Supplementary material for Part 12 (Feschotte lab analysis)
This page summarizes key findings observed from the analysis of HERV-K polymorphism in the Zimmerome by the Feschotte lab at the University of Utah (Aurélie Kapusta, Cédric Feschotte). Note that we refer Zimmerome as subjectZ in the text below as well as in our presentations. 

Schema of data generation and analyses are summarized in the following presentation: SubjectZ_HERVK_schema.pptx

Identification of HERV-K copies polymorphic between SubjectZ and the human reference
a) Method summary
For more details on the method, see SubjectZ_HERVK_methods.pdf
We used the .bam file containing the information of the SubjectZ’s reads mapped to the human reference genome (assembly hg19), to: (i) intersect the coordinates of these reads with coordinates of known polymorphic loci [1,2] and (ii) visualize the mapped reads location by loading the bam file to the UCSC genome browser (thanks: Edward B. Chuong).

Additionally, the same loci were also looked at in the HuRef assembly (Craig Venter’s genome), by blasting the known loci sequences to the HuRef assembly.

b) Results
We combined the data from intersections and visualization to decipher if HERK-K copies that are absent or present in the reference were absent or present in the SubjectZ’s genome. A total of 132 sites (129 sites listed in ref. [2] and 10 loci listed in ref. [1], 7 loci being in both) were verified. 
For five of the 31 loci that do not have a copy of HERV-K in the reference (case 1 from SubjectZ_HERVK_schema.pptx), we could detect signs that an HERV-K copy was present in SubjectZ’s genome, while at least four of them were absent from the HuRef assembly (one unclear case). We verified that at least some of the SubjectZ reads mapping at that location indeed contain DNA homologous to LTR5_Hs (which corresponds to the LTR repeats flanking the coding genes of HERV-K). Among the 98 loci that have a copy of HERV-K in the reference (case 2 from SubjectZ_HERVK_schema.pptx), only one is clearly absent from SubjectZ’s genome (while present in the HuRef assembly). 

Four of the HERV-K copies present in the SubjectZ’s genome have been reported in the sequenced Denisovan and/or modern human genomes [3-5] (see attached files below for details). 

Associated data files:
  HERV-K_analysis.xlsx = Details of the loci (excel file) 
[bookmark: _GoBack]  SubjectZ_HERV-K_screenshots.pptx (pptx file)
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