMKLDDFIKNL
RGVDNGEDIPRDLLVGIYQRIQGREL
RTNDDHVSQVQAVERMIVGKKPVLS
LPHRRLVCCCQLYEVPDPNRPQRLG
LHQREVFLFNDLLVVTKIFQKKKILV
TYSFRQSFPLVEMHMQLFQNSYYQ
FGIKLLSAVPGGERKVLIIFNAPSLQD
RLRFTSDLRESIAEVQEMEKYRVESE
LEKQKGMMRPNASQPGGAKDSVNG
TLARSSLEDTYGAGDGLKRGALSSSL
RDLSDAGKRGRRNSVGSLDSTIEGS
VISSPRPHQRMPPPPPPPPPEEYKSQ
RPVSNSSSFLGSLFGSKRGKGPFQM
PPPPTGQASASSSSASSTHHHHHHH
HHGHSHGGLGVLPDGQSKLQALHA
QYCQGPGPAPPPYLPPQQPPLPPPPQ
QPPPLPQLGSIPPPPASAPPVGPHRH
FHAHGPVPGPQHYTLGRPGRAPRRG
AGGHPQFAPHGRHPLHQPTSPLPLY
SPAPQHPPAHKQGPKHFIFSHHPQ
MMPAAGAAGGPGSRPPGGSYSHPH
HPQSPLSPHSPIPPHPSYPPLPPPSP
HTPHSPLPPTSPHGPLHASGPPGTA

NPPSANPKAKPSRISTVV

}Jl;l iprotkB Entry name organism [full name oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion en(.loplasmlc golgi plasma ex
sites reticulum |apparatus membrane re(
Q5DU25 IQEC2_MOUSE [Mus 1Q motif |34.74265 S1083 |S82;5228;S334;S383;5402;5491;S5 |22645316;34418053 MEAGSGPPGGPGSESPNRAVEYLLE (None None None [None [None None None None Nc
musculus |and SEC7 18;S597;S617;S731;S734;S1097;T1 LNNIIESQQQLLETQRRRIEELEGQL
domain- 119;S1133;S1148;S1151;S1162;S11 DQLTQENRDLREESQLHRGELHRD
containing 63 PLGARDSPGRESQYQNLRETQFHHR
protein 2 ELRESQFHQASRDVGYPNRDGAYQ




