
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

Q13029 PRDM2_HUMAN Homo
sapiens

PR
domain
zinc
finger
protein
2

24.493074 T1517;S1626 S421;S643;S743;S781;S785;S796 40596516;30620550;30379171 MNQNTTEPVAATETLAEVPEHVLRG
LPEEVRLFPSAVDKTRIGVWATKPIL
KGKKFGPFVGDKKKRSQVKNNVYM
WEVYYPNLGWMCIDATDPEKGNWL
RYVNWACSGEEQNLFPLEINRAIYY
KTLKPIAPGEELLVWYNGEDNPEIAA
AIEEERASARSKRSSPKSRKGKKKSQ
ENKNKGNKIQDIQLKTSEPDFTSAN
MRDSAEGPKEDEEKPSASALEQPAT
LQEVASQEVPPELATPAPAWEPQPE
PDERLEAAACEVNDLGEEEEEEEEE
DEEEEEDDDDDELEDEGEEEASMP
NENSVKEPEIRCDEKPEDLLEEPKTT
SEETLEDCSEVTPAMQIPRTKEEAN
GDVFETFMFPCQHCERKFTTKQGLE
RHMHIHISTVNHAFKCKYCGKAFGT
QINRRRHERRHEAGLKRKPSQTLQP
SEDLADGKASGENVASKDDSSPPSL
GPDCLIMNSEKASQDTINSSVVEEN
GEVKELHPCKYCKKVFGTHTNMRR
HQRRVHERHLIPKGVRRKGGLEEPQ
PPAEQAQATQNVYVPSTEPEEEGEA
DDVYIMDISSNISENLNYYIDGKIQT
NNNTSNCDVIEMESASADLYGINCL
LTPVTVEITQNIKTTQVPVTEDLPKEP
LGSTNSEAKKRRTASPPALPKIKAET
DSDPMVPSCSLSLPLSISTTEAVSFH
KEKSVYLSSKLKQLLQTQDKLTPAGI
SATEIAKLGPVCVSAPASMLPVTSSR
FKRRTSSPPSSPQHSPALRDFGKPS
DGKAAWTDAGLTSKKSKLESHSDSP
AWSLSGRDERETVSPPCFDEYKMSK
EWTASSAFSSVCNQQPLDLSSGVKQ
KAEGTGKTPVQWESVLDLSVHKKH
CSDSEGKEFKESHSVQPTCSAVKKR
KPTTCMLQKVLLNEYNGIDLPVENP
ADGTRSPSPCKSLEAQPDPDLGPGS
GFPAPTVESTPDVCPSSPALQTPSLS
SGQLPPLLIPTDPSSPPPCPPVLTVAT
PPPPLLPTVPLPAPSSSASPHPCPSPL
SNATAQSPLPILSPTVSPSPSPIPPVE
PLMSAASPGPPTLSSSSSSSSSSSSF
SSSSSSSSPSPPPLSAISSVVSSGDNL
EASLPMISFKQEELENEGLKPREEP
QSAAEQDVVVQETFNKNFVCNVCE
SPFLSIKDLTKHLSIHAEEWPFKCEF
CVQLFKDKTDLSEHRFLLHGVGNIF
VCSVCKKEFAFLCNLQQHQRDLHP
DKVCTHHEFESGTLRPQNFTDPSKA
HVEHMQSLPEDPLETSKEEEELNDS
SEELYTTIKIMASGIKTKDPDVRLGL
NQHYPSFKPPPFQYHHRNPMGIGVT
ATNFTTHNIPQTFTTAIRCTKCGKGV
DNMPELHKHILACASASDKKRYTPK
KNPVPLKQTVQPKNGVVVLDNSGK
NAFRRMGQPKRLNFSVELSKMSSN
KLKLNALKKKNQLVQKAILQKNKSA
KQKADLKNACESSSHICPYCNREFT
YIGSLNKHAAFSCPKKPLSPPKKKVS
HSSKKGGHSSPASSDKNSNSNHRR
RTADAEIKMQSMQTPLGKTRARSSG
PTQVPLPSSSFRSKQNVKFAASVKSK
KPSSSSLRNSSPIRMAKITHVEGKKP
KAVAKNHSAQLSSKTSRSLHVRVQK
SKAVLQSKSTLASKKRTDRFNIKSRE
RSGGPVTRSLQLAAAADLSENKRED
GSAKQELKDFSYSLRLASRCSPPAAP
YITRQYRKVKAPAAAQFQGPFFKE

True False 1.547 5.0 False False 4.357 False


