Additional file 1: Table of ciliary datasets.
Table of ciliary datasets used to compile the gene list used to curate the SCGS and references.
	Study
	Experiment types
	Species
	Reference

	Blacque et al. 2005
	expression, xbox
	Caenorhabditis elegans
	[1]

	Chen et al. 2006
	expression
	Caenorhabditis elegans
	[2]

	Efimenko et al. 2005
	xbox
	Caenorhabditis elegans
	[3]

	Boesger et al. 2009
	proteomics
	Chlamydomonas reinhardtii
	[4]

	Keller et al. 2005
	expression, proteomics
	Chlamydomonas reinhardtii
	[5]

	Pazour et al. 2005
	expression, Proteomics
	Chlamydomonas reinhardtii
	[6]

	Stolc et al. 2005
	expression
	Chlamydomonas reinhardtii
	[7]

	Reinders et al. 2006
	proteomics
	Dictyostelium discoideum
	[8]

	Laurencon et al. 2007
	xbox
	Drosophila melanogaster
	[9]

	Muller et al. 2010
	proteomics
	Drosophila melanogaster
	[10]

	Kim et al. 2010
	ciliogenesis_modulation
	Homo sapiens
	[11]

	Kubo et al. 2008
	expression
	Homo sapiens
	[12]

	Nogales-Cadenas et al. 2006
	curation_centrosome
	Homo sapiens
	[13]

	Ostrowski et al. 2002
	proteomics
	Homo sapiens
	[14]

	Ross et al. 2007
	expression
	Homo sapiens
	[15]

	Cao et al. 2008
	proteomics
	Mus musculus
	[16]

	Liu et al. 2007
	proteomics
	Mus musculus
	[17]

	McClintock et al. 2008
	expression
	Mus musculus
	[18]

	Arnaiz et al. 2009
	proteomics
	Paramecium tetraurelia
	[19]

	Arnaiz et al. 2010
	expression
	Paramecium tetraurelia
	[20]

	Mayer et al. 2008
	proteomics
	Rattus norvegicus
	[21]

	Mayer et al. 2009
	proteomics
	Rattus norvegicus
	[22]

	Wigge et al. 1998
	proteomics
	Saccharomyces cerevisiae
	[23]

	Kilburn et al. 2007
	proteomics
	Tetrahymena thermophila
	[24]

	Smith et al. 2005
	proteomics
	Tetrahymena thermophila
	[25]

	Broadhead et al. 2006
	proteomics
	Trypanosoma brucei TREU 927
	[26]

	Stubbs et al. 2008
	expression
	Xenopus laevis
	[27]
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