KLSLAFSASHLILHIDCNKIYERVVE
MPSTDLPLGTTFWLGQRNNAHGYF
KGIMQDVHVLVMPQGFIAQCPDLN
RTCPTCNDFHGLVQKIMELQDILSK
TSAKLSRAEQRMNRLDQCYCERTCT
VKGTTYRESESWTDGCKNCTCLNGT
IQCETLVCPAPDCPPKSAPAYVDGKC
CKECKSTCQFQGRSYFEGERNTVYS
SSGMCVLYECKDQTMKLVENIGCPP
LDCPESHQIALSHSCCKVCKGYDFC
SEKHTCMENSVCRNLNDRAVCSCR
DGFRALREDNAYCEDIDECAEGRHY
CRENTMCVNTPGSFMCICKTGYIRI
DDYSCTEHDECLTNQHNCDENALC
FNTVGGHNCVCKPGYTGNGTTCKA
FCKDGCRNGGACIAANVCACPQGFT
GPSCETDIDECSEGFVQCDSRANCI
NLPGWYHCECRDGYHDNGMFAPG
GESCEDIDECGTGRHSCTNDTICFN
LDGGYDCRCPHGKNCTGDCVHEGK
VKHTGQIWVLENDRCSVCSCQTGFV
MCRRMVCDCENPTVDLSCCPECDP
RLSSQCLHQNGETVYNSGDTWVQD
CRQCRCLQGEVDCWPLACPEVECE
FSVLPENECCPRCVTDPCQADTIRN
DITKTCLDEMNVVRFTGSSWIKHGT

ECTLCQCKNGHLCCSVDPQCLQEL

UniprotKB Entry name lorganism full oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi [plasma extl"acellular
1D name sites sites reticulum apparatus membrane region
Q61220 NELL2_MOUSE [Mus Protein (36.83566 T505 NaN 40885482 MHAMESRVLLRTFCVILGLGAVWGL |False True 1.018 |[1.622 1.116 1.167 0.743 2.208 5.0
musculus [kinase GVDPSLQIDVLTELELGESTDGVRQV

C- PGLHNGTKAFLFQESPRSIKASTATA

binding ERFFQKLRNKHEFTILVTLKQIHLNS

protein GVILSIHHLDHRYLELESSGHRNEIR

NELL2 LHYRSGTHRPHTEVFPYILADAKWH




