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AA_G83_ins_secrete SNPs

Exons within each gene.

doqtl2::get_gene_exon_snp pulls info from SQLite based on chr region determined by top_snps_tbl.

# A tibble: 7 ◊ 6

gene exons min_Mbp max_Mbp strand AA_G83_ins_secrete

<chr> <int> <dbl> <dbl> <chr> <dbl>

1 1110002E22Rik 2 138.0651 138.0814 + 3.197363

2 Gm4862 3 139.1283 139.1937 - 3.069721

3 Gm6260 3 143.6709 143.7121 - 3.304937

4 Lmo4 16 144.1885 144.2053 - 3.489793

5 Rap1gds1 15 138.9259 139.0752 - 3.144590

6 Tspan5 27 138.7422 138.9044 + 3.222938
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qtl2	tasks	
•  develop	GNapi	(Prins,	Broman,	Sen)	

–  data	extrac7on	tools	created	
–  data	upload,	workflow	tools	needed	

•  redesign	qtl2	packages	to	use	GNapi	(Broman,	Yandell)	
–  data	extrac7on,	upload,	etc.	
–  CC	and	DO	mouse	SQL	informa7on	
–  doqtl2	pipeline	

•  develop	auxiliary	qtl2	packages	(Broman,	Yandell)	
–  qtl2ggplot,	qtl2shiny,	qtl2feature	
–  qtl2d3plot	

•  rethink	qtl2	data	architecture	(Broman,	Yandell,	Sen)	
–  small	master	data	object	
–  data	source	indirec7on	
–  rethink	genotype	probability	object?	



learning	objec7ves	

•  training	next	genera7on	of	young	scien7sts	
– scalable	integra7ve	models	
– disease	risk	and	treatment	

•  develop	digital	learning	modules	
– blended	/	flipped	learning	environments	
– data	&	so[ware	carpentry	
– gateway	to	intermediate	to	advanced	skills	
–  reproducible	research	in	teams	


