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D Entry name |organism full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndriac
Q3U3C9 GSE1_MOUSE Mus Genetic  40.903541 $81;S87;5116;S119;T125;S212;T21 |S10;S84;S95;T433;5766;5826;5828; |34678516;40885482;30059200;368 |MKGMSHEPKSPSIGMLSTATRTTAT |False False 1.5 3.083 |0.844
musculus [suppressor 3 S857;T905;S907;S1099 52467 VNPLTPSPLNGALVPTGSPATSSTLS
element 1 AQAAPSSSFAAALRKLAKQAEEPRG

SSLSSESSPVSSPATNHSSPASTPKR
VPMGPIIVPPGGHSVPSTPPVVTIAPT
KTVNGVWRSESRQDSGSRGSSSGR
ERLLVEPPLAQEKAAGPAIPSHLLST
PYPFGLSPGSVVQDSRFQPLNLQRP
VHHVVPPSTVTEDYLRSFRPYHTAE
DLRMSSLPPLGLDPATAAAYYHPSYL
APHPFPHPAFRMDDSYCLSALRSPF
YPIPTPGSLPPLHPSAMHLHLSGVRY
PPELSHSSLAALHSERMSSLSAERL
QMDEELRREREREREREREADRER
EKEREREQREKEREKELEREREKER
ERELERQREQRAREKELLAAKALEP
TTFLPVAELHGLRGHSTEERPKPSE
QLTPTRAEKLKDVGLQAPKPVQHPL
HPVPAPHHTVPSLISSHGIFSLPGSS
ATTALLIQRTNEEEKWLARQRRLRQ
EKEDRQSQVSEFRQQVLEQHLDLG
RPLVPTEAEHRPESTRPGTNRHEQG
SREPPQHFGGPPPLISPKPQQHTVPT
ALWNPVSLMDNALETRRAESHSLH
SHPTAFEPSRQAAVPLVKVERVYCSE
KAEEPRKREATPLDKYQPPPPPPPPR
EAGSLEPQTFPHGPGPFLTELEKSTQ
TILGQQRPSLSQATSFGELSGPLKPG
SPYCHPTARGPDPAYIYDEFLQQRRK
LVSKLDLEERRRREAQEKGYYYDLD
DSYDESDEEEVRAHLRCVAEQPPLK
LDTSSEKLEFLQLFGLTTQQQKEEL
VAQKRRKRRRMLRERSPSPPAVQCK
RQTPSPRLALSTRYSPDEMNNSPNF
EEKRKFLTFFNLTHISAEKRKDKERL
VEMLRAMKQRALSAADSVTNSSRD
SPPVSLSEPATQPAPLETDQPVGVPA
SLSDVPKTTETGRLEQLRPQELLRVQ
EPAPPSGEKARLSEAPGGKKSLSML
HYLRGAAPKDIPVPLSHSINGKSKPW
EPFVAEEFAHQFHESVLQSTQKALQ
KHKGNSALLSAEQSHKVDTAIHYNI
PELQSSSRVPLPQHNGQQEPPMGR
KGPPMQEADQDSEEDSEEDSEEEA
EEAPRRQWQGIEAIFEAYQEHIEEQ
NLERQVLQTQCRRLEAQNYSLSLTA
EQLSHSMAELRSQKQKMVSERERL
QAELDHLRKCLALPTMHWPRGYFK
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