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Supplemental Code: All of the code we used to generate Incremental Databases is available in the zip file available for download in the supplemental materials, along with instructions for how to use this. This code is also publicly available in the GitHub repository at https://github.com/tmfreeman400/IncDB_code .

Supplemental Data S1 - List of autosomal genes associated with hereditary spastic paraplegia from the PanelApp gene panel, ranked in descending order by suspect loci percentage. Files A, B, C refer to data sets 1, 2, 3 respectively.

Supplemental Data S2 - List of autosomal genes associated with genetic epilepsy syndromes from the PanelApp gene panel, ranked in descending order by suspect loci percentage. Files A, B, C refer to data sets 1, 2, 3 respectively.



	
	Number of suspect loci
(×1,000,000)
	Number of non-suspect loci
(×1,000,000)
	Odds ratio
	Fisher Exact Test p-value

	Inside GC-rich regions
	1.59
	14.7
	8.19
	1.10×10‾³²¹

	Outside GC-rich regions
	34.8
	2630 
	
	



Supplemental Table S1 Extract (Full Supplemental Table S1 available for download with this paper): A Fisher Exact test contingency table for suspect locus enrichment within GC-rich regions, across all autosomal chromosomes (from data set 1). The full contingency table for all regions across data sets 1-3 is available in Supplemental_Table_S1.xlsx, showing these statistics for all 18 types of region examined in this study, with the exception of the p-value, since this was extremely low in all cases (the largest p-value was 8.69×10‾⁴¹ for the enrichment of suspect loci in the intellectual disability gene panel in data set 2, which was still highly statistically significant).

Supplemental Table S2: A table showing the distribution of patient ethnicities in data sets 2-5 (this data was not available for data set 1). The number of patients for each of the 16 ethnic groups is listed along with the total number of patients for the data set. All categories are distinct and no patient is in more than one category.
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