UniprotKB Entry name |organism |full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi plasnia extr.ace
ID sites reticulum pparatus ane region
Q8C0Q2 ZHX3_MOUSE Mus Zinc fingers [36.743721 T476;T581|5599;S703;S718;5922;594140997131;40885482 |MASKRKSTTPCMIPVKTVVLPGASTE |True False 1.185 |4.635 [2.11 0.503 False 0.56 0.676
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PQPVESLPEGPQQDLPSEAPDASSE
AAPNPSSTDGSALANGHRSTLDGYV
YCCKECEFRSQDVTHFIGHMNSEH
TDFNKDPTFVCTGCSFLAKNPEGLS
LHNAKCHSGEASFLWNVTKPDNHV
VVEQSVPDSASSSVLAGESTTEGTEII
ITKTPIMKIMKGKAEAKKIHMLKENA
PNQPGSEALPKPLAGEREVKEGDHT
FINGAAPGSQASAKSTKPPPAANGPL
IGTVPVLPAGIAQFLSLQQQPPVHAQ
HHTHQPLPTSKTLPKVMIPLSSIPTY
NAAMDSNSFLKNSFHKFPYPTKAEL
CYLTVVTKYPEEQLKIWFTAQRLKQG
ISWSPEEIEDARKKMFNTVIQSVPQP
TITVLNTPLVASAGNVQHLIQATLPG
HAVGQPEGTAGGLLVTQPLMANGL
QASSSSLPLTTASVPKPTVAPINTVCS
NSASAVKVVNAAQSLLTACPSITSQA
FLDANIYKNKKSHEQLSALKGSFCR
NQFPGQSEVEHLTKVTGLSTREVRK
WFSDRRYHCRNLKGSRAMMPGEH
GSVLIDSVPEVPFPLASKVPEVTCIPT
ATSLVSHPATKRQSWHQTPDFTPTK
YKERAPEQLRVLENSFAQNPLPPEE
ELDRLRSETKMTRREIDGWFSERRK
KVNTEETKKADGHMPKEEEEGAEQ
EGRDEELANELRVPGENGSPEMFLS
HALAERKVSPIKINLKNLRVTEASGK
SEFPGMGVCEPEEDGLNKLVEQPPS
KVSYKKTAQQRHLLRQLFVQTQWPS
NQDYDSIMAQTGLPRPEVVRWFGD
SRYALKNGQLKWYEDYKRGNFPPGL
LVIAPGNRELLQDYYMTHKMLCEED
LQTLCDKTQMSAQQVKQWFAEKMG
EETRAVADISSEDQGPRNGEPVAVH
KVLGDAYSELSENSESWEPSAPEAS
SEPFDTSSPQSGRQLEAD




