subunit PAN2

KLNLTSIDIAAFSELNTMCYSPHSLK
NNIYCGGDNTNWGIASIDLNRGCLD
SLLNYSSKVKLMCSNNKVLSIGRQT
GTVDLLDPTSNRTIKSFNAHSASISA
MDLRDNTLVTVGKSKRFYNLYADPF
'VNVYDLRTMRQLPPVSFSKGTTMGS
GGADFVQLHPLLPTVMIVASSSGSF
DFIDLSNPTLRTQYVHPCQSIKKLCL
SPNGDVLGILEADNHLDTWRRSSN
NMGMFTNTPEMLAYPDYFNDITSD
GPISVDDETYPLSSVGMPYYLDKLLS
AWPPVVFKSEGTIPQLTGKSPLPSSG
KLKSNLAVISSQNEKLSTQEFPLLRY
DRTKYGMRNAIPDYVCLRDIRKQITS
GLETSDIQTYTSINKYEVPPAYSRLPL
TSGRFGTDNFDFTPFNNTEYSGLDP
DVDNHYTNAIIQLYRFIPEMFNFVVG
CLKDENFETTLLTDLGYLFDMMERS
HGKICSSSNFQASLKSLTDKRQLEN
GEPQEHLEEYLESLCIRESIEDFNSS
ESIKRNMPQKFNRFLLSQLIKEEAQ
TVNHNITLNQCFGLETEIRTECSCD
HYDTTVKLLPSLSISGINKTVIKQLNK
KSNGQNILPYIEYAMKNVTQKNSICP
TCGKTETITQECTVKNLPSVLSLELS
LLDTEFSNIRSSKNWLTSEFYGSIIK
NKAVLRSTASELKGTSHIFKYELNGY
VAKITDNNNETRLVTYVKKYNPKEN
CFKWLMFNDYLVVEITEEEALKMTY
PWKTPEIIIYCDAEELRKPFFSVDTYS
INYDILFRDYFANGIRDTARREYKLL
THDEAPKSGTLVAIDAEFVSLQSELC
EIDHQGIRSIIRPKRTALARISIIRGEE
GELYGVPFVDDYVVNTNHIEDYLTR
'YSGILPGDLDPEKSTKRLVRRNVVYR
KVWLLMQLGCVFVGHGLNNDFKHI
NINVPRNQIRDTAIYFLQGKRYLSLR
YLAYVLLGMNIQEGNHDSIEDAHTA
LILYKKYLHLKEKAIFEKVLNSVYEE

GRAHNFKVPETSKG

UniprotKB Entry name |organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular|cytosol \nucleus jmitochndrion em:}oplasmlc golgi k extr‘acellular
ID sites sites reticulum apparatus membrane [region
P53010 PAN2_YEAST [Saccharomyces |PAN2-PAN3 (24.475439 NaN NaN 33229814 MNNWQHFFNNPVDLSEHLKKPYFR |None None None |None None None None None None
cerevisiae deadenylation FDNRDKEITAISFDEKANLIWSGDSY
complex GCISSYDPTFQLYTRYRGHIGGNSVK
catalytic DILSHRDGILSISEDSLHFANRRGVT




