UniprotKB Entry name |organism [full name loglcnacscore oglcnac iphosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi !

ID sites reticulum apparatus ||

Q86W56 PARG_HUMAN [Homo Poly(ADP- 22.892873 S26 S22;S68;S133;S137;T139;S197;T19 |30379171;23301498;37858678 MNAGPGCEPCTKRPRWGAATTSPA |True False 4.57 4.638  |4.067 1.353 1.105
sapiens [ribose) 9;S261;5S264;5286;5291;5298;S302; IASDARSFPSRQRRVLDPKDAHVQFR

glycohydrolase

S316;5448

VPPSSPACVPGRAGQHRGSATSLVF
KQKTITSWMDTKGIKTAESESLDSK
ENNNTRIESMMSSVQKDNFYQHNV
EKLENVSQLSLDKSPTEKSTQYLNQ
HQTAAMCKWQNEGKHTEQLLESEP
QTVTLVPEQFSNANIDRSPQNDDHS
DTDSEENRDNQQFLTTVKLANAKQT
TEDEQAREAKSHQKCSKSCDPGED
CASCQQDEIDVVPESPLSDVGSEDV
GTGPKNDNKLTRQESCLGNSPPFEK
ESEPESPMDVDNSKNSCQDSEADE
ETSPGFDEQEDGSSSQTANKPSRFQ
ARDADIEFRKRYSTKGGEVRLHFQF
EGGESRTGMNDLNAKLPGNISSLNV
ECRNSKQHGKKDSKITDHFMRLPK
AEDRRKEQWETKHQRTERKIPKYVP
PHLSPDKKWLGTPIEEMRRMPRCGI
RLPLLRPSANHTVTIRVDLLRAGEVP
KPFPTHYKDLWDNKHVKMPCSEQN
LYPVEDENGERTAGSRWELIQTALL
NKFTRPQNLKDAILKYNVAYSKKWD
FTALIDFWDKVLEEAEAQHLYQSILP
DMVKIALCLPNICTQPIPLLKQKMN
HSITMSQEQIASLLANAFFCTFPRRN
AKMKSEYSSYPDINFNRLFEGRSSR
KPEKLKTLFCYFRRVTEKKPTGLVTF
TRQSLEDFPEWERCEKPLTRLHVTY
EGTIEENGQGMLQVDFANRFVGGG
IVTSAGLVQEEIRFLINPELIISRLFTE
VLDHNECLIITGTEQYSEYTGYAETY
RWSRSHEDGSERDDWQRRCTEIVAI
DALHFRRYLDQFVPEKMRRELNKAY
CGFLRPGVSSENLSAVATGNWGCG
AFGGDARLKALIQILAAAAAERDVVY
FTFGDSELMRDIYSMHIFLTERKLTV
GDVYKLLLRYYNEECRNCSTPGPDIK
LYPFIYHAVESCAETADHSGQRTGT




