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×Overlay Data

SAFE analysis to identify regions of the global similarity network that are significantly enriched for genes exhibiting negative or positive genetic interactions with a gene of interest (see Fig. 9 in Costanzo et al 2016 for an example). Or, upload a gene list and identify network regions that are significantly enriched for your favourite genes.
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×Upload cutom annotations

Please upload na Excel® spreadsheet with your custom gene annotations in a gene -> term pair format. If a gene belongs to more than one term use multiple lines.
Only the first sheet in the uploaded file is used and it must have a header row and two columns (both required):
	ORF
	Gene's systematic name (ie: YNL271C).
	Annotation
	Annotation text.
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