}Jl;l iprotKB Entry name organism f:;lllne oglcnacscore :gg:snac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion ::Szgll:fnmw g;::g:ratus ﬂ:lsﬁ
Q8BH74 NU107_MOUSE Mus Nuclear |28.636778 NaN S4;S10;S11;T46;T55;S57;S58;T65;S |39627609;33300544;34887587 MDRSGFGGMSSPVIRDAEVTRTARK (True False 2.378 |4.586 [1.078 1.387 0.987 1.205
musculus |pore 70;S87 HSAHKRVLIQANQEDNFGTATPRSQ
complex [IPRTPSSFRQPFVTPSSRSLLRHPDI
protein SYILGTEGRSPRHTQSSGYLGNLSM
Nupl107 IVTNLDDSNWAAAFSSQRLGLYTNTE

HHSMTEDVNLSTVMLREDDPGEAA
SMSMFSDFLHSFLKHSSTTVFDLVE
EYENICGSQVNILSKIVSRATPGLQK
FSKTASMLWLLQQEMVTWRLLASL
YRDRIQSSLEEENMFAIAGINASEK
MVVETLFQRDSLVRQSQLVVDWLE
SIAKDEIGEFSDNIEFYAKSVYWENT
LHSLKQRQLLSHMGSTRPLVTELDP
DAPIRQKLPLDDLDREDEVRLLKYLF
TLIRAGMTEEAQRLCKRCGQAWRAA
TLEGWKLYHDPNVNGGTELEPVEG
NPYRRIWKISCWRMAEDELFNKYER
IATYAALSGNLKQLLPVCDTWEDTVW
IAYFRVMVDSLVEQEIRTSVMTQDDS
EELPREYMEANWTLEKVFEELQATD
KKRVLEENQEHYHIVQKFLILGDVD
GLMDEFSKWLSKSGSSLPGHLLRF
MTHLILFLRTLGLQTKEEVSIEVLKT
YIQLLISEKHTSLIAFYTCHLPQDLAV
IAQYALFLEGVTEFEQRHQCLELAKE
IADLDVATITKTVVENICKKDNGEFSH
HDLAPSLDTGTTEEDRLKIDVIDWLV
FDPAQRAEALRQGNAIMRKFLALKK
HEAAKEVFVKIPQDSIAEIYNQWEEQ
GMESPLPAEDDNAIREHLCIRAYLEA
HETFNEWFKHMNSAPQKPTLLSQA
TFTEKVAYEHREKKYEMDHNIWKG
HLDALTADVKEKMYNVLLFVDGGW
MVDVREDAEDDPERTHQMVLLRKL
CLPMLCFLLHTILHSTGQYQECLQL
IADMVSSERHKLYLVFSKEELRKLLQ

KLRESSLMLLDQGLDPLGYEIQS




