UniprotKB . full loglcnac . . . . . lendoplasmic [golgi iplasma
D Entry name organism| o oglcnacscore sites phosphorylation sites PMIDS sequence intracellular [extracellular |cytosol nucleus mitochndrion reticulum [apparatus membrane
Q7TME2  |SPAG5_MOUSE Mus Sperm-  [29.66891 S712;S715|S12;514;S66;S161;S321;S333;S342; 36852467;29187734 MWRVKTLNLGLSPSPQKGKPAMST |False False 3.091 [3.445 [2.019 0.919 0.752 1.091
musculus |associated S946 PLRELKLQPEALADSGKGPSMISALT
antigen 5 PYLCRLELKERCNNSSPVDFINTEN

NFLSEQFSHPSTHIEACQRESDPTP
ESNSLFHTLEEAIETVDDFVVDPRD
DSIVESMVLLPFSLGQQQDLMLQAH
LDTTAERTKSSLNESLGLEDLVGKE
'VAPCVEDSLTEIVAIRPEQPTFQDPPL
GPSDTEDAPVDLVPSENVLNFSLAR
LSPSAVLAQDFSVDHVDPGEETVEN
RVLQEMETSFPTFPEEAELGDQAPA
IANAEAVSPLYLTSSLVEMGPREAPG
PTVEDASRIPGLESETWMSPLAWLE
KGVNTSVMLQNLRQSLSFSSVLQDA
IAVGNTPLATCSVGTSFTPPAPLEVGT
KDSTSETERLLLGCRPPDLATLSRHD
LEENLLNSLVLLEVLSHQLQAWKSQ
LTVPHREARDSSTQTDSSPCGVTKT
PKHLQDSKEIRQALLQARNVMQSW
GLVSGDLLSLLHLSLTHVQEGRVTV
SQESQRSKTLVSSCSRVLKKLKAKL
QSLKTECEEARHSKEMALKGKAAAE
IAVLEAFRAHASQRISQLEQGLTSMQ
EFRGLLQEAQTQLIGLHTEQKELAQ
QTVSLSSALQQDWTSVQLNYGIWAA
LLSWSRELTKKLTAKSRQALQERDA
IAIEEKKQVVKEVEQVSAHLEDCKGQ
IEQLKLENSRLTADLSAQLQILTSTE
SQLKEVRSQHSRCVQDLAVKDELLC
QLTQSNKEQATQWQKEEMELKHIQ
IAELLQQQAVLAKEVQDLRETVEFID
EESQVAHRELGQIESQLKVTLELLRE
RSLQCETLRDTVDSLRAELASTEAK
HEKQALEKTHQHSQELRLLAEQLQS
LTLFLQAKLKENKAESEIILPSTGSAP
AQEHPLSNDSSISEQTPTAAVDEVPE
PAPVPLLGSVKSAFTRVASMASFQPT
ETPDLEKSLAEMSTVLQELKSLCSLL
QESKEEATGVLQREICELHSRLQAQ
EEEHQEALKAKEADMEKLNQALCL
LRKNEKELLEVIQKQNEKILGQIDKS
GQLINLREEVTQLTQSLRRAETETKV
LQEALEGQLDPSCQLMATNWIQEKV
FLSQEVSKLRVMFLEMKTEKEQLM
DKYLSHRHILEENLRRSDTELKKLD
DTIQHVYETLLSIPETMKSCKELQGL
LEFLS




