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D Entry name organism hame oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion ::I
Q96QT6 PHF12_HUMAN Homo PHD (23.153246 'T472;S475;T482;S554;5555;T557;S |S131;5134;S555;T557;T570;T671|39302247;38253038;39531497;373 [MWEKMETKTIVYDLDTSGGLMEQI [True False 2.576 [5.0 1.554 1.2
sapiens [finger 617;5623;5627;5630;5662;T671;T6 40703;38665916;34019948;203056 |QALLAPPKTDEAEKRSRKPEKEPRR
protein 83;T684 58;30397120;35289036;28411811;3 [SGRATNHDSCDSCKEGGDLLCCDH
12

5254053

CPAAFHLQCCNPPLSEEMLPPGEW
MCHRCTVRRKKREQKKELGHVNGL
IVDKSGKRTTSPSSDTDLLDRSASKTE
LKAIAHARILERRASRPGTPTSSASTE
TPTSEQNDVDEDIIDVDEEPVAAEPD
YVQPQLRRPFELLIAAAMERNPTQF
QLPNELTCTTALPGSSKRRRKEETT
GKNVKKTQHELDHNGLVPLPVKVC
FTCNRSCRVAPLIQCDYCPLLFHMD
CLEPPLTAMPLGRWMCPNHIEHVV
LNQKNMTLSNRCQVFDRFQDTVSQ
HVVKVDFLNRIHKKHPPNRRVLQSV
KRRSLKVPDAIKSQYQFPPPLIAPAAL
RDGELICNGIPEESQMHLLNSEHLA
TQAEQQEWLCSVVALQCSILKHLSA
KQMPSHWDSEQTEKADIKPVIVTDS
SVTITSLQTADKTPTPSHYPLSCPSGI
STQNSLSCSPPHQSPALEDIGCSSCA
EKSKKTPCGTANGPVNTEVKANGPH
LYSSPTDSTDPRRLPGANTPLPGLSH
RQGWPRPLTPPAAGGLQNHTVGIIV
KTENATGPSSCPQRSLVPVPSLPPSI
PSSCASIENTSTLQRKTVQSQIGPPL
TDSRPLGSPPNATRVLTPPQAAGDGI
LATTANQRFSSPAPSSDGKVSPGTLS
IGSALTVPSFPANSTAMVDLTNSLRA
FMDVNGEIEINMLDEKLIKFLALQRI
HQLFPSRVQPSPGSVGTHQLASGGH
HIEVQRKEVQARAVFYPLLGLGGAV
NMCYRTLYIGTGADMDVCLTNYGH
CNYVSGKHACIFYDENTKHYELLNY
SEHGTTVDNVLYSCDFSEKTPPTPPS
SIVAKVQSVIRRRRHQKQDEEPSEEA
IAMMSSQAQGPQRRPCNCKASSSSLI
GGSGAGWEGTALLHHGSYIKLGCLQ
FVFSITEFATKQPKGDASLLQDGVLA
EKLSLKPHQGPVLRSNSVP




