60428_screenshot_1
2.1. 	Set up in R by typing the following code into the console window in RStudio. 00:00 – 01:10
2.2. 	Make a GRanges object by typing the following code into the console window in RStudio. 01:10– 02:31

60428_screenshot_2
3.1. 	Set up in R. 00:00 – 00:34
3.2.1. 	Load promoter and exonic region and generate a GRange object.  00:34– 02:21
3.2.2. 	Overlap credible SNPs with exonic regions. 02:21– 03:32
3.2.3. 	Overlap credible SNPs with promoter regions.  03:32 – 04:40

60428_screenshot_3
3.3.1. 	Load Hi-C dataset and generate a GRange object. 00:00 – 03:41
3.3.2. 	Overlap credible SNPs with Hi-C GRange object.  03:41 – 04:35

60428_screenshot_4
3.4. 	Compile AD candidate genes defined by positional mapping and chromatin interaction profiles. 00:00 – 02:11

60428_screenshot_5
4.1. Set up in R. 00:00 – 00:47
4.2. Process expression and meta data. 00:47 – 05:23
4.2.1. 	Specify developmental stages. 05:23 – 06:51
4.2.2. 	Select cortical regions. 06:51 – 9:55

60428_screenshot_6
4.3. 	Extract developmental expression profiles of AD risk genes. 00:00 – 01:01
4.4. 	Compare prenatal versus postnatal expression levels of AD risk genes. 01:01 – 02:34

60428_screenshot_7
5.1.1 Set up in R. 00:00 – 04:39

60428_screenshot_8
6.1. 	Download and configure HOMER by typing the commands below in terminal. 00:00 – 00:34
6.2. 	Run HOMER by typing the commands below in terminal. 00:34 – 00:53

60428_screenshot_9
[bookmark: _GoBack]6.3. 	Plot the enriched terms by typing the following code into the console window in RStudio. 00:00 – 03:14

