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sequence-specific single stranded DNA binding

aspartic-type endopeptidase activity

aspartic-type peptidase activity

pseudouridine synthase activity

monosaccharide binding

cadherin binding

polynucleotide 3'-phosphatase activity
sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activity
single-stranded DNA binding

intramolecular transferase activity

nuclease activity

carbohydrate binding

hydroxymethylbilane synthase activity

endonuclease activity

ribonucleoprotein complex binding

citrate (Si)-synthase activity

guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity
interleukin-1, Type Il receptor binding
calcium-dependent cysteine-type endopeptidase inhibitor activity
nicotinate phosphoribosyltransferase activity

prostaglandin-F synthase activity

protein-glycine ligase activity, initiating

deoxyribonuclease activity

mannosyl-oligosaccharide glucosidase activity

translation factor activity, RNA binding

MRNA binding

sugar transmembrane transporter activity

hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides
N-sulfoglucosamine sulfohydrolase activity

nuclear export signal receptor activity

crossover junction endodeoxyribonuclease activity

damaged DNA binding

dihydrolipoyl dehydrogenase activity

lipoamide binding

hexose transmembrane transporter activity

U4 snRNA binding

ATP-dependent polydeoxyribonucleotide 5'-hydroxyl-kinase activity
monosaccharide transmembrane transporter activity
protein-glycine ligase activity

carbohydrate transmembrane transporter activity
CDP-diacylglycerol-inositol 3-phosphatidyltransferase activity
N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase activity
ankyrin binding

phosphoenolpyruvate carboxykinase (GTP) activity
polynucleotide 5'-hydroxyl-kinase activity

chromatin insulator sequence binding

oxidized purine nucleobase lesion DNA N-glycosylase activity
double-stranded DNA 3'-5' exodeoxyribonuclease activity

BH2 domain binding

transferase activity, transferring aldehyde or ketonic groups
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