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- Matthew W. Snyder, et al.,
Cell-free DNA Comprises an In Vivo Nucleosome Footprint that Informs Its Tissues—Of—Origin.
Cell. 2016. 164(1-2): 57-68.

- Jacob O. Kitzman, et al, Noninvasive Whole—Genome Sequencing of a Human Fetus.
Sci Trans! Med. 2012 Jun 6; 4(137): 137ra76.
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