UniprotKB Entry name organism full name oglcnacscore o.glcnac phosp ylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc go
ID sites reticulum |ap
Q9UPY3 DICER_HUMAN [Homo Endoribonuclease 27.628002 S1618 40307207;23301498;40914422;303 [MKSPALQPLSMAGLQLMTPASSPM (True True 4.66 4.693  [2.639 2.339 1.¢

sapiens

Dicer

S413;S415;51016;51160;S1460;S14
68;51470;51868

79171

GPFFGLPWQQEAIHDNIYTPRKYQV
ELLEAALDHNTIVCLNTGSGKTFIAV
LLTKELSYQIRGDFSRNGKRTVFLVN
SANQVAQQVSAVRTHSDLKVGEYSN
LEVNASWTKERWNQEFTKHQVLIM
TCYVALNVLKNGYLSLSDINLLVFDE
CHLAILDHPYREIMKLCENCPSCPRI
LGLTASILNGKCDPEELEEKIQKLEKI
LKSNAETATDLVVLDRYTSQPCEIVV
DCGPFTDRSGLYERLLMELEEALNF
INDCNISVHSKERDSTLISKQILSDC
RAVLVVLGPWCADKVAGMMVRELQ
KYIKHEQEELHRKFLLFTDTFLRKIH
ALCEEHFSPASLDLKFVTPKVIKLLEI
LRKYKPYERQQFESVEWYNNRNQD
NYVSWSDSEDDDEDEEIEEKEKPET
NFPSPFTNILCGIIFVERRYTAVVLNR
LIKEAGKQDPELAYISSNFITGHGIGK
NQPRNKQMEAEFRKQEEVLRKFRA
HETNLLIATSIVEEGVDIPKCNLVVR
FDLPTEYRSYVQSKGRARAPISNYIM
LADTDKIKSFEEDLKTYKAIEKILRNK
CSKSVDTGETDIDPVMDDDDVFPPY
VLRPDDGGPRVTINTAIGHINRYCAR
LPSDPFTHLAPKCRTRELPDGTFYST
LYLPINSPLRASIVGPPMSCVRLAER
VVALICCEKLHKIGELDDHLMPVGK
ETVKYEEELDLHDEEETSVPGRPGS
TKRRQCYPKAIPECLRDSYPRPDQPC
YLYVIGMVLTTPLPDELNFRRRKLYP
PEDTTRCFGILTAKPIPQIPHFPVYTR
SGEVTISIELKKSGFMLSLQMLELIT
RLHQYIFSHILRLEKPALEFKPTDAD
SAYCVLPLNVVNDSSTLDIDFKFME
DIEKSEARIGIPSTKYTKETPFVFKLE
DYQDAVIIPRYRNFDQPHRFYVADVY
TDLTPLSKFPSPEYETFAEYYKTKYN
LDLTNLNQPLLDVDHTSSRLNLLTP
RHLNQKGKALPLSSAEKRKAKWESL
QNKQILVPELCAIHPIPASLWRKAVC
LPSILYRLHCLLTAEELRAQTASDAG
VGVRSLPADFRYPNLDFGWKKSIDS
KSFISISNSSSAENDNYCKHSTIVPE
NAAHQGANRTSSLENHDQMSVNC
RTLLSESPGKLHVEVSADLTAINGLS
'YNQNLANGSYDLANRDFCQGNQLN
YYKQEIPVQPTTSYSIQNLYSYENQP
QPSDECTLLSNKYLDGNANKSTSDG
SPVMAVMPGTTDTIQVLKGRMDSE
QSPSIGYSSRTLGPNPGLILQALTLS
NASDGFNLERLEMLGDSFLKHAITT
'YLFCTYPDAHEGRLSYMRSKKVSNC
NLYRLGKKKGLPSRMVVSIFDPPVN
WLPPGYVVNQDKSNTDKWEKDEMT
KDCMLANGKLDEDYEEEDEEEESL
MWRAPKEEADYEDDFLEYDQEHIRF
IDNMLMGSGAFVKKISLSPFSTTDSA
YEWKMPKKSSLGSMPFSSDFEDFD
YSSWDAMCYLDPSKAVEEDDFVVGF
WNPSEENCGVDTGKQSISYDLHTEQ
CIADKSIADCVEALLGCYLTSCGERA
AQLFLCSLGLKVLPVIKRTDREKALC
PTRENFNSQQKNLSVSCAAASVASS
RSSVLKDSEYGCLKIPPRCMFDHPD
IADKTLNHLISGFENFEKKINYRFKN
KAYLLQAFTHASYHYNTITDCYQRLE
FLGDAILDYLITKHLYEDPRQHSPGV
LTDLRSALVNNTIFASLAVKYDYHKY
FKAVSPELFHVIDDFVQFQLEKNEM
QGMDSELRRSEEDEEKEEDIEVPKA
MGDIFESLAGAIYMDSGMSLETVWQ
'VYYPMMRPLIEKFSANVPRSPVRELL
EMEPETAKFSPAERTYDGKVRVTVE
'VVGKGKFKGVGRSYRIAKSAAARRAL
RSLKANQPQVPNS




