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Annotation Cluster 1   (Enrichment Score: 1.54)
   Ribosome
   structural constituent of ribosome
   translation
   ribosomal protein
   ribosome
   ribonucleoprotein
   structural molecule activity
   ribonucleoprotein complex
Annotation Cluster 2    (Enrichment Score: 1.51)
   acetylation
   non-membrane-bounded organelle
   intracellular non-membrane-bounded organelle
   structural molecule activity

Annotation Cluster 1   (Enrichment Score: 11.66)
   glycoprotein
   glycosylation site:N-linked (GlcNAc...)
   signal
   signal peptide
   disulfide bond
Annotation Cluster 2   (Enrichment Score: 3.67)
   topological domain:Cytoplasmic
   topological domain:Extracellular
   transmembrane region 
   membrane
   transmembrane
   plasma membrane
   intrinsic to membrane
   integral to membrane
   receptor
Annotation Cluster 3   (Enrichment Score: 3.46)
   cell surface
   external side of plasma membrane
   plasma membrane part
Annotation Cluster 4   (Enrichment Score: 2.98)
   immune response
   response to wounding
   immune response
   inflammatory response
   defense response
   immune effector process
   innate immune response

Annotation Cluster 5   (Enrichment Score: 2.54)
   heparin binding
   carbohydrate binding
   glycosaminoglycan binding
   pattern binding
   polysaccharide binding
Annotation Cluster 6   (Enrichment Score: 2.32)
   Immunoglobulin domain
   Immunoglobulin-like
   Immunoglobulin
   domain:Ig-like C2-type 1 and 2
Annotation Cluster 7   (Enrichment Score: 2.26)
   inflammatory response
   regulation of inflammatory response
   regulation of response to external stimulus
Annotation Cluster 8   (Enrichment Score: 2.13)
   Secreted
   extracellular region
   extracellular region part
Annotation Cluster 9   (Enrichment Score: 1.55)
   lipid moiety-binding region:GPI-anchor amidated  

serine
   lipoprotein
   gpi-anchor
   propeptide:Removed in mature form
   anchored to membrane

Annotation Cluster 10   (Enrichment Score: 1.49)
   inflammatory response
   immune effector process
   positive regulation of immune response
   acute inflammatory response
   regulation of immune effector process
   positive regulation of response to stimulus
   positive regulation of immune system process
Annotation Cluster 11   (Enrichment Score: 1.32)
   negative regulation of lymphocyte activation
   negative regulation of cell activation
   negative regulation of leukocyte activation
   regulation of lymphocyte activation
   regulation of leukocyte activation
   regulation of cell activation
   negative regulation of immune system process
Annotation Cluster 12   (Enrichment Score: 1.31)
   immune effector process
   B cell mediated immunity
   lymphocyte mediated immunity
   adaptive immune response


