UniprotKB Entry name organism full loglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc ,970
ID name reticulum |ap
Q5SPL2 PHF12_MOUSE Mus PHD |38.185612 T472;5S616;S622;5626;5630(S131;S134;S555;T557;T570;T670 |34887587;40885482;36852467 MWEKMETKTIVYDLDTSGGLMEQI [True False 2.389 [4.71 1.345 1.128 Fa.
musculus [finger QALLAPPKTDEAEKRSRKPEKESRR
protein SGRATNHDSCDSCKEGGDLLCCDH

12 CPAAFHLQCCNPPLSEEMLPPGEW

MCHRCTVRRKKREQKKELGHVNGL
[VDKSSKRTTSPSSDTDLLDRPASKTE
LKAIAHARILERRASRPGTPTSNAST
ETPTSEHNDVDEDIVDVDEEPVAAE
PDYVQPQLRRPFELLIAAAMERNPT
QFQLPNELTCTTALPGSSKRRRKEE
TTGKNVKRTQHELDHNGLVPLPVKV
CFTCNRSCRVAPLIQCDYCPLLFHM
DCLEPPLTAMPLGRWMCPNHIEHV
[VLNQKNLTLSNRCQVFDRFQDTISQ
HVVKVDFLNRIHKKHPPNRRVLQSV
KRRSLKVPDAIKSQYQFPPPLIAPAAI
RDGELICSGVPEESQTHLLNSEHLA
TQAEQQEWLCSVVALQCSILKHLSA
KQMPSPWDSEQTEKADIKPVIVTDS
SITTSLQTADKAPLPSHYPLSCPSAVS
TQNSLGCSPPHQPPTLEDISCSSCVE
KSKKAPCGTANGPVNTEIKANGPHL
YSSPTDSTDPRRLPGANTPLPGLTHR
QGWPRPLTPPSAGGLQNHVGIIVKT
ENATGPSSCPQRSLVPVPSLPPSIPS
SCASIENTSTLHRKTVQSQIGPSSTE
SRPLGSPPNATRVLTPPQAAGDSILA
TGANQRFCSPAPSSDGKVSPGTLSIG
SALTVPSFPANSTAMVDLTNSLRAF
MDVNGEIEINMLDEKLIKFLALQRV
HQLFPSRVQASPGNVGTHPLASGGH
HPEVQRKEVQARAVFCPLLGLGGAV
NMCYRTLYIGTGADMDVCLTNYGH
CNYVSGKHACIFYDENTKHYELLNY
SEHGTTVDNVLYSCDFSEKTPPTPPS
SIVAKVQSVIRRRRHQKQDEEPSEEA
IAMMSSQAQGPQRRPCNCKASSSSLI
GGSGAGWEGTALLHHGSYIKLGCLQ
FVFSITEFATKQPKGDASLLQDGVLA
EKLSLKPHQGPVLRSNSVP




