List of personal genome analyses that can done using the genome sequencing reads and resulting variant calls for an individual.
· SVs: We have done extensive work looking at structural variants (SVs) in genomes using a program we have developed called CNVnator (http://papers.gersteinlab.org/papers/CNVnator).  This was part of the 1000 Genomes SV effort, recently published in Nature (http://papers.gersteinlab.org/papers/1000sv). We also used CNVnator for the somatic SV calls (http://papers.gersteinlab.org/papers/ips).
· Constructing a Personal Diploid Genome: Based on the variants (SNPs, indels and, particularly, SVs) in an individual, we have a bit of experience on constructing a personal diploid genome sequence and using it to determine allelic behavior. This work was covered in a variety of places included our original method publication (http://papers.gersteinlab.org/papers/AlleleSeq), the 1000 Genomes SV paper (above), and a 1000 Genomes companion in press at Nature Communications. You might want to build a personal genome of yourself!  
· Variable Pseudogenes:  We, of course, can look at the pseudogenes that occur in one's own genome but perhaps more interesting are those that vary between people.  There are only a small number of variable pseudogenes per person as we delineated recently but they are quite interesting in terms of population and genome history  (http://papers.gersteinlab.org/papers/svpgene & http://papers.gersteinlab.org/papers/refgeneset).  
· The Specific Impact of LOF Variants:  Closely related to variable pseudogenes are loss-of-function (LOF) events, which are essentially pseudogenization events specific to an individual. We have a new pipeline called ALOFT, which estimates the impact of loss of function variants, determining whether or not they are deleterious.  This pipeline (currently under review) was adapted from the original VAT pipeline for annotating LOF variants in the 1000 Genomes FIG and since then has been used for all of the 1000 Genomes analysis of LOF variants (http://papers.gersteinlab.org/papers/lof & http://papers.gersteinlab.org/papers/vat).

· High-impact Non-coding Variants:  Non-coding variants tend to be greatly neglected in comparison to coding ones, such as LOF events. In the context of 1000 Genomes FIG, we developed a pipeline called FunSeq for looking at the impact of rare variants in noncoding regions. FunSeq incorporates all of the ENCODE functional annotations; it was originally applied to cancer genomes but can also be used for rare germ line variants.  It has been described in recent papers in Science and Genome Biology (http://papers.gersteinlab.org/papers/funseq & http://papers.gersteinlab.org/papers/funseq2).  

