Supplemental table 1. List of genes reviewed for this study. Columns list: A) the primary SGDID, B) the systematic name of the gene, C) the standard gene name, D) whether the gene was in the flagged or control set, and E) the score of the set of GO annotations for a gene.  A gene needing no changes to its set of annotations (as listed in the October 11, 2009 SGD gene association file) was scored as ‘no change’ while genes requiring revision to their annotation set were scored ‘updatable’. Literature review for all genes was restricted to pre-2011 publications.  

Supplemental table 2. List of literature-based annotations reviewed for this study. Columns list: A) the primary SGDID, B) the systematic name of the gene, C) the standard gene name, D) the GOID of the flagged GO term used for annotation, E) the name of the flagged GO term used for annotation, and F) the score of the annotation that was reviewed. For literature-based annotations, annotations requiring no updates were scored ‘no change’, ‘refine’ if the annotation was correct but could be moved to a more specific term, and ‘remove’ if the annotation was no longer appropriate. Genes for which the literature supported novel annotations that were missing from their annotation set are listed as ‘add’. Data are from the SGD gene association file dated October 11, 2009 and based on review of pre-2011 literature.

Supplemental table 3. Utility of computational annotations for the shallow class.  Columns contained in this file include: A) SGDID, B) the systematic name of the gene, C) the standard gene name, D) the GOID of the GO term used for the annotations, E) the name of the GO terms used for the annotations, and F) the score of the annotation that was reviewed.  ‘Shallow’ class computationally-predicted annotations for the genes reviewed in this study are listed along with their scores. For scoring computational predictions, if evidence was found in the literature supporting a manual annotation to either the same term as the prediction or a term in the same branch of the ontology, then the computational annotation was scored as ‘directly helpful’ and ‘helpful’ respectively.  If no evidence supporting the computational prediction was found or the predicted term did not comply with SGD’s annotation standards, then the prediction was scored as ‘not helpful’. Data are from the SGD gene association file dated October 11, 2009 and based on review of pre-2011 literature. 

